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Family 1A - Domain architecture
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Family 1B - Domain architecture
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- Transglycosylase SLT domain 1 - SLT (IPR008258)

Murein transglycosylase-C, N-terminal (IPR024570)
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Family 1C - Domain architecture
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- Transglycosylase SLT domain 1 - SLT (IPR008258)



Family 1D - Alignment

40 60
1 1 1

MItD-(ECK0211) MKAK- - - - - - - --------- GCQSTGNNMQQ HAQSESAAGQ GEAAKETSQA BWM- - BBGTS
MItD-(PA1812) GCQGSGQNKG EAQARAARPG ARANBNMQENP SWEHTQPGQN
LtgE-(BGO0608) NicPGE- - - - B MAGNTSSHQN GEAN- MBENS SllllPPTlQ N
XAC1086-XAC_RS05550 PAAASPNBAS - --- - SASAG GQAAPASA-- ------
MItD1-(SmIt0994) P A TAGAQSEGAG NMISGNETAAAA S PAAS ']
XAC2729-XAC_RS13860 WPHUEANNAEM S AEBABMAAAE l NNSBPRGTAE CENMSNQEATH
MItD2-(Smlt3434) WPEEAEAGEN SlAPlAlAQl AEQQRMTNMAE ¥ ANABPKGSNE llNlCllQlG CQVGTEEASH
Consensus MPRX------ -——--——- LLX XILLAAXALA XCXXXGNKAG AAQXXSAAAX GRAADALLXV SXLD-KPGAX AXXXXEIWXD XRDG-RXQPG CXENXXXARX
100%
Conservation “
vator e e me. oo lemmes OIS aiessesais mﬂﬂmmﬂﬂﬂﬂm R e e e e I mﬂﬂﬂmmmﬂmﬂ 1 e e A
Q
1?0 1(|50 24|0
MID-(ECKO211) - = = = === mmmmomooo - lllllell HBNMTERAEPN RRENMPVEEN EBPHATSGAN AAGHWONNPS 147
MItD-(PA1812) - - - - - - - - - - ] EE EQSSARGSEN NMPHEEEA NENPEAESRESN | ] PA 166
LtgE-(BGOO608) - - - - - - - - - - BEVNNESEPN KRENMPAEAA EVTKAKSHEG ASGEHWQEMPA 145
XAC1086-XAC_RS05550 BB VErE llAlMPTllA NRPGABNGSG PAGEWQENAT 137
MItD1-(SmIt0994) ABEPTEEA NMEBRPNABNGISG PTGEHWQENAT 146
XAC2729-XAC_RS13860 PEAAR EE P- EAR AAGHEMQEMPA 236
MItD2-(Smlt3434) PEAARAAALRE NllAlMIPlI EKRGEP- EAR llGlMAllSN GRMHASSRAG AAGEMQEVPA 237
Consensus -XFARAXSXL XDXRHXXXPY VVXEL XKRNMPTEAA LLPXV--ESA YRPHAXSXXG AAGLWQF IPA
100%
Consenat I (e o [efepen e el Il
omewam%rﬁﬁﬁﬁﬁmﬁmmm mrerfeeeen e AN allseefaein HHHHHHHHHH o o mmmﬁmﬂﬂmﬂﬂ O Hﬂﬂ ol ol ﬂﬂﬂﬂmm nlanlE mﬂﬂﬂﬂ HH H HHH
2?0 2£|§0 3(|)0 320 3‘:0 36|0
MItD-(ECK0211) WASTTAAENM BWEETWAANN SGEGENMVEAN KTNKARGEST ||Is|P IPQ ARSBHERNSKE RNMGNEEPTTB H 264
MItD-(PA1812) TASTNAAETN B BAVEAEAANN EBN || NEP- EPQ SNGHSENPEN 283
LtgE-(BGO0608) K BHBY NAATBAAENN BWPEAEAANN NRARBQGEEP | ER- MPN SEGMNE SBN 261
XAC1086-XAC_RS05550 GAQNDGRESA NMBSTTAANRN llTllGMlGG BWREAEVANN ESAGMNAGNY RPSEEPGMSK QQGNEETSER 256
MItD1-(SmIt0994) TNGNBGRESA NMBsTQAAVEN ERTEHGMEGG ||||ATMA|N BRKAGMNAGNA KPSAEPGESP E BaPGNMASEB 265
XAC2729-XAC_RS13860 GTGEBTEEDA BSAAEASAAN ENEBVAGENR SHEEAEAANEN BVE SQSGGRGEWE Q- BMNNQEPA QNGNBE 355
MItD2-(Smit3434) TGREEGEGPE GTGEBTEEBA BSAAEASASN ENEREEEENN NMEMVSHMAANN GGIG.AAII. KQSAGQSEWT B- SUNNGEPG AAAWIEEHPQ QNGNEEPKNS AQPATEREAK 356
Consensus TGRNFGL-PX TXGYDGRXDA VASTXAALXY LXXLXGMFNG DWXLALAAYN AGEGRVXRAX XXAGXXGXXT DXSXLP-LPQ ETKDYVPKLL ALAXILLHPQ QYGVXLPXXD XQ-PXLXXVK
100%
concnasr ] il oo eI T 1T T ot it H
onservatior H ﬂﬂﬂﬂmﬂm ﬂmﬂﬂ [ HHH ﬂﬂﬂﬂm Hﬂm mmﬂmﬂﬂﬂﬂﬂ HHH HHH [l HHHHHHH e M M ﬂmﬂmﬂﬂmﬂﬂm H il Hﬂﬂﬂ ﬂﬂmﬂﬂmﬂﬂﬂ ] ﬂﬁﬂﬂmﬂﬂ mmmﬂmﬂmmﬂm
400
MItD-(ECK0211) HSSPMEVAKNM GS TlGAS 319
MitD-(PA1812) MKRGHBESSH 393
LtgE-(BGO0608) EBNEAN AllAGlTQS- SNQTEQSNEE 377
XAC1086-XAC_RS05550 HPAGTSENTW AGQRAN PPQPGANS- - 309
MItD1-(SmIt0994) BPAGT SMQQW AAQRAEBPA- B AAN- -AEE- - ---------- - e e e e eeee eeeeeeeee e 316
XAC2729-XAC_RS13860 EcsMGTRBGN VERAEBNENPE DEERAEEE- - ---------- ---------- aoaoa--- N | TENTABENSA 432
MItD2-(Smlt3434) EGSHGTRBGN MEAEEBNENPR THENATORE- - ---------- ---------- oo - WAGENQENC TENTABENAA 433
Consensus LXXGXELTIX AGXAGIXXX- --XLXXLNPA Y-XGGR--PS GPQ-VLXPXX TAXNXTXS-- —c--omoooo —ommm oo oo -IA-L---N- -L--A-----
100%
conars il H
onsenvaton MoeMal lnem Hﬂmﬂﬂﬂmmmm o O I T i e O . S [ O O 1 e B o i N i

continue in the next page



Family 1D - Alignment

S(IJO SZIO GOIO
MID=(ECKO211) - - - = = = = = = = oo oo m e o e e e e e e oo oo - - - ASGENAA 334
MItD-(PA1812) - - - - - ---- GONAGGANKP 412
LtgE-(BG00608) EHTA'S '] HQPAA AQTABNTNAP E MOEMARNNER 497
XAC1086-XAC_RS05550 - - - - -- - - - - - AMBASAEVME TGAASSTAAPR M- - AMAAAA- - - - - - - L oo oo 335
MItD1~(SMI0994) - - - - - - - - - - oo oo - AEAATABNA TTAPMAAANIP TRPAMTRTMA- - - - - - - - - - - - oo o i ol o oo 344
XAC2729-XAC_RS13860 HMRSSSA--- ---------- --- - PENNPS MAMGBMSQMA - - - - - - GEPT T----WAT- - - - - - - - o e e . o o oo 463
MItD2-(Smlit3434) MKBPT-A--- - --------- ----TSHTGS NMANMGGNNMPNMA BAAASTSMPT TPMAPMAT- - - - - - - - - - oo e i i 473
CONSENSUS === = === === ——mmmmmmmm mmmmm oo o ~AVXAVAPXA TQAASGXVAP TPQAXVATA- - oo oo oo oo oo o e o
100%
Consewanor;% e A 1 i mrﬂﬂﬂmmﬂﬂﬂ NMea e e e e e e e, e e e
6%0 6?0 6?0 6?0 7(|)0 72|0
MID-(ECKO211) = - = = === === =mmmsmmoes —oooooooos oo oo ---NTPENSE M SGBTIE SSHASEEGNS TKBEQCOWNKE EBGSKERPcQas BTHNGAGSSAQ ---- - ANN 396
MID=(PALB12) = - = = = = = = = = = m == s o e e s e e ss s - - - STPARTR NGBSE WANABNNGNB W BRHAERNMGQT EQGGTQAE AABRKGNAAGK 479
LgE-(8G00608) RQAEETHSAM MGTPBTHWAER NNSSSPQRTE AABGKREARE ETEWAKAABG EAETSPEHAS EGBTE ENNAKRNNMS KGNTHoKGoM EREAQAAPAQ T-------- R 609
XAC1086-XAC_RSO5550 - - = = = = = = = = = oo m oo o s o oo oo oo - SKASTSPAR o GESA WANARRNGHT MTTEEATNGE BESAM- - - -- - --------- oo 379
MIEDI—(SMI0994) - - - - - - - - - - oo L .o - AMABEPESR RHTMRBGESA WTHABRNGMP MKAEESENGE SGSSM- - - - - ---------- ---------- 388
XAC2729-XAC_RS13860 - - - - = - = = - = = oo e oo oo o oo oo oo oo GQPA NMAKPKAKQWE SNTHARGBTE GEMAQKNQCE NKEEARANGHE KAPSM- - --- ---------- ---------- 512
MID2-(SMIt3434) - - - - - = - - == - oo e oo oo oo oo PEPA - ARPKP- - WR SHKNMGRGETE GANAAKEQCE WPTEARANGE KAPANM----- ---------- ---------- 519
CONSENSUS === == == === = mm e m e m o e e mm o e mm - ~AKXXPLRXR SHTVRXGDTL WAIARRYGVX VKDLXRANGL KGSAX----- —--o--ommm —m oo
1
Conservanor&‘ e e N e o B e o e e I ﬁﬂmmmﬂmmmﬂ ﬂﬂﬂﬂﬂm‘ ‘HHH ﬂmﬂ‘ ‘ﬂﬂﬂﬂﬂm Hﬂﬂ‘ ‘mrﬂ‘ ‘HH T S P O O M
7?0 7(|30
MItD-(ECK0211) SBSHTN- KGBSESSHAR RHGENN M BWNSBTAN- @ KNNNMPBS 452
MitD-(PA1812) RBSAT BSVNEENAK N¥ Q RWNPESKQAE ---BTASR 534
LtgE-(8G00608) MEKNMSN- TAR KGBTEKSHAA RENE B RENPNE- NTH NPGORMKEN- ------ GIS 658
XACL086-XAC_RS05550 - = = === === = -=ommmmm =mmoom [ 392
MIDL1-(SMIt0994) - - - - - - - - - - oo o 399
XAC2729-XAC_RS13860 - - - - - - - = -« o omooo oo oo E K 527
MItD2—~(SMIt3434) - - - - - - - - - - oo oL L. SE RHGQTEKEQG 534
Consensus - - —--—-——- ————-—--—- - - —-—- ————-———-— L KPGQXLKL--
100%
Conservation H HH H H
O PP i i P e 0 S O 5




Family 1D - Domain architecture
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Family 3B - Domain architecture
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Family 5A - Domain architecture
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Family 6A - Domain architecture

XAC_RS03440 (RIpA)

RIpA (ECK0626)

RIpA (PA4000)

RIpA (SmIt4051)

RIpA (NGO1728)

- Sporulation-like domain - SPOR (IPR0O07730)

- Lytic transglycosylase MItA, domain B (IPR0O05300) / DPBB_1 (PF03330)



XAC RS21660 (unknown) - Alignment against Family 3B
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XAC _RS21660 - Domain architecture

XAC_RS21660

C X e
related to Family 3B
- - active site | 1y F A A &
catalutic residues &

rhosphate binding residues | &

Specific hits H1tB_2 Y b
Superfanilies MItB superfamily Aldose_epim superfamily

Only
Xanthomonadales

Excluding
Xanthomonadales

Peptidoglycan binding-like (IPR002477) - Glycoside hydrolase-type carbohydrate-binding (IPR014718)

Transglycosylase SLT domain 2 - SLT 2 (IPR031304)



XAC_RS15470 (MtgA)

XAC_RS15470 (MtgA)

A
EI UniProt Reviewed - Q8PI51 - Peptidoglycan polymerase that catalyzes glycan chain elongation from lipid-linked precursors.

- Biosynthetic peptidoglycan transglycosylase (IPR011812)



