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KJV81131.1_PD-_D_E_XK_nuclease_transposase_family_protein_Rickettsia_hoogstraalii_str._RCCE3

WP_004448807.1_Rpn_family_recombination-promoting_nuclease_putative_transposase_Leptospira_noguchii

OYZ37595.1_hypothetical_protein_B7Y25_03810_Alphaproteobacteria_bacterium_16-39-46

WP_073233689.1_Rpn_family_recombination-promoting_nuclease_putative_transposase_Pedobacter_caeni

WP_004426397.1_Rpn_family_recombination-promoting_nuclease_putative_transposase_Leptospira_noguchii

OYZ37158.1_hypothetical_protein_B7Y25_05230_Alphaproteobacteria_bacterium_16-39-46

AFB23384.1_hypothetical_protein_RPL_02465_Rickettsia_rickettsii_str._Colombia

WP_088746033.1_MULTISPECIES__Rpn_family_recombination-promoting_nuclease_putative_transposase_unclassified_Sphingobacteriales__miscellaneous_

WP_020561120.1_Rpn_family_recombination-promoting_nuclease_putative_transposase_Thiofilum_flexile

GAO97486.1_PD-_D_E_XK_nuclease_family_transposase_Caedimonas_varicaedens

WP_062140961.1_hypothetical_protein__partial_Caedimonas_varicaedens

WP_073227899.1_Rpn_family_recombination-promoting_nuclease_putative_transposase_Pedobacter_caeni

WP_020560076.1_Rpn_family_recombination-promoting_nuclease_putative_transposase_Thiofilum_flexile

WP_006788512.1_Rpn_family_recombination-promoting_nuclease_putative_transposase_Thiorhodospira_sibirica

PCJ29338.1_hypothetical_protein_COA94_01715_Rickettsiales_bacterium

PCJ25778.1_hypothetical_protein_COA94_05835_Rickettsiales_bacterium

WP_088763341.1_MULTISPECIES__Rpn_family_recombination-promoting_nuclease_putative_transposase_unclassified_Sphingobacteriales__miscellaneous_

OQX29164.1_hypothetical_protein_B0D92_05145_Spirochaeta_sp._LUC14_002_19_P3

WP_053522877.1_Rpn_family_recombination-promoting_nuclease_putative_transposase_Leptospira_noguchii

WP_053523354.1_Rpn_family_recombination-promoting_nuclease_putative_transposase_Leptospira_noguchii

WP_094649760.1_Rpn_family_recombination-promoting_nuclease_putative_transposase_Rickettsia_endosymbiont_of_Culicoides_newsteadi

PCJ29205.1_hypothetical_protein_COA94_02300_Rickettsiales_bacterium

PCJ24193.1_hypothetical_protein_COA94_07595_Rickettsiales_bacterium

CCPUN_00040_hypothetical_protein

WP_006788827.1_Rpn_family_recombination-promoting_nuclease_putative_transposase_Thiorhodospira_sibirica

PCJ24349.1_hypothetical_protein_COA94_07450_Rickettsiales_bacterium

GAO98759.1_flagellar_assembly_protein_H_Caedimonas_varicaedens

WP_028667498.1_Rpn_family_recombination-promoting_nuclease_putative_transposase_Runella_zeae

WP_053240659.1_Rpn_family_recombination-promoting_nuclease_putative_transposase_Clostridium_sp._DMHC_10

CCPUN_00530_hypothetical_protein

CCPUN_04150_hypothetical_protein

WP_062138921.1_hypothetical_protein__partial_Caedimonas_varicaedens
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WP_073233689.1_Rpn_family_recombination-promoting_nuclease_putative_transposase_Pedobacter_caeni

WP_088763341.1_MULTISPECIES__Rpn_family_recombination-promoting_nuclease_putative_transposase_unclassified_Sphingobacteriales__miscellaneous

PCJ29682.1_hypothetical_protein_COA94_00465__partial_Rickettsiales_bacterium

KJV81131.1_PD-(D/E)XK_nuclease_transposase_family_protein_Rickettsia_hoogstraalii_str._RCCE3

PID29581.1_hypothetical_protein_CSB55_01700_Candidatus_Cloacimonetes_bacterium

PCJ24193.1_hypothetical_protein_COA94_07595_Rickettsiales_bacterium

WP_020560793.1_Rpn_family_recombination-promoting_nuclease_putative_transposase_Thiofilum_flexile

OYZ37595.1_hypothetical_protein_B7Y25_03810_Alphaproteobacteria_bacterium_16-39-46

WP_020560076.1_Rpn_family_recombination-promoting_nuclease_putative_transposase_Thiofilum_flexile

WP_088746033.1_MULTISPECIES__Rpn_family_recombination-promoting_nuclease_putative_transposase_unclassified_Sphingobacteriales__miscellaneous

WP_020559510.1_Rpn_family_recombination-promoting_nuclease_putative_transposase_Thiofilum_flexile

GAO98759.1_flagellar_assembly_protein_H_Caedimonas_varicaedens

WP_094649760.1_Rpn_family_recombination-promoting_nuclease_putative_transposase_Rickettsia_endosymbiont_of_Culicoides_newsteadi

PAZ00862.1_hypothetical_protein_CAK90_03290_Spartobacteria_bacterium_AMD-G4

WP_114752789.1_hypothetical_protein_Negadavirga_sp._SW125

PCJ25778.1_hypothetical_protein_COA94_05835_Rickettsiales_bacterium

WP_073227899.1_Rpn_family_recombination-promoting_nuclease_putative_transposase_Pedobacter_caeni

WP_084792925.1_Rpn_family_recombination-promoting_nuclease_putative_transposase_Persicobacter_sp._JZB09

OQX29164.1_hypothetical_protein_B0D92_05145_Spirochaeta_sp._LUC14_002_19_P3

WP_062140961.1_hypothetical_protein__partial_Caedimonas_varicaedens

AFB23384.1_hypothetical_protein_RPL_02465_Rickettsia_rickettsii_str._Colombia

OYZ37158.1_hypothetical_protein_B7Y25_05230_Alphaproteobacteria_bacterium_16-39-46

RLA78478.1_hypothetical_protein_DRG33_05440_Deltaproteobacteria_bacterium

GAO97486.1_PD-(D/E)XK_nuclease_family_transposase_Caedimonas_varicaedens

PCJ29338.1_hypothetical_protein_COA94_01715_Rickettsiales_bacterium

WP_000140595.1_ISNCY_family_transposase_Escherichia_coli

PCJ29205.1_hypothetical_protein_COA94_02300_Rickettsiales_bacterium

WP_054494927.1_ISNCY_family_transposase_Escherichia_coli

PCJ24349.1_hypothetical_protein_COA94_07450_Rickettsiales_bacterium

WP_118452131.1_Rpn_family_recombination-promoting_nuclease_putative_transposase_Dorea_sp._AF36-15AT

WP_020561120.1_Rpn_family_recombination-promoting_nuclease_putative_transposase_Thiofilum_flexile

WP_062138921.1_hypothetical_protein__partial_Caedimonas_varicaedens

CCPUN_01090_hypothetical_protein
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WP_062140961.1_hypothetical_protein__partial_Caedimonas_varicaedens

GAO98759.1_flagellar_assembly_protein_H_Caedimonas_varicaedens

WP_094649760.1_Rpn_family_recombination-promoting_nuclease_putative_transposase_Rickettsia_endosymbiont_of_Culicoides_newsteadi

PCJ25778.1_hypothetical_protein_COA94_05835_Rickettsiales_bacterium

CCPUN_02050_hypothetical_protein

WP_088746033.1_MULTISPECIES__Rpn_family_recombination-promoting_nuclease_putative_transposase_unclassified_Sphingobacteriales__miscellaneous

WP_062138921.1_hypothetical_protein__partial_Caedimonas_varicaedens

PCJ24349.1_hypothetical_protein_COA94_07450_Rickettsiales_bacterium

OYZ37595.1_hypothetical_protein_B7Y25_03810_Alphaproteobacteria_bacterium_16-39-46

PCJ24193.1_hypothetical_protein_COA94_07595_Rickettsiales_bacterium

OYZ37158.1_hypothetical_protein_B7Y25_05230_Alphaproteobacteria_bacterium_16-39-46

PID29581.1_hypothetical_protein_CSB55_01700_Candidatus_Cloacimonetes_bacterium

PCJ29682.1_hypothetical_protein_COA94_00465__partial_Rickettsiales_bacterium

GAO97486.1_PD-(D/E)XK_nuclease_family_transposase_Caedimonas_varicaedens

OQX29164.1_hypothetical_protein_B0D92_05145_Spirochaeta_sp._LUC14_002_19_P3

AFB23384.1_hypothetical_protein_RPL_02465_Rickettsia_rickettsii_str._Colombia

WP_088763341.1_MULTISPECIES__Rpn_family_recombination-promoting_nuclease_putative_transposase_unclassified_Sphingobacteriales__miscellaneous

PCJ29338.1_hypothetical_protein_COA94_01715_Rickettsiales_bacterium

KJV81131.1_PD-(D/E)XK_nuclease_transposase_family_protein_Rickettsia_hoogstraalii_str._RCCE3

PCJ29205.1_hypothetical_protein_COA94_02300_Rickettsiales_bacterium
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WP_016769952.1_DNA_repair_protein_RecN_Rickettsia_sibirica

WP_012262248.1_DNA_repair_protein_RecN_Rickettsia_rickettsii

WP_012150447.1_DNA_repair_protein_RecN_Rickettsia_rickettsii

WP_032073915.1_DNA_repair_protein_RecN_Rickettsia_aeschlimannii

WP_004996550.1_DNA_repair_protein_RecN_Rickettsia_sibirica

WP_041404528.1_DNA_repair_protein_RecN_Rickettsia_massiliae

ABV84524.1_DNA_repair_protein_RecN_Rickettsia_massiliae_MTU5

WP_011538037.1_DNA_repair_protein_RecN_Ruegeria_sp._TM1040

WP_014410413.1_DNA_repair_protein_RecN_Rickettsia_parkeri

WP_016916957.1_DNA_repair_protein_RecN_Rickettsia_honei

WP_014391895.1_DNA_repair_protein_RecN_Rickettsia_amblyommatis

PCJ29272.1_DNA_repair_protein_RecN_Rickettsiales_bacterium

WP_032139376.1_DNA_repair_protein_RecN_Rickettsia_tamurae

WP_010886227.1_DNA_repair_protein_RecN_Rickettsia_prowazekii

WP_010976893.1_DNA_repair_protein_RecN_Rickettsia_conorii

WP_014273222.1_DNA_repair_protein_RecN_Rickettsia_slovaca

CAC33678.1_RecN_protein__partial_Rickettsia_rickettsii

WP_062811196.1_DNA_repair_protein_RecN_Rickettsia_endosymbiont_of_Proechinophthirus_fluctus

WP_014364443.1_DNA_repair_protein_RecN_Rickettsia_philipii

WP_011477760.1_DNA_repair_protein_RecN_Rickettsia_bellii

WP_017443330.1_DNA_repair_protein_RecN_Rickettsia_gravesii

WP_014408268.1_DNA_repair_protein_RecN_Rickettsia_rhipicephali

WP_064463156.1_DNA_repair_protein_RecN_Rickettsia_raoultii

WP_041405069.1_DNA_repair_protein_RecN_Rickettsia_prowazekii

WP_045799504.1_DNA_repair_protein_RecN_Rickettsia_bellii

WP_040257057.1_DNA_repair_protein_RecN_Rickettsia_hoogstraalii

WP_077181512.1_DNA_repair_protein_RecN_Rickettsia_raoultii

WP_014365309.1_MULTISPECIES__DNA_repair_protein_RecN_spotted_fever_group

CAC33738.1_RecN_protein_Rickettsia_typhi

WP_114291397.1_DNA_repair_protein_RecN_Sulfitobacter_sp._PIC-76

WP_006268526.1_DNA_repair_protein_RecN_Streptococcus_constellatus

CCPUN_03570_DNA_repair_protein_RecN

WP_012719448.1_DNA_repair_protein_RecN_Rickettsia_africae

EER22478.1_DNA_repair_protein_RecN_Rickettsia_endosymbiont_of_Ixodes_scapularis

WP_014413129.1_DNA_repair_protein_RecN_Rickettsia_australis

EOB10699.1_DNA_repair_protein_RecN_Rickettsia_prowazekii_str._GvF12

WP_053350919.1_DNA_repair_protein_RecN_Rickettsia_amblyommatis

WP_012736538.1_DNA_repair_protein_RecN_Rickettsia_peacockii

WP_041078895.1_DNA_repair_protein_RecN_Rickettsia_asembonensis

CAC33615.1_RecN_protein__partial_Rickettsia_montanensis

AGJ02196.1_Outer_membrane_protein_assembly_factor_BamD_Rickettsia_prowazekii_str._NMRC_Madrid_E

WP_045800193.1_DNA_repair_protein_RecN_Rickettsia_amblyommatis

WP_014362789.1_DNA_repair_protein_RecN_Rickettsia_rickettsii

WP_064429580.1_DNA_repair_protein_RecN_Rickettsia_sp._Tenjiku01

KJV81393.1_recF_RecN_SMC_N_terminal_domain_protein_Rickettsia_hoogstraalii_str._RCCE3

WP_016926008.1_DNA_repair_protein_RecN_Rickettsia_conorii

WP_011190644.1_DNA_repair_protein_RecN_Rickettsia_typhi

WP_003041495.1_DNA_repair_protein_RecN_Streptococcus_anginosus

WP_014013936.1_MULTISPECIES__DNA_repair_protein_RecN_spotted_fever_group

WP_103897652.1_DNA_repair_protein_RecN_Rickettsia_fournieri

AGJ02666.1_DNA_repair_protein_RecN_Rickettsia_prowazekii_str._Breinl
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EAT35319.1_AAEL012505-PA_Aedes_aegypti

XP_019530817.1_PREDICTED__uncharacterized_protein_LOC109402580_Aedes_albopictus

XP_001656120.2_uncharacterized_protein_LOC5576417_Aedes_aegypti

XP_019546060.1_PREDICTED__uncharacterized_protein_LOC109416455_isoform_X2_Aedes_albopictus

XP_019530781.1_PREDICTED__uncharacterized_protein_LOC109402566_Aedes_albopictus

KXJ68548.1_hypothetical_protein_RP20_CCG002766_Aedes_albopictus

WP_083758808.1_hypothetical_protein_Candidatus_Amoebophilus_asiaticus

ACP20925.1_hypothetical_protein_Aasi_1610_Candidatus_Amoebophilus_asiaticus_5a2

XP_019535072.1_PREDICTED__uncharacterized_protein_LOC109406429_Aedes_albopictus

XP_001866102.1_conserved_hypothetical_protein_Culex_quinquefasciatus

XP_019530843.1_PREDICTED__uncharacterized_protein_LOC109402599__partial_Aedes_albopictus

CCD16011.1_unnamed_protein_product_Trypanosoma_congolense_IL3000

XP_009311455.1_protein_translocase_subunit_secA_Trypanosoma_grayi

XP_019546059.1_PREDICTED__uncharacterized_protein_LOC109416455_isoform_X1_Aedes_albopictus

XP_021203782.1_uncharacterized_protein_LOC101737540_Bombyx_mori

CCPUN_03830_hypothetical_protein

XP_019535069.2_PREDICTED__uncharacterized_protein_LOC109406425_Aedes_albopictus

XP_023953290.1_LOW_QUALITY_PROTEIN__uncharacterized_protein_LOC112057031_Bicyclus_anynana
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WP_016948819.1_ISAs1_family_transposase_Anabaena_sp._PCC_7108

WP_071187370.1_ISAs1_family_transposase_Trichormus_sp._NMC-1

WP_024602346.1_MULTISPECIES__ISAs1_family_transposase_Pseudoalteromonas

WP_071192738.1_ISAs1_family_transposase__partial_Trichormus_sp._NMC-1

BBD70531.1_transposase__plasmid__Nostoc_commune_HK-02

BBD70800.1_transposase__plasmid__Nostoc_commune_HK-02

PJB10264.1_ISAs1_family_transposase_Gammaproteobacteria_bacterium_CG_4_9_14_3_um_filter_38_9

WP_094787881.1_ISAs1_family_transposase_Zooshikella_ganghwensis

WP_083389728.1_ISAs1_family_transposase_Trichormus_sp._NMC-1

WP_071192731.1_ISAs1_family_transposase__partial_Trichormus_sp._NMC-1

WP_043996129.1_ISAs1_family_transposase__partial_Microcystis_aeruginosa

GAA78676.1_H_repeat-associated_protein_yhhI_Pseudoalteromonas_sp._BSi20495

WP_094347041.1_ISAs1_family_transposase_Nostoc_sp.__Peltigera_membranacea_cyanobiont__232

P22644.2_RecName__Full_Uncharacterized_protein_in_dhlA_3_region

WP_066018739.1_ISAs1_family_transposase_Endozoicomonas_atrinae

SQH77069.1_conserved_protein_of_unknown_function__might_belong_to_transposase_IS4_family_protein_Shewanella_benthica

KPV54838.1_hypothetical_protein_SE17_01270_Kouleothrix_aurantiaca

WP_008114248.1_ISAs1_family_transposase_Pseudoalteromonas_sp._BSi20311

OGX03165.1_hypothetical_protein_A3G87_07285_Omnitrophica_bacterium_RIFCSPLOWO2_12_FULL_50_11

WP_095725133.1_ISAs1_family_transposase_Calothrix_elsteri

WP_086110882.1_ISAs1_family_transposase_Xenorhabdus_vietnamensis

PIZ04371.1_ISAs1_family_transposase_Gammaproteobacteria_bacterium_CG_4_10_14_0_8_um_filter_38_16

GBG22812.1_transposase_Nostoc_commune_NIES-4072

WP_087275080.1_MULTISPECIES__ISAs1_family_transposase_Blautia

WP_112353221.1_ISAs1_family_transposase_Shewanella_benthica

PHR85697.1_ISAs1_family_transposase_Colwellia_sp.

SFD80608.1_Predicted_transposase_YbfD_YdcC_associated_with_H_repeats_Pseudoalteromonas_denitrificans_DSM_6059

OBQ34843.1_transposase__partial_Aphanizomenon_flos-aquae_WA102

WP_091992024.1_ISAs1_family_transposase_Pseudoalteromonas_denitrificans

OHC67475.1_transposase_Rhodocyclales_bacterium_RIFCSPLOWO2_02_FULL_63_24

WP_038462597.1_ISAs1_family_transposase_Candidatus_Paracaedibacter_acanthamoebae

WP_011118303.1_ISAs1-like_element_ISRba7_family_transposase_Rhodopirellula_baltica

WP_067581837.1_ISAs1_family_transposase_Endozoicomonas_ascidiicola

WP_109012853.1_ISAs1_family_transposase_Nostoc_commune

WP_038464592.1_ISAs1_family_transposase_Candidatus_Paracaedibacter_acanthamoebae

CCPUN_03900_hypothetical_protein

WP_015129462.1_ISAs1_family_transposase_Calothrix_sp._PCC_7507

WP_075900486.1_ISAs1_family_transposase_Moorea_bouillonii

WP_094785569.1_ISAs1_family_transposase_Zooshikella_ganghwensis

WP_119834088.1_ISAs1_family_transposase_Azospirillum_sp._K2W22B-5

PHS31353.1_ISAs1_family_transposase_Alkaliphilus_sp.

OBQ26250.1_transposase_Aphanizomenon_flos-aquae_MDT14a

WP_120769054.1_ISAs1_family_transposase_Thermoanaerobacteraceae_bacterium_SP2

WP_007325142.1_ISAs1-like_element_ISRba7_family_transposase_Rhodopirellula_baltica

PJB11211.1_ISAs1_family_transposase_Gammaproteobacteria_bacterium_CG_4_9_14_3_um_filter_38_9

WP_033015316.1_ISAs1_family_transposase_Pseudoalteromonas_sp._BSi20495

WP_017029468.1_ISAs1_family_transposase_Vibrio_breoganii

WP_002770349.1_ISAs1_family_transposase_Microcystis_aeruginosa

EGI71426.1_hypothetical_protein_PH505_di00080_Pseudoalteromonas_distincta

WP_004357766.1_ISAs1_family_transposase_Thauera_phenylacetica
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WP_053522877.1_Rpn_family_recombination-promoting_nuclease_putative_transposase_Leptospira_noguchii

WP_020560793.1_Rpn_family_recombination-promoting_nuclease_putative_transposase_Thiofilum_flexile

WP_006788827.1_Rpn_family_recombination-promoting_nuclease_putative_transposase_Thiorhodospira_sibirica

PCJ29338.1_hypothetical_protein_COA94_01715_Rickettsiales_bacterium

PCJ24193.1_hypothetical_protein_COA94_07595_Rickettsiales_bacterium

WP_073233689.1_Rpn_family_recombination-promoting_nuclease_putative_transposase_Pedobacter_caeni

WP_118452131.1_Rpn_family_recombination-promoting_nuclease_putative_transposase_Dorea_sp._AF36-15AT

WP_062138921.1_hypothetical_protein__partial_Caedimonas_varicaedens

WP_088746033.1_MULTISPECIES__Rpn_family_recombination-promoting_nuclease_putative_transposase_unclassified_Sphingobacteriales__miscellaneous_

WP_053523354.1_Rpn_family_recombination-promoting_nuclease_putative_transposase_Leptospira_noguchii

WP_020561120.1_Rpn_family_recombination-promoting_nuclease_putative_transposase_Thiofilum_flexile

GAO98759.1_flagellar_assembly_protein_H_Caedimonas_varicaedens

WP_020559510.1_Rpn_family_recombination-promoting_nuclease_putative_transposase_Thiofilum_flexile

KJV81131.1_PD-_D_E_XK_nuclease_transposase_family_protein_Rickettsia_hoogstraalii_str._RCCE3

WP_062140961.1_hypothetical_protein__partial_Caedimonas_varicaedens

WP_114752789.1_hypothetical_protein_Negadavirga_sp._SW125

WP_084792925.1_Rpn_family_recombination-promoting_nuclease_putative_transposase_Persicobacter_sp._JZB09

WP_094649760.1_Rpn_family_recombination-promoting_nuclease_putative_transposase_Rickettsia_endosymbiont_of_Culicoides_newsteadi

WP_020560076.1_Rpn_family_recombination-promoting_nuclease_putative_transposase_Thiofilum_flexile

WP_004426397.1_Rpn_family_recombination-promoting_nuclease_putative_transposase_Leptospira_noguchii

OQX29164.1_hypothetical_protein_B0D92_05145_Spirochaeta_sp._LUC14_002_19_P3

PCJ29682.1_hypothetical_protein_COA94_00465__partial_Rickettsiales_bacterium

CCPUN_04430_hypothetical_protein

WP_006788512.1_Rpn_family_recombination-promoting_nuclease_putative_transposase_Thiorhodospira_sibirica

PCJ24349.1_hypothetical_protein_COA94_07450_Rickettsiales_bacterium

OYZ37158.1_hypothetical_protein_B7Y25_05230_Alphaproteobacteria_bacterium_16-39-46

PCJ29205.1_hypothetical_protein_COA94_02300_Rickettsiales_bacterium

OYZ37595.1_hypothetical_protein_B7Y25_03810_Alphaproteobacteria_bacterium_16-39-46

WP_004448807.1_Rpn_family_recombination-promoting_nuclease_putative_transposase_Leptospira_noguchii

AFB23384.1_hypothetical_protein_RPL_02465_Rickettsia_rickettsii_str._Colombia

GAO97486.1_PD-_D_E_XK_nuclease_family_transposase_Caedimonas_varicaedens

WP_088763341.1_MULTISPECIES__Rpn_family_recombination-promoting_nuclease_putative_transposase_unclassified_Sphingobacteriales__miscellaneous_

PID29581.1_hypothetical_protein_CSB55_01700_Candidatus_Cloacimonetes_bacterium

PCJ25778.1_hypothetical_protein_COA94_05835_Rickettsiales_bacterium
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0.2

WP_077188369.1_amino_acid_permease_Wolbachia_pipientis

SPR13770.1_amino_acid_transporter_Orientia_tsutsugamushi

WP_007302140.1_MULTISPECIES__amino_acid_permease_Wolbachia

WP_094649451.1_amino_acid_permease_Rickettsia_endosymbiont_of_Culicoides_newsteadi

WP_110410523.1_amino_acid_permease_Wolbachia_endosymbiont_of_Folsomia_candida

WP_064085324.1_amino_acid_permease_Wolbachia_endosymbiont_of_Dactylopius_coccus

WP_015587975.1_amino_acid_permease_Wolbachia_endosymbiont_of_Drosophila_simulans

WP_096616993.1_amino_acid_permease_Wolbachia_pipientis

WP_057625289.1_amino_acid_permease_Candidatus_Berkiella_cookevillensis

WP_062139142.1_amino_acid_permease_Caedimonas_varicaedens

WP_108784132.1_amino_acid_permease_Wolbachia_endosymbiont_of_Bemisia_tabaci

OYZ37596.1_amino_acid_permease_Alphaproteobacteria_bacterium_16-39-46

CCPUN_06490_Arginine/agmatine antiporter

WP_096641552.1_amino_acid_permease_Wolbachia_pipientis

WP_047220046.1_amino_acid_permease_Orientia_tsutsugamushi

WP_096616991.1_amino_acid_permease_Wolbachia_pipientis

WP_012673311.1_MULTISPECIES__amino_acid_permease_Wolbachia

WP_041621291.1_amino_acid_permease_Orientia_tsutsugamushi

WP_022626385.1_amino_acid_permease_Wolbachia_endosymbiont_of_Drosophila_melanogaster

POG51767.1_amino_acid_permease__partial_Wolbachia_sp._wRi_2

WP_019236734.1_amino_acid_permease_Wolbachia_pipientis

WP_045912582.1_amino_acid_permease_Orientia_tsutsugamushi

WP_064643739.1_amino_acid_permease_Orientia_tsutsugamushi

AAS14621.1_amino_acid_permease_family_protein_Wolbachia_endosymbiont_of_Drosophila_melanogaster

WP_039456869.1_amino_acid_permease_Candidatus_Jidaibacter_acanthamoeba

WP_045914628.1_amino_acid_permease_Orientia_tsutsugamushi

WP_045913196.1_amino_acid_permease_Orientia_tsutsugamushi

WP_010402900.1_amino_acid_permease_Wolbachia_endosymbiont_of_Nasonia_vitripennis

WP_064591380.1_amino_acid_permease_Orientia_tsutsugamushi

WP_012481896.1_MULTISPECIES__amino_acid_permease_Wolbachia

WP_038537802.1_amino_acid_permease_endosymbiont_of_Acanthamoeba_sp._UWC8

WP_010082345.1_MULTISPECIES__amino_acid_permease_Wolbachia

WP_075067298.1_amino_acid_permease_Candidatus_Berkiella_aquae

WP_045916674.1_amino_acid_permease_Orientia_tsutsugamushi

OIO59324.1_amino_acid_permease_Verrucomicrobia_bacterium_CG1_02_43_26

WP_006015099.1_amino_acid_permease_Wolbachia_pipientis

PJD93415.1_amino_acid_permease_Legionella_sp.

WP_012461334.1_amino_acid_permease_Orientia_tsutsugamushi

ONI56083.1_amino_acid_permease_family_protein_Wolbachia_pipientis_wUni

WP_065094392.1_MULTISPECIES__amino_acid_permease_Wolbachia

WP_038249582.1_amino_acid_permease_Wolbachia_endosymbiont_of_Glossina_morsitans_morsitans

WP_109490235.1_amino_acid_permease_Orientia_tsutsugamushi

WP_011256246.1_amino_acid_permease_Wolbachia_endosymbiont_of_Brugia_malayi

OJV90723.1_amino_acid_permease_Gammaproteobacteria_bacterium_39-13

WP_015589290.1_amino_acid_permease_Wolbachia_endosymbiont_of_Drosophila_simulans

WP_063630769.1_amino_acid_permease_Wolbachia_endosymbiont_of_Laodelphax_striatella

WP_038199245.1_amino_acid_permease_Wolbachia_pipientis

KIE04913.1_Putrescine-ornithine_antiporter_Candidatus_Jidaibacter_acanthamoeba

WP_065106839.1_amino_acid_permease_Wolbachia_endosymbiont_of_Nomada_ferruginata

WP_019236733.1_amino_acid_permease_Wolbachia_pipientis

WP_041580647.1_MULTISPECIES__amino_acid_permease_Wolbachia
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0.4

WP_087326419.1_ParB_RepB_Spo0J_family_partition_protein_Flavonifractor_sp._An4

SCI81409.1_Probable_chromosome-partitioning_protein_parB_uncultured_Ruminococcus_sp.

WP_016322230.1_ParB_RepB_Spo0J_family_partition_protein_Oscillibacter_sp._1-3

WP_117863658.1_ParB_RepB_Spo0J_family_partition_protein_Ruminococcus_sp._AF16-50

WP_027116667.1_ParB_RepB_Spo0J_family_partition_protein_Lachnospiraceae_bacterium_P6B14

WP_014757484.1_ParB_RepB_Spo0J_family_partition_protein_Thermoanaerobacterium_aotearoense

WP_045411094.1_ParB_RepB_Spo0J_family_partition_protein_Thermoanaerobacterium_saccharolyticum

GBC86820.1_putative_chromosome-partitioning_protein_ParB_bacterium_HR12

PIT88435.1_chromosome_partitioning_protein_ParB_Candidatus_Magasanikbacteria_bacterium_CG10_big_fil_rev_8_21_14_0_10_36_32

SBW12568.1_Nucleoid_occlusion_protein_uncultured_Clostridiales_bacterium

OLA02166.1_chromosome_partitioning_protein_ParB_Clostridium_sp._CAG_62_40_43

WP_022287172.1_ParB_RepB_Spo0J_family_partition_protein_Ruminococcus_bicirculans

WP_117927326.1_ParB_RepB_Spo0J_family_partition_protein_Ruminococcus_sp._AF25-19

PKO06588.1_stage_0_sporulation_protein_J_Chloroflexi_bacterium_HGW-Chloroflexi-3

WP_087389902.1_ParB_RepB_Spo0J_family_partition_protein_Flavonifractor_sp._An112

WP_117905292.1_ParB_RepB_Spo0J_family_partition_protein_Ruminococcus_sp._AF37-20

WP_118158938.1_ParB_RepB_Spo0J_family_partition_protein_Ruminococcus_sp._AM54-1NS

WP_118163725.1_ParB_RepB_Spo0J_family_partition_protein_Ruminococcus_sp._AM47-2BH

OJU63489.1_hypothetical_protein_BGO01_11875_Armatimonadetes_bacterium_55-13

WP_052046403.1_ParB_RepB_Spo0J_family_partition_protein_Candidatus_Paracaedibacter_symbiosus

CCPUN_07910_Chromosome-partitioning_protein_Spo0J

WP_087187289.1_MULTISPECIES__ParB_RepB_Spo0J_family_partition_protein_Flavonifractor

WP_087334967.1_ParB_RepB_Spo0J_family_partition_protein_Flavonifractor_sp._An82

CDD74163.1_stage_0_sporulation_protein_J_Clostridium_sp._CAG_62

WP_085113239.1_ParB_RepB_Spo0J_family_partition_protein_Thermoanaerobacterium_sp._PSU-2

PIT87631.1_hypothetical_protein_COU31_01605_Candidatus_Magasanikbacteria_bacterium_CG10_big_fil_rev_8_21_14_0_10_40_10

CUP93113.1_ParB_family_protein_Flavonifractor_plautii

WP_087226610.1_ParB_RepB_Spo0J_family_partition_protein_Lachnoclostridium_sp._An14

WP_117957407.1_MULTISPECIES__ParB_RepB_Spo0J_family_partition_protein_Ruminococcus

WP_026369218.1_ParB_RepB_Spo0J_family_partition_protein_bacterium_JKG1

OFW69506.1_hypothetical_protein_A2065_02330_Alphaproteobacteria_bacterium_GWB1_45_5

WP_117479255.1_MULTISPECIES__ParB_RepB_Spo0J_family_partition_protein_Clostridium

WP_084234263.1_ParB_RepB_Spo0J_family_partition_protein_Papillibacter_cinnamivorans

WP_118157103.1_ParB_RepB_Spo0J_family_partition_protein_Ruminococcus_sp._AM31-15AC

WP_070110753.1_ParB_RepB_Spo0J_family_partition_protein_Clostridium_acetireducens

WP_106874767.1_ParB_RepB_Spo0J_family_partition_protein_Candidatus_Phycorickettsia_trachydisci

PWB45506.1_stage_0_sporulation_protein_J_Dehalococcoidia_bacterium

WP_050617525.1_ParB_RepB_Spo0J_family_partition_protein_Intestinimonas_massiliensis

WP_117938272.1_ParB_RepB_Spo0J_family_partition_protein_Ruminococcus_sp._AF18-29

WP_106427084.1_ParB_RepB_Spo0J_family_partition_protein_Thermoflexus_hugenholtzii

WP_117897124.1_MULTISPECIES__ParB_RepB_Spo0J_family_partition_protein_Ruminococcus

WP_117923284.1_ParB_RepB_Spo0J_family_partition_protein_Ruminococcus_sp._AM28-13

WP_006570932.1_ParB_RepB_Spo0J_family_partition_protein_Pseudoflavonifractor_capillosus

WP_053332526.1_ParB_RepB_Spo0J_family_partition_protein_Candidatus_Jidaibacter_acanthamoeba

PFG73354.1_ParB_family_chromosome_partitioning_protein_Thermoflexus_hugenholtzii

SCJ20543.1_Probable_chromosome-partitioning_protein_parB_uncultured_Ruminococcus_sp.

OYU65686.1_chromosome_partitioning_protein_ParB_Cytophagaceae_bacterium_BCCC1

SCJ59192.1_Nucleoid_occlusion_protein_uncultured_Flavonifractor_sp.

WP_013789119.1_ParB_RepB_Spo0J_family_partition_protein_Thermoanaerobacterium_xylanolyticum

WP_117857020.1_ParB_RepB_Spo0J_family_partition_protein_Ruminococcus_sp._AF34-12

WP_117877470.1_MULTISPECIES__ParB_RepB_Spo0J_family_partition_protein_Ruminococcus
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CCPUN_07910



0.7

KIE05707.1_hypothetical_protein_NF27_DJ00040_Candidatus_Jidaibacter_acanthamoeba

WP_111857743.1_ParA_family_protein_Aerococcus_viridans

WP_106874768.1_hypothetical_protein_Candidatus_Phycorickettsia_trachydisci

WP_032114110.1_ParA_family_protein_Candidatus_Paracaedibacter_symbiosus

WP_083821289.1_hypothetical_protein_Candidatus_Odyssella_thessalonicensis

CCPUN_07920_Sporulation_initiation_inhibitor_protein_Soj

WP_039455583.1_ParA_family_protein_Candidatus_Jidaibacter_acanthamoeba

KKB96338.1_Chromosome_partitioning_protein_ParA_Candidatus_Arcanobacter_lacustris

PIZ33256.1_hypothetical_protein_COY39_03190_Alphaproteobacteria_bacterium_CG_4_10_14_0_8_um_filter_37_21
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2.0

XP_019530843.1_PREDICTED__uncharacterized_protein_LOC109402599__partial_Aedes_albopictus

XP_001656120.2_uncharacterized_protein_LOC5576417_Aedes_aegypti

XP_009168978.1_hypothetical_protein_T265_05649_Opisthorchis_viverrini

XP_004555420.1_uncharacterized_protein_LOC101487086_isoform_X2_Maylandia_zebra

XP_019530817.1_PREDICTED__uncharacterized_protein_LOC109402580_Aedes_albopictus

XP_019546059.1_PREDICTED__uncharacterized_protein_LOC109416455_isoform_X1_Aedes_albopictus

OJU73557.1_hypothetical_protein_BGO09_09375_Bacteroidetes_bacterium_47-18

WP_049963108.1_hypothetical_protein_Leptospira_interrogans

KPJ20365.1_Protein_translocase_subunit_secA_Papilio_machaon

XP_014339717.1_PREDICTED__uncharacterized_protein_LOC106702105_Latimeria_chalumnae

WP_001001535.1_membrane_protein_Leptospira_interrogans

ORY36103.1_hypothetical_protein_BCR33DRAFT_483855_Rhizoclosmatium_globosum

WP_092392991.1_RHS_repeat-associated_core_domain-containing_protein_bacterium_A37T11

XP_014372034.1_PREDICTED__uncharacterized_protein_LOC106721581_Papilio_machaon

XP_019546060.1_PREDICTED__uncharacterized_protein_LOC109416455_isoform_X2_Aedes_albopictus

XP_004555419.1_uncharacterized_protein_LOC101487086_isoform_X1_Maylandia_zebra

KPI98945.1_Protein_translocase_subunit_secA_Papilio_xuthus

WP_012473237.1_hypothetical_protein_Candidatus_Amoebophilus_asiaticus

XP_020438020.1_helicase_Heterostelium_album_PN500

OON18316.1_SecA_DEAD-like_domain_protein_Opisthorchis_viverrini

ACP20925.1_hypothetical_protein_Aasi_1610_Candidatus_Amoebophilus_asiaticus_5a2

XP_019530781.1_PREDICTED__uncharacterized_protein_LOC109402566_Aedes_albopictus

CCD16011.1_unnamed_protein_product_Trypanosoma_congolense_IL3000

EAT35319.1_AAEL012505-PA_Aedes_aegypti

GBC10924.1_helicase_carboxy-terminal_domain_protein_Rhizophagus_irregularis_DAOM_181602_DAOM_197198

KXJ68548.1_hypothetical_protein_RP20_CCG002766_Aedes_albopictus

RMZ99516.1_DEAD_DEAH_box_helicase_family_Brachionus_plicatilis

OIR57522.1_protein_translocase_subunit_SecA-like_protein__partial_Amphiamblys_sp._WSBS2006

XP_013167719.1_PREDICTED__uncharacterized_protein_LOC106117816_Papilio_xuthus

XP_019535069.2_PREDICTED__uncharacterized_protein_LOC109406425_Aedes_albopictus

ABK63790.1_Rhs-like_protein__partial_Leptospira_interrogans_serovar_Lai

WP_082165268.1_tetratricopeptide_repeat_protein_Myxococcus_fulvus

WP_083758808.1_hypothetical_protein_Candidatus_Amoebophilus_asiaticus

CCD13326.1_unnamed_protein_product__partial_Trypanosoma_congolense_IL3000

SEA67482.1_hypothetical_protein_SAMN05192529_14411__partial_Arachidicoccus_rhizosphaerae

CCPUN_08280_hypothetical_protein

WP_083559845.1_tetratricopeptide_repeat_protein_Myxococcus_fulvus

XP_001866102.1_conserved_hypothetical_protein_Culex_quinquefasciatus

GAA31514.2_protein_translocase_subunit_secA__partial_Clonorchis_sinensis

XP_021203782.1_uncharacterized_protein_LOC101737540_Bombyx_mori

XP_020438136.1_hypothetical_protein_PPL_01263_Heterostelium_album_PN500

RIB07716.1_SecA_DEAD-like_domain-containing_protein_Gigaspora_rosea

XP_024130245.1_uncharacterized_protein_LOC112147840_Oryzias_melastigma

XP_023953290.1_LOW_QUALITY_PROTEIN__uncharacterized_protein_LOC112057031_Bicyclus_anynana

XP_013143742.1_PREDICTED__uncharacterized_protein_LOC106107433_Papilio_polytes

XP_019535072.1_PREDICTED__uncharacterized_protein_LOC109406429_Aedes_albopictus

WP_080442777.1_hypothetical_protein__partial_Leptospira_interrogans
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0.2

WP_038199338.1_bifunctional_folylpolyglutamate_synthase_dihydrofolate_synthase_Wolbachia_pipientis

WP_022626401.1_MULTISPECIES__bifunctional_folylpolyglutamate_synthase_dihydrofolate_synthase_Wolbachia

WP_025264075.1_bifunctional_folylpolyglutamate_synthase_dihydrofolate_synthase_Wolbachia_endosymbiont_of_Onchocerca_volvulus

AOV88358.1_folylpolyglutamate_synthase_Wolbachia_endosymbiont_of_Drosophila_incompta

WP_077188319.1_bifunctional_folylpolyglutamate_synthase_dihydrofolate_synthase_Wolbachia_pipientis

WP_015589353.1_bifunctional_folylpolyglutamate_synthase_dihydrofolate_synthase_Wolbachia_endosymbiont_of_Drosophila_simulans

WP_011255517.1_bifunctional_folylpolyglutamate_synthase_dihydrofolate_synthase_Ehrlichia_ruminantium

WP_063630904.1_bifunctional_folylpolyglutamate_synthase_dihydrofolate_synthase_Wolbachia_endosymbiont_of_Laodelphax_striatella

WP_052264851.1_MULTISPECIES__bifunctional_folylpolyglutamate_synthase_dihydrofolate_synthase_Wolbachia

WP_064085350.1_bifunctional_folylpolyglutamate_synthase_dihydrofolate_synthase_Wolbachia_endosymbiont_of_Dactylopius_coccus

WP_064125271.1_bifunctional_folylpolyglutamate_synthase_dihydrofolate_synthase_Wolbachia_endosymbiont_of_Dactylopius_coccus

RLT59468.1_bifunctional_FolC_family_protein_Wolbachia_endosymbiont_of_Drosophila_ananassae

WP_110410545.1_bifunctional_folylpolyglutamate_synthase_dihydrofolate_synthase_Wolbachia_endosymbiont_of_Folsomia_candida

WP_078400042.1_bifunctional_folylpolyglutamate_synthase_dihydrofolate_synthase_Ehrlichia_ruminantium

WP_038250741.1_bifunctional_folylpolyglutamate_synthase_dihydrofolate_synthase_Wolbachia_endosymbiont_of_Glossina_morsitans_morsitans

WP_017532313.1_bifunctional_folylpolyglutamate_synthase_dihydrofolate_synthase_Wolbachia_endosymbiont_of_Diaphorina_citri

WP_015588147.1_bifunctional_folylpolyglutamate_synthase_dihydrofolate_synthase_Wolbachia_endosymbiont_of_Drosophila_simulans

WP_096617573.1_bifunctional_folylpolyglutamate_synthase_dihydrofolate_synthase_Wolbachia_pipientis

KJV85912.1_bifunctional_FolC_family_protein_Anaplasma_phagocytophilum_str._CRT53-1

WP_038602748.1_bifunctional_folylpolyglutamate_synthase_dihydrofolate_synthase_Rickettsiales_bacterium_Ac37b

WP_012673347.1_MULTISPECIES__bifunctional_folylpolyglutamate_synthase_dihydrofolate_synthase_Wolbachia

EEB56329.1_folylpolyglutamate_synthase_Wolbachia_endosymbiont_of_Culex_quinquefasciatus_JHB

ONI55965.1_folC_bifunctional_family_protein__partial_Wolbachia_pipientis_wUni

WP_019231627.1_bifunctional_folylpolyglutamate_synthase_dihydrofolate_synthase_Occidentia_massiliensis

EAL59822.1_folylpolyglutamate_synthase_Wolbachia_endosymbiont_of_Drosophila_simulans

WP_011155049.1_bifunctional_folylpolyglutamate_synthase_dihydrofolate_synthase_Ehrlichia_ruminantium

WP_012481955.1_MULTISPECIES__bifunctional_folylpolyglutamate_synthase_dihydrofolate_synthase_Wolbachia

WP_065094497.1_MULTISPECIES__bifunctional_folylpolyglutamate_synthase_dihydrofolate_synthase_Wolbachia

WP_075139488.1_bifunctional_folylpolyglutamate_synthase_dihydrofolate_synthase_Anaplasma_ovis

WP_011452097.1_bifunctional_folylpolyglutamate_synthase_dihydrofolate_synthase_Neorickettsia_sennetsu

WP_065432561.1_bifunctional_folylpolyglutamate_synthase_dihydrofolate_synthase_Ehrlichia_ruminantium

WP_010403916.1_bifunctional_folylpolyglutamate_synthase_dihydrofolate_synthase_Wolbachia_endosymbiont_of_Nasonia_vitripennis

CCE77296.1_Bifunctional__Tetrahydrofolate_synthase__Dihydrofolate_synthase_Wolbachia_pipientis_wAlbB

KDB19247.1_folylpolyglutamate_synthase_Wolbachia_endosymbiont_of_Glossina_morsitans_morsitans
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