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NTDB id 600 KW2 RS01765 WP 011675413.1 MATKK............KTNFDDITKKYGAERDKALADALALIEKDFGKGSLMRLGEA.ANQKVSVVSSGSLALDIALGA 67
NTDB id 269 KZH43 RS08665 WP 001085462.1 .MAKK............PKKLEEISKKFGAEREKALNDALKLIEKDFGKGSIMRLGER.AEQKVQVMSSGSLALDIALGS 66
NTDB id 228 SPD RS09265 WP 001085462.1 .MAKK............PKKLEEISKKFGAEREKALNDALKLIEKDFGKGSIMRLGER.AEQKVQVMSSGSLALDIALGS 66
NTDB id 194 SPR RS08825 WP 001085462.1 .MAKK............PKKLEEISKKFGAEREKALNDALKLIEKDFGKGSIMRLGER.AEQKVQVMSSGSLALDIALGS 66
NTDB id 159 SP RS09750 WP 001085462.1 .MAKK............PKKLEEISKKFGAEREKALNDALKLIEKDFGKGSIMRLGER.AEQKVQVMSSGSLALDIALGS 66
NTDB id 499 SM12261 RS08315 WP 078228268.1 .MAKK............PKKLDEISKKFGAEREKALNDALKLIEKDFGKGSIMRLGER.AEQKVQVMSSGSLALDIALGS 66
NTDB id 527 SMSK321 RS11065 WP 001085454.1 .MAKK............PKKLDEISKKFGAEREKALNDALKLIEKDFGKGSIMRLGER.AEQKVQVMSSGSLALDIALGS 66
NTDB id 453 Spy49 1753c ACI62003.1 .MAKK............LKKNEEITKKFGDERRKALDDALKNIEKDFGKGAVMRLGER.AEQKVQVMSSGSLALDIALGA 66
NTDB id 408 SMU RS09530 WP 002262392.1 .MAKR............IKKTEEITKKFGDERKKALDDALKNIEKDFGKGAVMRLGER.AEQKVQVMSSGSLALDIALGA 66
NTDB id 115 BSU 16940 NP 389576.2 ............................MSDRQAALDMALKQIEKQFGKGSIMKLGEK.TDTRISTVPSGSLALDTALGI 51
NTDB id 625 LCA RS02525 WP 011374196.1 ..........................MAKDERQAALDAALKKIEKNFGKGSIMRMGEK.VDTQVSTVSSGSLALDEALGV 53
NTDB id 1313 DR RS12030 WP 010888966.1 ..............MSKDATKEISAPTDAKERSKAIETAMSQIEKAFGKGSIMKLGAE.SKLDVQVVSTGSLSLDLALGV 65
NTDB id 1245 Cj1673c YP 002345041.1 ...........................MDDNKRKSLDAALKSLDKTFGKGTILRLGDK.EVEQIDSIGTGSVGLDLALGI 52
NTDB id 1211 C694 RS00795 WP 000963128.1 .........................MAIDEDKQKAISLAIKQIDKVFGKGALVRLGDK.QVEKIDSISTGSLGLDLALGI 54
NTDB id 1214 NCTC11637 00359 SQJ03206.1 .........................MAIDEDKQKAISLAIKQIDKVFGKGALVRLGDK.QVEKIDAISTGSLGLDLALGI 54
NTDB id 1334 RA0C RS04870 WP 004918236.1 ...................MAKTETTSPNDDKKKALAAVLEKLDKTYGKGTVMKLGDGTVDHNIEVIPSGSLGLDLALGV 61
NTDB id 57146 D805 RS03235 WP 015450253.1 .MAQQTKSAKAAGAKAGGAAQESGAHEIDPRRKAALDTALAQVEKSFGKGSAMRLGDR.PEQNVEVIPTGSLALDMALGI 78
NTDB id 1389 A4U84 RS07560 WP 021112712.1 .MAENKKSS.........KNNTVVKQVEPEQKKQALEAALAQIEKQFGKGSIMKLGQT.EQLDIESVSTGSLGLDLALGI 69
NTDB id 1130 NGFG RS03960 WP 003688695.1 ...........................MSDDKSKALAAALAQIEKSFGKGAIMKMDGSQQEENLEVISTGSLGLDLALGV 53
NTDB id 1124 NGFG RS03960 WP 003688695.1 ...........................MSDDKSKALAAALAQIEKSFGKGAIMKMDGSQQEENLEVISTGSLGLDLALGV 53
NTDB id 1123 OK783 RS03845 WP 003688695.1 ...........................MSDDKSKALAAALAQIEKSFGKGAIMKMDGSQQEENLEVISTGSLGLDLALGV 53
NTDB id 1427 RS RS02760 WP 011000510.1 .MEDG.................KKAASMSAEKQKALAAALAQIEKQFGKGSIMKMGDA.EVEPVQVVSTGSLGLDVALGV 61
NTDB id 1165 A1552VC RS01565 WP 000344154.1 ...........................MDENKQKALAAALGQIEKQFGKGSIMRLGDN.RAMDVETISTGSLSLDIALGA 52
NTDB id 1142 GTF74 RS11550 WP 000344154.1 ...........................MDENKQKALAAALGQIEKQFGKGSIMRLGDN.RAMDVETISTGSLSLDIALGA 52
NTDB id 1022 ACIAD RS06390 WP 004925639.1 ...........................MDDNKSKALQAALSQIEKQFGKNTVMRLGDN.TVQAVEAVSTGSLTLDIALGI 52
NTDB id 1074 ABD1 RS10195 WP 000344167.1 ...........................MDENKSKALQAALSQIEKQFGKNTVMRLGDN.TVQAVEAVSTGSLTLDIALGI 52
NTDB id 1205 PSJM300 05545 AFN77183.1 ...........................MDENKKRALAAALGQIEKQFGKGAVMRMGDH.DRQAIPSISTGSLGLDIALGI 52
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NTDB id 600 KW2 RS01765 WP 011675413.1 GGYPKGRIVEIYGPESSGKTTVALHAVAAVQKEGGIAAFIDAENALDPEYAKALGVNIDELLLSQPDYGEQGLQIAEKLI 147
NTDB id 269 KZH43 RS08665 WP 001085462.1 GGYPKGRIIEIYGPESSGKTTVALHAVAQAQKEGGIAAFIDAEHALDPAYAAALGVNIDELLLSQPDSGEQGLEIAGKLI 146
NTDB id 228 SPD RS09265 WP 001085462.1 GGYPKGRIIEIYGPESSGKTTVALHAVAQAQKEGGIAAFIDAEHALDPAYAAALGVNIDELLLSQPDSGEQGLEIAGKLI 146
NTDB id 194 SPR RS08825 WP 001085462.1 GGYPKGRIIEIYGPESSGKTTVALHAVAQAQKEGGIAAFIDAEHALDPAYAAALGVNIDELLLSQPDSGEQGLEIAGKLI 146
NTDB id 159 SP RS09750 WP 001085462.1 GGYPKGRIIEIYGPESSGKTTVALHAVAQAQKEGGIAAFIDAEHALDPAYAAALGVNIDELLLSQPDSGEQGLEIAGKLI 146
NTDB id 499 SM12261 RS08315 WP 078228268.1 GGYPKGRIIEIYGPESSGKTTVALHAVAQAQKEGGIAAFIDAEHALDPAYAAALGVNIDELLLSQPDSGEQGLEIAGKLI 146
NTDB id 527 SMSK321 RS11065 WP 001085454.1 GGYPKGRIIEIYGPESSGKTTVALHAVAQAQKEGGIAAFIDAEHALDPAYAAALGVNIDELLLSQPDSGEQGLEIAGKLI 146
NTDB id 453 Spy49 1753c ACI62003.1 GGYPKGRIIEIYGPESSGKTTVALHAVAQAQKEGGIAAFIDAEHALDPAYAAALGVNIDELLLAQPDSGEQGLEIAGKLI 146
NTDB id 408 SMU RS09530 WP 002262392.1 GGYPKGRIVEIYGPESSGKTTVALHAVAQAQKDGGIAAFIDAEHALDPAYAAALGVNIDELLLSQPDSGEQGLEIAGKLI 146
NTDB id 115 BSU 16940 NP 389576.2 GGYPRGRIIEVYGPESSGKTTVALHAIAEVQQQGGQAAFIDAEHALDPVYAQKLGVNIEELLLSQPDTGEQALEIAEALV 131
NTDB id 625 LCA RS02525 WP 011374196.1 GGYPRGRIVEIYGPESSGKTTVALHAVAEVQKQGGTAAYIDAENAMDPKYATALGVNIDDLLLSQPDTGEQGLEIADALV 133
NTDB id 1313 DR RS12030 WP 010888966.1 GGIPRGRITEIYGPESGGKTTLALAIVAQAQKAGGTCAFIDAEHALDPVYARALGVNTDELLVSQPDNGEQALEIMELLV 145
NTDB id 1245 Cj1673c YP 002345041.1 GGVPKGRIIEIYGPESSGKTTLTLHIIAECQKAGGVCAFIDAEHALDVKYAKNLGVNTDDLYVSQPDFGEQALEIVETIA 132
NTDB id 1211 C694 RS00795 WP 000963128.1 GGVPKGRIIEIYGPESSGKTTLSLHIIAECQKNGGVCAFIDAEHALDVHYAKRLGVDTENLLVSQPDTGEQALEILETIT 134
NTDB id 1214 NCTC11637 00359 SQJ03206.1 GGVPKGRIIEIYGPESSGKTTLSLHIIAECQKNGGVCAFIDAEHALDVHYAKRLGVDTENLLVSQPDTGEQALEILETIT 134
NTDB id 1334 RA0C RS04870 WP 004918236.1 GGYPKGRIVEIYGPESSGKTTLTLHAIAEAQKVGGTAAFIDAEHAFDMHYAEKLGINLEELIVSQPDNGEQALEIADSLI 141
NTDB id 57146 D805 RS03235 WP 015450253.1 GGLPRGRIVEIFGPESSGKTTLALHVVANAQKAGGVAAFIDAEHALDPVYARHLGVDTDSLIVSQPDNGEQALEIADMLI 158
NTDB id 1389 A4U84 RS07560 WP 021112712.1 GGLPMGRIVEIYGPESSGKTTLTLSLIAQAQKGNKTCAFIDAEHALDPVYARNLGVNTDELLISQPDNGEQALEICDALV 149
NTDB id 1130 NGFG RS03960 WP 003688695.1 GGLPRGRIVEIFGPESSGKTTLCLEAVAQCQKNGGVCAFVDAEHAFDPVYARKLGVKVEELYLSQPDTGEQALEICDTLV 133
NTDB id 1124 NGFG RS03960 WP 003688695.1 GGLPRGRIVEIFGPESSGKTTLCLEAVAQCQKNGGVCAFVDAEHAFDPVYARKLGVKVEELYLSQPDTGEQALEICDTLV 133
NTDB id 1123 OK783 RS03845 WP 003688695.1 GGLPRGRIVEIFGPESSGKTTLCLEAVAQCQKNGGVCAFVDAEHAFDPVYARKLGVKVEELYLSQPDTGEQALEICDTLV 133
NTDB id 1427 RS RS02760 WP 011000510.1 GGLPRGRVVEIYGPESSGKTTLTLQVVAEMQKLGGTCAFIDAEHALDVTYADKLGVKVPDLLISQPDTGEQALEIADALV 141
NTDB id 1165 A1552VC RS01565 WP 000344154.1 GGLPMGRIVEIFGPESSGKTTLTLELIAAAQREGKTCAFIDAEHALDPVYAKKLGVNIDELLVSQPDTGEQALEICDALA 132
NTDB id 1142 GTF74 RS11550 WP 000344154.1 GGLPMGRIVEIFGPESSGKTTLTLELIAAAQREGKTCAFIDAEHALDPVYAKKLGVNIDELLVSQPDTGEQALEICDALA 132
NTDB id 1022 ACIAD RS06390 WP 004925639.1 GGLPKGRIVEIYGPESSGKTTMTLQAIAQCQKAGGTCAFIDAEHALDPQYARKLGVDIDNLLVSQPDHGEQALEIADMLV 132
NTDB id 1074 ABD1 RS10195 WP 000344167.1 GGLPKGRIIEIYGPESSGKTTMTLQAIAQCQKSGGTCAFIDAEHALDPQYARKLGVDIDNLLVSQPDNGEQALEIADMLV 132
NTDB id 1205 PSJM300 05545 AFN77183.1 GGLPKGRIVEIYGPESSGKTTLTLSVIAAAQRMGSTCAFVDAEHALDPDYAGKLGVNVDDLLVSQPDTGEQALEITDMLV 132
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MGDAQSKSLHPMVGLHQARMLLMSHQAMLRKMILASGTSAGAITVHNSVALIASHKNNQRKAMSTGKNCTAMLTICLVALVI F INQVLIRDEMKVIGAIMVFMGYFGTSNPEVTTPTGG
NTDB id 600 KW2 RS01765 WP 011675413.1 TSGAVDLVVIDSVAALVPKAEIDGEIGDSSVGLQARMMSQAMRKLAGHINKTKTTAIFINQLREKVGVM.FGSPETTPGG 226
NTDB id 269 KZH43 RS08665 WP 001085462.1 DSGAVDLVVVDSVAALVPRAEIDGDIGDSHVGLQARMMSQAMRKLGASINKTKTIAIFINQLREKVGVM.FGNPETTPGG 225
NTDB id 228 SPD RS09265 WP 001085462.1 DSGAVDLVVVDSVAALVPRAEIDGDIGDSHVGLQARMMSQAMRKLGASINKTKTIAIFINQLREKVGVM.FGNPETTPGG 225
NTDB id 194 SPR RS08825 WP 001085462.1 DSGAVDLVVVDSVAALVPRAEIDGDIGDSHVGLQARMMSQAMRKLGASINKTKTIAIFINQLREKVGVM.FGNPETTPGG 225
NTDB id 159 SP RS09750 WP 001085462.1 DSGAVDLVVVDSVAALVPRAEIDGDIGDSHVGLQARMMSQAMRKLGASINKTKTIAIFINQLREKVGVM.FGNPETTPGG 225
NTDB id 499 SM12261 RS08315 WP 078228268.1 DSGAVDLVVVDSVAALVPRAEIDGDIGDSHVGLQARMMSQAMRKLGASINKTKTIAIFINQLREKVGVM.FGNPETTPGG 225
NTDB id 527 SMSK321 RS11065 WP 001085454.1 DSGAVDLVVVDSVAALVPRAEIDGDIGDSHVGLQARMMSQAMRKLGASINKTKTIAIFINQLREKVGVM.FGNPETTPGG 225
NTDB id 453 Spy49 1753c ACI62003.1 DSGAVDLVVVDSVAALVPRAEIDGDIGDSHVGLQARMMSQAMRKLSASINKTKTIAIFINQLREKVGVM.FGNPETTPGG 225
NTDB id 408 SMU RS09530 WP 002262392.1 DSGAVDLVVVDSVAALVPRAEIDGDIGDSHVGLQARMMSQAMRKLSASINKTKTIAIFINQLREKVGIM.FGNPETTPGG 225
NTDB id 115 BSU 16940 NP 389576.2 RSGAVDIVVVDSVAALVPKAEIEGDMGDSHVGLQARLMSQALRKLSGAINKSKTIAIFINQIREKVGVM.FGNPETTPGG 210
NTDB id 625 LCA RS02525 WP 011374196.1 SSGAVDILVVDSVAALVPRAEIEGEMGDAHVGLQARLMSQALRKLSGTINKTKTIALFINQIREKVGVM.FGNPEVTPGG 212
NTDB id 1313 DR RS12030 WP 010888966.1 RSGAIDVVVVDSVAALTPRAEIEGDMGDSLPGLQARLMSQALRKLTAILSKTGTAAIFINQVREKIGVM.YGNPETTTGG 224
NTDB id 1245 Cj1673c YP 002345041.1 RSGAVDLIVVDSVAALTPKAEIEGDMGDQHVGLQARLMSQALRKLTGIVHKMNTTVIFINQIRMKIGAMGYGTPETTTGG 212
NTDB id 1211 C694 RS00795 WP 000963128.1 RSGGIDLVVVDSVAALTPKAEIDGDMGDQHVGLQARLMSHALRKITGVLHKMNTTLIFINQIRMKIGMMGYGSPETTTGG 214
NTDB id 1214 NCTC11637 00359 SQJ03206.1 RSGGIDLVVVDSVAALTPKAEIDGDMGDQHVGLQARLMSHALRKITGVLHKMNTTLIFINQIRMKIGMMGYGSPETTTGG 214
NTDB id 1334 RA0C RS04870 WP 004918236.1 RSGGVDIVVVDSVAALTPKAEIDGDMGDSKMGLHARLMSQALRKLTSSISKTKCTVIFINQLRDKIGVM.FGSPETTTGG 220
NTDB id 57146 D805 RS03235 WP 015450253.1 RSGALDVIVIDSVAALVPKAEIEGDMGDSHVGLQARLMSQALRKMTGALAQANTTAIFINQLREKIGVF.FGNPETTTGG 237
NTDB id 1389 A4U84 RS07560 WP 021112712.1 RSGAVDVIIVDSVAALTPKAEIEGDMGDSHMGLQARLMSQALRKLTANIKNTNCLVVFINQIRMKIGVM.FGNPETTTGG 228
NTDB id 1130 NGFG RS03960 WP 003688695.1 RSGGIDMVVVDSVAALVPKAEIEGDMGDSHVGLQARLMSQALRKLTGHIKKTNTLVVFINQIRMKIGVM.FGSPETTTGG 212
NTDB id 1124 NGFG RS03960 WP 003688695.1 RSGGIDMVVVDSVAALVPKAEIEGDMGDSHVGLQARLMSQALRKLTGHIKKTNTLVVFINQIRMKIGVM.FGSPETTTGG 212
NTDB id 1123 OK783 RS03845 WP 003688695.1 RSGGIDMVVVDSVAALVPKAEIEGDMGDSHVGLQARLMSQALRKLTGHIKKTNTLVVFINQIRMKIGVM.FGSPETTTGG 212
NTDB id 1427 RS RS02760 WP 011000510.1 RSGSVDLIVIDSVAALVPKAEIEGEMGDALPGLQARLMSQALRKLTGTIKRTNCLVIFINQIRMKIGVM.FGSPETTTGG 220
NTDB id 1165 A1552VC RS01565 WP 000344154.1 RSGAVDVIVVDSVAALTPKAEIEGEMGDSHMGLQARMLSQAMRKLTGNLKQSNCMCIFINQIRMKIGVM.FGNPETTTGG 211
NTDB id 1142 GTF74 RS11550 WP 000344154.1 RSGAVDVIVVDSVAALTPKAEIEGEMGDSHMGLQARMLSQAMRKLTGNLKQSNCMCIFINQIRMKIGVM.FGNPETTTGG 211
NTDB id 1022 ACIAD RS06390 WP 004925639.1 RSGAIDLIVVDSVAALTPKAEIEGEMGDSHMGLQARLMSQALRKITGNAKRSNCMVIFINQIRMKIGVM.FGSPETTTGG 211
NTDB id 1074 ABD1 RS10195 WP 000344167.1 RSGAIDLIVVDSVAALTPKAEIEGEMGDSHMGLQARLMSQALRKITGNAKRSNCMVIFINQIRMKIGVM.FGSPETTTGG 211
NTDB id 1205 PSJM300 05545 AFN77183.1 RSNAVDVIIVDSVAALVPKAEIEGEMGDAHVGLQARLMSQALRKITGNIKNANCLVIFINQIRMKIGVM.FGSPETTTGG 211
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NTDB id 600 KW2 RS01765 WP 011675413.1 RALKFYASVRLDVRGSTKIEEGS.GDNKTQIGKITKIKVVKNKVAPPFKVALVDIMFGEGISSTGELLNIAVEEGIIKKS 305
NTDB id 269 KZH43 RS08665 WP 001085462.1 RALKFYASVRLDVRGNTQIKGTG.DQKETNVGKETKIKVVKNKVAPPFKEAVVEIMYGEGISKTGELLKIASDLDIIKKA 304
NTDB id 228 SPD RS09265 WP 001085462.1 RALKFYASVRLDVRGNTQIKGTG.DQKETNVGKETKIKVVKNKVAPPFKEAVVEIMYGEGISKTGELLKIASDLDIIKKA 304
NTDB id 194 SPR RS08825 WP 001085462.1 RALKFYASVRLDVRGNTQIKGTG.DQKETNVGKETKIKVVKNKVAPPFKEAVVEIMYGEGISKTGELLKIASDLDIIKKA 304
NTDB id 159 SP RS09750 WP 001085462.1 RALKFYASVRLDVRGNTQIKGTG.DQKETNVGKETKIKVVKNKVAPPFKEAVVEIMYGEGISKTGELLKIASDLDIIKKA 304
NTDB id 499 SM12261 RS08315 WP 078228268.1 RALKFYASVRLDVRGSTQIKGTG.DQKDTNVGKETKIKVVKNKVAPPFKEAFVEIMYGEGISKTGELLKIASDLDIIKKA 304
NTDB id 527 SMSK321 RS11065 WP 001085454.1 RALKFYASVRLDVRGSTQIKGTG.DQKDTNVGKETKIKVVKNKVAPPFKEAFVEIMYGEGISKTGELLKIASDLDIIKKA 304
NTDB id 453 Spy49 1753c ACI62003.1 RALKFYASVRLDVRGTTQIKGTG.DQKDSSIGKETKIKVVKNKVAPPFKVAEVEIMYGEGISRTGELVKIASDLDIIQKA 304
NTDB id 408 SMU RS09530 WP 002262392.1 RALKFYSSVRLDVRGNTQIKGTG.EQKDSNIGKETKIKVVKNKVAPPFKEAFVEIIYGEGISRTGELVKIASDLGIIQKA 304
NTDB id 115 BSU 16940 NP 389576.2 RALKFYSSVRLEVRRAEQLKQGN.....DVMGNKTKIKVVKNKVAPPFRTAEVDIMYGEGISKEGEIIDLGTELDIVQKS 285
NTDB id 625 LCA RS02525 WP 011374196.1 RALKFYSTVRLEVRRAETIKNGT.....DMIGNRARIKVVKNKVAPPFKVAEVDIMYGQGISRTGELVDMAVEKDIINKS 287
NTDB id 1313 DR RS12030 WP 010888966.1 RALKFYASVRLDVRKIGQ....PTKVGNDAVANTVKIKTVKNKVAAPFKEVELALVYGKGFDQLSDLVGLAADMDIIKKA 300
NTDB id 1245 Cj1673c YP 002345041.1 NALKFYASVRLDVRKVAT....L.KQNEEPIGNRVKVKVVKNKVAPPFRQAEFDVMFGEGLSREGELIDYGVKLDIVDKS 287
NTDB id 1211 C694 RS00795 WP 000963128.1 NALKFYASVRIDIRRIAS....L.KQNEQHIGNRAKAKVVKNKVAPPFREAEFDIMFGEGISKEGEIIDYGVKLDIVDKS 289
NTDB id 1214 NCTC11637 00359 SQJ03206.1 NALKFYASVRIDIRRIAA....L.KQNEQHIGNRAKAKVVKNKVAPPFREAEFDIMFGEGISKEGEIIDYGVKLDIVDKS 289
NTDB id 1334 RA0C RS04870 WP 004918236.1 NALKFYASVRIDIRRSLSDTGKIKDKSGEVIGNRTKVKVVKNKVAPPFKSAEFDIMYGEGVSKVGEILDVATDLDIIQKS 300
NTDB id 57146 D805 RS03235 WP 015450253.1 KALKFYSSVRLDIRRIQT....L.KNGDEAVGSRTRVKVVKNKMAPPFKSAEFDVLYGEGISKEGSIIDMALQSNVIKKS 312
NTDB id 1389 A4U84 RS07560 WP 021112712.1 NALKFYASVRLDIRRCGV....V.KDGDEIIGSETKVKVVKNKVAPPFREVQFDIMYGEGISRMNELLILAEANGFIKKS 303
NTDB id 1130 NGFG RS03960 WP 003688695.1 NALKFYSSVRLDIRRTGS....I.KKGEEVLGNETRVKVIKNKVAPPFRQAEFDILYGEGISWEGELIDIGVKNDIINKS 287
NTDB id 1124 NGFG RS03960 WP 003688695.1 NALKFYSSVRLDIRRTGS....I.KKGEEVLGNETRVKVIKNKVAPPFRQAEFDILYGEGISWEGELIDIGVKNDIINKS 287
NTDB id 1123 OK783 RS03845 WP 003688695.1 NALKFYSSVRLDIRRTGS....I.KKGEEVLGNETRVKVIKNKVAPPFRQAEFDILYGEGISWEGELIDIGVKNDIINKS 287
NTDB id 1427 RS RS02760 WP 011000510.1 NALKFYASVRLDIRRIGS....I.KKGDEVVGNETKVKVVKNKVAPPFREAIFDILYGAGVSREGEIIDLGVEAKVVEKS 295
NTDB id 1165 A1552VC RS01565 WP 000344154.1 NALKFYASVRLDIRRTGA....I.KEGEEVVGNETRIKVVKNKIAAPFKEANTQIMYGQGFNREGELIDLGVKHKMVEKS 286
NTDB id 1142 GTF74 RS11550 WP 000344154.1 NALKFYASVRLDIRRTGA....I.KEGEEVVGNETRIKVVKNKIAAPFKEANTQIMYGQGFNREGELIDLGVKHKMVEKS 286
NTDB id 1022 ACIAD RS06390 WP 004925639.1 NALKFYASVRLDIRRIGQ....V.KEGDEIIGSETKVKVVKNKMAPPFREAIFQILYGKGVNQLGELVDLAVQQNIVQKA 286
NTDB id 1074 ABD1 RS10195 WP 000344167.1 NALKFYASVRLDIRRIGQ....V.KEGDEIVGSETKVKVVKNKMAPPFKEAIFQILYGKGTNQLGELVDLAVQQDIVQKA 286
NTDB id 1205 PSJM300 05545 AFN77183.1 NALKFYASVRLDIRRTGA....V.KEGDEVVGSETRVKVVKNKVAPPFRQAEFQILYGKGIYRNGEIIDLGVQQGLVEKS 286
consensus !!!!!**!!***!* * ** ****!**!!!*!*!!* * ****!*!*** **** ** *** !
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