
logo MIQVIGKLI FAGRYKR I ILVQRKSQIGRGGMADVYLARNKDL I LDNGEEVAI
VKVLRTNYQTDQPVIAVTARFQREAKRAMAEDLNSDHPNHIVAR IRTDIG

NTDB id 384 SMU RS02325 WP 002263039.1 MIQIGKLFAGRYRILQSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVTRFQREARAMAELNHPNIVAIRDIG 80
NTDB id 467 HSISS4 RS06915 WP 021143821.1 MIQVGKLFAGRYRILKSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVARFQREARAMAELSHPNIVAIRDIG 80
NTDB id 1141730 DQL20 RS02675 WP 006596840.1 MIQIGKIFAGRYKIIRQIGRGGMADVYLARDLILDGEEVAVKVLRTNYQTDPIAVARFQREAKAMADLDHPNIVRITDIG 80
NTDB id 146 SP RS08570 WP 000614538.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIG 80
NTDB id 216 SPD RS08205 WP 000614552.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIG 80
NTDB id 182 SPR RS07820 WP 000614552.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIG 80
NTDB id 257 KZH43 RS07655 WP 220041236.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIG 80
consensus !!!*!!*!!!!!*!***!!!!!!!!!!!!*!!!!!*!!!!*!!!!!!!!!!**!!*!!!!!!*!!!*!*!!*!!*!*!!!

logo EEDGQQFYLVAMEYVDAGASLDLKKRYTIQKDENHAYPLSNAQEDEVAI
VRLIMKGEQVI LSLAMTRLAHQTQKRGI IVHRDLKPQNVI LLTSKPDGNTAKVSTDFGIAVA

NTDB id 384 SMU RS02325 WP 002263039.1 EEDGQQFLAMEYVDGADLKKYIQDHAPLSNAEVIRIMKEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EEDGQQFLVMEYVDGSDLKKYIQDHAPLSNQDVVRIMGEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
NTDB id 1141730 DQL20 RS02675 WP 006596840.1 EEDGQQYLAMEYVAGLDLKRYIKENAPLSNEEAVRLMGQILLAMRLAHTQGIIHRDLKPQNVLLTSDGNAKVSDFGIAVA 160
NTDB id 146 SP RS08570 WP 000614538.1 EEDGQQYLAMEYVAGLDLKRYIKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTAKVTDFGIAVA 160
NTDB id 216 SPD RS08205 WP 000614552.1 EEDGQQYLAMEYVAGLDLKRYIKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTAKVTDFGIAVA 160
NTDB id 182 SPR RS07820 WP 000614552.1 EEDGQQYLAMEYVAGLDLKRYIKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTAKVTDFGIAVA 160
NTDB id 257 KZH43 RS07655 WP 220041236.1 EEDGQQYLAMEYVAGLDLKRYTKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTAKVTDFGIAVA 160
consensus !!!!!!*!*!!!!*!*!!!*!*****!!!!****!*!***!*!!*!!!**!!*!!!!!!!!*!!!*!!*!!!*!!!!!!!

logo FAETSLTQTNSMLGSVHYLSPEQARGSKASTI
VQSDIYAMGIMI LFFYEMLTGHIPYDGDSAVTIALQHFQNKPLPS IVLI EAENPRKSNSVP

NTDB id 384 SMU RS02325 WP 002263039.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENKNVP 240
NTDB id 467 HSISS4 RS06915 WP 021143821.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSILAENRNVP 240
NTDB id 1141730 DQL20 RS02675 WP 006596840.1 FAETSLTQTNSMLGSVHYLSPEQARGSKASIQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQKPLPSIIEENKNVP 240
NTDB id 146 SP RS08570 WP 000614538.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQKPLPSVIAENPSVP 240
NTDB id 216 SPD RS08205 WP 000614552.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQNPLPSVIAENSSVP 240
NTDB id 182 SPR RS07820 WP 000614552.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQNPLPSVIAENSSVP 240
NTDB id 257 KZH43 RS07655 WP 220041236.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQNPLPSVIAENSSVP 240
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R
VDLRVSTSCSLHQSPYESNHRSRRNDEAKRSKVLVI FSDDEMATTSKADTKPTLPKLVDENSPVQAVSAPTAKSLANPTASPLAELIAKPQTKASVELVQKAANRQTEEKHTPKTSENVI

NTDB id 384 SMU RS02325 WP 002263039.1 QALENVVIKATAKRLTDRYHSTQEMLQDLRTSLQPNRSRERKLVFSDAS..DTKPLPKLEQAAANSLAAQSLKN..KTSN 316
NTDB id 467 HSISS4 RS06915 WP 021143821.1 QALENVVIRATAKKLENRYNSTLEMSRDLVTSLHPSHRRDAKVVFDDMT..DTKTLPKVDPVPSASLEKKAVAA..EPSE 316
NTDB id 1141730 DQL20 RS02675 WP 006596840.1 QALENVVIKATAKKLSDRYKSVAEMYVDLSSCLSYERRNEKKLVFDDASKADTKTLPKVNVVPKPAPLPTSEAR...PTV 317
NTDB id 146 SP RS08570 WP 000614538.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTS.IPKVQAQTEHKSI 319
NTDB id 216 SPD RS08205 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTS.IPKVQAQTEHKSI 319
NTDB id 182 SPR RS07820 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTS.IPKVQAQTEHKSI 319
NTDB id 257 KZH43 RS07655 WP 220041236.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTS.IPKVQAQTEHKSI 319
consensus !!!!!!*!*!!!!*!**!!*!**!!**!!***!********!**!******!!!*!!!******** *************
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NTDB id 384 SMU RS02325 WP 002263039.1 QDKVDHKSKPKTK.PQPKPKKKRHFLARFFKIFFILVAIGIAVLTYLVLTKPSTVSVPDVSGDKLSTAKMIIRKSGLKVG 395
NTDB id 467 HSISS4 RS06915 WP 021143821.1 PTPAPSKQPRKKT.TPAKKKKKKNFFSTLLKVFLGLVFIGIIIFAYLVFTNPDNVQVPNVVGQELSTAQTKIEGAGFKVG 395
NTDB id 1141730 DQL20 RS02675 WP 006596840.1 HEDRPVVSEDRTAPVSPKNKARRRL.RTRYKVLFVALALVLAAFAFLLYMSPANKTVPDVSGKTVAEARAIIEDQDLQVG 396
NTDB id 146 SP RS08570 WP 000614538.1 KNPSQAVTEET...YQPQAPKKHRF.KMRYLILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIG 395
NTDB id 216 SPD RS08205 WP 000614552.1 KNPSQAVTEET...YQPQAPKKHRF.KMRYLILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIG 395
NTDB id 182 SPR RS07820 WP 000614552.1 KNPSQAVTEET...YQPQAPKKHRF.KMRYLILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIG 395
NTDB id 257 KZH43 RS07655 WP 220041236.1 KNPSQAVTEET...YQPQAPKKHRF.KMRYLILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIG 395
consensus *********** *********** *************************!*****!*!*!*****!***********!
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NTDB id 384 SMU RS02325 WP 002263039.1 DVQKIEDDNVGAGKVVRTNPSAGSKKREGSSVDIFVAS.AKGFKMEDYTGQDYKDAIDNLTN.................. 456
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EVKEVEDDSVDTGKVIKTDPTAGTTRKEGSSIDVYVSSGSKGFALKDYKGKNYKDAIEDLTS.................. 457
NTDB id 1141730 DQL20 RS02675 WP 006596840.1 DEKEEYSDSVLEGYVIRTNPNAGAQKKENSKVDLVVSKGPSTFDMPDYTGMSREYVENDLKT.................. 458
NTDB id 146 SP RS08570 WP 000614538.1 EEKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEKKVPDNLIKIEEEESNES 475
NTDB id 216 SPD RS08205 WP 000614552.1 EEKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEKKVPDNLIKIEEEESNES 475
NTDB id 182 SPR RS07820 WP 000614552.1 EEKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEKKVPDNLIKIEEEESNES 475
NTDB id 257 KZH43 RS07655 WP 220041236.1 EEKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEKKVPDNLIKIEEEESNES 475
consensus *********!**!****!*!*!!****!*******!******!****!*!*********!********************

logo

EAGTVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVI SELKTNQFYKGKLVSPRSEKDNQSL IDSVKLIKQEHEVESEDTSNDSDSEAVYSSEEGPGEITVI ILMEGSKQ
NTDB id 384 SMU RS02325 WP 002263039.1 .....................................................NYGVSRDSIVLKEVSSDDYSGGTVIGQ 483
NTDB id 467 HSISS4 RS06915 WP 021143821.1 .....................................................NFGVSEDQIDIQHVEDDSAEEGEILSQ 484
NTDB id 1141730 DQL20 RS02675 WP 006596840.1 .....................................................TYKLSSKLISIEEVETNEVEPGIVMEQ 485
NTDB id 146 SP RS08570 WP 000614538.1 EAGTVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQ 555
NTDB id 216 SPD RS08205 WP 000614552.1 EAGTVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQ 555
NTDB id 182 SPR RS07820 WP 000614552.1 EAGTVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQ 555
NTDB id 257 KZH43 RS07655 WP 220041236.1 EAGTVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQ 555
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NTDB id 384 SMU RS02325 WP 002263039.1 SPKPGKTYHPSSDKK.ITLKV....VKVTMPNLKNSTYEEAVSTLTA.MGISSSRIKAY..DASDYSSEISSPSSSSLVV 555
NTDB id 467 HSISS4 RS06915 WP 021143821.1 SPGKNKSFNPKDSKAKIKFRVA.TPKIVTMPDVTGLTVSTAVQTLNR.KNISSSSIEYHDYNTGAKLDKAKIPSSTE.IL 561
NTDB id 1141730 DQL20 RS02675 WP 006596840.1 SPVAGQKYDLSSKTK.IVLKVSKESNSIELPSYVGSYYEFAVSNLVQIYGVKEANIERKTTSHL....PAGVEVLPGQIV 560
NTDB id 146 SP RS08570 WP 000614538.1 SPGAGTTYDVSKPTQ.IVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTA....PAGS..AEGMVV 628
NTDB id 216 SPD RS08205 WP 000614552.1 SPGAGTTYDVSKPTQ.IVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTA....PAGS..VEGMVV 628
NTDB id 182 SPR RS07820 WP 000614552.1 SPGAGTTYDVSKPTQ.IVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTA....PAGS..VEGMVV 628
NTDB id 257 KZH43 RS07655 WP 220041236.1 SPGAGTTYDVSKPTQ.IVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTA....PAGS..VEGMVV 628
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NTDB id 384 SMU RS02325 WP 002263039.1 GQSPYYGNTVSLSSNDDII.LYVSTSGGSHSGSSSSESSNSEGTTSSEASTDSSSSATTT....SH.... 616
NTDB id 467 HSISS4 RS06915 WP 021143821.1 YQDPQ....AGTSVDGTVI.LYVSVATASSSLQSSSSSTTHSSST..SSSTDSTTSSTETSTEATHTELQ 624
NTDB id 1141730 DQL20 RS02675 WP 006596840.1 SQTPEAQSSIDIKKTRIVLTVYEPKTEPSSSTKASSSSSESSSSTTVEFHSNTDPSATTE.PES...... 623
NTDB id 146 SP RS08570 WP 000614538.1 EQSPRAGEKVDLNKTRVKISIYKPKTTSATP....................................... 659
NTDB id 216 SPD RS08205 WP 000614552.1 EQSPRAGEKVDLNKTRVKISIYKPKTTSATP....................................... 659
NTDB id 182 SPR RS07820 WP 000614552.1 EQSPRAGEKVDLNKTRVKISIYKPKTTSATP....................................... 659
NTDB id 257 KZH43 RS07655 WP 220041236.1 EQSPRAGEKVDLNKTRVKISIYKPKTTSATP....................................... 659
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