
logo MIQVIGKLI FAGRYKR I ILVQKSQIGRGGMADVYLARNKDL 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 41418 HMPREF0833 RS10110 WP 013904762.1 MIQIGKIFAGRYKIIQQIGRGGMADVYLARDLILDGEEVAVKVLRTNYQTDPIAVARFQREAKAMAELDHPNIVRITDIG 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 EEEDGQQFYLVAMEYVDAGASLDLKKRYTIQKDENHAYPLSNAQEDEVAI
VRLIMKGEQVI LSLAMTRLAHQTKRGI IVHRDLKPQNVI LLTKPDGTAKVSTDFGIAVA

NTDB id 384 SMU RS02325 WP 002263039.1 EEDGQQFLAMEYVDGADLKKYIQDHAPLSNAEVIRIMKEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EEDGQQFLVMEYVDGSDLKKYIQDHAPLSNQDVVRIMGEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
NTDB id 41418 HMPREF0833 RS10110 WP 013904762.1 EEEGQQYLAMEYVAGLDLKRYIKENAPLSNEEAVRLMGQILLAMRLAHTRGIIHRDLKPQNVLLTPDGTAKVSDFGIAVA 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
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logo FAETSLTQTNSMLGSVHYLSPEQARGSKATI
VQSDIYAMGIMI LFFYEMLTGHIPYDGDSAVTIALQHFQNKPLPS IVLRI EAENPRKSNSVP

NTDB id 384 SMU RS02325 WP 002263039.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENKNVP 240
NTDB id 467 HSISS4 RS06915 WP 021143821.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSILAENRNVP 240
NTDB id 41418 HMPREF0833 RS10110 WP 013904762.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQKPLPSIREENKNVP 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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NTDB id 384 SMU RS02325 WP 002263039.1 QALENVVIKATAKRLTDRYHSTQEMLQDLRTSLQPNRSRERKLVFSDAS..DTKPLPKLEQAAANSLAAQSLKNKTSNQD 318
NTDB id 467 HSISS4 RS06915 WP 021143821.1 QALENVVIRATAKKLENRYNSTLEMSRDLVTSLHPSHRRDAKVVFDDMT..DTKTLPKVDPVPSASLEKKAVAAEPSEPT 318
NTDB id 41418 HMPREF0833 RS10110 WP 013904762.1 QALENVVIKATAKKLTDRYKSVAEMYVDLSSCLSYERRNEKKLVFEDQTKADTKTLPKVSPTPKTAPVPISEVRSEISSV 320
NTDB id 146 SP RS08570 WP 000614538.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKV.QAQTEHKSI 319
NTDB id 216 SPD RS08205 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKV.QAQTEHKSI 319
NTDB id 182 SPR RS07820 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKV.QAQTEHKSI 319
NTDB id 257 KZH43 RS07655 WP 220041236.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKV.QAQTEHKSI 319
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NTDB id 384 SMU RS02325 WP 002263039.1 KVDHKSKPKTKPQPKPKKKRHFLARFFKIFFILVAIGIAVLTYLVLTKPSTVSVPDVSGDKLSTAKMIIRKSGLKVGDVQ 398
NTDB id 467 HSISS4 RS06915 WP 021143821.1 PAPSKQPRKKTTPAKKKKKKNFFSTLLKVFLGLVFIGIIIFAYLVFTNPDNVQVPNVVGQELSTAQTKIEGAGFKVGEVK 398
NTDB id 41418 HMPREF0833 RS10110 WP 013904762.1 DPKRPLSNQQVVAPNKKPRRRLRARY.KVLFVAIALVLAAFTFLLYMSPANKTVPDVSGKTIAEARAIIEGQDLQVGEEK 399
NTDB id 146 SP RS08570 WP 000614538.1 KNPSQAVTEETYQPQAPKKHRFKMRY.LILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEK 398
NTDB id 216 SPD RS08205 WP 000614552.1 KNPSQAVTEETYQPQAPKKHRFKMRY.LILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEK 398
NTDB id 182 SPR RS07820 WP 000614552.1 KNPSQAVTEETYQPQAPKKHRFKMRY.LILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEK 398
NTDB id 257 KZH43 RS07655 WP 220041236.1 KNPSQAVTEETYQPQAPKKHRFKMRY.LILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEK 398
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NTDB id 384 SMU RS02325 WP 002263039.1 KIEDDNVGAGKVVRTNPSAGSKKREGSSVDIFVAS.AKGFKMEDYTGQDYKDAIDNLTN..................... 456
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EVEDDSVDTGKVIKTDPTAGTTRKEGSSIDVYVSSGSKGFALKDYKGKNYKDAIEDLTS..................... 457
NTDB id 41418 HMPREF0833 RS10110 WP 013904762.1 EEYSDTVAEGYVIRTNPNAGAQKREQSRIDLIVSKGPNSFEMPNYVGETRAKAEDDLKN..................... 458
NTDB id 146 SP RS08570 WP 000614538.1 TEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEKKVPDNLIKIEEEESNESEAG 478
NTDB id 216 SPD RS08205 WP 000614552.1 TEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEKKVPDNLIKIEEEESNESEAG 478
NTDB id 182 SPR RS07820 WP 000614552.1 TEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEKKVPDNLIKIEEEESNESEAG 478
NTDB id 257 KZH43 RS07655 WP 220041236.1 TEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEKKVPDNLIKIEEEESNESEAG 478
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logo

TVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVI SELKTNQFYKGKVSPRSEKDNMQSL IDSVKLIKQEHEVESEDTSFDSSDEAYSDSEEGPGETVI LIMEGSKQTSPAKG
NTDB id 384 SMU RS02325 WP 002263039.1 ..................................................NYGVSRDSIVLKEVSSDDYSGGTVIGQSPK 486
NTDB id 467 HSISS4 RS06915 WP 021143821.1 ..................................................NFGVSEDQIDIQHVEDDSAEEGEILSQSPG 487
NTDB id 41418 HMPREF0833 RS10110 WP 013904762.1 ..................................................TYKVSSKMISIEEVETFDYDPGTVIEQTPA 488
NTDB id 146 SP RS08570 WP 000614538.1 TVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQSPG 558
NTDB id 216 SPD RS08205 WP 000614552.1 TVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQSPG 558
NTDB id 182 SPR RS07820 WP 000614552.1 TVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQSPG 558
NTDB id 257 KZH43 RS07655 WP 220041236.1 TVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQSPG 558
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NTDB id 384 SMU RS02325 WP 002263039.1 PGKTYHPSSDKK.ITLKV....VKVTMPNLKNSTYEEAVSTLTA.MGISSSRIKAY..DASDYSSEISSPSSSSLVVGQS 558
NTDB id 467 HSISS4 RS06915 WP 021143821.1 KNKSFNPKDSKAKIKFRVA.TPKIVTMPDVTGLTVSTAVQTLNR.KNISSSSIEYHDYNTGAKLDKAKIPSSTE.ILYQD 564
NTDB id 41418 HMPREF0833 RS10110 WP 013904762.1 AGEQYSLNSKTK.IVLKVAKETTSIEMPNYIGSTYDFARSNLIEIYDIKEANIELRKTDHL....PDGVVVSAGQIVSQT 563
NTDB id 146 SP RS08570 WP 000614538.1 AGTTYDVSKPTQ.IVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTA....PAGS..AEGMVVEQS 631
NTDB id 216 SPD RS08205 WP 000614552.1 AGTTYDVSKPTQ.IVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTA....PAGS..VEGMVVEQS 631
NTDB id 182 SPR RS07820 WP 000614552.1 AGTTYDVSKPTQ.IVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTA....PAGS..VEGMVVEQS 631
NTDB id 257 KZH43 RS07655 WP 220041236.1 AGTTYDVSKPTQ.IVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTA....PAGS..VEGMVVEQS 631
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NTDB id 384 SMU RS02325 WP 002263039.1 PYYGNTVSLSSNDDIIL.YVSTSGGSHSGSSSSESSNSEGTTSSEASTDSSSSATTT....SH.... 616
NTDB id 467 HSISS4 RS06915 WP 021143821.1 PQ....AGTSVDGTVIL.YVSVATASSSLQSSSSSTTHSSST..SSSTDSTTSSTETSTEATHTELQ 624
NTDB id 41418 HMPREF0833 RS10110 WP 013904762.1 PEASNTVDINRTRIILTVYEPKVTSSSSTKASSSSETSSSSSSDRKDTDSSSSSAADDD........ 622
NTDB id 146 SP RS08570 WP 000614538.1 PRAGEKVDLNKTRVKISIYKPKTTSATP....................................... 659
NTDB id 216 SPD RS08205 WP 000614552.1 PRAGEKVDLNKTRVKISIYKPKTTSATP....................................... 659
NTDB id 182 SPR RS07820 WP 000614552.1 PRAGEKVDLNKTRVKISIYKPKTTSATP....................................... 659
NTDB id 257 KZH43 RS07655 WP 220041236.1 PRAGEKVDLNKTRVKISIYKPKTTSATP....................................... 659
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