
logo MIQVIGKLI FAGRYR I LVQKSQIGRGGMADVYLANKDL I LDNGEEVAI
VKVLRTNYQTDQPVIAVTARFQREARAMAEDLSNDHPNHIVSAR IRTDIG

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
NTDB id 467 HSISS4 RS06915 WP 021143821.1 MIQVGKLFAGRYRILKSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVARFQREARAMAELSHPNIVAIRDIG 80
NTDB id 409097 GP482 RS00940 WP 158913248.1 MIQIGKLFAGRYRILKSIGRGGMADVYLAKDLILDNEEVAIKVLRTNYQTDQIAVARFQREARAMAELNHPNIVSIRDIG 80
NTDB id 384 SMU RS02325 WP 002263039.1 MIQIGKLFAGRYRILQSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVTRFQREARAMAELNHPNIVAIRDIG 80
consensus !!!*!!*!!!!!!!***!!!!!!!!!!!!*!!!!!*!!!!*!!!!!!!!!!**!!*!!!!!!!!!!*!*!!*!!*!*!!!

logo EEDGQQFYLVAMEYVDAGASLDLKKRYTIQKDEHAYPLSNANQEDEVAI
VR IMEKGEQVI LSLAMTRLAHQTQKRGI IVHRDLKPQNVI LLTKPDGTVAKVTDFGIAVA

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
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EEDGQQFLVMEYVDGSDLKKYIQDHAPLSNQDVVRIMGEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
NTDB id 409097 GP482 RS00940 WP 158913248.1 EEDGQQFLVMEYVDGSDLKKYIQDHAPLSNNEVVRIMEEVLSAMTLAHQQGIVHRDLKPQNILLTKDGTVKVTDFGIAVA 160
NTDB id 384 SMU RS02325 WP 002263039.1 EEDGQQFLAMEYVDGADLKKYIQDHAPLSNAEVIRIMKEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
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logo FAETSLTQTNSMLGSVHYLSPEQARGSKATI
VQSDIYAMGIMI LFFYEMLTGHIPYDGDSAVTIALQHFQNKPLPS IVLIDAENPRKSNSVP

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
NTDB id 467 HSISS4 RS06915 WP 021143821.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSILAENRNVP 240
NTDB id 409097 GP482 RS00940 WP 158913248.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIDENKNVP 240
NTDB id 384 SMU RS02325 WP 002263039.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENKNVP 240
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VDLMRVSTSASLHQSPYSNHRSRRNDEARSKVLVI FESDDEAMTETSKANDTKPTLPKLVDETSPTQAVSAPTAPSLANVTPSSLIAETPATKEKQVASQVLAAKLQAKNTKEPQHSTKAESANIPQK

NTDB id 146 SP RS08570 WP 000614538.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKSIK 320
NTDB id 216 SPD RS08205 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKSIK 320
NTDB id 182 SPR RS07820 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKSIK 320
NTDB id 257 KZH43 RS07655 WP 220041236.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKSIK 320
NTDB id 467 HSISS4 RS06915 WP 021143821.1 QALENVVIRATAKKLENRYNSTLEMSRDLVTSLHPSHRRDAKVVFDDMT..DTKTLPKVDPVPSASLEKKAVAAEPSE.P 317
NTDB id 409097 GP482 RS00940 WP 158913248.1 QALENVVIKATAKRLSDRYASTFEMSRDLMTALSYNRSRERKLVFEDTE..NTKTLPKVTTSTPVPSTTEQLLKKQKAAK 318
NTDB id 384 SMU RS02325 WP 002263039.1 QALENVVIKATAKRLTDRYHSTQEMLQDLRTSLQPNRSRERKLVFSDAS..DTKPLPKLEQAAANSLAAQSLKNK.TSNQ 317
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NTDB id 146 SP RS08570 WP 000614538.1 NPSQ..AVTEETYQPQAPKKHRFKMRYLILLASL.VLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEE 397
NTDB id 216 SPD RS08205 WP 000614552.1 NPSQ..AVTEETYQPQAPKKHRFKMRYLILLASL.VLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEE 397
NTDB id 182 SPR RS07820 WP 000614552.1 NPSQ..AVTEETYQPQAPKKHRFKMRYLILLASL.VLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEE 397
NTDB id 257 KZH43 RS07655 WP 220041236.1 NPSQ..AVTEETYQPQAPKKHRFKMRYLILLASL.VLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEE 397
NTDB id 467 HSISS4 RS06915 WP 021143821.1 TPAPSKQPRKKTTPAKKKKKKNFFSTLLKVFLGLVFIGIIIFAYLVFTNPDNVQVPNVVGQELSTAQTKIEGAGFKVGEV 397
NTDB id 409097 GP482 RS00940 WP 158913248.1 VNREAADNKIAKAKTKKKKSHRMFGTLVKIFFAVVVVAIAIFTYLTLSTPASVNVPDVAGTSLADAKTSLTSAGLKVGDI 398
NTDB id 384 SMU RS02325 WP 002263039.1 DKVDHKSKPKTKPQPKPKKKRHFLARFFKIFFILVAIGIAVLTYLVLTKPSTVSVPDVSGDKLSTAKMIIRKSGLKVGDV 397
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NTDB id 146 SP RS08570 WP 000614538.1 KTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEKK.VPDNLIKIEEEESNESE 476
NTDB id 216 SPD RS08205 WP 000614552.1 KTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEKK.VPDNLIKIEEEESNESE 476
NTDB id 182 SPR RS07820 WP 000614552.1 KTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEKK.VPDNLIKIEEEESNESE 476
NTDB id 257 KZH43 RS07655 WP 220041236.1 KTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEKK.VPDNLIKIEEEESNESE 476
NTDB id 467 HSISS4 RS06915 WP 021143821.1 KEVEDDSVDTGKVIKTDPTAGTTRKEGSSIDVYVSSGSKGFALKDYKGKNYKDAIEDLTSNFGVSEDQIDIQHVEDDSAE 477
NTDB id 409097 GP482 RS00940 WP 158913248.1 HKVASDTVQKGHVIKTDPTAGSSKKEGAKVDIYVSKGTSGFKMKDYTGQNYQEVIKELKDKHGISSDKIDVEWITGTNYD 478
NTDB id 384 SMU RS02325 WP 002263039.1 QKIEDDNVGAGKVVRTNPSAGSKKREGSSVDIFVAS.AKGFKMEDYTGQDYKDAIDNLTNNYGVSRDSIVLKEVSSDDYS 476
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NTDB id 146 SP RS08570 WP 000614538.1 AGTVLKQSLPEGTTYDLSKAT.QIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEE..........SS 545
NTDB id 216 SPD RS08205 WP 000614552.1 AGTVLKQSLPEGTTYDLSKAT.QIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEE..........SS 545
NTDB id 182 SPR RS07820 WP 000614552.1 AGTVLKQSLPEGTTYDLSKAT.QIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEE..........SS 545
NTDB id 257 KZH43 RS07655 WP 220041236.1 AGTVLKQSLPEGTTYDLSKAT.QIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEE..........SS 545
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EGEILSQSPGKNKSFNPKDSKAKIKFRVA.TPKIVTMPDVTGLTVSTAVQTLNRKNISSSSIEYHDYNTGAK..LDKAKI 554
NTDB id 409097 GP482 RS00940 WP 158913248.1 GDTIISQTPGKG..TKVASE.DKITFKVA....AIVMPNLIGYTYQDAIAELTALGLSSSHITVFQADATSSTGYSQVKT 551
NTDB id 384 SMU RS02325 WP 002263039.1 GGTVIGQSPKPGKTYHPSSD.KKITLKVV....KVTMPNLKNSTYEEAVSTLTAMGISSSRIKAYDASDYS....SEISS 547
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NTDB id 146 SP RS08570 WP 000614538.1 ESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSAEG 625
NTDB id 216 SPD RS08205 WP 000614552.1 ESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSVEG 625
NTDB id 182 SPR RS07820 WP 000614552.1 ESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSVEG 625
NTDB id 257 KZH43 RS07655 WP 220041236.1 ESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSVEG 625
NTDB id 467 HSISS4 RS06915 WP 021143821.1 PS.STEILYQDPQAGTSVDG....TVILYVSVATASSSLQ..........................SSSSSTTHSSSTSS 603
NTDB id 409097 GP482 RS00940 WP 158913248.1 PSASAVVVAQDPYFGAAIEG....NVKLYFSAGSESQSSE..........................VVPSQSVPESSETS 601
NTDB id 384 SMU RS02325 WP 002263039.1 PSSSSLVVGQSPYYGNTVSLSSNDDIILYVSTSGGSHSGS..........................SSSESSNSEGTTSS 601
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NTDB id 146 SP RS08570 WP 000614538.1 MVVEQS........PRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 216 SPD RS08205 WP 000614552.1 MVVEQS........PRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 182 SPR RS07820 WP 000614552.1 MVVEQS........PRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 257 KZH43 RS07655 WP 220041236.1 MVVEQS........PRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 467 HSISS4 RS06915 WP 021143821.1 STD.S.TT.SSTETSTEATHTELQ.................. 624
NTDB id 409097 GP482 RS00940 WP 158913248.1 ETSESSSSSSSSSSTEESSQTDSSSVEQ.............. 629
NTDB id 384 SMU RS02325 WP 002263039.1 EAS...TDSSSSA.TTT.SH...................... 616
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