
logo MIQVIGKLI FAGRYR I LVQKSQIGRGGMADVYLANKDL I LDNGEDEVAI
VKVLRTNYQTDQPVIAVTARFQREARAMAEDLSNDHPNHIVAR IRTDIGEEDGQ

NTDB id 146 SP RS08570 WP 000614538.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIGEEDGQ 85
NTDB id 216 SPD RS08205 WP 000614552.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIGEEDGQ 85
NTDB id 182 SPR RS07820 WP 000614552.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIGEEDGQ 85
NTDB id 257 KZH43 RS07655 WP 220041236.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIGEEDGQ 85
NTDB id 467 HSISS4 RS06915 WP 021143821.1 MIQVGKLFAGRYRILKSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVARFQREARAMAELSHPNIVAIRDIGEEDGQ 85
NTDB id 64578 STRIC RS08275 WP 008090292.1 MIQIGKLFAGRYRILKSIGRGGMADVYLANDLILDNEDVAIKVLRTNYQTDQVAVARFQREARAMAELNHPNIVAIRDIGEEDGQ 85
NTDB id 384 SMU RS02325 WP 002263039.1 MIQIGKLFAGRYRILQSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVTRFQREARAMAELNHPNIVAIRDIGEEDGQ 85
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logo QFYLVAMEYVDAGASLDLKKRYTIQKDEHAYPLSNANQEDEVAI
VR IMEKGEQVI LSLAMTRLAHQTKRGI IVHRDLKPQNVI LLTKPSDGVTVAKVTDFGIAVAFAETSLTQTN

NTDB id 146 SP RS08570 WP 000614538.1 QYLAMEYVAGLDLKRYIKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTAKVTDFGIAVAFAETSLTQTN 170
NTDB id 216 SPD RS08205 WP 000614552.1 QYLAMEYVAGLDLKRYIKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTAKVTDFGIAVAFAETSLTQTN 170
NTDB id 182 SPR RS07820 WP 000614552.1 QYLAMEYVAGLDLKRYIKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTAKVTDFGIAVAFAETSLTQTN 170
NTDB id 257 KZH43 RS07655 WP 220041236.1 QYLAMEYVAGLDLKRYTKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTAKVTDFGIAVAFAETSLTQTN 170
NTDB id 467 HSISS4 RS06915 WP 021143821.1 QFLVMEYVDGSDLKKYIQDHAPLSNQDVVRIMGEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVAFAETSLTQTN 170
NTDB id 64578 STRIC RS08275 WP 008090292.1 QFLVMEYVDGSDLKKYIQDHAPLSNNEVVRIMEEVLSAMTLAHQKGIVHRDLKPQNILLTKSGVVKVTDFGIAVAFAETSLTQTN 170
NTDB id 384 SMU RS02325 WP 002263039.1 QFLAMEYVDGADLKKYIQDHAPLSNAEVIRIMKEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVAFAETSLTQTN 170
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logo SMLGSVHYLSPEQARGSKATI
VQSDIYAMGIMI LFFYEMLTGHIPYDGDSAVTIALQHFQNKPLPS IVLI EAENHKPRSNSVPQALENVVI IRKATAKRKL

NTDB id 146 SP RS08570 WP 000614538.1 SMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQKPLPSVIAENPSVPQALENVIIKATAKKL 255
NTDB id 216 SPD RS08205 WP 000614552.1 SMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQNPLPSVIAENSSVPQALENVIIKATAKKL 255
NTDB id 182 SPR RS07820 WP 000614552.1 SMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQNPLPSVIAENSSVPQALENVIIKATAKKL 255
NTDB id 257 KZH43 RS07655 WP 220041236.1 SMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQNPLPSVIAENSSVPQALENVIIKATAKKL 255
NTDB id 467 HSISS4 RS06915 WP 021143821.1 SMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSILAENRNVPQALENVVIRATAKKL 255
NTDB id 64578 STRIC RS08275 WP 008090292.1 SMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIEENHNVPQALENVVIRATAKKL 255
NTDB id 384 SMU RS02325 WP 002263039.1 SMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENKNVPQALENVVIKATAKRL 255
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NTDB id 146 SP RS08570 WP 000614538.1 TNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKSIKNP..SQAVTEETYQPQAPKK 338
NTDB id 216 SPD RS08205 WP 000614552.1 TNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKSIKNP..SQAVTEETYQPQAPKK 338
NTDB id 182 SPR RS07820 WP 000614552.1 TNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKSIKNP..SQAVTEETYQPQAPKK 338
NTDB id 257 KZH43 RS07655 WP 220041236.1 TNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKSIKNP..SQAVTEETYQPQAPKK 338
NTDB id 467 HSISS4 RS06915 WP 021143821.1 ENRYNSTLEMSRDLVTSLHPSHRRDAKVVFDDMT..DTKTLPKVDPVPSASLEKKAVAAEPSEP.TPAPSKQPRKKTTPAKKKKK 337
NTDB id 64578 STRIC RS08275 WP 008090292.1 SDRYGSTFEMSRDLMTALSYNRSRERKVVFDDVE..STKPLPKVTPAPITTPKTSPVTPTTT.ESRLEQTNQMDTLQKPQKKKKN 337
NTDB id 384 SMU RS02325 WP 002263039.1 TDRYHSTQEMLQDLRTSLQPNRSRERKLVFSDAS..DTKPLPKLEQAAANSLAAQSLKNKTSNQDKVDHKSKPKT.KPQPKPKKK 337
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NTDB id 146 SP RS08570 WP 000614538.1 HRFKMRYLILLASLVL.VAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEKTEASEKVEEGRIIRTDPGAGTGRK 422
NTDB id 216 SPD RS08205 WP 000614552.1 HRFKMRYLILLASLVL.VAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEKTEASEKVEEGRIIRTDPGAGTGRK 422
NTDB id 182 SPR RS07820 WP 000614552.1 HRFKMRYLILLASLVL.VAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEKTEASEKVEEGRIIRTDPGAGTGRK 422
NTDB id 257 KZH43 RS07655 WP 220041236.1 HRFKMRYLILLASLVL.VAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEKTEASEKVEEGRIIRTDPGAGTGRK 422
NTDB id 467 HSISS4 RS06915 WP 021143821.1 KNFFSTLLKVFLGLVFIGIIIFAYLVFTNPDNVQVPNVVGQELSTAQTKIEGAGFKVGEVKEVEDDSVDTGKVIKTDPTAGTTRK 422
NTDB id 64578 STRIC RS08275 WP 008090292.1 GRFLGTLLKILFALFIVGVALFTYLVLTKPTSVKVPNVVGSSLTVAKQELQAKGLKVGAVHQVESDTVDEGHVIKTDPQAGTARR 422
NTDB id 384 SMU RS02325 WP 002263039.1 RHFLARFFKIFFILVAIGIAVLTYLVLTKPSTVSVPDVSGDKLSTAKMIIRKSGLKVGDVQKIEDDNVGAGKVVRTNPSAGSKKR 422
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NTDB id 146 SP RS08570 WP 000614538.1 EGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKE.KKVPDNLIKIEEEESNESEAGTVLKQSLPEGTTYDLSKA.TQIVLTVAK 505
NTDB id 216 SPD RS08205 WP 000614552.1 EGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKE.KKVPDNLIKIEEEESNESEAGTVLKQSLPEGTTYDLSKA.TQIVLTVAK 505
NTDB id 182 SPR RS07820 WP 000614552.1 EGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKE.KKVPDNLIKIEEEESNESEAGTVLKQSLPEGTTYDLSKA.TQIVLTVAK 505
NTDB id 257 KZH43 RS07655 WP 220041236.1 EGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKE.KKVPDNLIKIEEEESNESEAGTVLKQSLPEGTTYDLSKA.TQIVLTVAK 505
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EGSSIDVYVSSGSKGFALKDYKGKNYKDAIEDLTSNFGVSEDQIDIQHVEDDSAEEGEILSQSPGKNKSFNPKDSKAKIKFRVAT 507
NTDB id 64578 STRIC RS08275 WP 008090292.1 QGAKVAIFLSIGNAGFEMENYKGIDYQVAMSSLMETYGVPKSKIKIERIVTNEYNENTVISQSPSAGEKFNPKG.KSKITLSVAV 506
NTDB id 384 SMU RS02325 WP 002263039.1 EGSSVDIFVA.SAKGFKMEDYTGQDYKDAIDNLTNNYGVSRDSIVLKEVSSDDYSGGTVIGQSPKPGKTYHPSS.DKKITLKVV. 504
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NTDB id 146 SP RS08570 WP 000614538.1 KATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEE..........SSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVT 580
NTDB id 216 SPD RS08205 WP 000614552.1 KATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEE..........SSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVT 580
NTDB id 182 SPR RS07820 WP 000614552.1 KATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEE..........SSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVT 580
NTDB id 257 KZH43 RS07655 WP 220041236.1 KATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEE..........SSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVT 580
NTDB id 467 HSISS4 RS06915 WP 021143821.1 PK.IVTMPDVTGLTVSTAVQTLNRKNISSSSIEYHDYNTGAK..LDKAKIPSSTEI.....LYQDPQAGTSVDGTVILYVSVATA 584
NTDB id 64578 STRIC RS08275 WP 008090292.1 SD.TVIMPMVTEYSYAEAVNTLTALGIDASRIKAYIPSSTSSTGFVPLNSPSSKAIVSGQSPYYGTQLSLSEKGEISLYLYPEES 590
NTDB id 384 SMU RS02325 WP 002263039.1 ...KVTMPNLKNSTYEEAVSTLTAMGISSSRIKAYDASDYSS....EISSPSSSSLVVGQSPYYGNTVSLSSNDDIILYVSTSGG 582
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logo SHPSVSAGLSMQSPSSYTSI EHSGSETSLEFTKNNL IQIVGIKEANI ENTVHSVSTEGSTVSTSTSASPESAATGDESANSTVDTESTGSMS
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T
S
VETQANSTPRAGEKVDLTENALTKSTPHRTVDEKLPI S IYKPKTAQTNSGATP

NTDB id 146 SP RS08570 WP 000614538.1 SVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSAEGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 216 SPD RS08205 WP 000614552.1 SVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSVEGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 182 SPR RS07820 WP 000614552.1 SVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSVEGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 257 KZH43 RS07655 WP 220041236.1 SVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSVEGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 467 HSISS4 RS06915 WP 021143821.1 SSSLQSSSSST....................THSSSTSSSTDSTTSSTETST........EATHTEL.......Q.... 624
NTDB id 64578 STRIC RS08275 WP 008090292.1 SPSSSSSTHSE....................TSTTSSSSSGENTGSSS..NT........ELTPVDP.......ANGTP 632
NTDB id 384 SMU RS02325 WP 002263039.1 SHSGSSSSESS....................NSEGTTSSEASTDSSSS..AT........TTSH............... 616
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