
logo MIQVIGKLI FAGRYR I LVQKASQIGRGGMADVYLANKDL I LDNGEKEVAI
VKVLRTNYQTDQPVIAVTARFQREARAMAEDLNSDHPNHIVAR 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 384 SMU RS02325 WP 002263039.1 MIQIGKLFAGRYRILQSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVTRFQREARAMAELNHPNIVAIRDIGEEDGQ 85
NTDB id 49396 SSAL RS02935 WP 014632829.1 MIQVGKLFAGRYRILKAIGRGGMADVYLANDLILDNEKVAIKVLRTNYQTDQVAVARFQREARAMAELSHPNIVAIRDIGEEDGQ 85
NTDB id 467 HSISS4 RS06915 WP 021143821.1 MIQVGKLFAGRYRILKSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVARFQREARAMAELSHPNIVAIRDIGEEDGQ 85
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logo QFYLVAMEYVDAGASLDLKKRYTIQKDEHAYPLSNAQEDEVAI
VR IMKGEQVI LSLAMTRLAHQTKRGI IVHRDLKPQNVI LLTKPDGRTAKVTDFGIAVAFAETSLTQTN

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 384 SMU RS02325 WP 002263039.1 QFLAMEYVDGADLKKYIQDHAPLSNAEVIRIMKEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVAFAETSLTQTN 170
NTDB id 49396 SSAL RS02935 WP 014632829.1 QFLVMEYVDGSDLKKYIQDHAPLSNQDVVRIMGEILSAMTLAHQKGIIHRDLKPQNVLLTKDGRAKVTDFGIAVAFAETSLTQTN 170
NTDB id 467 HSISS4 RS06915 WP 021143821.1 QFLVMEYVDGSDLKKYIQDHAPLSNQDVVRIMGEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVAFAETSLTQTN 170
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logo SMLGSVHYLSPEQARGSKATI
VQSDIYAMGIMI LFFYEMLTGRHIPYDGDSAVTIALQHFQNKPLPS IVLIAENHKPRSNSVPQALENVVI 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 384 SMU RS02325 WP 002263039.1 SMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENKNVPQALENVVIKATAKRL 255
NTDB id 49396 SSAL RS02935 WP 014632829.1 SMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGRIPYDGDSAVTIALQHFQKPLPSILAENHNVPQALENVVIRATAKKL 255
NTDB id 467 HSISS4 RS06915 WP 021143821.1 SMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSILAENRNVPQALENVVIRATAKKL 255
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NTDB id 146 SP RS08570 WP 000614538.1 TNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQT...EHKSIKNPSQAVTEE..TYQPQA 335
NTDB id 216 SPD RS08205 WP 000614552.1 TNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQT...EHKSIKNPSQAVTEE..TYQPQA 335
NTDB id 182 SPR RS07820 WP 000614552.1 TNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQT...EHKSIKNPSQAVTEE..TYQPQA 335
NTDB id 257 KZH43 RS07655 WP 220041236.1 TNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQT...EHKSIKNPSQAVTEE..TYQPQA 335
NTDB id 384 SMU RS02325 WP 002263039.1 TDRYHSTQEMLQDLRTSLQPNRSRERKLVFSDAS..DTKPLPKLEQAAANSLAAQSLKNKTSNQDKVDHKSKPK....TKPQPKP 334
NTDB id 49396 SSAL RS02935 WP 014632829.1 ENRYNSTLEMSRDLVTSLYPSHSRDAKVVFDDMT..DTKTLPKVTPVPSVSSEKKATAK.SSESKQAV.SKQPRKNSTLAKNKKK 336
NTDB id 467 HSISS4 RS06915 WP 021143821.1 ENRYNSTLEMSRDLVTSLHPSHRRDAKVVFDDMT..DTKTLPKVDPVPSASLEKKAVAAEPSEPTPAP.SKQPRKKTTPA...KK 334
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NTDB id 146 SP RS08570 WP 000614538.1 PKKHRFKMRYLILLASLV.LVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEKTEASEKVEEGRIIRTDPGAGT 419
NTDB id 216 SPD RS08205 WP 000614552.1 PKKHRFKMRYLILLASLV.LVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEKTEASEKVEEGRIIRTDPGAGT 419
NTDB id 182 SPR RS07820 WP 000614552.1 PKKHRFKMRYLILLASLV.LVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEKTEASEKVEEGRIIRTDPGAGT 419
NTDB id 257 KZH43 RS07655 WP 220041236.1 PKKHRFKMRYLILLASLV.LVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEKTEASEKVEEGRIIRTDPGAGT 419
NTDB id 384 SMU RS02325 WP 002263039.1 KKKRHFLARFFKIFFILVAIGIAVLTYLVLTKPSTVSVPDVSGDKLSTAKMIIRKSGLKVGDVQKIEDDNVGAGKVVRTNPSAGS 419
NTDB id 49396 SSAL RS02935 WP 014632829.1 KKRKDFFSTSLKVFLGLVFIGIIIFAYLVFTNPDSTQVPNVVGQELSTAQTKIEGAGFKVGEVKEVEDDSVDTGKVVKTDPTAGT 421
NTDB id 467 HSISS4 RS06915 WP 021143821.1 KKKKNFFSTLLKVFLGLVFIGIIIFAYLVFTNPDNVQVPNVVGQELSTAQTKIEGAGFKVGEVKEVEDDSVDTGKVIKTDPTAGT 419
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NTDB id 146 SP RS08570 WP 000614538.1 GRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESNESEAGTVLKQSLPEGTTYDLSKATQ.IVLT 502
NTDB id 216 SPD RS08205 WP 000614552.1 GRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESNESEAGTVLKQSLPEGTTYDLSKATQ.IVLT 502
NTDB id 182 SPR RS07820 WP 000614552.1 GRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESNESEAGTVLKQSLPEGTTYDLSKATQ.IVLT 502
NTDB id 257 KZH43 RS07655 WP 220041236.1 GRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESNESEAGTVLKQSLPEGTTYDLSKATQ.IVLT 502
NTDB id 384 SMU RS02325 WP 002263039.1 KKREGSSVDIFVAS.AKGFKMEDYTGQDYKDAIDNLTNNYGVSRDSIVLKEVSSDDYSGGTVIGQSPKPGKTYHPSSDKK.ITLK 502
NTDB id 49396 SSAL RS02935 WP 014632829.1 TRKEGSSIDIYVSSGSKGFALKDYKGKNYKDAIEDLTSNYGVSEDQIDIQHVEDDSAEEGEILSQSPGKNKSFNPKDSKAKIKFR 506
NTDB id 467 HSISS4 RS06915 WP 021143821.1 TRKEGSSIDVYVSSGSKGFALKDYKGKNYKDAIEDLTSNFGVSEDQIDIQHVEDDSAEEGEILSQSPGKNKSFNPKDSKAKIKFR 504
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NTDB id 146 SP RS08570 WP 000614538.1 VAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEE........EESSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKV 579
NTDB id 216 SPD RS08205 WP 000614552.1 VAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEE........EESSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKV 579
NTDB id 182 SPR RS07820 WP 000614552.1 VAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEE........EESSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKV 579
NTDB id 257 KZH43 RS07655 WP 220041236.1 VAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEE........EESSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKV 579
NTDB id 384 SMU RS02325 WP 002263039.1 V....VKVTMPNLKNSTYEEAVSTLTAMGISSSRIKAYD..ASDYSSEISSPSSSSLVVGQSPYYGNTVSLSSNDDIILYVSTSG 581
NTDB id 49396 SSAL RS02935 WP 014632829.1 VA.TPKTVTMPDVTGLTVSTAVQTLNRKSISSSSIEYHDYNTGAKLDKDKVPSSTE.VLYQDPQA....GTSVDGTVILYVSVAT 585
NTDB id 467 HSISS4 RS06915 WP 021143821.1 VA.TPKIVTMPDVTGLTVSTAVQTLNRKNISSSSIEYHDYNTGAKLDKAKIPSSTE.ILYQDPQA....GTSVDGTVILYVSVAT 583
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PSSYSI ESGSTSNTLSHEFTKESNNL IQIVSGTSITKEANI ESVSVEASVSTTEDASPSTATSGSASVEGMVVTETEQTSSPTREATAGSTEHKTVEDQLQNKTRVKI S IYKPKTTSATP

NTDB id 146 SP RS08570 WP 000614538.1 TSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSAEGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 216 SPD RS08205 WP 000614552.1 TSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSVEGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 182 SPR RS07820 WP 000614552.1 TSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSVEGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 257 KZH43 RS07655 WP 220041236.1 TSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSVEGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 384 SMU RS02325 WP 002263039.1 GSHSGSSSSESSNS...E......GTT.....SSEASTDSSSSA.....TT....TSH...................... 616
NTDB id 49396 SSAL RS02935 WP 014632829.1 ASSSLQSSSSSTTH...S......SST.....S..SSTESTSSS.....TETPTEATHTDQQ.................. 626
NTDB id 467 HSISS4 RS06915 WP 021143821.1 ASSSLQSSSSSTTH...S......SST.....S..SSTDSTTSS.....TETSTEATHTELQ.................. 624
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