
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 32937 SUB RS06960 WP 015911705.1 MIQIGKLFAGRYRILKSIGRGGMADVYLANDLILDNEDVAIKVLRTNYQTDQVAVARFQREARAMAELNHPNIVAIRDIGEEDGQ 85
NTDB id 384 SMU RS02325 WP 002263039.1 MIQIGKLFAGRYRILQSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVTRFQREARAMAELNHPNIVAIRDIGEEDGQ 85
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logo QFYLVAMEYVDAGSALDLKKRYTIQKDEHAYPLSNANQEDEVAI
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 32937 SUB RS06960 WP 015911705.1 QFLVMEYVDGADLKKYIQDHAPLSNNEVVRIMEEVLSAMTLAHQKGIVHRDLKPQNILLTKSGVVKVTDFGIAVAFAETSLTQTN 170
NTDB id 384 SMU RS02325 WP 002263039.1 QFLAMEYVDGADLKKYIQDHAPLSNAEVIRIMKEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVAFAETSLTQTN 170
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logo SMLGSVHYLSPEQARGSKATI
VQSDIYAMGIMI LFFYEMLTGHIPYDGDSAVTIALQHFQNKPLPS IVLIDAENPRKSMNSVPQALENVVI 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 32937 SUB RS06960 WP 015911705.1 SMLGSVHYLSPEQARGSKATIQSDIYAMGIMLYEMLTGHIPYDGDSAVTIALQHFQKPLPSILDENKMVPQALENVVIKATAKKL 255
NTDB id 384 SMU RS02325 WP 002263039.1 SMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENKNVPQALENVVIKATAKRL 255
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NTDB id 146 SP RS08570 WP 000614538.1 TNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEH..KSIKNPSQAVTEETYQPQAPKK 338
NTDB id 216 SPD RS08205 WP 000614552.1 TNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEH..KSIKNPSQAVTEETYQPQAPKK 338
NTDB id 182 SPR RS07820 WP 000614552.1 TNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEH..KSIKNPSQAVTEETYQPQAPKK 338
NTDB id 257 KZH43 RS07655 WP 220041236.1 TNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEH..KSIKNPSQAVTEETYQPQAPKK 338
NTDB id 467 HSISS4 RS06915 WP 021143821.1 ENRYNSTLEMSRDLVTSLHPSHRRDAKVVFDDMT..DTKTLPKVDPVPSASLEKKAVAAEPSEPTPA.PSKQPRKKTTPAKKKKK 337
NTDB id 32937 SUB RS06960 WP 015911705.1 SDRYASTFDMSRDLMTALSYNRSREKKLVFEDGD..STKPLPKVSPTPNVTPKSSPTVSAT....KANEPAKQDYLQKPQKERKR 334
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NTDB id 146 SP RS08570 WP 000614538.1 HRFKMRYLI.LLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEKTEASEKVEEGRIIRTDPGAGTGRK 422
NTDB id 216 SPD RS08205 WP 000614552.1 HRFKMRYLI.LLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEKTEASEKVEEGRIIRTDPGAGTGRK 422
NTDB id 182 SPR RS07820 WP 000614552.1 HRFKMRYLI.LLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEKTEASEKVEEGRIIRTDPGAGTGRK 422
NTDB id 257 KZH43 RS07655 WP 220041236.1 HRFKMRYLI.LLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEKTEASEKVEEGRIIRTDPGAGTGRK 422
NTDB id 467 HSISS4 RS06915 WP 021143821.1 KNFFSTLLKVFLGLVFIGIIIFAYLVFTNPDNVQVPNVVGQELSTAQTKIEGAGFKVGEVKEVEDDSVDTGKVIKTDPTAGTTRK 422
NTDB id 32937 SUB RS06960 WP 015911705.1 GRFLGTLFKILFALFVVGVAIFTFLILTKPSTVKVPNLNGSTLSVAKAELKTMGFKVGDIKKIESGTVAVGHVVKTDPSAGTAKR 419
NTDB id 384 SMU RS02325 WP 002263039.1 RHFLARFFKIFFILVAIGIAVLTYLVLTKPSTVSVPDVSGDKLSTAKMIIRKSGLKVGDVQKIEDDNVGAGKVVRTNPSAGSKKR 422
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NTDB id 146 SP RS08570 WP 000614538.1 EGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESNESEAGTVLKQSLPEGTTYDLSKA.TQIVLTVAK 505
NTDB id 216 SPD RS08205 WP 000614552.1 EGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESNESEAGTVLKQSLPEGTTYDLSKA.TQIVLTVAK 505
NTDB id 182 SPR RS07820 WP 000614552.1 EGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESNESEAGTVLKQSLPEGTTYDLSKA.TQIVLTVAK 505
NTDB id 257 KZH43 RS07655 WP 220041236.1 EGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESNESEAGTVLKQSLPEGTTYDLSKA.TQIVLTVAK 505
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EGSSIDVYVSSGSKGFALKDYKGKNYKDAIEDLTSNFGVSEDQIDIQHVEDDSAEEGEILSQSPGKNKSFNPKDSKAKIKFRVAT 507
NTDB id 32937 SUB RS06960 WP 015911705.1 EGATIDIFVSSGKKGFVMEDYTGQNYQDVISNLMTTYGVSRSKIKIKRINTNDYQADTVISQTPDKGEKFNPDG.KSKITLSVAS 503
NTDB id 384 SMU RS02325 WP 002263039.1 EGSSVDIFVAS.AKGFKMEDYTGQDYKDAIDNLTNNYGVSRDSIVLKEVSSDDYSGGTVIGQSPKPGKTYHPSS.DKKITLKVV. 504
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NTDB id 146 SP RS08570 WP 000614538.1 KATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEE........SSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKV..T 580
NTDB id 216 SPD RS08205 WP 000614552.1 KATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEE........SSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKV..T 580
NTDB id 182 SPR RS07820 WP 000614552.1 KATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEE........SSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKV..T 580
NTDB id 257 KZH43 RS07655 WP 220041236.1 KATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEE........SSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKV..T 580
NTDB id 467 HSISS4 RS06915 WP 021143821.1 .PKIVTMPDVTGLTVSTAVQTLNRKNISSSSIEYHDYNTGAKLDKAKIPSST.EILYQDPQAGTSV....DGT..VILYVSVATA 584
NTDB id 32937 SUB RS06960 WP 015911705.1 .SGTVTMPDLTGYTYQEALNELTALGINTNRIKTYYTN..GSSGE....KKSMIVSEQTPYAYSSISLSDSSEISLGLYAATETS 581
NTDB id 384 SMU RS02325 WP 002263039.1 ...KVTMPNLKNSTYEEAVSTLTAMGISSSRIKAYDAS..DYSSEISSPSSSSLVVGQSPYYGNTVSLSSNDDIIL..YVSTSGG 582
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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 SSSLQS...SSSSTTHSSST..SSSTDSTTS....STET..STEATHTELQ............................ 624
NTDB id 32937 SUB RS06960 WP 015911705.1 NSSTPS...SSSEVSSSS.S..SSTYDPGIS.SETTTSS..SSSSTNAGLDPNNN.......................P 628
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