
logo MIQVIGKLI FAGRYR I LVQKSQIGRGGMADVYLANKDL I LEDNGEEVAI
VKVLRTNYQTDQPVIAVTARFQREARAMAEDLNSDHPNHIVSAR 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 1139241 DQM97 RS09150 WP 002960298.1 MIQIGKLFAGRYRILKSIGRGGMADVYLANDLILEGEEVAIKVLRTNYQTDQVAVTRFQREARAMAELSHPNIVSIRDIG 80
NTDB id 384 SMU RS02325 WP 002263039.1 MIQIGKLFAGRYRILQSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVTRFQREARAMAELNHPNIVAIRDIG 80
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logo EEDGQQFYLVAMEYVDAGASLDLKHKRYTIQKDEKHAYPLSNAQSEDEVAI
VR IMEKGEQVI LSLAMTRLAHEQTKRGI IVHRDLKPQNVI LLTKPEDGTVAKVTDFGIAVA

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 1139241 DQM97 RS09150 WP 002960298.1 EEDGQQFLVMEYVDGLDLKHYIQEKAPLSNSEVVRIMEEVLSAMTLAHEKGIIHRDLKPQNILLTKEGTVKVTDFGIAVA 160
NTDB id 384 SMU RS02325 WP 002263039.1 EEDGQQFLAMEYVDGADLKKYIQDHAPLSNAEVIRIMKEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
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logo FAETSLTQTNSMLGSVHYLSPEQARGSKATI
VQSDIYAMGIMI LFFYEMLTGHIPYDGDSAVTIALQHFQNKPLPS IVLRI EA I

ENKPRSENSVP
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 1139241 DQM97 RS09150 WP 002960298.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIREINSEVP 240
NTDB id 384 SMU RS02325 WP 002263039.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENKNVP 240
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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 QALENVVIRATAKKLENRYNSTLEMSRDLVTSLHPSHRRDAKVVFDDM..TDTKTLPKVDPVPSASLEKKAVAAEPSEPT 318
NTDB id 1139241 DQM97 RS09150 WP 002960298.1 QALENVAIKATAKRLTDRYQSTYEMSRDLMSSLSYNRSREAKLVFSDV..ADTKTLPKIDTNTANASTEQLLKATDKNAK 318
NTDB id 384 SMU RS02325 WP 002263039.1 QALENVVIKATAKRLTDRYHSTQEMLQDLRTSLQPNRSRERKLVFSDA..SDTKPLPKLEQAAANSLAAQSLKNKTSNQD 318
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NTDB id 146 SP RS08570 WP 000614538.1 N.PSQAVTEETYQPQAPKKHRFKMRYLI.LLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEK 398
NTDB id 216 SPD RS08205 WP 000614552.1 N.PSQAVTEETYQPQAPKKHRFKMRYLI.LLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEK 398
NTDB id 182 SPR RS07820 WP 000614552.1 N.PSQAVTEETYQPQAPKKHRFKMRYLI.LLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEK 398
NTDB id 257 KZH43 RS07655 WP 220041236.1 N.PSQAVTEETYQPQAPKKHRFKMRYLI.LLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEK 398
NTDB id 467 HSISS4 RS06915 WP 021143821.1 PAPSKQPRKKTTPAKKKKKKNFFSTLLKVFLGLVFIGIIIFAYLVFTNPDNVQVPNVVGQELSTAQTKIEGAGFKVGEVK 398
NTDB id 1139241 DQM97 RS09150 WP 002960298.1 A.KESANPAPKKKVKPKR.KHKASVFSKVAIGVALVLIALVAFFMLRNPSSVSVPDVSGQDLSTARSTIKKSGFKVGQVI 396
NTDB id 384 SMU RS02325 WP 002263039.1 KVDHKSKPKTKPQPKPKKKRHFLARFFKIFFILVAIGIAVLTYLVLTKPSTVSVPDVSGDKLSTAKMIIRKSGLKVGDVQ 398
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NTDB id 146 SP RS08570 WP 000614538.1 TEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESNESEA 477
NTDB id 216 SPD RS08205 WP 000614552.1 TEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESNESEA 477
NTDB id 182 SPR RS07820 WP 000614552.1 TEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESNESEA 477
NTDB id 257 KZH43 RS07655 WP 220041236.1 TEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESNESEA 477
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EVEDDSVDTGKVIKTDPTAGTTRKEGSSIDVYVSSGSKGFALKDYKGKNYKDAIEDLTSNFGVSEDQIDIQHVEDDSAEE 478
NTDB id 1139241 DQM97 RS09150 WP 002960298.1 KVESDSVAKGKVVRTDPAAGSSKKEGTSVDIYVSGSGSKFKMKDYTGKDIDTVKKELESDYGVKESQIEVTEVSTSDYDE 476
NTDB id 384 SMU RS02325 WP 002263039.1 KIEDDNVGAGKVVRTNPSAGSKKREGSSVDIFVAS.AKGFKMEDYTGQDYKDAIDNLTNNYGVSRDSIVLKEVSSDDYSG 477
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NTDB id 146 SP RS08570 WP 000614538.1 GTVLKQSLPEGTTYDLSKAT.QIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEE........EESSESE 548
NTDB id 216 SPD RS08205 WP 000614552.1 GTVLKQSLPEGTTYDLSKAT.QIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEE........EESSESE 548
NTDB id 182 SPR RS07820 WP 000614552.1 GTVLKQSLPEGTTYDLSKAT.QIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEE........EESSESE 548
NTDB id 257 KZH43 RS07655 WP 220041236.1 GTVLKQSLPEGTTYDLSKAT.QIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEE........EESSESE 548
NTDB id 467 HSISS4 RS06915 WP 021143821.1 GEILSQSPGKNKSFNPKDSKAKIKFRVAT.PKIVTMPDVTGLTVSTAVQTLNRKNISSSSIEYHDYNTGAKLDKAKIPSS 557
NTDB id 1139241 DQM97 RS09150 WP 002960298.1 GTIISQSPSKGDKFDTSG.DDTIKFTVAV.SGSTTMPNLTGMTYSQAISTLTAIGVKSSRIKIYSSSTG..S..ETSPSS 550
NTDB id 384 SMU RS02325 WP 002263039.1 GTVIGQSPKPGKTYHPSS.DKKITLKVV....KVTMPNLKNSTYEEAVSTLTAMGISSSRIKAYDASDYSSE..ISSPSS 550
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NTDB id 146 SP RS08570 WP 000614538.1 PGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSAEGMVV 628
NTDB id 216 SPD RS08205 WP 000614552.1 PGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSVEGMVV 628
NTDB id 182 SPR RS07820 WP 000614552.1 PGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSVEGMVV 628
NTDB id 257 KZH43 RS07655 WP 220041236.1 PGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSVEGMVV 628
NTDB id 467 HSISS4 RS06915 WP 021143821.1 T.EILYQDPQAGT....SVDGTVILYVSVATASSSLQSSSSSTTHSSST......SS..........STDSTTSSTET.S 615
NTDB id 1139241 DQM97 RS09150 WP 002960298.1 SSIISGQNPYYGASLDLSSSDEIVLYVQDASSSSSSSSSSTSSNSSSSS.......S..........SENPQQDDSDN.S 612
NTDB id 384 SMU RS02325 WP 002263039.1 SSLVVGQSPYYGNTVSLSSNDDIILYVSTSGGSHSGSSSSESSNSEGTT.......S..........SEASTDSSSSA.T 612
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NTDB id 146 SP RS08570 WP 000614538.1 EQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 216 SPD RS08205 WP 000614552.1 EQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 182 SPR RS07820 WP 000614552.1 EQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 257 KZH43 RS07655 WP 220041236.1 EQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 467 HSISS4 RS06915 WP 021143821.1 TEATHTELQ...................... 624
NTDB id 1139241 DQM97 RS09150 WP 002960298.1 NSSESNGNQ...................... 621
NTDB id 384 SMU RS02325 WP 002263039.1 TTSH........................... 616
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