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VKVLRTNYQTDQPVIAVQTARFQREARAMAEDLSNDHPNHIVAR IRTDIG
NTDB id 467 HSISS4 RS06915 WP 021143821.1 MIQVGKLFAGRYRILKSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVARFQREARAMAELSHPNIVAIRDIG 80
NTDB id 384 SMU RS02325 WP 002263039.1 MIQIGKLFAGRYRILQSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVTRFQREARAMAELNHPNIVAIRDIG 80
NTDB id 1024706 AB1F57 RS10665 WP 167785770.1 MIQIGKIFAGRYWVIRQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDQIAVQRFQREARAMADLNHPNIVRITDIG 80
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
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logo EEDGQQFYLVAMEYVNDAGASLDLKKRYTIQKDENHSAYPLDSNADQEDEVAI
VR IMKGEQVI LSLAI

MTRMLAHQTKRGI IVHRDLKPQNVI LLTQKPDGVTAKVTDFGIAVA
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EEDGQQFLVMEYVDGSDLKKYIQDHAPLSNQDVVRIMGEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
NTDB id 384 SMU RS02325 WP 002263039.1 EEDGQQFLAMEYVDGADLKKYIQDHAPLSNAEVIRIMKEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
NTDB id 1024706 AB1F57 RS10665 WP 167785770.1 EEDGQQYLAMEYVNGLDLKRYIQENSPLDNDDAVRIMGQILLAIRMAHTRGIIHRDLKPQNVLLTQDGVAKVTDFGIAVA 160
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
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logo FAETSLTQTNSMLGSVHYLSPEQARGSKATI
VQSDIYAMGVIMI LFFYEMLTGRHIPFYDGDSAVTIALQHFQNKPMLPS IVLRI EAAENKRPSNSVP

NTDB id 467 HSISS4 RS06915 WP 021143821.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSILAENRNVP 240
NTDB id 384 SMU RS02325 WP 002263039.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENKNVP 240
NTDB id 1024706 AB1F57 RS10665 WP 167785770.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGVILFEMLTGRIPFDGDSAVTIALQHFQKPMPSVREANPNVP 240
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
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NTDB id 467 HSISS4 RS06915 WP 021143821.1 QALENVVIRATAKKLENRYNSTLEMSRDLVTSLHPSHRRDAKVVFDDM..TDTKTLPKVDPVPSASLEKKAVAAEPS..E 316
NTDB id 384 SMU RS02325 WP 002263039.1 QALENVVIKATAKRLTDRYHSTQEMLQDLRTSLQPNRSRERKLVFSDA..SDTKPLPKLEQAAANSLAAQSLKNKTS..N 316
NTDB id 1024706 AB1F57 RS10665 WP 167785770.1 QALENVVLKATAKKLTDRYKSIAEMYTDMASALSYNRRNEPRVVLDEN.KVDSKTLPKLSQVASEKK..VDTPVESSPAP 317
NTDB id 146 SP RS08570 WP 000614538.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKS.. 318
NTDB id 216 SPD RS08205 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKS.. 318
NTDB id 182 SPR RS07820 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKS.. 318
NTDB id 257 KZH43 RS07655 WP 220041236.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKS.. 318
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NTDB id 467 HSISS4 RS06915 WP 021143821.1 PTPAPSKQPRKKTTPAKKKKKKNFFSTLLKVFLGLVFIGIIIFAYLVFTNPDNVQVPNVVGQELSTAQTKIEGAGFKVGE 396
NTDB id 384 SMU RS02325 WP 002263039.1 QDKVDHKSKPKTKPQPKPKKKRHFLARFFKIFFILVAIGIAVLTYLVLTKPSTVSVPDVSGDKLSTAKMIIRKSGLKVGD 396
NTDB id 1024706 AB1F57 RS10665 WP 167785770.1 AAVSPKTKPTSSAKK..PKAKKRIRTRYK.VLMIAIGLLLAAFLAILFNTPATVTVPDVVGQTLEVATEEIETAGLRVGT 394
NTDB id 146 SP RS08570 WP 000614538.1 .IKNPSQAVTEETYQPQAPKKHRFKMRYL.ILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGE 396
NTDB id 216 SPD RS08205 WP 000614552.1 .IKNPSQAVTEETYQPQAPKKHRFKMRYL.ILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGE 396
NTDB id 182 SPR RS07820 WP 000614552.1 .IKNPSQAVTEETYQPQAPKKHRFKMRYL.ILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGE 396
NTDB id 257 KZH43 RS07655 WP 220041236.1 .IKNPSQAVTEETYQPQAPKKHRFKMRYL.ILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGE 396
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VASMSEGAESKGKQGSVFAKNQLMIEKPSDNLYKSTVGDKQRDENKLYSAKSKDAVQIDEADKNELETKNSENKFYKAVLPGDFNKLVI EKVI EEEYESENKEVSKE
NTDB id 467 HSISS4 RS06915 WP 021143821.1 VKEVEDDSVDTGKVIKTDPTAGTTRKEGSSIDVYVSSGSKGFALKDYKGKNYKDAIEDLTSNF................. 459
NTDB id 384 SMU RS02325 WP 002263039.1 VQKIEDDNVGAGKVVRTNPSAGSKKREGSSVDIFVAS.AKGFKMEDYTGQDYKDAIDNLTNNY................. 458
NTDB id 1024706 AB1F57 RS10665 WP 167785770.1 VTNEASTEVAEGQVIRTTPAANSKRKEGSRVNIVIAMEEG.VNIPDLSGDELAKAQEKLE...ALGFKVEVEEEYSEKVK 470
NTDB id 146 SP RS08570 WP 000614538.1 EKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEKKVPDNLIKIEEEESNESE 476
NTDB id 216 SPD RS08205 WP 000614552.1 EKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEKKVPDNLIKIEEEESNESE 476
NTDB id 182 SPR RS07820 WP 000614552.1 EKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEKKVPDNLIKIEEEESNESE 476
NTDB id 257 KZH43 RS07655 WP 220041236.1 EKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEKKVPDNLIKIEEEESNESE 476
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NTDB id 467 HSISS4 RS06915 WP 021143821.1 ......................................................GVSEDQIDIQHVEDDSAEEGEILSQS 485
NTDB id 384 SMU RS02325 WP 002263039.1 ......................................................GVSRDSIVLKEVSSDDYSGGTVIGQS 484
NTDB id 1024706 AB1F57 RS10665 WP 167785770.1 QGRVIRTK.PEWET.SQPKGSTVVLVVSKGAEPVDVPDVSGRSVNDATHALEAVGL..KVSSTKEEYSDYLEAGQVIGTD 546
NTDB id 146 SP RS08570 WP 000614538.1 AGTVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQS 556
NTDB id 216 SPD RS08205 WP 000614552.1 AGTVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQS 556
NTDB id 182 SPR RS07820 WP 000614552.1 AGTVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQS 556
NTDB id 257 KZH43 RS07655 WP 220041236.1 AGTVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQS 556
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NTDB id 467 HSISS4 RS06915 WP 021143821.1 PGKNKSFNPKDSKAKIKFRVATPKIVTMPDVTGLTVS..TAVQTLNRKNISSSSIEYHDYNTGAKLDKAKIPSSTE.ILY 562
NTDB id 384 SMU RS02325 WP 002263039.1 PKPGKTYHPSSDKK.ITLKV...VKVTMPNLKNSTYE..EAVSTLTAMGISSSRIKAY..DASDYSSEISSPSSSSLVVG 556
NTDB id 1024706 AB1F57 RS10665 WP 167785770.1 PAANTS..VSKGSSLVLIVSKGQ.RPLMPDFGILTTSYSDARKQLEALGIKS..IERVEDS.......SYSTSERNLVVG 614
NTDB id 146 SP RS08570 WP 000614538.1 PGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTK.NNLIQIVGIKEANIEVVEVTT......APAGSAEGMVVE 629
NTDB id 216 SPD RS08205 WP 000614552.1 PGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTK.NNLIQIVGIKEANIEVVEVTT......APAGSVEGMVVE 629
NTDB id 182 SPR RS07820 WP 000614552.1 PGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTK.NNLIQIVGIKEANIEVVEVTT......APAGSVEGMVVE 629
NTDB id 257 KZH43 RS07655 WP 220041236.1 PGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTK.NNLIQIVGIKEANIEVVEVTT......APAGSVEGMVVE 629
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NTDB id 467 HSISS4 RS06915 WP 021143821.1 QDPQ....AGTSVDGTVILYVSVATASSSLQSSSSSTTHSSST..SSSTDSTTSSTETSTEATHTELQ 624
NTDB id 384 SMU RS02325 WP 002263039.1 QSPYYGNTVSLSSNDDIILYVSTSGGSHSGSSSSESSNSEGTTSSEASTDSSSSATTT....SH.... 616
NTDB id 1024706 AB1F57 RS10665 WP 167785770.1 QSPLPGQPITDS....VTIYVSIPTVTPESSSSSTSSTEESTTTSTSSSNNSD............... 663
NTDB id 146 SP RS08570 WP 000614538.1 QSPRAGEKVDLN....KT.RVKISIYKPKTTSATP................................. 659
NTDB id 216 SPD RS08205 WP 000614552.1 QSPRAGEKVDLN....KT.RVKISIYKPKTTSATP................................. 659
NTDB id 182 SPR RS07820 WP 000614552.1 QSPRAGEKVDLN....KT.RVKISIYKPKTTSATP................................. 659
NTDB id 257 KZH43 RS07655 WP 220041236.1 QSPRAGEKVDLN....KT.RVKISIYKPKTTSATP................................. 659
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