
logo MIQVIGKLI FAGRYR I LVQKSQIGRGGMADVYLANKDL I LDNGEEVAI
VKVLRTNYQTDQPVIAVTARFQREARAMAEDLSNDHPNHIVSAR

NTDB id 146 SP RS08570 WP 000614538.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVR 75
NTDB id 216 SPD RS08205 WP 000614552.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVR 75
NTDB id 182 SPR RS07820 WP 000614552.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVR 75
NTDB id 257 KZH43 RS07655 WP 220041236.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVR 75
NTDB id 467 HSISS4 RS06915 WP 021143821.1 MIQVGKLFAGRYRILKSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVARFQREARAMAELSHPNIVA 75
NTDB id 1111674 HMPREF9319 RS01840 WP 003063531.1 MIQIGKLFAGRYRILKSIGRGGMADVYLAKDLILDNEEVAIKVLRTNYQTDQIAVARFQREARAMAELNHPNIVS 75
NTDB id 384 SMU RS02325 WP 002263039.1 MIQIGKLFAGRYRILQSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVTRFQREARAMAELNHPNIVA 75
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logo I RTDIGEEDGQQFYLVAMEYVDAGASLDLKKRYTIQKDEHAYPLSNANQEDEVAI
VR IMEKGEQVI LSLAMTRLAHQTQKRGI IVHRDLKPQNVI LLTKPDGTVA

NTDB id 146 SP RS08570 WP 000614538.1 ITDIGEEDGQQYLAMEYVAGLDLKRYIKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTA 150
NTDB id 216 SPD RS08205 WP 000614552.1 ITDIGEEDGQQYLAMEYVAGLDLKRYIKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTA 150
NTDB id 182 SPR RS07820 WP 000614552.1 ITDIGEEDGQQYLAMEYVAGLDLKRYIKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTA 150
NTDB id 257 KZH43 RS07655 WP 220041236.1 ITDIGEEDGQQYLAMEYVAGLDLKRYTKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTA 150
NTDB id 467 HSISS4 RS06915 WP 021143821.1 IRDIGEEDGQQFLVMEYVDGSDLKKYIQDHAPLSNQDVVRIMGEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTA 150
NTDB id 1111674 HMPREF9319 RS01840 WP 003063531.1 IRDIGEEDGQQFLVMEYVDGSDLKKYIQDHAPLSNNEVVRIMEEVLSAMTLAHQQGIVHRDLKPQNILLTKDGTV 150
NTDB id 384 SMU RS02325 WP 002263039.1 IRDIGEEDGQQFLAMEYVDGADLKKYIQDHAPLSNAEVIRIMKEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTA 150
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logo KVTDFGIAVAFAETSLTQTNSMLGSVHYLSPEQARGSKATI
VQSDIYAMGIMI LFFYEMLTGHIPYDGDSAVTIALQHF

NTDB id 146 SP RS08570 WP 000614538.1 KVTDFGIAVAFAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHF 225
NTDB id 216 SPD RS08205 WP 000614552.1 KVTDFGIAVAFAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHF 225
NTDB id 182 SPR RS07820 WP 000614552.1 KVTDFGIAVAFAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHF 225
NTDB id 257 KZH43 RS07655 WP 220041236.1 KVTDFGIAVAFAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHF 225
NTDB id 467 HSISS4 RS06915 WP 021143821.1 KVTDFGIAVAFAETSLTQTNSMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHF 225
NTDB id 1111674 HMPREF9319 RS01840 WP 003063531.1 KVTDFGIAVAFAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHF 225
NTDB id 384 SMU RS02325 WP 002263039.1 KVTDFGIAVAFAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHF 225
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NTDB id 146 SP RS08570 WP 000614538.1 QKPLPSVIAENPSVPQALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVS 300
NTDB id 216 SPD RS08205 WP 000614552.1 QNPLPSVIAENSSVPQALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVS 300
NTDB id 182 SPR RS07820 WP 000614552.1 QNPLPSVIAENSSVPQALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVS 300
NTDB id 257 KZH43 RS07655 WP 220041236.1 QNPLPSVIAENSSVPQALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVS 300
NTDB id 467 HSISS4 RS06915 WP 021143821.1 QKPLPSILAENRNVPQALENVVIRATAKKLENRYNSTLEMSRDLVTSLHPSHRRDAKVVFDDMT..DTKTLPKVD 298
NTDB id 1111674 HMPREF9319 RS01840 WP 003063531.1 QKPLPSIIDENKNVPQALENVVIKATAKRLSDRYASTFEMSRDLMTALSYNRSREPKLVFEDTE..NTKTLPKVT 298
NTDB id 384 SMU RS02325 WP 002263039.1 QKPLPSIIAENKNVPQALENVVIKATAKRLTDRYHSTQEMLQDLRTSLQPNRSRERKLVFSDAS..DTKPLPKLE 298
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NTDB id 146 SP RS08570 WP 000614538.1 QSTLTSIPKVQAQTEHKSI...KNPSQAVTEETYQPQAPKKHRFKMRYLILL.ASLVLVAASLIWILSRTPATIA 371
NTDB id 216 SPD RS08205 WP 000614552.1 QSTLTSIPKVQAQTEHKSI...KNPSQAVTEETYQPQAPKKHRFKMRYLILL.ASLVLVAASLIWILSRTPATIA 371
NTDB id 182 SPR RS07820 WP 000614552.1 QSTLTSIPKVQAQTEHKSI...KNPSQAVTEETYQPQAPKKHRFKMRYLILL.ASLVLVAASLIWILSRTPATIA 371
NTDB id 257 KZH43 RS07655 WP 220041236.1 QSTLTSIPKVQAQTEHKSI...KNPSQAVTEETYQPQAPKKHRFKMRYLILL.ASLVLVAASLIWILSRTPATIA 371
NTDB id 467 HSISS4 RS06915 WP 021143821.1 PVPSASLEKKAVAAEPS..EPTPAPSKQPRKKTTPAKKKKKKNFFSTLLKVFLGLVFIGIIIFAYLVFTNPDNVQ 371
NTDB id 1111674 HMPREF9319 RS01840 WP 003063531.1 TSTSVPSTTEQLLKKQKAAKEDKVAT.ENQATKAKTKKKKSRRMFGTLMKIFFAVVIVAIAIFTYLTLTSPSTVS 372
NTDB id 384 SMU RS02325 WP 002263039.1 QAAANSLAAQSL.KNK.TSNQDKVDHKSKPKTKPQPKPKKKRHFLARFFKIFFILVAIGIAVLTYLVLTKPSTVS 371
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NTDB id 146 SP RS08570 WP 000614538.1 IPDVAGQTVAEAKATLKKANFEIGEEKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGR 446
NTDB id 216 SPD RS08205 WP 000614552.1 IPDVAGQTVAEAKATLKKANFEIGEEKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGR 446
NTDB id 182 SPR RS07820 WP 000614552.1 IPDVAGQTVAEAKATLKKANFEIGEEKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGR 446
NTDB id 257 KZH43 RS07655 WP 220041236.1 IPDVAGQTVAEAKATLKKANFEIGEEKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGR 446
NTDB id 467 HSISS4 RS06915 WP 021143821.1 VPNVVGQELSTAQTKIEGAGFKVGEVKEVEDDSVDTGKVIKTDPTAGTTRKEGSSIDVYVSSGSKGFALKDYKGK 446
NTDB id 1111674 HMPREF9319 RS01840 WP 003063531.1 VPDVAGSSLSEAKTTIKSSGLKVGTVHKVSSDTVESGYVIKTSPTAGSSKKEGSSIDIYVSKGSSGFKIKDYTGQ 447
NTDB id 384 SMU RS02325 WP 002263039.1 VPDVSGDKLSTAKMIIRKSGLKVGDVQKIEDDNVGAGKVVRTNPSAGSKKREGSSVDIFVAS.AKGFKMEDYTGQ 445
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NTDB id 146 SP RS08570 WP 000614538.1 KSSDVIAELKE.KKVPDNLIKIEEEESNESEAGTVLKQSLPEGTTYDLSKATQ.IVLTVAKKATTIQLGNYIGRN 519
NTDB id 216 SPD RS08205 WP 000614552.1 KSSDVIAELKE.KKVPDNLIKIEEEESNESEAGTVLKQSLPEGTTYDLSKATQ.IVLTVAKKATTIQLGNYIGRN 519
NTDB id 182 SPR RS07820 WP 000614552.1 KSSDVIAELKE.KKVPDNLIKIEEEESNESEAGTVLKQSLPEGTTYDLSKATQ.IVLTVAKKATTIQLGNYIGRN 519
NTDB id 257 KZH43 RS07655 WP 220041236.1 KSSDVIAELKE.KKVPDNLIKIEEEESNESEAGTVLKQSLPEGTTYDLSKATQ.IVLTVAKKATTIQLGNYIGRN 519
NTDB id 467 HSISS4 RS06915 WP 021143821.1 NYKDAIEDLTSNFGVSEDQIDIQHVEDDSAEEGEILSQSPGKNKSFNPKDSKAKIKFRVA.TPKIVTMPDVTGLT 520
NTDB id 1111674 HMPREF9319 RS01840 WP 003063531.1 DYQTAVKDLVNNYGVSESQIEIEEVSTSDYDEGVIISQTPSEGETFKVSG.DDKITFKVA.TESTVTMPNLTGYT 520
NTDB id 384 SMU RS02325 WP 002263039.1 DYKDAIDNLTNNYGVSRDSIVLKEVSSDDYSGGTVIGQSPKPGKTYHPSS.DKKITLKVV....KVTMPNLKNST 515
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NTDB id 146 SP RS08570 WP 000614538.1 STEVISELKQKKVPENLIKIEE..........EESSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAM 584
NTDB id 216 SPD RS08205 WP 000614552.1 STEVISELKQKKVPENLIKIEE..........EESSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAM 584
NTDB id 182 SPR RS07820 WP 000614552.1 STEVISELKQKKVPENLIKIEE..........EESSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAM 584
NTDB id 257 KZH43 RS07655 WP 220041236.1 STEVISELKQKKVPENLIKIEE..........EESSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAM 584
NTDB id 467 HSISS4 RS06915 WP 021143821.1 VSTAVQTLNRKNISSSSIEYHDYNTGAKL..DKAKIPS.STEILYQDPQAGTSVD....GTVILYVSVATASSSL 588
NTDB id 1111674 HMPREF9319 RS01840 WP 003063531.1 YSEAIAALTALGVSSSHITVYQADPNSSTGYVQVSSPSSTATITAQTPYYGETLSG....NVILYLAADEEESSQ 591
NTDB id 384 SMU RS02325 WP 002263039.1 YEEAVSTLTAMGISSSRIKAYDASDYS....SEISSPSSSSLVVGQSPYYGNTVSLSSNDDIILYVSTSGGSHSG 586
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NTDB id 146 SP RS08570 WP 000614538.1 PSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSAEGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 216 SPD RS08205 WP 000614552.1 PSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSVEGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 182 SPR RS07820 WP 000614552.1 PSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSVEGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 257 KZH43 RS07655 WP 220041236.1 PSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSVEGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 467 HSISS4 RS06915 WP 021143821.1 QSSSSSTT.....HS...........SSTSSSTDSTTSSTE.....TSTEATHTELQ.................. 624
NTDB id 1111674 HMPREF9319 RS01840 WP 003063531.1 APSSSSSEPSESKES...........SSSSSSTDDSSSSTE.....SSNEQ........................ 626
NTDB id 384 SMU RS02325 WP 002263039.1 SS...SSESSNSEGT...........TSSEASTDSSSSATT.....TSH.......................... 616
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