
logo MIQVIGKLI FAGRYR I LVQKSQIGRGGMADVYLANKDL I LDNGEEVAI
VKVLRTNYQTDQPVIAVTARFQREARAMAEDLNSDHPNHIVAR IRTDIG

NTDB id 1170111 ACLV65 RS02605 WP 218757412.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIG 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
NTDB id 384 SMU RS02325 WP 002263039.1 MIQIGKLFAGRYRILQSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVTRFQREARAMAELNHPNIVAIRDIG 80
NTDB id 467 HSISS4 RS06915 WP 021143821.1 MIQVGKLFAGRYRILKSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVARFQREARAMAELSHPNIVAIRDIG 80
consensus !!!*!!*!!!!!!!***!!!!!!!!!!!!*!!!!!*!!!!*!!!!!!!!!!**!!*!!!!!!!!!!*!*!!*!!*!*!!!

logo EEDGQQFYLVAMEYVDAGASLDLKKRYTIQKDEHAYPLSNAQEDEVAI
VR IMKGEQVI LSLAMTRLAHQTKRGI IVHRDLKPQNVI LLTKPDGTVAKVTDFGIAVA

NTDB id 1170111 ACLV65 RS02605 WP 218757412.1 EEDGQQYLAMEYVAGLDLKRYIKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTVKVTDFGIAVA 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
NTDB id 384 SMU RS02325 WP 002263039.1 EEDGQQFLAMEYVDGADLKKYIQDHAPLSNAEVIRIMKEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EEDGQQFLVMEYVDGSDLKKYIQDHAPLSNQDVVRIMGEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
consensus !!!!!!*!*!!!!*!*!!!*!***!*!!!!****!!!***!*!!*!!!**!!*!!!!!!!!*!!!*!!!*!!!!!!!!!!

logo FAETSLTQTNSMLGSVHYLSPEQARGSKATI
VQSDIYAMGIMI LFFYEMLTGHIPYDGDSAVTIALQHFQNKPLPS IVLIDAENKRPSNSVP

NTDB id 1170111 ACLV65 RS02605 WP 218757412.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQKPLPSVIDENPSVP 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
NTDB id 384 SMU RS02325 WP 002263039.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENKNVP 240
NTDB id 467 HSISS4 RS06915 WP 021143821.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSILAENRNVP 240
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logo QALENVVI IRKATAKRKLETDNRYHKNRSTVALQSEML
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R
VDLRVSTSSLHQSPYSNHRSRRNDEAPRSKVLVI FSDDEMATTSKADTKPTLPKLVDESPQAVSAPTASLANTSLIAEPAKKQVASQLVAAKQANTKEPTHSENKQPSDTI

NTDB id 1170111 ACLV65 RS02605 WP 218757412.1 QALENVVIKATAKKLTDRYKSVAEMYVDLSSSLSYNRRNEPKLVFDDATKADTKTLPKVSQSTLTSIPKVQAQTEH.KPI 319
NTDB id 146 SP RS08570 WP 000614538.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEH.KSI 319
NTDB id 216 SPD RS08205 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEH.KSI 319
NTDB id 182 SPR RS07820 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEH.KSI 319
NTDB id 257 KZH43 RS07655 WP 220041236.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEH.KSI 319
NTDB id 384 SMU RS02325 WP 002263039.1 QALENVVIKATAKRLTDRYHSTQEMLQDLRTSLQPNRSRERKLVFSDAS..DTKPLPKLEQAAANSLAAQSLKNKTSNQD 318
NTDB id 467 HSISS4 RS06915 WP 021143821.1 QALENVVIRATAKKLENRYNSTLEMSRDLVTSLHPSHRRDAKVVFDDMT..DTKTLPKVDPVPSASLEKKAVAAEPSEPT 318
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NTDB id 1170111 ACLV65 RS02605 WP 218757412.1 KKTSQAVTEETYQPQAPKKRRFKMRYLIFLASL.VLVAASLIWILSRTPATIAIPDVAGQTVAEAKETLKKANFEIGEEK 398
NTDB id 146 SP RS08570 WP 000614538.1 KNPSQAVTEETYQPQAPKKHRFKMRYLILLASL.VLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEK 398
NTDB id 216 SPD RS08205 WP 000614552.1 KNPSQAVTEETYQPQAPKKHRFKMRYLILLASL.VLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEK 398
NTDB id 182 SPR RS07820 WP 000614552.1 KNPSQAVTEETYQPQAPKKHRFKMRYLILLASL.VLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEK 398
NTDB id 257 KZH43 RS07655 WP 220041236.1 KNPSQAVTEETYQPQAPKKHRFKMRYLILLASL.VLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEK 398
NTDB id 384 SMU RS02325 WP 002263039.1 KVDHKSKPKTKPQPKPKKKRHFLARFFKIFFILVAIGIAVLTYLVLTKPSTVSVPDVSGDKLSTAKMIIRKSGLKVGDVQ 398
NTDB id 467 HSISS4 RS06915 WP 021143821.1 PAPSKQPRKKTTPAKKKKKKNFFSTLLKVFLGLVFIGIIIFAYLVFTNPDNVQVPNVVGQELSTAQTKIEGAGFKVGEVK 398
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NTDB id 1170111 ACLV65 RS02605 WP 218757412.1 SEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSTDVIAELKQK.KVPENLIKIEEEES..... 472
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 384 SMU RS02325 WP 002263039.1 KIEDDNVGAGKVVRTNPSAGSKKREGSSVDIFVAS.AKGFKMEDYTGQDYKDAIDNLTNNYGVSRDSIVLKEVSSDDYSG 477
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EVEDDSVDTGKVIKTDPTAGTTRKEGSSIDVYVSSGSKGFALKDYKGKNYKDAIEDLTSNFGVSEDQIDIQHVEDDSAEE 478
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logo GETVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVI SELKQKKVPENL IKI EEEESSESEAPGTVI ILMGRSKQSP
NTDB id 1170111 ACLV65 RS02605 WP 218757412.1 ...................................................................SESEAGTVLRQSP 485
NTDB id 146 SP RS08570 WP 000614538.1 GTVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQSP 557
NTDB id 216 SPD RS08205 WP 000614552.1 GTVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQSP 557
NTDB id 182 SPR RS07820 WP 000614552.1 GTVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQSP 557
NTDB id 257 KZH43 RS07655 WP 220041236.1 GTVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQSP 557
NTDB id 384 SMU RS02325 WP 002263039.1 GT........................................................................VIGQSP 485
NTDB id 467 HSISS4 RS06915 WP 021143821.1 GE........................................................................ILSQSP 486
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NTDB id 1170111 ACLV65 RS02605 WP 218757412.1 VAGTTYDLSKAST.ITLTVAKKVTSVAMPSYIGSSLEFTKNNLVQIVGIKEANIEVVEVS......TAPDGTAEGTVVEQ 558
NTDB id 146 SP RS08570 WP 000614538.1 GAGTTYDVSKPTQ.IVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVT......TAPAGSAEGMVVEQ 630
NTDB id 216 SPD RS08205 WP 000614552.1 GAGTTYDVSKPTQ.IVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVT......TAPAGSVEGMVVEQ 630
NTDB id 182 SPR RS07820 WP 000614552.1 GAGTTYDVSKPTQ.IVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVT......TAPAGSVEGMVVEQ 630
NTDB id 257 KZH43 RS07655 WP 220041236.1 GAGTTYDVSKPTQ.IVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVT......TAPAGSVEGMVVEQ 630
NTDB id 384 SMU RS02325 WP 002263039.1 KPGKTYHPSSDKK.ITLKV....VKVTMPNLKNSTYEEAVSTL.TAMGISSSRIKAY..DASDYSSEISSPSSSSLVVGQ 557
NTDB id 467 HSISS4 RS06915 WP 021143821.1 GKNKSFNPKDSKAKIKFRVA.TPKIVTMPDVTGLTVSTAVQTL.NRKNISSSSIEYHDYNTGAKLDKAKIPSSTE.ILYQ 563
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NTDB id 1170111 ACLV65 RS02605 WP 218757412.1 SPKAGEKVDLTKTRVKISIYKPKTPPSTSSSAPA.QRGNQGSTTTPSQGNQQGNQRGNAPAPTQSSSEVNHENSRD 633
NTDB id 146 SP RS08570 WP 000614538.1 SPRAGEKVDLNKTRVKISIYKPKTTSATP............................................... 659
NTDB id 216 SPD RS08205 WP 000614552.1 SPRAGEKVDLNKTRVKISIYKPKTTSATP............................................... 659
NTDB id 182 SPR RS07820 WP 000614552.1 SPRAGEKVDLNKTRVKISIYKPKTTSATP............................................... 659
NTDB id 257 KZH43 RS07655 WP 220041236.1 SPRAGEKVDLNKTRVKISIYKPKTTSATP............................................... 659
NTDB id 384 SMU RS02325 WP 002263039.1 SPYYGNTVSLSSNDDII.LYVSTSGGSHSGSSSSESSNSEGTTSSEAST.......DSSSSATTT....SH..... 616
NTDB id 467 HSISS4 RS06915 WP 021143821.1 DPQ....AGTSVDGTVI.LYVSVATASSSLQSSSSSTTHSSST..SSST.......DSTTSSTETSTEATHTELQ. 624
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