
logo MIQVIGKLI FAGRYR I LVQKSQIGRGGMADVYLARNKDL I LDNGEEVAI
VKVLRTNYQTDQPVIAVTARFQREARAMAEDLNSTDHPNHIVAR 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 1159177 QOR48 RS01875 WP 000614570.1 MIQIGKLFAGRYRILKSIGRGGMADVYLARDLILDNEEVAIKVLRTNYQTDQIAVARFQREARAMAELTHPNIVAIRDIG 80
NTDB id 467 HSISS4 RS06915 WP 021143821.1 MIQVGKLFAGRYRILKSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVARFQREARAMAELSHPNIVAIRDIG 80
NTDB id 384 SMU RS02325 WP 002263039.1 MIQIGKLFAGRYRILQSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVTRFQREARAMAELNHPNIVAIRDIG 80
consensus !!!*!!*!!!!!!!***!!!!!!!!!!!!*!!!!!*!!!!*!!!!!!!!!!**!!*!!!!!!!!!!*!*!!*!!*!*!!!

logo EEDGQQFYLVAMEYVDAGAFSLDLKKRYTIQKDENHAYPLSNANQEDEVAI
VR IMKNGEQVI LSLAMS

T
RLAHQTKRGI IVHRDLKPQNVI LLTKPKDGTVAKVTDFGIAVA

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 1159177 QOR48 RS01875 WP 000614570.1 EEDGQQFLVMEYVDGFDLKKYIQDNAPLSNNEVVRIMNEVLSAMSLAHQKGIVHRDLKPQNILLTKKGTVKVTDFGIAVA 160
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EEDGQQFLVMEYVDGSDLKKYIQDHAPLSNQDVVRIMGEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
NTDB id 384 SMU RS02325 WP 002263039.1 EEDGQQFLAMEYVDGADLKKYIQDHAPLSNAEVIRIMKEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
consensus !!!!!!*!*!!!!*!*!!!*!*****!!!!****!!!***!*!!*!!!**!!*!!!!!!!!*!!!**!!*!!!!!!!!!!

logo FAETSLTQTNSMLGSVHYLSPEQARGSKATI
VQSDIYAMGIMI LFFYEMLTGHIPYDGDSAVTIALQHFQNKPLPS IVLIAENPRKSNSVP

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 1159177 QOR48 RS01875 WP 000614570.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSILAENKSVP 240
NTDB id 467 HSISS4 RS06915 WP 021143821.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSILAENRNVP 240
NTDB id 384 SMU RS02325 WP 002263039.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENKNVP 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!***!!!!!!!!!!!!!!!!!!!!!!!*!!!!**!!! *!!

logo QALENI
VVI IRKATAKRKLETDNRYHKNRTSTVLQYSEMGLSYQRVDLRVSTSASLHQSSPYSTNHRHSRRNDEAPRSKVLVI FNSDDEAMTETSKASDTKPTLPKLVDETSPSQATVSAPVTASLANSTLSTLIAETPAEKKQVALSQVLAAKRQANTKQEKPTQSAENHPQKT

NTDB id 146 SP RS08570 WP 000614538.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTE..HK. 317
NTDB id 216 SPD RS08205 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTE..HK. 317
NTDB id 182 SPR RS07820 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTE..HK. 317
NTDB id 257 KZH43 RS07655 WP 220041236.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTE..HK. 317
NTDB id 1159177 QOR48 RS01875 WP 000614570.1 QALENIVIKATAKKLTDRYKTTYEMGRDLSTALSSTRHREPKLVFNDTE..STKTLPKVTSTVSSLTTEQLLRNQKQAKT 318
NTDB id 467 HSISS4 RS06915 WP 021143821.1 QALENVVIRATAKKLENRYNSTLEMSRDLVTSLHPSHRRDAKVVFDDMT..DTKTLPKVDPVPSASLEKKAVAAEPSEP. 317
NTDB id 384 SMU RS02325 WP 002263039.1 QALENVVIKATAKRLTDRYHSTQEMLQDLRTSLQPNRSRERKLVFSDAS..DTKPLPKLEQAAANSLAAQSLKNKTSNQ. 317
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NTDB id 146 SP RS08570 WP 000614538.1 SIKNPSQAVTEETYQPQAPKKHRFKMRYLILLASLVLV.AASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGE 396
NTDB id 216 SPD RS08205 WP 000614552.1 SIKNPSQAVTEETYQPQAPKKHRFKMRYLILLASLVLV.AASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGE 396
NTDB id 182 SPR RS07820 WP 000614552.1 SIKNPSQAVTEETYQPQAPKKHRFKMRYLILLASLVLV.AASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGE 396
NTDB id 257 KZH43 RS07655 WP 220041236.1 SIKNPSQAVTEETYQPQAPKKHRFKMRYLILLASLVLV.AASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGE 396
NTDB id 1159177 QOR48 RS01875 WP 000614570.1 TEKITPDSASNDKTKSKKKASHRLLGTIMKLFFALCVVGIIVFAYKILVSPTTIRVPDVSNKTVAQAKMTLENSGLKVGA 398
NTDB id 467 HSISS4 RS06915 WP 021143821.1 .TPAPSKQPRKKTTPAKKKKKKNFFSTLLKVFLGLVFIGIIIFAYLVFTNPDNVQVPNVVGQELSTAQTKIEGAGFKVGE 396
NTDB id 384 SMU RS02325 WP 002263039.1 .DKVDHKSKPKTKPQPKPKKKRHFLARFFKIFFILVAIGIAVLTYLVLTKPSTVSVPDVSGDKLSTAKMIIRKSGLKVGD 396
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NTDB id 146 SP RS08570 WP 000614538.1 EKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKE.KKVPDNLIKIEEEESNES 475
NTDB id 216 SPD RS08205 WP 000614552.1 EKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKE.KKVPDNLIKIEEEESNES 475
NTDB id 182 SPR RS07820 WP 000614552.1 EKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKE.KKVPDNLIKIEEEESNES 475
NTDB id 257 KZH43 RS07655 WP 220041236.1 EKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKE.KKVPDNLIKIEEEESNES 475
NTDB id 1159177 QOR48 RS01875 WP 000614570.1 IRNIESDSVSEGLVVKTDPAAGRSRREGAKVNLYIATPNKSFTLGNYKEHNYKDILKDLQG.KGVKKSLIKVRRKINNDY 477
NTDB id 467 HSISS4 RS06915 WP 021143821.1 VKEVEDDSVDTGKVIKTDPTAGTTRKEGSSIDVYVSSGSKGFALKDYKGKNYKDAIEDLTSNFGVSEDQIDIQHVEDDSA 476
NTDB id 384 SMU RS02325 WP 002263039.1 VQKIEDDNVGAGKVVRTNPSAGSKKREGSSVDIFVAS.AKGFKMEDYTGQDYKDAIDNLTNNYGVSRDSIVLKEVSSDDY 475
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NTDB id 146 SP RS08570 WP 000614538.1 EAGTVLKQSLPEGTTYDLSKATQ.IVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEE........ESSE 546
NTDB id 216 SPD RS08205 WP 000614552.1 EAGTVLKQSLPEGTTYDLSKATQ.IVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEE........ESSE 546
NTDB id 182 SPR RS07820 WP 000614552.1 EAGTVLKQSLPEGTTYDLSKATQ.IVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEE........ESSE 546
NTDB id 257 KZH43 RS07655 WP 220041236.1 EAGTVLKQSLPEGTTYDLSKATQ.IVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEE........ESSE 546
NTDB id 1159177 QOR48 RS01875 WP 000614570.1 TTGTILAQSLPEGTSFNPDGNKK.LTLTVAVN.DPMIMPDVTGMTVGEVIETLTDLGLDADNLVFYQMQNGVYQAVVTPP 555
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EEGEILSQSPGKNKSFNPKDSKAKIKFRVATP.KIVTMPDVTGLTVSTAVQTLNRKNISSSSIEYHDYNTGAKLDKAKIP 555
NTDB id 384 SMU RS02325 WP 002263039.1 SGGTVIGQSPKPGKTYHPSSDKK.ITLKV....VKVTMPNLKNSTYEEAVSTLTAMGISSSRIKAY..DASDYSSEISSP 548
consensus **!****!!************** ****!***********************!*************** ****

logo SSESTPESGKLTVIALVMGSYKQDSPQYGYAGGNTETAVYSGDTLVRSRSVKDGNPGDTDKTQVIKIVLYTLVLSAGTVKASKGKTVAGTTSHNSVNSAGLSMQSPSTSYPSIGSSEISLDESFSTKNNL IQIVGIKEANI EVVEVASTSTNSTAHSPESTASGTSATVSTESGDM
NTDB id 146 SP RS08570 WP 000614538.1 SEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSAEGM 626
NTDB id 216 SPD RS08205 WP 000614552.1 SEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSVEGM 626
NTDB id 182 SPR RS07820 WP 000614552.1 SEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSVEGM 626
NTDB id 257 KZH43 RS07655 WP 220041236.1 SEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSVEGM 626
NTDB id 1159177 QOR48 RS01875 WP 000614570.1 SS.SKIASQDPYYGGEVGLRRGDKVKLYLLGSKTTNNSSSTP...IDSS....................ASSSTGTTTSD 611
NTDB id 467 HSISS4 RS06915 WP 021143821.1 SSTE.ILYQDPQ....AGTSVDGTVILYVSVATASSSLQSSS...S.......................STTHSSST... 601
NTDB id 384 SMU RS02325 WP 002263039.1 SSSSLVVGQSPYYGNTVSLSSNDDIILYVSTSGGSHSGSSSS...E.......................SSNSEGTTSS. 601
consensus !*******!*!***************!************!************************************ ***
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S
VVSEASQSTPDRSATSGSTEKSVDSLSNSKTASRTVESTKSTI STI ELYAPKSPDKSTTSTNHTGTASNANTEPLQTQ

NTDB id 146 SP RS08570 WP 000614538.1 VVEQSPRAGEKVDLNKTRVKISIYKPKT.....TSATP... 659
NTDB id 216 SPD RS08205 WP 000614552.1 VVEQSPRAGEKVDLNKTRVKISIYKPKT.....TSATP... 659
NTDB id 182 SPR RS07820 WP 000614552.1 VVEQSPRAGEKVDLNKTRVKISIYKPKT.....TSATP... 659
NTDB id 257 KZH43 RS07655 WP 220041236.1 VVEQSPRAGEKVDLNKTRVKISIYKPKT.....TSATP... 659
NTDB id 1159177 QOR48 RS01875 WP 000614570.1 SVSSSTDAST.SDSSSTSTSSSTLPSDSTTNTGTANNPLTQ 651
NTDB id 467 HSISS4 RS06915 WP 021143821.1 ..SSSTDSTT.S.....STETSTEA....TH.....TELQ. 624
NTDB id 384 SMU RS02325 WP 002263039.1 ..EASTDSSS.S.....ATTT........SH.......... 616
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