
logo MIQVIGKLI FAGRYR I LVQKSQIGRGGMADVYLANKDL I LDNGEDEVAI
VKVLRTNYQTDQPVIAVTARFQREARAMAEDLSNDHPNHIVAR 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 1127932 FGL22 RS08245 WP 004230538.1 MIQIGKLFAGRYRILKSIGRGGMADVYLANDLILDNEDVAIKVLRTNYQTDQVAVARFQREARAMAELNHPNIVAIRDIG 80
NTDB id 384 SMU RS02325 WP 002263039.1 MIQIGKLFAGRYRILQSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVTRFQREARAMAELNHPNIVAIRDIG 80
consensus !!!*!!*!!!!!!!***!!!!!!!!!!!!*!!!!!*!*!!*!!!!!!!!!!**!!*!!!!!!!!!!*!*!!*!!*!*!!!

logo EEDGQQFYLVAMEYVDAGSALDLKKRYTIQKDEHAYPLSNANQEDEVAI
VR IMEKGEQVI LSLAMTRLAHQTKRGI IVHRDLKPQNVI LLTKPNDGVTVAKVTDFGIAVA

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 1127932 FGL22 RS08245 WP 004230538.1 EEDGQQFLVMEYVDGADLKKYIQDHAPLSNNEVVRIMEEVLSAMTLAHQKGIVHRDLKPQNILLTKNGVVKVTDFGIAVA 160
NTDB id 384 SMU RS02325 WP 002263039.1 EEDGQQFLAMEYVDGADLKKYIQDHAPLSNAEVIRIMKEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
consensus !!!!!!*!*!!!!*!*!!!*!***!*!!!!****!!!***!*!!*!!!**!!*!!!!!!!!*!!!**!**!!!!!!!!!!

logo FAETSLTQTNSMLGSVHYLSPEQARGSKATI
VQSDIYAMGIMI LFFYEMLTGHIPYDGDSAVTIALQHFQNKPLPS IVLIDAENHKPRSNSVP

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 1127932 FGL22 RS08245 WP 004230538.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIDENHNVP 240
NTDB id 384 SMU RS02325 WP 002263039.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENKNVP 240
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VDLMRVSTSASLHQSPYSNHRSRRNDEARSKVLVI FSDDEAMVTETSKASDTKPTLPKLVDETSPQVASAPTASVLANTTSPLIAEKPAVKAKQVAPSQLTVAAKPQANVTKTEPSTHTSKNTQEDPS

NTDB id 146 SP RS08570 WP 000614538.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHK..S 318
NTDB id 216 SPD RS08205 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHK..S 318
NTDB id 182 SPR RS07820 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHK..S 318
NTDB id 257 KZH43 RS07655 WP 220041236.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHK..S 318
NTDB id 467 HSISS4 RS06915 WP 021143821.1 QALENVVIRATAKKLENRYNSTLEMSRDLVTSLHPSHRRDAKVVFDDMT..DTKTLPKVDPVPSASLEKKAVAAEPS.EP 317
NTDB id 1127932 FGL22 RS08245 WP 004230538.1 QALENVVIRATAKKLSDRYGSTFEMSRDLMTALSYNRSRERKVIFDDVE..STKPLPKVTPAPVTTPKVAPTPVTSTTES 318
NTDB id 384 SMU RS02325 WP 002263039.1 QALENVVIKATAKRLTDRYHSTQEMLQDLRTSLQPNRSRERKLVFSDAS..DTKPLPKLEQAAANSLAAQSLKNKTSNQD 318
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NTDB id 146 SP RS08570 WP 000614538.1 IKNPSQAVTEETYQPQAPKKHRFKMRYLILLASLVLV.AASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEE 397
NTDB id 216 SPD RS08205 WP 000614552.1 IKNPSQAVTEETYQPQAPKKHRFKMRYLILLASLVLV.AASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEE 397
NTDB id 182 SPR RS07820 WP 000614552.1 IKNPSQAVTEETYQPQAPKKHRFKMRYLILLASLVLV.AASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEE 397
NTDB id 257 KZH43 RS07655 WP 220041236.1 IKNPSQAVTEETYQPQAPKKHRFKMRYLILLASLVLV.AASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEE 397
NTDB id 467 HSISS4 RS06915 WP 021143821.1 TPAPSKQPRKKTTPAKKKKKKNFFSTLLKVFLGLVFIGIIIFAYLVFTNPDNVQVPNVVGQELSTAQTKIEGAGFKVGEV 397
NTDB id 1127932 FGL22 RS08245 WP 004230538.1 RLEHTNQMDTLQKPQKKKRNGRFLGTLLKILFSLFIVGVALFTYLVLTKPTSVKVPNVTGVSLKVAKQELQDLGLKVGKV 398
NTDB id 384 SMU RS02325 WP 002263039.1 KVDHKSKPKTKPQ.PKPKKKRHFLARFFKIFFILVAIGIAVLTYLVLTKPSTVSVPDVSGDKLSTAKMIIRKSGLKVGDV 397
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NTDB id 146 SP RS08570 WP 000614538.1 KTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKE.KKVPDNLIKIEEEESNESE 476
NTDB id 216 SPD RS08205 WP 000614552.1 KTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKE.KKVPDNLIKIEEEESNESE 476
NTDB id 182 SPR RS07820 WP 000614552.1 KTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKE.KKVPDNLIKIEEEESNESE 476
NTDB id 257 KZH43 RS07655 WP 220041236.1 KTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKE.KKVPDNLIKIEEEESNESE 476
NTDB id 467 HSISS4 RS06915 WP 021143821.1 KEVEDDSVDTGKVIKTDPTAGTTRKEGSSIDVYVSSGSKGFALKDYKGKNYKDAIEDLTSNFGVSEDQIDIQHVEDDSAE 477
NTDB id 1127932 FGL22 RS08245 WP 004230538.1 RQIESDTVAEGNVVRTDPPTGTAKRKGSAITVYLSIGNKGFEMENYKGIDYQEAMASLMETYGVPKSKIKIERIVTNEYT 478
NTDB id 384 SMU RS02325 WP 002263039.1 QKIEDDNVGAGKVVRTNPSAGSKKREGSSVDIFVA.SAKGFKMEDYTGQDYKDAIDNLTNNYGVSRDSIVLKEVSSDDYS 476
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NTDB id 146 SP RS08570 WP 000614538.1 AGTVLKQSLPEGTTYDLSKA.TQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEE..........ESS 545
NTDB id 216 SPD RS08205 WP 000614552.1 AGTVLKQSLPEGTTYDLSKA.TQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEE..........ESS 545
NTDB id 182 SPR RS07820 WP 000614552.1 AGTVLKQSLPEGTTYDLSKA.TQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEE..........ESS 545
NTDB id 257 KZH43 RS07655 WP 220041236.1 AGTVLKQSLPEGTTYDLSKA.TQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEE..........ESS 545
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EGEILSQSPGKNKSFNPKDSKAKIKFRVATPK.IVTMPDVTGLTVSTAVQTLNRKNISSSSIEYHDYNTGAK..LDKAKI 554
NTDB id 1127932 FGL22 RS08245 WP 004230538.1 ENTVISQSPSAGDKFNPNG.KSKITLSVAVSD.TVIMPMVTEYTYADAVNTLTALGIEASRIKAYAPSSSSATGFVQVNS 556
NTDB id 384 SMU RS02325 WP 002263039.1 GGTVIGQSPKPGKTYHPSS.DKKITLKVV....KVTMPNLKNSTYEEAVSTLTAMGISSSRIKAYDASDYS....SEISS 547
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NTDB id 146 SP RS08570 WP 000614538.1 ESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSAEG 625
NTDB id 216 SPD RS08205 WP 000614552.1 ESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSVEG 625
NTDB id 182 SPR RS07820 WP 000614552.1 ESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSVEG 625
NTDB id 257 KZH43 RS07655 WP 220041236.1 ESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSVEG 625
NTDB id 467 HSISS4 RS06915 WP 021143821.1 PSSTEI.LYQDPQ....AGTSVDGTVILYVSVATASSSLQSSSSSTT...HSS.............STSSSTDSTTSST. 612
NTDB id 1127932 FGL22 RS08245 WP 004230538.1 PSSKAIVSGQTPYYGTTLSLSEKGEISLYLYPEETHSSSSSTSSEA.....SS.............SSSSTNDGTGTSSN 618
NTDB id 384 SMU RS02325 WP 002263039.1 PSSSSLVVGQSPYYGNTVSLSSNDDIILYVSTSGGSHSGSSSSE.S.......................SNSEGTTSSE. 602
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NTDB id 146 SP RS08570 WP 000614538.1 MVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 216 SPD RS08205 WP 000614552.1 MVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 182 SPR RS07820 WP 000614552.1 MVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 257 KZH43 RS07655 WP 220041236.1 MVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 467 HSISS4 RS06915 WP 021143821.1 ......ETSTEATHT...ELQ............. 624
NTDB id 1127932 FGL22 RS08245 WP 004230538.1 TELSPSESAGQTP..................... 631
NTDB id 384 SMU RS02325 WP 002263039.1 ASTDSSSSATTTSH.................... 616
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