
logo MIQVIGKLI FAGRYR I LVQKSQIGRGGMADVYLANKDL I LDNGEEVAI
VKVLRTNYQTDQPVIAVTARFQREARAMAEDLSNDHPNHIVSAR 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 1120427 EL084 RS01475 WP 126439968.1 MIQIGKLFAGRYRILKSIGRGGMADVYLAKDLILDNEEVAIKVLRTNYQTDQIAVARFQREARAMAELNHPNIVSIRDIG 80
NTDB id 384 SMU RS02325 WP 002263039.1 MIQIGKLFAGRYRILQSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVTRFQREARAMAELNHPNIVAIRDIG 80
consensus !!!*!!*!!!!!!!***!!!!!!!!!!!!*!!!!!*!!!!*!!!!!!!!!!**!!*!!!!!!!!!!*!*!!*!!*!*!!!

logo EEDGQQFYLVAMEYVDAGASLDLKKRYTIQKDEHAYPLSNANQEDEVAI
VR IMEKGEQVI LSLAMTRLAHQTQKRGI IVHRDLKPQNVI LLTKPDGTVAKVTDFGIAVA

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 1120427 EL084 RS01475 WP 126439968.1 EEDGQQFLVMEYVDGSDLKKYIQDHAPLSNNEVVRIMEEVLSAMTLAHQQGIVHRDLKPQNILLTKDGTVKVTDFGIAVA 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 467 HSISS4 RS06915 WP 021143821.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSILAENRNVP 240
NTDB id 1120427 EL084 RS01475 WP 126439968.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENKNVP 240
NTDB id 384 SMU RS02325 WP 002263039.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENKNVP 240
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logo QALENVVI IRKATAKRKLESTDNRYAHNRSTVFLQSEML
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R
VDLMRVSTSASLHQSPYSNHRSRRNDEARSKVLVI FESDDEAMTETSKANDTKPTLPKLVDETSPTQAVSAPTAPSLANVTPSSLIAETPATKEKQVASQVLAALQAKTKNEKPQHSTKAESANIPQK

NTDB id 146 SP RS08570 WP 000614538.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKSIK 320
NTDB id 216 SPD RS08205 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKSIK 320
NTDB id 182 SPR RS07820 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKSIK 320
NTDB id 257 KZH43 RS07655 WP 220041236.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKSIK 320
NTDB id 467 HSISS4 RS06915 WP 021143821.1 QALENVVIRATAKKLENRYNSTLEMSRDLVTSLHPSHRRDAKVVFDDMT..DTKTLPKVDPVPSASLEKKAVAAEPSE.P 317
NTDB id 1120427 EL084 RS01475 WP 126439968.1 QALENVVIKATAKRLSDRYASTFEMSRDLMTALSYNRSRERKLVFEDTE..NTKTLPKVTTSTPVPSTTEQLLKKQKAAK 318
NTDB id 384 SMU RS02325 WP 002263039.1 QALENVVIKATAKRLTDRYHSTQEMLQDLRTSLQPNRSRERKLVFSDAS..DTKPLPKLEQAAANSLAAQSL.KNKTSNQ 317
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NTDB id 146 SP RS08570 WP 000614538.1 NPSQA..VTEETYQPQAPKKHRFKMRYLILLASL.VLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEE 397
NTDB id 216 SPD RS08205 WP 000614552.1 NPSQA..VTEETYQPQAPKKHRFKMRYLILLASL.VLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEE 397
NTDB id 182 SPR RS07820 WP 000614552.1 NPSQA..VTEETYQPQAPKKHRFKMRYLILLASL.VLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEE 397
NTDB id 257 KZH43 RS07655 WP 220041236.1 NPSQA..VTEETYQPQAPKKHRFKMRYLILLASL.VLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEE 397
NTDB id 467 HSISS4 RS06915 WP 021143821.1 TPAPSKQPRKKTTPAKKKKKKNFFSTLLKVFLGLVFIGIIIFAYLVFTNPDNVQVPNVVGQELSTAQTKIEGAGFKVGEV 397
NTDB id 1120427 EL084 RS01475 WP 126439968.1 ENKEVANQKAPKAKAKKKKSHRIFGTLMKIFFAVVVVAIAIFTYLTLSTPASVNVPDVSGAALSDAKTSLLSSGLKIGDI 398
NTDB id 384 SMU RS02325 WP 002263039.1 DKVDHKSKPKTKPQPKPKKKRHFLARFFKIFFILVAIGIAVLTYLVLTKPSTVSVPDVSGDKLSTAKMIIRKSGLKVGDV 397
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VSPERSDKDNMQSL IVDKLIKQEHWEVESTEDSTDNDSEAYSDSE
NTDB id 146 SP RS08570 WP 000614538.1 KTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESNESE 476
NTDB id 216 SPD RS08205 WP 000614552.1 KTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESNESE 476
NTDB id 182 SPR RS07820 WP 000614552.1 KTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESNESE 476
NTDB id 257 KZH43 RS07655 WP 220041236.1 KTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESNESE 476
NTDB id 467 HSISS4 RS06915 WP 021143821.1 KEVEDDSVDTGKVIKTDPTAGTTRKEGSSIDVYVSSGSKGFALKDYKGKNYKDAIEDLTSNFGVSEDQIDIQHVEDDSAE 477
NTDB id 1120427 EL084 RS01475 WP 126439968.1 HKVSSDTVAEGYVVKTDPTAGSSKKEGAKVDIYVSKGTSGFKIKDYTGQNYQDVIKELEKKHGISSKMIDIEWVTDTSYD 478
NTDB id 384 SMU RS02325 WP 002263039.1 QKIEDDNVGAGKVVRTNPSAGSKKREGSSVDIFVAS.AKGFKMEDYTGQDYKDAIDNLTNNYGVSRDSIVLKEVSSDDYS 476
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NTDB id 146 SP RS08570 WP 000614538.1 AGTVLKQSLPEGTTYDLSKAT.QIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEES..........S 545
NTDB id 216 SPD RS08205 WP 000614552.1 AGTVLKQSLPEGTTYDLSKAT.QIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEES..........S 545
NTDB id 182 SPR RS07820 WP 000614552.1 AGTVLKQSLPEGTTYDLSKAT.QIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEES..........S 545
NTDB id 257 KZH43 RS07655 WP 220041236.1 AGTVLKQSLPEGTTYDLSKAT.QIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEES..........S 545
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EGEILSQSPGKNKSFNPKDSKAKIKFRVA.TPKIVTMPDVTGLTVSTAVQTLNRKNISSSSIEYHDYNTGA...KLDKAK 553
NTDB id 1120427 EL084 RS01475 WP 126439968.1 SGTIISQTPEEGTKV..SNK.DKITFEVA....AITMPSLIGYTYQEAIAELNSMGVSSSHITIYMADATSSTGYSRVNS 551
NTDB id 384 SMU RS02325 WP 002263039.1 GGTVIGQSPKPGKTYHPSSD.KKITLKVV....KVTMPNLKNSTYEEAVSTLTAMGISSSRIKAYDASDYS....SEISS 547
consensus *!****!************** *!***!***********************!*********!******* *
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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 IPSSTEILYQDPQAGTSVDGT....VILYVSVATASSSLQSSSSSTTH................SSSTSSSTDSTTSS.. 611
NTDB id 1120427 EL084 RS01475 WP 126439968.1 VSSSAVVVAQDPYYGGAVEGE....VNLYFSSETAAQPSEKTSQLAPELSET.....SETSET.SESSESSSSSSGSS.. 619
NTDB id 384 SMU RS02325 WP 002263039.1 PSSSSLVVGQSPYYGNTVSLSSNDDIILYVSTSGGSHSGSSSSE.......S.....S.NSEG.TTSSEASTDSSSSA.. 611
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logo

MVTVTEETQSHSTPERAATGEHKTVEDMLQNQKTRVKI S IYKPKTTSATP
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 ..TETSTEAT.HTELQ.................. 624
NTDB id 1120427 EL084 RS01475 WP 126439968.1 ..TEESSEAA..TEMQQ................. 632
NTDB id 384 SMU RS02325 WP 002263039.1 ..TTTSH........................... 616
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