
logo MKKSRKVWFLVAALAGVALLASGAVGAVLAACGSSSKKSNSSDSTASPGKTNTYGYI
VYNSASDPESTLDYLI ITSGNKTQGSPTKTVSAVTVSTNGI

VDGLFMTENADKYGNLVP
NTDB id 362625 FD735 RS01365 WP 049505183.1 MKKSRVFVAAGVALLAAGVLAACGSSKSSDSTAPKNYGYIYSADPETLDYLISGKQSTKVATSNGIDGLFTNDKYGNLVP 80
NTDB id 475 HSISS4 RS07005 WP 021143809.1 MKKSKWLALAGVALLSVGALAACSSKSS...TSGTTYGYVYNSDPESLDYITSNTGPTKTAVTNGVDGLMEADKYGNLVP 77
NTDB id 324 STU RS16140 WP 011226306.1 MKKSKWLALAGVALLGVGVLAACSSKSN...TSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVP 77
NTDB id 292 STER RS06940 WP 011681419.1 MKKSKWLALAGVALLGVGVLAACSSKSN...TSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVP 77
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logo

A
SVAEDWSVSQKDGLTYTYKIRKGI

VKWMYTSDEGEEYADENVTAKDFVNTGLKHATADGNSKSAEGAGI
LYLAVEQDSVIKAGLASDYKLASGANTNKDFASSNV

NTDB id 362625 FD735 RS01365 WP 049505183.1 AVAEDWSVSKDGLTYTYKIRKGVKWMTSDGEEYAEVTAKDFVNGLKHATDNKSEALYLAEDSVKGLADYKAGNNKDFASV 160
NTDB id 475 HSISS4 RS07005 WP 021143809.1 SVAEDWSVSQDGLTYTYKIRKGVKWYTSDGEEYADVTAKDFVTGLKHAADGKAGALYLVQDSIAGLSDYLSGANKDFSNV 157
NTDB id 324 STU RS16140 WP 011226306.1 SVAEDWSVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNV 157
NTDB id 292 STER RS06940 WP 011681419.1 SVAEDWSVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNV 157
consensus *!!!!!!!!*!!!!!!!!!!!!*!!*!!*!!!!!*!!!!!!!*!!!!!*!*!****!!**!!**!!*!!**!*!!!!**!

logo GVKAVIDEDYTLEQYTLNKKQPEPYWNSKLTATYGS ILFLSWFPLVNEDFELKSNKGAKDFAGKASTDPTSLI LYNGPFLLKGSLTAKSS I EFLATVKNEHNYW
NTDB id 362625 FD735 RS01365 WP 049505183.1 GVKAVDDYTLEYTLNKPEPYWNSKLAYSIFWPLNEDFEKSKGADFAKATDPTSLLYNGPFLLKGLTAKSSIEFAKNENYW 240
NTDB id 475 HSISS4 RS07005 WP 021143809.1 GVKAIDDYTLQYTLKKPEPYWNSKTTYGLLSPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELTKNENYW 237
NTDB id 324 STU RS16140 WP 011226306.1 GVKAIDEYTLQYTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYW 237
NTDB id 292 STER RS06940 WP 011681419.1 GVKAIDDYTLQYTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYW 237
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logo DKDKNVHI
FDKAVITKFLASFYYDGSDQDESALEVRNGFTSDGAYNSLYFARLVYFPTSSNYASKSVEEKTKYKDNI FYYTPASPGPAGS ITASGALIG I

VNLIDRQGSYKFYSTSA
NTDB id 362625 FD735 RS01365 WP 049505183.1 DKDNVHIDKVTLAFYDGSDQESLERNFTSGAYSYARLFPTSSNYSKVEETYKDNIYYTPSGPGIAGLGVNIDRQGYKYTS 320
NTDB id 475 HSISS4 RS07005 WP 021143809.1 DKKNVHFDAIKLSYYDGSDQEALERGFTDGAYSLARVYPTSSNYSSVEKKYKDNIYYTAPGASTSAIGVNIDRQSYKFSA 317
NTDB id 324 STU RS16140 WP 011226306.1 DKKNVHFDAIKFSYYDGSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIYYTAPGASTSAIGINLDRQSYKYTA 317
NTDB id 292 STER RS06940 WP 011681419.1 DKKNVHFDAIKFSYYDGSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIFYTAPGASTSAIGINIDRQSYKYTA 317
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logo KTKTDAESEKSTSTKKALLNKDFRQSALINFAFI EDRKTSAYSQASQMINGKEDGAAPTLGALVRNLFVKPPSGDFVSAGEDKTFGDLVTEKMASASYGDEWKSNG
NTDB id 362625 FD735 RS01365 WP 049505183.1 KTTDEEKTSTKKALLNKDFRQALNFAFERTSYSAQINGKEGAPLAVRNLFVKPGFVSAGEKTFGDLVTEKMAAYGDEWKN 400
NTDB id 475 HSISS4 RS07005 WP 021143809.1 KKTDAEKTSTKKALLNKDFRQSINFAIDRTAYQSQMNGKDGAALALRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSG 397
NTDB id 324 STU RS16140 WP 011226306.1 KKTDSEKSSTKKALLNKDFRQAINFAIDRKAYQSQINGKDGATLAVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSG 397
NTDB id 292 STER RS06940 WP 011681419.1 KKTDSEKSSTKKALLNKDFRQAINFAIDRKAYQSQINGKDGATLGVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSG 397
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logo VNLFTADGSQDGLFYNADEKAKATEFAKAKETDTALEQAEDGVKQFP IHLDI
LPVNDQTSNSKGILLNI

VARQI
V
AQSFLKQSTVI EQTKVSLGESDGENVVIDVIQNQI

LSKSDED
NTDB id 362625 FD735 RS01365 WP 049505183.1 VNFADGQDGLFNADKAKAEFAKAKTALEAEGVKFPIHLDIPVDQTNKGLIARIQSFKQSVETVLGEGNVVIDIQQISKDE 480
NTDB id 475 HSISS4 RS07005 WP 021143809.1 VNFTDGQDGLYNAEKAKTEFAKAKETLQADGVQFPIHLDLPVDQSSKINVAQAQSLKQTIEQSLGSDNVVIDVNQLSSDD 477
NTDB id 324 STU RS16140 WP 011226306.1 VNFADSQDGLYNAEKAKTEFAKAKDALQADGVQFPIHLDLPVDQSSKLNVAQAQSLKQTIEKSLGSENVVIDINQLSSDD 477
NTDB id 292 STER RS06940 WP 011681419.1 VNLADSQDGLYNAEKAKTEFAKAKDALQADGVQFPIHLDLPVNQSSKLNVAQVQSLKQTIEKSLGSENVVIDINQLSSDD 477
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ATYLYNAANAAAEDWDLI SGNAGSVAIGWGSAPDYEQDPSTYLDI LFKTTNSSEQNTKATYFMGYDDPANNAAAAQVGLKEDYDKALVLDNESAAKSETNTS

NTDB id 362625 FD735 RS01365 WP 049505183.1 LHNITYYAANAAAEDWDLSGAVGWSPDYEDPSTYLDILKTTNSEQTKTYMGYDDPANAAAAQVGLKEYDKLVDEAAKETN 560
NTDB id 475 HSISS4 RS07005 WP 021143809.1 IQNATLNAANAAAEDWDISNGVIWGPDYQDPSTYLDIFKTTSSENTKTFMGYDDPNNAAAAQVGLKDYDALLDSAASETT 557
NTDB id 324 STU RS16140 WP 011226306.1 LENVTLNAANAAAEDWDISNSVAWAPDYQDPSTYLDIFKTTSSENTKAFMGYDDPNNAAAAQVGLKDYDALLNSAASETS 557
NTDB id 292 STER RS06940 WP 011681419.1 LENATLNAANAAAEDWDISNSVGWAPDYQDPSTYLDIFKTTSSENTKAFMGYDDPNNAAAAQVGLKDYDALLNSAASETS 557
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logo DLNAVRYEDKRYAAQAQAWLTEDSSLFVLIPALMTSVSGSNGAAPAFVI SRVLVTPFTAGSAYSMSLQSVGDKGNSSDSNVDYFIKYI
V
Q
K
L
PQDEKVVTKAKDEYEQASREKW

NTDB id 362625 FD735 RS01365 WP 049505183.1 DLNVRYEKYAAAQAWLTDSSLFLPAMSSSGAAPFISRVVPFTASYSQSGDKGS.DVYFKYIQLQDKVVTKADYEQAREKW 639
NTDB id 475 HSISS4 RS07005 WP 021143809.1 DLNARYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISRLTPFTGASMQVGDKNS.SDYFKYVKPQEKVVTKKEYEQSREKW 636
NTDB id 324 STU RS16140 WP 011226306.1 DLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPAISRLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKW 637
NTDB id 292 STER RS06940 WP 011681419.1 DLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISRLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKW 637
consensus !!!*!!**!!*!!!!!*!!!!**!*****!!!!*!!!**!!!****!*!!!*!***! !!***!*!!!!!**!!!*!!!!

logo LKEKKAESNEKVAQKEDLAENKHVK
NTDB id 362625 FD735 RS01365 WP 049505183.1 LKEKKESNEKVQKELANHVK 659
NTDB id 475 HSISS4 RS07005 WP 021143809.1 LKEKKASNEKAQKDLEKHVK 656
NTDB id 324 STU RS16140 WP 011226306.1 LKEKKESNEKAQKDLEKHVK 657
NTDB id 292 STER RS06940 WP 011681419.1 LKEKKESNEKAQKDLEKHVK 657
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