
logo MKKSRKVWFLVAALAGVALFLASGTVGAVLVAACGSNSSKKSSSDNSTASPGKTTYGYVYNSASDPESTLDYLI ITSGNKTEGSPTKTVSAVTVSTNGI
VDGLFMTENADKYGNLTVP

NTDB id 284687 SK637 RS01655 WP 033688121.1 MKKSRVFVAAGVALFATGVLVACGNSKSSDSTAPKTYGYVYSADPETLDYLISGKESTKVATSNGIDGLFTNDKYGNLTP 80
NTDB id 475 HSISS4 RS07005 WP 021143809.1 MKKSKWLALAGVALLSVGALAACSSKS...STSGTTYGYVYNSDPESLDYITSNTGPTKTAVTNGVDGLMEADKYGNLVP 77
NTDB id 324 STU RS16140 WP 011226306.1 MKKSKWLALAGVALLGVGVLAACSSKS...NTSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVP 77
NTDB id 292 STER RS06940 WP 011681419.1 MKKSKWLALAGVALLGVGVLAACSSKS...NTSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVP 77
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logo

A
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VKWMYTSDEGEEYADENVTAKDFVNTGLKHAADGKSKSAEGAGI
LYLAVEQTDSVIKAGLSDYLASGANTSNKDFSTNV

NTDB id 284687 SK637 RS01655 WP 033688121.1 AVAEDWSVSKDGLTYTYKIRKGVKWMTSDGEEYAEVTAKDFVNGLKHAADKKSEALYLAETSVKGLSDYLAGNSKDFSTV 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 GVKAVIDEDYTLEQYTLNKKQPEPYWNSKMTVTYGS ILFLSWFPLVNEEDFELKSNKGSKDFAGKASTDPTSLI LYNGPFLLKGSLTAKSS I EFLATVKNENQHYW
NTDB id 284687 SK637 RS01655 WP 033688121.1 GVKAVDDYTLEYTLNQPEPYWNSKMVYSIFWPLNEEFEKSKGSDFAKATDPTSLLYNGPFLLKGLTAKSSIEFAKNEQYW 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
consensus !!!!*!*!!!*!!!**!!!!!!!!**!****!*!!*!*!*!!*!!*!*!!!!!*!!!!!!!!!*!!!!!!!!**!!!*!!

logo DKEKNVHLFDTAAITKFLASYFYDGSDQDESALEVRNGFTSDGAYNSLFARLVFYPTSSNFYASKSVEEKSKYKDNI FYYTPASPGAGS ITGSGALIG I
VNLIDRQNSYKFYSTSA

NTDB id 284687 SK637 RS01655 WP 033688121.1 DKENVHLDTATLAYFDGSDQESLERNFTSGAYSFARLYPTSSNFSKVEESYKDNIFYTPSGAGIGGLGVNIDRQNYKYTS 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
consensus !!*!!!*!*** *!*!!!!!**! !*!!*!!! *!!**!!!!!* *!!**!!!!!*!!**!!*****!*!*!!!*!!***

logo KTKTDAESEKSTSTKKALLNKDFRQSALINFAFIDRKTGAYSQASQMVINGKEDGAAPTLGALVRNLFVKPPSDFVTSAGEDKTFGDLVATEKVMKSTSYGDEWKSDG
NTDB id 284687 SK637 RS01655 WP 033688121.1 KTTDEEKTSTKKALLNKDFRQALNFAFDRTGYSAQVNGKEGAPLAVRNLFVKPDFVTAGEKTFGDLVAEKVKTYGDEWKD 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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NTDB id 284687 SK637 RS01655 WP 033688121.1 VNFADGQDGLFNADKAKAEFAKAKTALEAEGVKFPIHLDIPVDQTSKNFVARIQSFKQSVEKVLGEENVVIDIQQISKDE 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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NTDB id 284687 SK637 RS01655 WP 033688121.1 FFNATYYAANAAAEDWDLSGAVGWNPDYEDPSTYLDILKSTNSEQTKTYMGYDDPSNAAAAKVGVKDYDKLLDEAGKETS 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
consensus **!*!**!!!!!!!!!!*!**!*!*!!!*!!!!!!!!*!*!*!!*!! *!!!!!!*!!!!!*!!*!!!!*!! *!**!!*

logo DLNAKVRYEDKRYAAQAQAWLTEDSSLFVLIPALMTSVSGSNGAAPAFVI SRVLVTPFSTAGSAYSMSLQSVGDKGNSSSNLDYFIKYI
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NTDB id 284687 SK637 RS01655 WP 033688121.1 DLNKRYEKYAAAQAWLTDSSLFLPAMSSSGAAPFISRVVPFSASYSQSGDKGS.NLYFKYIQLQDKVVTKADYEQAREKW 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 LKEKKAESNEKVAQKEDLTEKHVK
NTDB id 284687 SK637 RS01655 WP 033688121.1 LKEKKESNEKVQKELTKHVK 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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