
logo MKVKNSKRWFLVALAGVSALALGSAVLGALVLTAACGSGSGKSNSTNSQGSTTYSGYI
VYNSTSDPNESTLDYIATSTNRTTGTPTSKDTSAIVTVSTNLGVDGLLMENADKYGNL IVPSLVAEDWTSV

NTDB id 62886 N597 RS01080 WP 023022215.1 MKVNKRFVLAGVSLASALLLTACGGGSS.NQSTYSYIYSTDPNTLDYIASTRTTTSDITSNLVDGLLENDKYGNLIPSLAEDWTV 84
NTDB id 475 HSISS4 RS07005 WP 021143809.1 MKKSKWLALAGVALLSVGALAACSSKSSTSGTTYGYVYNSDPESLDYITSNTGPTKTAVTNGVDGLMEADKYGNLVPSVAEDWSV 85
NTDB id 324 STU RS16140 WP 011226306.1 MKKSKWLALAGVALLGVGVLAACSSKSNTSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVPSVAEDWSV 85
NTDB id 292 STER RS06940 WP 011681419.1 MKKSKWLALAGVALLGVGVLAACSSKSNTSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVPSVAEDWSV 85
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NTDB id 62886 N597 RS01080 WP 023022215.1 SEDGLVYTYKLRKDAKWYTSEGEEYGAVTAQDFVTGIKHAVEAKSEGLFLIQNSIKGLDAFVKGETKDFNTVGVKALDDYTVQYT 169
NTDB id 475 HSISS4 RS07005 WP 021143809.1 SQDGLTYTYKIRKGVKWYTSDGEEYADVTAKDFVTGLKHAADGKAGALYLVQDSIAGLSDYLSGANKDFSNVGVKAIDDYTLQYT 170
NTDB id 324 STU RS16140 WP 011226306.1 SKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNVGVKAIDEYTLQYT 170
NTDB id 292 STER RS06940 WP 011681419.1 SKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNVGVKAIDDYTLQYT 170
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logo LEKKRQPESPFYWNSKTTSYGSVLLSFPVNKEADFLEKSNQKGKDFGSKSLTKDPSTS I LYNGPYFYLLKNSLTSAKSQS I ELTVKNKEENHYYWDEKKNVHI
FDNAVIKFLTSYNYDGS

NTDB id 62886 N597 RS01080 WP 023022215.1 LERPESFWNSKTTSGVLFPVNKAFLESQGKDFGS.LKPSSILYNGPYYLKNLTSKSQIELVKNKEYYDEKNVHIDNVKLTYNDGS 253
NTDB id 475 HSISS4 RS07005 WP 021143809.1 LKKPEPYWNSKTTYGLLSPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELTKNENYWDKKNVHFDAIKLSYYDGS 255
NTDB id 324 STU RS16140 WP 011226306.1 LKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYWDKKNVHFDAIKFSYYDGS 255
NTDB id 292 STER RS06940 WP 011681419.1 LKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYWDKKNVHFDAIKFSYYDGS 255
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logo DPQDESAVLEIVKRKGFETNDGQAYNSLFATRVMYFPNTSSTNYKSANSVKEKKFYGKDNI FVYYGTVAQPYGGATSSTYSYALIGFVINLIDRQKSYNKFHYSTAKTKTDASQEKTSSTKQKAI
LLNKDFRQSAVI

NTDB id 62886 N597 RS01080 WP 023022215.1 DPESVIKKFENGQYSFATVMPNSSTYKNVKKKFGDNIVYGVQYGTSYYLGFNIDRQKYNHTAKTTDAQKSSTKQAILNKDFRQAV 338
NTDB id 475 HSISS4 RS07005 WP 021143809.1 DQEALERGFTDGAYSLARVYPTSSNYSSVEKKYKDNIYYTAPGASTSAIGVNIDRQSYKFSAKKTDAEKTSTKKALLNKDFRQSI 340
NTDB id 324 STU RS16140 WP 011226306.1 DQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIYYTAPGASTSAIGINLDRQSYKYTAKKTDSEKSSTKKALLNKDFRQAI 340
NTDB id 292 STER RS06940 WP 011681419.1 DQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIFYTAPGASTSAIGINIDRQSYKYTAKKTDSEKSSTKKALLNKDFRQAI 340
consensus !*******!**!*! *!*!*!*!!*!**!*!!**!!!*!**********!*!*!!!*!***!!*!! *!*!!!*!*!!!!!!!**

logo NFAFIDRETKAYAQASQMTI SNGAKDAGAATKLGIALVRNTLLFVPPSTDFVQSVANGGDEKETFGKDVLVETKEQKLMVSTSYGDEWKSDGVNFLDTADAGSQTDTGLYNQAEKAKATEFAKAKDEQTALQ
NTDB id 62886 N597 RS01080 WP 023022215.1 NFAFDREAYAAQTSGADAATKILRNTLVPPTFVQVNGEEFGKVVEKQLVTYGDEWKDVNLDDAQTTLYNQEKAKAEFAKAKEQLQ 423
NTDB id 475 HSISS4 RS07005 WP 021143809.1 NFAIDRTAYQSQMNGKDGAALALRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNFTDGQDGLYNAEKAKTEFAKAKETLQ 425
NTDB id 324 STU RS16140 WP 011226306.1 NFAIDRKAYQSQINGKDGATLAVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNFADSQDGLYNAEKAKTEFAKAKDALQ 425
NTDB id 292 STER RS06940 WP 011681419.1 NFAIDRKAYQSQINGKDGATLGVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNLADSQDGLYNAEKAKTEFAKAKDALQ 425
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NTDB id 62886 N597 RS01080 WP 023022215.1 KEGVEFPIHLDYVVSQTDNSQVQQASSFKQSVEAVLGADNVVVDIQKLSDDDFNNITYFTDTAAEKDYDLAG.GGWVPDYQDPST 507
NTDB id 475 HSISS4 RS07005 WP 021143809.1 ADGVQFPIHLDLPVDQSSKINVAQAQSLKQTIEQSLGSDNVVIDVNQLSSDDIQNATLNAANAAAEDWDISNGVIWGPDYQDPST 510
NTDB id 324 STU RS16140 WP 011226306.1 ADGVQFPIHLDLPVDQSSKLNVAQAQSLKQTIEKSLGSENVVIDINQLSSDDLENVTLNAANAAAEDWDISNSVAWAPDYQDPST 510
NTDB id 292 STER RS06940 WP 011681419.1 ADGVQFPIHLDLPVNQSSKLNVAQVQSLKQTIEKSLGSENVVIDINQLSSDDLENATLNAANAAAEDWDISNSVGWAPDYQDPST 510
consensus **!!*!!!!!!**!*!*****!*!**!*!!**!**!!**!!!*!***!!*!!**!*!*****!!**!*!******!*!!!!!!!!



logo YLEDSI LFSKPTVTNSGSSEVNTFKTYAYFLMGVYDADGSPNSNPAAI
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NTDB id 62886 N597 RS01080 WP 023022215.1 YLESLSPVNGSV.FYYLGVDAGSNSPAITAVDFGKYAELLKDANAEVNDQALRYEKYAAAQAWLTDSSLILPT.VSNGGTPMLQR 590
NTDB id 475 HSISS4 RS07005 WP 021143809.1 YLDIFKTTSSENTKTFMGYDD.PNNAAAAQVGLKDYDALLDSAASETTDLNARYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISR 594
NTDB id 324 STU RS16140 WP 011226306.1 YLDIFKTTSSENTKAFMGYDD.PNNAAAAQVGLKDYDALLNSAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPAISR 594
NTDB id 292 STER RS06940 WP 011681419.1 YLDIFKTTSSENTKAFMGYDD.PNNAAAAQVGLKDYDALLNSAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISR 594
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NTDB id 62886 N597 RS01080 WP 023022215.1 TVPYSRAASWVGTKGTGT.NYKYLELSEEVIKTKDYDASKEKWLKEKAESNKKAQEELKNHIESK 654
NTDB id 475 HSISS4 RS07005 WP 021143809.1 LTPFTGASMQVGDKNS.SDYFKYVKPQEKVVTKKEYEQSREKWLKEKKASNEKAQKDLEKHVK.. 656
NTDB id 324 STU RS16140 WP 011226306.1 LTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKWLKEKKESNEKAQKDLEKHVK.. 657
NTDB id 292 STER RS06940 WP 011681419.1 LTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKWLKEKKESNEKAQKDLEKHVK.. 657
consensus **!***!***!!*!*******!!****!*!***!*!**!*!!!!!!!**!!*!!!**!**!**

X non conserved

X similar

X ≥ 50% conserved


