
logo MKKRSNKVWLAMLAGVTALLASGVGAVLAACSSSKKSNSGSSNTTSNGTNTFYTGYVYNQSTSDPESTLDYTI LTSSNKTTGSPTHKETSAIVTVSTNVGI
VDGLLMENADQKYGNLVP

NTDB id 1120377 EL092 RS08560 WP 012130758.1 MKKRNVLAMAGVTLLAVGVLAACSSSKSGSSNTNTNFTYVYQTDPETLDYTLSSKTSTHEITSNVIDGLLENDQYGNLVP 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 SLVAEDWSVSQKDGLTYTYKLIRKGI
VKWYTSDEGEEYADNVTAKDFVTGLKHAVADGKSKSAEGAGI

LYMLVEQNDS IKAGLDSADYI
L
K
SGAETTNKDFSTNV

NTDB id 1120377 EL092 RS08560 WP 012130758.1 SLAEDWSVSKDGLTYTYKLRKGVKWYTSDGEEYADVTAKDFVTGLKHAVDKKSEALYMVENSIKGLDAYIKGETKDFSTV 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
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logo GI
VKAVIDEDHYTLQFYTLEKHKQPESPFYWNSKLTTMYGSVLLSFPVNEEDFLKSNKGDKKDFGQKASTDPTS I LYNGPFLLKGS ILTSAKSS I EFLATVKNQEHNYW

NTDB id 1120377 EL092 RS08560 WP 012130758.1 GIKAVDDHTLQFTLEHPESFWNSKLTMGVLFPVNEEFLKSKGDKFGQATDPTSILYNGPFLLKGITSKSSIEFAKNQNYW 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 DKDKNVHVFDNAVIKFLASFYYDGQSDQDESALEIVRGFKTDGSAYNSKLFARVFYPRTSSNYSASVEKEKYKDNI FIYFYSTPAQPGSASTFSTAVI FGTVINLIDRQSYNKFHYSTSA
NTDB id 1120377 EL092 RS08560 WP 012130758.1 DKDNVHVDNVKLAFYDGQDQESLIRGFKDGSYSKARVYPRSSNYASVEKEYKDNIIFSPQGSSTFTVFTNIDRQSYNHTS 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 KTKTDASQEKSTSTKKAI
LLNKDFRQSALINFAYIDRTKAYSQDSQMVINGEKEDGAALTKLGSAI

L
VRNLYFVPPSTDFVQSVAGDKNTFGDVLVKTEDKVMVSKSYGDEWKSDG

NTDB id 1120377 EL092 RS08560 WP 012130758.1 KTTDAQKTSTKKAILNKDFRQALNFAYDRKAYSDQVNGEEGALKSIRNLYVPPTFVQVGDKNFGDVVKEDVVKYGDEWKD 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 VDNLFSTADAGSTQNDGLYNPAEKAKATEFAKAKDETALQAEDGVEQFP IHLDI
LPTVI

N
DQTSNSTKI

L
I
NVKARQVAQSLKQSTI EQKSLGTSDENVVVIDVIQNMQLSQSEDD

NTDB id 1120377 EL092 RS08560 WP 012130758.1 VDFSDATNGLYNPEKAKAEFAKAKEALQAEGVEFPIHLDIPTIQTNTLIVKRAQSLKQSIEKSLGTDNVVVDIQMLSQED 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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V
ATYLYNAPANAAALEDWDITSDNGQSLVAIGWGTAPDFYQDPSSTYLEDI LFHKPTETTSGSDENTKSTAFLMGFYEDADGPSGNNAAAKAQI

VGMLDKEDFYGDKALLDNESAAASEKT
NTDB id 1120377 EL092 RS08560 WP 012130758.1 VNNITYYAPNAAALDWDITDQLGWTPDFQDPSSYLEILHPETGDNTKSFLGFEAGSGNAAAKQIGMDEFGKLLDEAAAEK 560
NTDB id 475 HSISS4 RS07005 WP 021143809.1 IQNATLNAANAAAEDWDISNGVIWGPDYQDPSTYLDIFKTTSSENTKTFMGYDDP.NNAAAAQVGLKDYDALLDSAASET 556
NTDB id 324 STU RS16140 WP 011226306.1 LENVTLNAANAAAEDWDISNSVAWAPDYQDPSTYLDIFKTTSSENTKAFMGYDDP.NNAAAAQVGLKDYDALLNSAASET 556
NTDB id 292 STER RS06940 WP 011681419.1 LENATLNAANAAAEDWDISNSVGWAPDYQDPSTYLDIFKTTSSENTKAFMGYDDP.NNAAAAQVGLKDYDALLNSAASET 556
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logo

S
TDTLTNAKVRYEDKRYAAQAQAWLTEDSS ILLVLIPSLTSVNGGNGGAGAAPAGVVITSRVLVTPFTAGAFSGMLWQTVGNDKSNDSGSASNFDLYFYIKYI

VKLPQDEKPVVTKKEYQEEQASERKEK
NTDB id 1120377 EL092 RS08560 WP 012130758.1 TDTTKRYEKYAAAQAWLTDSSILLPSTSNG.GGAGVTRVVPFTAAFGWTGNKSDGAFLYKYIKLQDKPVTKKEYQEAEKK 639
NTDB id 475 HSISS4 RS07005 WP 021143809.1 TDLNARYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISRLTPFTGASMQVGDKNS.SDYFKYVKPQEKVVTKKEYEQSREK 635
NTDB id 324 STU RS16140 WP 011226306.1 SDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPAISRLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREK 636
NTDB id 292 STER RS06940 WP 011681419.1 SDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISRLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREK 636
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logo WI
LKEKEKAESNKEKAQEKEDLEKHI

VK
NTDB id 1120377 EL092 RS08560 WP 012130758.1 WIKEKEESNKKAQEELEKHIK 660
NTDB id 475 HSISS4 RS07005 WP 021143809.1 WLKEKKASNEKAQKDLEKHVK 656
NTDB id 324 STU RS16140 WP 011226306.1 WLKEKKESNEKAQKDLEKHVK 657
NTDB id 292 STER RS06940 WP 011681419.1 WLKEKKESNEKAQKDLEKHVK 657
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X ≥ 50% conserved


