
logo MKKGSKLWLLAALTAGAVLALLGSVSGAVLVAACSQSGKGSKSNSSSSTDSNGQTVTYSGYVYNTSQSDPDESTLDYSI LTSNKTRGSPTSKETSAFVTVGTNAGVDGLLMEVADKYGNL IVP
NTDB id 1120155 EL100 RS02155 WP 126403739.1 MKKGKLLLATGALLLSVSALVACSQGGKSSSSDNQVYSYVYTQDPDTLDYSLSNKRSTSEFTGNAVDGLLEVDKYGNLIP 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
consensus !!!*!*!***!**!! !* !*!!!**** *****!*!!!**!!**!!!**!!***!*****!*!!!!*!*!!!!!!*!

logo SLVAKEDWTSVSQKDGLTYTYKLIRKGI
VKWLYTASDEGEEYGADENVKTAQKDFVTGLQKHAADGKSKSASGAGI

LYLVQQDSVIKAGLDSDYVLSGAKTTNKDFSTNV
NTDB id 1120155 EL100 RS02155 WP 126403739.1 SLAKDWTVSKDGLTYTYKLRKGVKWLTAEGEEYGEVKAQDFVTGLQHAADKKSSALYLVQQSVKGLDDYVSGKTKDFSTV 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 GI
VKAIDEDYTVLQFYTLNKKQPESPFYWNSKTTMYGS ILLMSFPVNKEEDFLDKSNKGDKDYFGQKGSTNDPSTS I LYCNGPYFL ILKS ILTSAKSVSVITELETVKNPENTHYW

NTDB id 1120155 EL100 RS02155 WP 126403739.1 GIKAIDDYTVQFTLNQPESFWNSKTTMGILMPVNKEFLDSKGDDYGQGTNPSSILYCGPYLIKSITSKSVVTLEKNPTYW 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 DAKDKNVKHI
F
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V
IKFLTSYYDGQSDSQDESALEIVRGFDTNDGDAFYSTNLVFARVYFPNTGSSNYKSASVEKKHYKDDNI FVYFYSTDAQPGSASTYSNALI SGFVINLIDRQASYEKFIYSTTA

NTDB id 1120155 EL100 RS02155 WP 126403739.1 DADNVKISKVKLTYYDGQDSESLIRGFDNGDFTVARVFPNGSNYKSVEKKHKDDIVFSDQGSSTYNLSFNIDRQAYEITT 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 KTKTDASQEKTSSTKKAI
LLNKDFRQSAIMNFAFINDRQTKSAYVQASQAMINGEKADSGAADTKLGVAI

L
VRNTLFTVPPSNDFVQS IADGGDKETFGEDALVETKENKLMESASYGDEWKSG

NTDB id 1120155 EL100 RS02155 WP 126403739.1 KTTDAQKSSTKKAILNKDFRQAIMFAFNRQSYVAQANGEASADKVIRNTFTPPNFVQIDGKEFGEAVEKNLEAYGDEWKG 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
consensus !*!! *!*!!!!!*!!!!!!!*!*!!**!**!**!*!!***!****!!*!*!**!!****!*!!**!******!!!!!*!

logo VSNI
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T
ADGSKQDTGLYNPATEKAKETEFAKAKDETALQAQDGVEQFP IHLDLPVNSDSQTSFSTKEILGNVKAQVAQSFLKQSTI EQSKTSLGASDENVVIDLVINMQI

LSESDD
NTDB id 1120155 EL100 RS02155 WP 126403739.1 VSIEDGKDTLYNPTKAKEEFAKAKEALQAQGVEFPIHLDLPVSSTFTEGVKQAQSFKQSIESTLGAENVVIDLNMISEDD 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
consensus !***! *!*!!!**!!!*!!!!!!**!!!*!!*!!!!!!!!!*******!*!*!!*!!*!!**!!**!!!!!*!**!*!!



logo

I
LEQRNAVTYLFNAEANASAQAQEDWDLINSNGNSLVAIGWAGPDYTQDPSSTYLDITFNKSTKTNSGSENATNKSTAYFFMGFYDADGPTNNAAAKAEQAVGFLDKEDYDQAL ILDENDSAHANSET

NTDB id 1120155 EL100 RS02155 WP 126403739.1 LQRVTYFAENASQQDWDLNNNLGWGPDYTDPSSYLDITNSKNGENANSYFGFDAGTNNAAAKEAGFDEYDQLIEDAHNET 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
consensus * * !**!*!!***!!!**!***!*!!!*!!!*!!!!******!!*****!*!** !!!!!***!***!!*!***!**!!

logo

K
T
SDVLNADVRYEDKRYAKQAQAWLTEDSASLLVIP I

L
H
T
S
VGDNGASAPAGVVIRSKRTLVTPYFTAGAFSAMLWQTVGHDKGNQSTSSNFDNYFYIKYLVEKLPQDEKVLVTTKKEYDEEQASREQK

NTDB id 1120155 EL100 RS02155 WP 126403739.1 KDVNDRYEKYAKAQAWLTDSALLIPIHS.DGASPGVRKTVPYTAAFAWTGHKGQT.FNYKYLELQDKVLTTKEYDEAREQ 638
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
consensus *!*!*!!**!!*!!!!!*!!*!*!!*****!!*!******!*!*!****!*!*******!!***!*!!*!*!!!***!!*

logo WKLKEKEKAESNKEKAQKEDLESKHVEKD
NTDB id 1120155 EL100 RS02155 WP 126403739.1 WKKEKEESNKKAQKELESHVED 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
consensus !*!!!**!!*!!!!*!!*!!*
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X ≥ 50% conserved


