
logo MKKSKI
W
I
LAVLAGVALLSTGAVGAFVLTAACSGSSKKSSNSTASEGTKTFYGYVYNSGSDPESTLDYVITSGNKTAGTPTSKDTSALVVTNGVDGLLMENADKYGNLVPSMVAKESDWTS

NTDB id 61688 SANR RS08670 WP 003035484.1 MKKSKIIAVAGVALLTAGFLTACSGSKSNSAETKFGYVYSGDPETLDYVTSGKATTSDLVTNGVDGLLENDKYGNLVPSMAKSWT 85
NTDB id 475 HSISS4 RS07005 WP 021143809.1 MKKSKWLALAGVALLSVGALAACSSK.SSTSGTTYGYVYNSDPESLDYITSNTGPTKTAVTNGVDGLMEADKYGNLVPSVAEDWS 84
NTDB id 324 STU RS16140 WP 011226306.1 MKKSKWLALAGVALLGVGVLAACSSK.SNTSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVPSVAEDWS 84
NTDB id 292 STER RS06940 WP 011681419.1 MKKSKWLALAGVALLGVGVLAACSSK.SNTSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVPSVAEDWS 84
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logo VSQKDGLTYTYKLIRKGAVIKWYTSDEGEEYADENVKTAQKDFVTGLKHAADGKSKSAEGAGI
LYLVQNDS IKAGLDSADYVLNSGAQTTNKDFSTNVGVKAVIDEDYTVLQY

NTDB id 61688 SANR RS08670 WP 003035484.1 VSKDGLTYTYKLRKGAKWYTSEGEEYAEVKAQDFVTGLKHAADKKSEALYLVQNSIKGLDAYVNGQTKDFSTVGVKAVDDYTVQY 170
NTDB id 475 HSISS4 RS07005 WP 021143809.1 VSQDGLTYTYKIRKGVKWYTSDGEEYADVTAKDFVTGLKHAADGKAGALYLVQDSIAGLSDYLSGANKDFSNVGVKAIDDYTLQY 169
NTDB id 324 STU RS16140 WP 011226306.1 VSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNVGVKAIDEYTLQY 169
NTDB id 292 STER RS06940 WP 011681419.1 VSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNVGVKAIDDYTLQY 169
consensus !!*!!!!!!!!*!!!*!!!!!*!!!!!*!*!*!!!!!!!!!!!*!****!!!!*!!*!!**!**!**!!!!*!!!!!*!*!!*!!

logo TLNKKQPEPYWNSKTTSYAGS ILMLSWFP I
VNAEEDFLKSNKGNKKDFGQKSTDPNTS I LYNGPFLMLKAS ILTAKSASVI EYLTVKNKENHYWDKDKKNVKHVFDSAIKFLASYYDG

NTDB id 61688 SANR RS08670 WP 003035484.1 TLNKPEPYWNSKTTSAIMWPINAEFLKSKGNKFGQSTDPNSILYNGPFLMKAITAKSAVEYVKNKHYWDKDKVKVDSIKLAYYDG 255
NTDB id 475 HSISS4 RS07005 WP 021143809.1 TLKKPEPYWNSKTTYGLLSPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELTKNENYWDKKNVHFDAIKLSYYDG 254
NTDB id 324 STU RS16140 WP 011226306.1 TLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYWDKKNVHFDAIKFSYYDG 254
NTDB id 292 STER RS06940 WP 011681419.1 TLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYWDKKNVHFDAIKFSYYDG 254
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logo

Q
SDQEDSALAEVRNGFKTDGAYNSLYFARLVYFPTSSNFYSATSFVEKQKFYKDNI FYTYATEAAPGSAGSTASALIAGLVINLIDRQSYNKFHYSTAKKTDAESEKNTSSTKKALLNKDFRQSA

NTDB id 61688 SANR RS08670 WP 003035484.1 QDQDSLARNFKDGAYSYARLFPTSSNFATFEKQFKDNIYTAEAGSGTAALALNIDRQSYNHTAKKTDEEKNSTKKALLNKDFRQA 340
NTDB id 475 HSISS4 RS07005 WP 021143809.1 SDQEALERGFTDGAYSLARVYPTSSNYSSVEKKYKDNIYYTAPGASTSAIGVNIDRQSYKFSAKKTDAEKTSTKKALLNKDFRQS 339
NTDB id 324 STU RS16140 WP 011226306.1 SDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIYYTAPGASTSAIGINLDRQSYKYTAKKTDSEKSSTKKALLNKDFRQA 339
NTDB id 292 STER RS06940 WP 011681419.1 SDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIFYTAPGASTSAIGINIDRQSYKYTAKKTDSEKSSTKKALLNKDFRQA 339
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logo

L
INFALIDRETKSAYAQASQMVINGKDGAATTLGAI

L
VRNMLFVPSNDFVQSVAGEDKSTFSGDVLVETEKLMASSYGDDEWKSGVKNFLTADGSQNDGLYNPATEKAKATKEFAKAKDETAL

NTDB id 61688 SANR RS08670 WP 003035484.1 LNFALDRESYAAQVNGKDGAATAIRNMFVPSNFVQVGEKSFSDVVEEKLASYGDDWKGVKLADSQNGLYNPTKAKAKFAKAKEAL 425
NTDB id 475 HSISS4 RS07005 WP 021143809.1 INFAIDRTAYQSQMNGKDGAALALRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNFTDGQDGLYNAEKAKTEFAKAKETL 424
NTDB id 324 STU RS16140 WP 011226306.1 INFAIDRKAYQSQINGKDGATLAVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNFADSQDGLYNAEKAKTEFAKAKDAL 424
NTDB id 292 STER RS06940 WP 011681419.1 INFAIDRKAYQSQINGKDGATLGVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNLADSQDGLYNAEKAKTEFAKAKDAL 424
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logo QAQDGVKQFP IHLDVLPTVNVDEQTSSKI
N
L
Y
NVARQMVAQSLKQSTVI EQKVSLGKSDENVVMIDLVINMQMLSESDDFILNQENAVTYLYNAPANAAGAEDWDI SGNAGSVAIGWGSAPDYQDPS

NTDB id 61688 SANR RS08670 WP 003035484.1 QAQGVKFPIHLDVPTVETSKNYVARMQSLKQSVEKVLGKENVVMDLNMMSEDDFNNVTYYAPNAAGEDWDISGAVGWSPDYQDPS 510
NTDB id 475 HSISS4 RS07005 WP 021143809.1 QADGVQFPIHLDLPVDQSSKINVAQAQSLKQTIEQSLGSDNVVIDVNQLSSDDIQNATLNAANAAAEDWDISNGVIWGPDYQDPS 509
NTDB id 324 STU RS16140 WP 011226306.1 QADGVQFPIHLDLPVDQSSKLNVAQAQSLKQTIEKSLGSENVVIDINQLSSDDLENVTLNAANAAAEDWDISNSVAWAPDYQDPS 509
NTDB id 292 STER RS06940 WP 011681419.1 QADGVQFPIHLDLPVNQSSKLNVAQVQSLKQTIEKSLGSENVVIDINQLSSDDLENATLNAANAAAEDWDISNSVGWAPDYQDPS 509
consensus !!*!!*!!!!!!*!****!!**!!**!!!!!**!**!!**!!!*!*!**!*!!**! !**!*!!!*!!!!!!**!*!*!!!!!!!



logo TYLDI LFKSTTSSDENTKATW
F
F
MGFYDSDGPSNENAGAAKAAQVGLDKEDYNDKALVLDNESAGAASETSTDI

L
A
N
A
K
VRYEDKRYAAQAQAWLTEDSSLVLIPTLMTAVSGTNGAGATPAFVVI S

NTDB id 61688 SANR RS08670 WP 003035484.1 TYLDILKSTSSDNTKTWFGFDSGSENAGAKAVGLDEYNKLVDEAGAETTDIAKRYEKYAAAQAWLTDSSLVLPTMASTGAGTFVS 595
NTDB id 475 HSISS4 RS07005 WP 021143809.1 TYLDIFKTTSSENTKTFMGYDDPN.NAAAAQVGLKDYDALLDSAASETTDLNARYDRYAQAQAWLEDSSLVIPLTVGNGAAPVIS 593
NTDB id 324 STU RS16140 WP 011226306.1 TYLDIFKTTSSENTKAFMGYDDPN.NAAAAQVGLKDYDALLNSAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPAIS 593
NTDB id 292 STER RS06940 WP 011681419.1 TYLDIFKTTSSENTKAFMGYDDPN.NAAAAQVGLKDYDALLNSAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPVIS 593
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logo RLQTPFSTGAFSAMLQTVGSDKGNSSNSTDYFYIKYI
VKVPGQKEDKAVVTKKDEYEAQASKRKEKWQLKEKVKAESNKEKAQDKEDLAEDKHVK

NTDB id 61688 SANR RS08670 WP 003035484.1 RLQPFSGAFAQTGSKGS.STYYKYIKVGKDAVTKKDYEAAKKKWQKEKVESNKKAQDELADHVK 658
NTDB id 475 HSISS4 RS07005 WP 021143809.1 RLTPFTGASMQVGDKNS.SDYFKYVKPQEKVVTKKEYEQSREKWLKEKKASNEKAQKDLEKHVK 656
NTDB id 324 STU RS16140 WP 011226306.1 RLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKWLKEKKESNEKAQKDLEKHVK 657
NTDB id 292 STER RS06940 WP 011681419.1 RLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKWLKEKKESNEKAQKDLEKHVK 657
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