
logo MKKSKI
W
I
LAVLAGVALLSTGAVGALVLTAACSGSSKKSSNSTASEGTKTFYGYVYNSGSDPESTLDYVITSGNKTAGTPTSKDTSALVVTNGVDGLLMENADKYGNLVPSMVAKESDWTS

NTDB id 66582 SCSC RS07475 WP 006270291.1 MKKSKIIAVAGVALLTAGLLTACSGSKSNSAETKFGYVYSGDPETLDYVTSGKATTSDLVTNGVDGLLENDKYGNLVPSMAKSWT 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 66582 SCSC RS07475 WP 006270291.1 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
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logo TLNKKQPEPYWNSKTTSYAGS ILMLSWFP I
VNAEEDFLKSNKGNKKDFGQKSTDPNTS I LYNGPFLMLKAS ILTAKSASVI EYLTVKNKENHYWDKDKKNVKHVFDSAIKFLASYYDG

NTDB id 66582 SCSC RS07475 WP 006270291.1 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 66582 SCSC RS07475 WP 006270291.1 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 66582 SCSC RS07475 WP 006270291.1 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 IHLDVLPVNVDEQTSSKI
S
L
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NVARQMVAQSLKQSTVI EQKVSLGKSDENVVMIDLVINMQMLSESDDFILNQENAVTYLYNAPANAAGAEDWDI SGNAGSVAIGWGSAPDYQDPS

NTDB id 66582 SCSC RS07475 WP 006270291.1 QAQGVKFPIHLDVPVVETSKSYVARMQSLKQSVEKVLGKENVVMDLNMMSEDDFNNVTYYAPNAAGEDWDISGAVGWSPDYQDPS 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
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logo TYLDI LFKSTTASSDENTKATW
F
F
MGFYDSDGPSNENAGAAKAAQVGLDKEDYNDKALVLDNESAGAASETSTNDI
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VRYEDKRYAAQAQAWLTEDSSLVLIPTLMTAVSGTNGAGATPAFVVI S

NTDB id 66582 SCSC RS07475 WP 006270291.1 TYLDILKSTASDNTKTWFGFDSGSENAGAKAVGLDEYNKLVDEAGAETTNIAKRYEKYAAAQAWLTDSSLVLPTMASTGAGTFVS 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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TPFSTGAFSAMLQTVGSDKGNSSNSTDYFYIKYI

VKVPGQKEDKAVVTKKDEYEAQASKRKEKWQLKEKAKAESNKEKAQDKEDLAEDKHVK
NTDB id 66582 SCSC RS07475 WP 006270291.1 RIQPFSGAFAQTGSKGS.STYYKYIKVGKDAVTKKDYEAAKKKWQKEKAESNKKAQDELADHVK 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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