
logo MKKSKVWFLLALAAGVGALLGSVGAVLTAACSSSKSKSNTSGKTTYNGYVYGNSSDPAESTLDYLIATTSNKTKGNPMTTKSTAVVSTNGVDGLFMENADQKYGNLKVPSVAEDWSV
NTDB id 49382 SSAL RS00950 WP 013991234.1 MKKSKVFLLAAVGLLSVGVLTACSSSSKTSGKTYNYVYGSDPATLDYLATNKKNMTTAVSNGVDGLFENDQYGNLKPSVAEDWSV 85
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
consensus !!!!!***!!*!*!! !!*!*!!!!*!*!!!*!!*!!!*!!!**!!!***!****** !*!!!!!!*!*!*!!!!*!!!!!!!!!

logo SKQDGLTYTYKIRKGLVIKWYTSDEGEEYADNVTAKDFVTGLKHAADGTSNKSAEGAGLIYLLVQNDSVIKAGLNSDYLSGATNKDFSNVGI
VKAVIDEDYTLQYT

NTDB id 49382 SSAL RS00950 WP 013991234.1 SQDGLTYTYKIRKGLKWYTSDGEEYANVTAKDFVTGLKHAADTNSEAIYLLQNSVKGLNDYLSGANKDFSNVGIKAVDDYTLQYT 170
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
consensus ! !!!!!!!!!!!!*!!!!!*!!!!!*!!!!!!!!!!!!!!!******!!*!*!**!!*!!!!! !!!!!!!!*!!*!*!!!!!!

logo LSKKQPEPYWNSKLTTYGSVLTLSWFPVNGEDFLKSNKGKDFGKSTDPTS I LYNGPYFLLKASLTTAKSS I EFLTVKNEHNYWDKDKHNVYHFDNAIKFLTSYDYDGS
NTDB id 49382 SSAL RS00950 WP 013991234.1 LSQPEPYWNSKLTYSVTWPVNGDFLKSKGKDFGKSTDPTSILYNGPYLLKALTTKSSIEFTKNENYWDKDHVYFDNIKLTYDDGS 255
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 DQDESALEVRNGFTDGVAYSNFLARLVYFPTSSNYASKSVEKQKYKDNI FYYTQAPGSAASVTESGAVIGVINLIDRQTSYGKFHYSTSAKEKNTDAQSQEKSTSTKTKALLNKDFRQASLI
NTDB id 49382 SSAL RS00950 WP 013991234.1 DQESLERNFTDGVYNLARLFPTSSNYSKVEKQYKDNIFYTQPGSAVEGVGINIDRQTYGHTSKENDQQKTSTKTALLNKDFRQSL 340
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
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logo

G
NFAIDRKTNAYAQASQLMINGKEDGGAASTTLGALVRNI

LFVKPPSDFVQSADGGDKDTFGTDMLVMTDEQKLMPSASYGDEWSGVNFLTADGSQDGLYNPAEKAKATEFAKAKDETALQ
NTDB id 49382 SSAL RS00950 WP 013991234.1 GFAIDRTNYAAQLNGKEGGSTAVRNIFVKPDFVQADGKDFGTMVMDQLPAYGDEWSGVNLADSQDGLYNPEKAKAEFAKAKEALQ 425
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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logo AEDGVQFP IHLDVLPVDNQSSKI
L
T
NVNAQAVQS ILKQSTVI EQSKASLGKSDENVVLIDVIHNQLSASDDFILNQENI

V
ATYLSNASANAAAEDWDLI SVNGSVGIAWDGAPDYLQDPST

NTDB id 49382 SSAL RS00950 WP 013991234.1 AEGVQFPIHLDVPVNQSSKITVNQVQSIKQSVESALGKDNVVLDIHQLSADDFNNITYSASNAAAEDWDLSVGVAWDPDYLDPST 510
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
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logo YLDVI LFKTTSSENTKSTAFMGYDDPNSNQAAVAQAKQVGLKEDYDQALVLDENDSASAKSETSTDLKNAVRYEDKRYAKQAQAWLTEDSASLYVLIPTLTTVYGNGAAAPAVI SR I
L

NTDB id 49382 SSAL RS00950 WP 013991234.1 YLDVLKTTSSENTKSFMGYDDPNSQAVQKVGLKEYDQLVEDASKETTDLKVRYEKYAKAQAWLTDSALYLPTTTYNGAAAVISRI 595
NTDB id 475 HSISS4 RS07005 WP 021143809.1 YLDIFKTTSSENTKTFMGYDDPNNAAAAQVGLKDYDALLDSAASETTDLNARYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISRL 595
NTDB id 324 STU RS16140 WP 011226306.1 YLDIFKTTSSENTKAFMGYDDPNNAAAAQVGLKDYDALLNSAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPAISRL 595
NTDB id 292 STER RS06940 WP 011681419.1 YLDIFKTTSSENTKAFMGYDDPNNAAAAQVGLKDYDALLNSAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISRL 595
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logo

K
TPFSTGAYSAMLQAVGDKGNSSNSYDYFIKYLVKSPQDEDKI

VVTKKQEYDESQASYRKEDKWLKERKAKAKESNDEKAQKDLAEKHVK
NTDB id 49382 SSAL RS00950 WP 013991234.1 KPFSGAYAQAGDKGS.SYYFKYLKSQDDIVTKKQYDSAYKDWLKERAKSNDKAQKDLAKHVK 656
NTDB id 475 HSISS4 RS07005 WP 021143809.1 TPFTGASMQVGDKNS.SDYFKYVKPQEKVVTKKEYEQSREKWLKEKKASNEKAQKDLEKHVK 656
NTDB id 324 STU RS16140 WP 011226306.1 TPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKWLKEKKESNEKAQKDLEKHVK 657
NTDB id 292 STER RS06940 WP 011681419.1 TPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKWLKEKKESNEKAQKDLEKHVK 657
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