
logo MKQKSKVWLALAGVTALLASGAVGAFVLAACSGSSKKPNTKSGSNSDTSSGNTTFYNGYI
VYENSTSDPENSTLNDYLITSSNKTAGAPTTKDTSALVTVATNVGI

VDGLLMENADQKYGNLVPS
NTDB id 27543 SSA RS09535 WP 011837459.1 MKQSKVLALAGVTLLAAGFLAACSGSKPNTKSGSSDSSNTFNYIYETDPENLNYLTSSKAATTDLTANVIDGLLENDQYGNLVPS 85
NTDB id 475 HSISS4 RS07005 WP 021143809.1 MKKSKWLALAGVALLSVGALAACSSK.......SSTSGTTYGYVYNSDPESLDYITSNTGPTKTAVTNGVDGLMEADKYGNLVPS 78
NTDB id 324 STU RS16140 WP 011226306.1 MKKSKWLALAGVALLGVGVLAACSSK.......SNTSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVPS 78
NTDB id 292 STER RS06940 WP 011681419.1 MKKSKWLALAGVALLGVGVLAACSSK.......SNTSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVPS 78
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NTDB id 27543 SSA RS09535 WP 011837459.1 MAEEWTVSPDGKTYTYKLRKNAKWYTSEGEEYADVTAEDFVTGLKYAADNKSETLYLVQDSVKGLKDYISGK.IDFSEVGIKAVD 169
NTDB id 475 HSISS4 RS07005 WP 021143809.1 VAEDWSVSQDGLTYTYKIRKGVKWYTSDGEEYADVTAKDFVTGLKHAADGKAGALYLVQDSIAGLSDYLSGANKDFSNVGVKAID 163
NTDB id 324 STU RS16140 WP 011226306.1 VAEDWSVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNVGVKAID 163
NTDB id 292 STER RS06940 WP 011681419.1 VAEDWSVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNVGVKAID 163
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NTDB id 27543 SSA RS09535 WP 011837459.1 DHTVEYTLNEPESFWNSKTTMGILYPVNKDFLKNQGDKFAQATDPTSLLYNGPFLLKSLTSKSEIQFEKNPNYWDKENVHVDAVK 254
NTDB id 475 HSISS4 RS07005 WP 021143809.1 DYTLQYTLKKPEPYWNSKTTYGLLSPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELTKNENYWDKKNVHFDAIK 248
NTDB id 324 STU RS16140 WP 011226306.1 EYTLQYTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYWDKKNVHFDAIK 248
NTDB id 292 STER RS06940 WP 011681419.1 DYTLQYTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYWDKKNVHFDAIK 248
consensus **!**!!!**!!**!!!!!!* *!*!!!*!!!!!*!**!***!!!!!*!!!!!!!!!!!!*!!*!***!!**!!!!*!!!*!!*!

logo

F
LSFYYDGQSDQEGDKAPLAEVERQGFSTQDGALYSTNLTFARLVYFPTSASTNYESAKSVEKDKFYKDNI FVYYTPAQPDGASTFSLAVIGTVINLIDRQSYNKFHYSTAKTKSTEDASQEKSTSTKKALLN

NTDB id 27543 SSA RS09535 WP 011837459.1 LSFYDGQDQGKPAEQFSQGALTTARLFPTSATYEKVEKDFKDNIVYTPQDASTFLVGTNIDRQSYNHTAKTSEAQKTSTKKALLN 339
NTDB id 475 HSISS4 RS07005 WP 021143809.1 LSYYDGSDQEALERGFTDGAYSLARVYPTSSNYSSVEKKYKDNIYYTAPGASTSAIGVNIDRQSYKFSAKKTDAEKTSTKKALLN 333
NTDB id 324 STU RS16140 WP 011226306.1 FSYYDGSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIYYTAPGASTSAIGINLDRQSYKYTAKKTDSEKSSTKKALLN 333
NTDB id 292 STER RS06940 WP 011681419.1 FSYYDGSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIFYTAPGASTSAIGINIDRQSYKYTAKKTDSEKSSTKKALLN 333
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logo KDFRQSALITNFAFINDRETKSAYAQSQMINGKDGAADTKLGLALVRNLYF IVPPSTDFVQSAGDKSTFGDLVKTEKVMVSTSYGDEWKSDGVDNLFSTADGSQDGLYNEANEKAKATEFA
NTDB id 27543 SSA RS09535 WP 011837459.1 KDFRQALTFAFNRESYASQINGKDGADKLLRNLYIPPTFVQAGDKSFGDLVKEKVVTYGDEWKDVDFSDGQDGLYNENKAKAEFA 424
NTDB id 475 HSISS4 RS07005 WP 021143809.1 KDFRQSINFAIDRTAYQSQMNGKDGAALALRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNFTDGQDGLYNAEKAKTEFA 418
NTDB id 324 STU RS16140 WP 011226306.1 KDFRQAINFAIDRKAYQSQINGKDGATLAVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNFADSQDGLYNAEKAKTEFA 418
NTDB id 292 STER RS06940 WP 011681419.1 KDFRQAINFAIDRKAYQSQINGKDGATLGVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNLADSQDGLYNAEKAKTEFA 418
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NTDB id 27543 SSA RS09535 WP 011837459.1 KAKEALKADGVEFPIHLDIPVDQTATSKVQRVQSLKQSIEKTLGTDNVVIDVHQLSKDEVTNITLFAPSAAEEDWDISDNVGWSP 509
NTDB id 475 HSISS4 RS07005 WP 021143809.1 KAKETLQADGVQFPIHLDLPVDQSSKINVAQAQSLKQTIEQSLGSDNVVIDVNQLSSDDIQNATLNAANAAAEDWDISNGVIWGP 503
NTDB id 324 STU RS16140 WP 011226306.1 KAKDALQADGVQFPIHLDLPVDQSSKLNVAQAQSLKQTIEKSLGSENVVIDINQLSSDDLENVTLNAANAAAEDWDISNSVAWAP 503
NTDB id 292 STER RS06940 WP 011681419.1 KAKDALQADGVQFPIHLDLPVNQSSKLNVAQVQSLKQTIEKSLGSENVVIDINQLSSDDLENATLNAANAAAEDWDISNSVGWAP 503
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logo DYQDPSTYLDVI IFKPTTGSGSENTKATFLMGFYDGDTPDNNAAAKAQVGLDKEDYTDKALVLDNESAGAASEKTQTSDLNAKVRYEDKRYAAQAQAWLTEDSASLLVIPVLTSVRGTNGA
NTDB id 27543 SSA RS09535 WP 011837459.1 DYQDPSTYLDVIKP.GGENTKTFLGFDGTDNAAAKQVGLDEYTKLVDEAGAEKQDLNKRYEKYAAAQAWLTDSALLIPVTSRTG. 592
NTDB id 475 HSISS4 RS07005 WP 021143809.1 DYQDPSTYLDIFKTTSSENTKTFMGYDDPNNAAAAQVGLKDYDALLDSAASETTDLNARYDRYAQAQAWLEDSSLVIPLTVGNGA 588
NTDB id 324 STU RS16140 WP 011226306.1 DYQDPSTYLDIFKTTSSENTKAFMGYDDPNNAAAAQVGLKDYDALLNSAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGA 588
NTDB id 292 STER RS06940 WP 011681419.1 DYQDPSTYLDIFKTTSSENTKAFMGYDDPNNAAAAQVGLKDYDALLNSAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGA 588
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NTDB id 27543 SSA RS09535 WP 011837459.1 RPTLTKVVPFSAPFAWSGAKAREAASYKYMKLQDEPVTTKDYNSAQEKWNKERAESNKKAQEELADHVK 661
NTDB id 475 HSISS4 RS07005 WP 021143809.1 APVISRLTPFTGASMQVGDKNS.SDYFKYVKPQEKVVTKKEYEQSREKWLKEKKASNEKAQKDLEKHVK 656
NTDB id 324 STU RS16140 WP 011226306.1 APAISRLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKWLKEKKESNEKAQKDLEKHVK 657
NTDB id 292 STER RS06940 WP 011681419.1 APVISRLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKWLKEKKESNEKAQKDLEKHVK 657
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