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LALAAGVTALLSTGAVGAVLTAACSGSSKKTSNSSTSNGKTTFYSGYVYENSQSDPDENSTLDYLITTSGNKTAGSPTSKNTSAIVTVSTNVGI

VDGLLMENADRKYGNL IVPSVAKEDWTS
NTDB id 61483 SCRE RS07945 WP 020998025.1 MKKSKIIALAAVTLLTAGALTACSGSKTSSSNKTFSYVYEQDPDNLDYLTTGKASTSNITSNVIDGLLENDRYGNLIPSVAKDWT 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 VSQKDGLTYTYKLIRKGI
VKWYTSDEGEEYADENVKTAQKDFVTGLKHAADGKSKSADGAGLIYLVQDS IKAGLDSADYMLKSGAETNKDFSSNVGI

VKAVIDEDYTVLQY
NTDB id 61483 SCRE RS07945 WP 020998025.1 VSKDGLTYTYKLRKGVKWYTSEGEEYAEVKAQDFVTGLKHAADKKSDAIYLVQDSIKGLDAYMKGENKDFSSVGIKAVDDYTVQY 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 TLNKKRQPESPFYWNSKTTMYGSVLLASFPVNAEEDFLKSNKGNKKDFAGQKASTDPSTSLI LYNGPYFLLKS ILTAKSSVI ELATVKNPEHNYWDKKNVHI
FDNAIKFLSYYDG

NTDB id 61483 SCRE RS07945 WP 020998025.1 TLNRPESFWNSKTTMGVLAPVNAEFLKSKGNKFAQATDPSSLLYNGPYLLKSITAKSSVELAKNPNYWDKKNVHIDNIKLSYYDG 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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SDQEDKALAEVKRGFSTDGSAFYSTNLNFAKRVYFPTSPSSNYSASVSEKKYKNDNI FVYYTPAQPDGATSTYSLAVIAGTVINLIDRQSYNKFHYSTSAKTKTDASQEKSTSTKKALLNKDFRQSA

NTDB id 61483 SCRE RS07945 WP 020998025.1 QDQDKLAKGFSDGSFTNAKVFPTSPSYASVSKKYKNNIVYTPQDATTYLVATNIDRQSYNHTSKTTDAQKTSTKKALLNKDFRQA 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 ITNFAFIDRKTAYAQSQMVINGKDGAATKLGMALVRNLFVPPSTDFVQSTADGDKNTFGEDLVKTEKLMVSSYDGEDSEWKSDGVNFLNTADAGSQDGLYNPATEKAKETKELFAKAKAEDTAL
NTDB id 61483 SCRE RS07945 WP 020998025.1 ITFAFDRTAYASQVNGKDGATKMLRNLFVPPTFVQTDDKNFGELVKEKLVSYDESWKDVNLNDAQDGLYNPTKAKEKLAKAKAAL 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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NTDB id 61483 SCRE RS07945 WP 020998025.1 QADGVQFPIHIDMPVDQTATNKVQRVQSLKQSIEKNLGKENVVIDIQQMSKDDVNNITYFAESAAAEDWDLSDNVGWSPDFQDPS 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 IFKPTSTSGSESNTKATYFLMGFYDADGPTNNAAAAQVGMLNKEDYEDKALLDNESAEAKSETSTNDTLNAVRYEDKRYAAQAQAWLTEDNSASLVIPTLTTVLGTNGARAPAIVLI S
NTDB id 61483 SCRE RS07945 WP 020998025.1 TYLDIIKPSSGESTKTYLGFDAGTNNAAAAQVGMNEYEKLLNEAEKETTNTNARYEKYAAAQAWLTDNALVIPTTTLTG.RPILS 594
NTDB id 475 HSISS4 RS07005 WP 021143809.1 TYLDIFKTTSSENTKTFMGYDDP.NNAAAAQVGLKDYDALLDSAASETTDLNARYDRYAQAQAWLEDSSLVIPLTVGNGAAPVIS 593
NTDB id 324 STU RS16140 WP 011226306.1 TYLDIFKTTSSENTKAFMGYDDP.NNAAAAQVGLKDYDALLNSAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPAIS 593
NTDB id 292 STER RS06940 WP 011681419.1 TYLDIFKTTSSENTKAFMGYDDP.NNAAAAQVGLKDYDALLNSAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPVIS 593
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NTDB id 61483 SCRE RS07945 WP 020998025.1 RTVPFTNPFAWSGNKGNSEIILYKYLELQDEPVTQDQYKKAMTKWNKERSKSNKKAQEELADHVK 659
NTDB id 475 HSISS4 RS07005 WP 021143809.1 RLTPFTGASMQVGDKN.S.SDYFKYVKPQEKVVTKKEYEQSREKWLKEKKASNEKAQKDLEKHVK 656
NTDB id 324 STU RS16140 WP 011226306.1 RLTPFTGASLQVGDKN.SSNDYIKYVKPQEKVVTKKEYEQSREKWLKEKKESNEKAQKDLEKHVK 657
NTDB id 292 STER RS06940 WP 011681419.1 RLTPFTGASLQVGDKN.SSNDYIKYVKPQEKVVTKKEYEQSREKWLKEKKESNEKAQKDLEKHVK 657
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