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WLLAALAGLVTALLGSVGALVLTAACSGSGKGSNSSQSTSKGKTI

TYSGYVFYNTSSDPTESTLDYIQTSANKTVGSPTHKETSALVTVTNGVDGLLMENADKYGNLAVPS IVAEDW
NTDB id 27549 SSA RS10600 WP 011837589.1 MRKSNILLAAGLTLLSVGLLTACSGGGSSQSSKKIYSYVFTSDPTTLDYIQSAKVSTHELTTNGVDGLLENDKYGNLAPSIAEDW 85
NTDB id 475 HSISS4 RS07005 WP 021143809.1 MKKSKWLALAGVALLSVGALAACSSKSS..TSGTTYGYVYNSDPESLDYITSNTGPTKTAVTNGVDGLMEADKYGNLVPSVAEDW 83
NTDB id 324 STU RS16140 WP 011226306.1 MKKSKWLALAGVALLGVGVLAACSSKSN..TSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVPSVAEDW 83
NTDB id 292 STER RS06940 WP 011681419.1 MKKSKWLALAGVALLGVGVLAACSSKSN..TSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVPSVAEDW 83
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NTDB id 27549 SSA RS10600 WP 011837589.1 TVSPDGLVYTYKLRKDAKWYTADGEEYADVTAQDFVAGIKHAADVKSDALPLIQDSIKGLSEYAAGTNKDFSAVGVKALDDHTVQ 170
NTDB id 475 HSISS4 RS07005 WP 021143809.1 SVSQDGLTYTYKIRKGVKWYTSDGEEYADVTAKDFVTGLKHAADGKAGALYLVQDSIAGLSDYLSGANKDFSNVGVKAIDDYTLQ 168
NTDB id 324 STU RS16140 WP 011226306.1 SVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNVGVKAIDEYTLQ 168
NTDB id 292 STER RS06940 WP 011681419.1 SVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNVGVKAIDDYTLQ 168
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logo YTLNKKQPETPYWNSKTTSYGSVLMLMSFPVNEADFLEKKNQKGKEDFGQKASTKDAPDTS I LYNGPF ILMLKS ILTSAKSSVI EFLETVKNPEHNYWDKDKKNVKHI
FDGAVIKFLSYYD

NTDB id 27549 SSA RS10600 WP 011837589.1 YTLNKPETYWNSKTTSGVMMPVNEAFLEKQGKEFGQATKADSILYNGPFIMKSITSKSSVEFEKNPNYWDKDKVKIDGVKLSYYD 255
NTDB id 475 HSISS4 RS07005 WP 021143809.1 YTLKKPEPYWNSKTTYGLLSPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELTKNENYWDKKNVHFDAIKLSYYD 253
NTDB id 324 STU RS16140 WP 011226306.1 YTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYWDKKNVHFDAIKFSYYD 253
NTDB id 292 STER RS06940 WP 011681419.1 YTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYWDKKNVHFDAIKFSYYD 253
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logo GSDQEDSALAEVRTGFGTDGGAYNSFLARLVFYPATTSSSNYASS IVAEEKKYKDNI FYMYTEAAPGAGSVTGSLAI SGFVINLIDRQSYNKFHYSTSAKTKSTDAESQEKETSASTKKALLNKDFRQ
NTDB id 27549 SSA RS10600 WP 011837589.1 GSDQDSLARTFGDGGYSLARLYPATSSYSSIAEKYKDNIFMTEAGAGVGLISFNIDRQSYNHTSKTSDEQKEATKKALLNKDFRQ 340
NTDB id 475 HSISS4 RS07005 WP 021143809.1 GSDQEALERGFTDGAYSLARVYPTSSNYSSVEKKYKDNIYYTAPGASTSAIGVNIDRQSYKFSAKKTDAEKTSTKKALLNKDFRQ 338
NTDB id 324 STU RS16140 WP 011226306.1 GSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIYYTAPGASTSAIGINLDRQSYKYTAKKTDSEKSSTKKALLNKDFRQ 338
NTDB id 292 STER RS06940 WP 011681419.1 GSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIFYTAPGASTSAIGINIDRQSYKYTAKKTDSEKSSTKKALLNKDFRQ 338
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NTDB id 27549 SSA RS10600 WP 011837589.1 ALAFALNRESYSAQVNGEDAAKPAVRNLFVPPTFVQANGKEFGTLVEESLASYGDEWKGIKLDDGQDGLHNTDKAKAEFAKAKQA 425
NTDB id 475 HSISS4 RS07005 WP 021143809.1 SINFAIDRTAYQSQMNGKDGAALALRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNFTDGQDGLYNAEKAKTEFAKAKET 423
NTDB id 324 STU RS16140 WP 011226306.1 AINFAIDRKAYQSQINGKDGATLAVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNFADSQDGLYNAEKAKTEFAKAKDA 423
NTDB id 292 STER RS06940 WP 011681419.1 AINFAIDRKAYQSQINGKDGATLGVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNLADSQDGLYNAEKAKTEFAKAKDA 423
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NTDB id 27549 SSA RS10600 WP 011837589.1 LANEGVQFPIHLDVPVTQNSTNFVNRMQSLKQSLEEALGKDNVSVDLQMLAEDEALNITFNAEAASQEDWDINGLVGWEPDYQDP 510
NTDB id 475 HSISS4 RS07005 WP 021143809.1 LQADGVQFPIHLDLPVDQSSKINVAQAQSLKQTIEQSLGSDNVVIDVNQLSSDDIQNATLNAANAAAEDWDISNGVIWGPDYQDP 508
NTDB id 324 STU RS16140 WP 011226306.1 LQADGVQFPIHLDLPVDQSSKLNVAQAQSLKQTIEKSLGSENVVIDINQLSSDDLENVTLNAANAAAEDWDISNSVAWAPDYQDP 508
NTDB id 292 STER RS06940 WP 011681419.1 LQADGVQFPIHLDLPVNQSSKLNVAQVQSLKQTIEKSLGSENVVIDINQLSSDDLENATLNAANAAAEDWDISNSVGWAPDYQDP 508
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logo STYLDI LFVKPTGTNSSTEQNTRKATYFLMGFYEDDKPDNNAAAKAAQVGLDKEDYSDKAL ILDENESAGANSETQTSDVLDNAKVRYEDKRYAAQAQAWLTEDSASLVVIPTLMTSVSGRNGAAPAFVI S
NTDB id 27549 SSA RS10600 WP 011837589.1 STYLDILVPGNSTQTRTYLGFEDKDNAAAKAVGLDEYSKLIEEAGNETQDVDKRYEKYAAAQAWLTDSALVVPTMSSRGAAPFIS 595
NTDB id 475 HSISS4 RS07005 WP 021143809.1 STYLDIFKTTSSENTKTFMGYDDPNNAAAAQVGLKDYDALLDSAASETTDLNARYDRYAQAQAWLEDSSLVIPLTVGNGAAPVIS 593
NTDB id 324 STU RS16140 WP 011226306.1 STYLDIFKTTSSENTKAFMGYDDPNNAAAAQVGLKDYDALLNSAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPAIS 593
NTDB id 292 STER RS06940 WP 011681419.1 STYLDIFKTTSSENTKAFMGYDDPNNAAAAQVGLKDYDALLNSAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPVIS 593
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NTDB id 27549 SSA RS10600 WP 011837589.1 RIVPFTNSYAQTGTKD..ANYHKYVEISDEIVTTKDYQKAQEKWKKEKEESNKKAQEDLAKHVK 657
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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