
logo MKKRSNKVWLAMLAGVTALLASGVGAVLAACSSSKKSNSGSSNTTSNGTNTFYTGYVYNQSTSDPESTLDYTI LTSSNKTTGSPTHKETSAIVTVSTNVGI
VDGLLMENADQKYGNLVPSLVAED

NTDB id 29090 SGO RS08400 WP 012130758.1 MKKRNVLAMAGVTLLAVGVLAACSSSKSGSSNTNTNFTYVYQTDPETLDYTLSSKTSTHEITSNVIDGLLENDQYGNLVPSLAED 85
NTDB id 475 HSISS4 RS07005 WP 021143809.1 MKKSKWLALAGVALLSVGALAACSSKSS...TSGTTYGYVYNSDPESLDYITSNTGPTKTAVTNGVDGLMEADKYGNLVPSVAED 82
NTDB id 324 STU RS16140 WP 011226306.1 MKKSKWLALAGVALLGVGVLAACSSKSN...TSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVPSVAED 82
NTDB id 292 STER RS06940 WP 011681419.1 MKKSKWLALAGVALLGVGVLAACSSKSN...TSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVPSVAED 82
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NTDB id 29090 SGO RS08400 WP 012130758.1 WSVSKDGLTYTYKLRKGVKWYTSDGEEYADVTAKDFVTGLKHAVDKKSEALYMVENSIKGLDAYIKGETKDFSTVGIKAVDDHTL 170
NTDB id 475 HSISS4 RS07005 WP 021143809.1 WSVSQDGLTYTYKIRKGVKWYTSDGEEYADVTAKDFVTGLKHAADGKAGALYLVQDSIAGLSDYLSGANKDFSNVGVKAIDDYTL 167
NTDB id 324 STU RS16140 WP 011226306.1 WSVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNVGVKAIDEYTL 167
NTDB id 292 STER RS06940 WP 011681419.1 WSVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNVGVKAIDDYTL 167
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logo QFYTLEKHKQPESPFYWNSKLTTMYGSVLLSFPVNEEDFLKSNKGDKKDFGQKASTDPTS I LYNGPFLLKGS ILTSAKSS I EFLATVKNQEHNYWDKDKNVHVFDNAVIKFLASFYY
NTDB id 29090 SGO RS08400 WP 012130758.1 QFTLEHPESFWNSKLTMGVLFPVNEEFLKSKGDKFGQATDPTSILYNGPFLLKGITSKSSIEFAKNQNYWDKDNVHVDNVKLAFY 255
NTDB id 475 HSISS4 RS07005 WP 021143809.1 QYTLKKPEPYWNSKTTYGLLSPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELTKNENYWDKKNVHFDAIKLSYY 252
NTDB id 324 STU RS16140 WP 011226306.1 QYTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYWDKKNVHFDAIKFSYY 252
NTDB id 292 STER RS06940 WP 011681419.1 QYTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYWDKKNVHFDAIKFSYY 252
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logo DGQSDQDESALEIVRGFKTDGSAYNSKLFARVFYPRTSSNYSASVEKEKYKDNI FIYFYSTPAQPGSASTFSTAVI FGTVINLIDRQSYNKFHYSTSAKTKTDASQEKSTSTKKAI
LLNKDFR

NTDB id 29090 SGO RS08400 WP 012130758.1 DGQDQESLIRGFKDGSYSKARVYPRSSNYASVEKEYKDNIIFSPQGSSTFTVFTNIDRQSYNHTSKTTDAQKTSTKKAILNKDFR 340
NTDB id 475 HSISS4 RS07005 WP 021143809.1 DGSDQEALERGFTDGAYSLARVYPTSSNYSSVEKKYKDNIYYTAPGASTSAIGVNIDRQSYKFSAKKTDAEKTSTKKALLNKDFR 337
NTDB id 324 STU RS16140 WP 011226306.1 DGSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIYYTAPGASTSAIGINLDRQSYKYTAKKTDSEKSSTKKALLNKDFR 337
NTDB id 292 STER RS06940 WP 011681419.1 DGSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIFYTAPGASTSAIGINIDRQSYKYTAKKTDSEKSSTKKALLNKDFR 337
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NTDB id 29090 SGO RS08400 WP 012130758.1 QALNFAYDRKAYSDQVNGEEGALKSIRNLYVPPTFVQVGDKNFGDVVKEDVVKYGDEWKDVDFSDATNGLYNPEKAKAEFAKAKE 425
NTDB id 475 HSISS4 RS07005 WP 021143809.1 QSINFAIDRTAYQSQMNGKDGAALALRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNFTDGQDGLYNAEKAKTEFAKAKE 422
NTDB id 324 STU RS16140 WP 011226306.1 QAINFAIDRKAYQSQINGKDGATLAVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNFADSQDGLYNAEKAKTEFAKAKD 422
NTDB id 292 STER RS06940 WP 011681419.1 QAINFAIDRKAYQSQINGKDGATLGVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNLADSQDGLYNAEKAKTEFAKAKD 422
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NTDB id 29090 SGO RS08400 WP 012130758.1 ALQAEGVEFPIHLDIPTIQTNTLIVKRAQSLKQSIEKSLGTDNVVVDIQMLSQEDVNNITYYAPNAAALDWDITDQLGWTPDFQD 510
NTDB id 475 HSISS4 RS07005 WP 021143809.1 TLQADGVQFPIHLDLPVDQSSKINVAQAQSLKQTIEQSLGSDNVVIDVNQLSSDDIQNATLNAANAAAEDWDISNGVIWGPDYQD 507
NTDB id 324 STU RS16140 WP 011226306.1 ALQADGVQFPIHLDLPVDQSSKLNVAQAQSLKQTIEKSLGSENVVIDINQLSSDDLENVTLNAANAAAEDWDISNSVAWAPDYQD 507
NTDB id 292 STER RS06940 WP 011681419.1 ALQADGVQFPIHLDLPVNQSSKLNVAQVQSLKQTIEKSLGSENVVIDINQLSSDDLENATLNAANAAAEDWDISNSVGWAPDYQD 507
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logo PSSTYLEDI LFHKPTETTSGSDENTKSTAFLMGFYEDADGPSGNNAAAKAQI
VGMLDKEDFYGDKALLDNESAAASEKTSTDTLTNAKVRYEDKRYAAQAQAWLTEDSS ILLVLIPSLTSVNGGNGGAGAAPAGV

NTDB id 29090 SGO RS08400 WP 012130758.1 PSSYLEILHPETGDNTKSFLGFEAGSGNAAAKQIGMDEFGKLLDEAAAEKTDTTKRYEKYAAAQAWLTDSSILLPSTSNG.GGAG 594
NTDB id 475 HSISS4 RS07005 WP 021143809.1 PSTYLDIFKTTSSENTKTFMGYDDP.NNAAAAQVGLKDYDALLDSAASETTDLNARYDRYAQAQAWLEDSSLVIPLTVGNGAAPV 591
NTDB id 324 STU RS16140 WP 011226306.1 PSTYLDIFKTTSSENTKAFMGYDDP.NNAAAAQVGLKDYDALLNSAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPA 591
NTDB id 292 STER RS06940 WP 011681419.1 PSTYLDIFKTTSSENTKAFMGYDDP.NNAAAAQVGLKDYDALLNSAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPV 591
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NTDB id 29090 SGO RS08400 WP 012130758.1 VTRVVPFTAAFGWTGNKSDGAFLYKYIKLQDKPVTKKEYQEAEKKWIKEKEESNKKAQEELEKHIK 660
NTDB id 475 HSISS4 RS07005 WP 021143809.1 ISRLTPFTGASMQVGDKNS.SDYFKYVKPQEKVVTKKEYEQSREKWLKEKKASNEKAQKDLEKHVK 656
NTDB id 324 STU RS16140 WP 011226306.1 ISRLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKWLKEKKESNEKAQKDLEKHVK 657
NTDB id 292 STER RS06940 WP 011681419.1 ISRLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKWLKEKKESNEKAQKDLEKHVK 657
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