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NTDB id 1127363 FGK96 RS07980 WP 138082908.1 MKNGKWLAAVGVAILSVSVLAACSNGSSKDSKSKTYSYVYTTDPDTLDYLVSGRSTTSEIIQNSVDGLMEYDNMGNLIPS 80
NTDB id 475 HSISS4 RS07005 WP 021143809.1 MKKSKWLALAGVALLSVGALAACSSKSST..SGTTYGYVYNSDPESLDYITSNTGPTKTAVTNGVDGLMEADKYGNLVPS 78
NTDB id 324 STU RS16140 WP 011226306.1 MKKSKWLALAGVALLGVGVLAACSSKSNT..SGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVPS 78
NTDB id 292 STER RS06940 WP 011681419.1 MKKSKWLALAGVALLGVGVLAACSSKSNT..SGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVPS 78
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logo VAKESDWTSVSQKDGLTYTYKIRKDGSVIKWYTASDEGEEYADNVTADKDFVTGLKHAADGKSGKSADGAGI
LYLVQDS IKAGLSDYVLESGAKTNKDFSTNVG

NTDB id 1127363 FGK96 RS07980 WP 138082908.1 VAKSWTVSKDGLTYTYKIRKDSKWYTADGEEYANVTADDFVTGLKHAADKGSDALYLVQDSIKGLSDYVEGKNKDFSTVG 160
NTDB id 475 HSISS4 RS07005 WP 021143809.1 VAEDWSVSQDGLTYTYKIRKGVKWYTSDGEEYADVTAKDFVTGLKHAADGKAGALYLVQDSIAGLSDYLSGANKDFSNVG 158
NTDB id 324 STU RS16140 WP 011226306.1 VAEDWSVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNVG 158
NTDB id 292 STER RS06940 WP 011681419.1 VAEDWSVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNVG 158
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logo VKAIDEKDHYTLQYTLNKKQPESPFYWNSKLTTYGS ILLFSPVNAEDFLKSNKGKDFGKASSTDAPSTS I LYNGPFL ILSKSLTSAKSS I EFLTVKNEHNYWD
NTDB id 1127363 FGK96 RS07980 WP 138082908.1 VKAIDKHTLQYTLNKPESFWNSKLTYGILSPVNADFLKSKGKDFGKASDASSILYNGPFLISSLTSKSSIEFVKNENYWD 240
NTDB id 475 HSISS4 RS07005 WP 021143809.1 VKAIDDYTLQYTLKKPEPYWNSKTTYGLLSPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELTKNENYWD 238
NTDB id 324 STU RS16140 WP 011226306.1 VKAIDEYTLQYTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYWD 238
NTDB id 292 STER RS06940 WP 011681419.1 VKAIDDYTLQYTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYWD 238
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logo KKDNVHVFDGAVIQKFLTSYYDGQSDQDESALEFVRNGFDTKDGAYNSALFARLVYFPTTSPSSNYSTAESVKEKKYGKDNI FIYYATPAQPKGSANS ITYSYAAITGFVINI
L
N
DRTQASYEKFHYSTKAK

NTDB id 1127363 FGK96 RS07980 WP 138082908.1 KKDVHVDGVQLTYYDGQDQESLFRNFDKGAYSAARLFPTTPSYTEVKKKYGDNIIYAPQKSNIYYATFNLNRTAYEHTKK 320
NTDB id 475 HSISS4 RS07005 WP 021143809.1 KKNVHFDAIKLSYYDGSDQEALERGFTDGAYSLARVYPTSSNYSSVEKKYKDNIYYTAPGASTSAIGVNIDRQSYKFSAK 318
NTDB id 324 STU RS16140 WP 011226306.1 KKNVHFDAIKFSYYDGSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIYYTAPGASTSAIGINLDRQSYKYTAK 318
NTDB id 292 STER RS06940 WP 011681419.1 KKNVHFDAIKFSYYDGSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIFYTAPGASTSAIGINIDRQSYKYTAK 318
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TDAKSQEKDTSDSTRKKAVLLNKDFRQSALITNFGAFINDRTKSAYTQASQMTIANGEKEDAGAAGTKLGSALVRNTLLFVPPSADFVQS IANGGDQKDTFGKDTLVETKEEKLMASTSYGDQEWKSDGV

NTDB id 1127363 FGK96 RS07980 WP 138082908.1 TSDKQKDDTRKAVLNKDFRQALTFGFNRKSYTAQTAGEEAAGKSLRNTLVPPAFVQINGQDFGKTVEKELATYGDQWKDV 400
NTDB id 475 HSISS4 RS07005 WP 021143809.1 KTDAEKTSTKKALLNKDFRQSINFAIDRTAYQSQMNGKDGAALALRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGV 398
NTDB id 324 STU RS16140 WP 011226306.1 KTDSEKSSTKKALLNKDFRQAINFAIDRKAYQSQINGKDGATLAVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGV 398
NTDB id 292 STER RS06940 WP 011681419.1 KTDSEKSSTKKALLNKDFRQAINFAIDRKAYQSQINGKDGATLGVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGV 398
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logo NFLTADAGSQDGLYNPAEKAKMTQEMFDAKAKEKDTALEQAQDGVQFP IHLDMLPQVNDQTSASSKGILLNMVQAQVAQSMLKQSTI EQKSLGKSDENVVVIDVI INEQLNSSDTDI
Y
L

NTDB id 1127363 FGK96 RS07980 WP 138082908.1 NLADAQDGLYNPEKAKMQMDKAKKALEAQGVQFPIHLDMPQDQTASGLMQQAQSMKQSIEKSLGKENVVVDIIELNSDTY 480
NTDB id 475 HSISS4 RS07005 WP 021143809.1 NFTDGQDGLYNAEKAKTEFAKAKETLQADGVQFPIHLDLPVDQSSKINVAQAQSLKQTIEQSLGSDNVVIDVNQLSSDDI 478
NTDB id 324 STU RS16140 WP 011226306.1 NFADSQDGLYNAEKAKTEFAKAKDALQADGVQFPIHLDLPVDQSSKLNVAQAQSLKQTIEKSLGSENVVIDINQLSSDDL 478
NTDB id 292 STER RS06940 WP 011681419.1 NLADSQDGLYNAEKAKTEFAKAKDALQADGVQFPIHLDLPVNQSSKLNVAQVQSLKQTIEKSLGSENVVIDINQLSSDDL 478
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AANAEQAVGLEKEDFYSDSALDLDNESAGAKS IETDTS
NTDB id 1127363 FGK96 RS07980 WP 138082908.1 NNITYMAETTNQQDWDLSTASGWSPDYADPSSYLDIFNPTMAAAQTKFIGLNPVKDVAIANEAGLEEFSSLDNEAGKITD 560
NTDB id 475 HSISS4 RS07005 WP 021143809.1 QNATLNAANAAAEDWDISNGVIWGPDYQDPSTYLDIFKTTSSENTKTFMGYDDPNNA.AAAQVGLKDYDALLDSAASETT 557
NTDB id 324 STU RS16140 WP 011226306.1 ENVTLNAANAAAEDWDISNSVAWAPDYQDPSTYLDIFKTTSSENTKAFMGYDDPNNA.AAAQVGLKDYDALLNSAASETS 557
NTDB id 292 STER RS06940 WP 011681419.1 ENATLNAANAAAEDWDISNSVGWAPDYQDPSTYLDIFKTTSSENTKAFMGYDDPNNA.AAAQVGLKDYDALLNSAASETS 557
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VKLPQDEKPVI
VTSKKDEYGEQASLRKEKW

NTDB id 1127363 FGK96 RS07980 WP 138082908.1 NQDERFKKYAKAQAALTDSAVYIPTY.SLGGTPSVTKVVPFTAAFGWSGNKSDASTFYKYIKLQDKPITSKDYGQALKKW 639
NTDB id 475 HSISS4 RS07005 WP 021143809.1 DLNARYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISRLTPFTGASMQVGDKNS.SDYFKYVKPQEKVVTKKEYEQSREKW 636
NTDB id 324 STU RS16140 WP 011226306.1 DLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPAISRLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKW 637
NTDB id 292 STER RS06940 WP 011681419.1 DLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISRLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKW 637
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NTDB id 1127363 FGK96 RS07980 WP 138082908.1 KKDKEKSNKKYADSLEKHMEK 660
NTDB id 475 HSISS4 RS07005 WP 021143809.1 LKEKKASNEKAQKDLEKHVK. 656
NTDB id 324 STU RS16140 WP 011226306.1 LKEKKESNEKAQKDLEKHVK. 657
NTDB id 292 STER RS06940 WP 011681419.1 LKEKKESNEKAQKDLEKHVK. 657
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