
logo MKVKSKMWLLAALTAGVVALLGSAVGAVFLLASAACCSGSKSNSSTSTGSTTYSGYVYANSSDPDESTLNDYLITTSNRTAGTPTSKDTSAVI
VTNLGVDGLLMENADEKYGNLVPSLVAESDWTSV

NTDB id 58446 I872 RS04845 WP 015605026.1 MKVSKMLLATGVVL.SAGVFLSACGKSSSSTSTYSYVYASDPDSLNYLTTNRATTSDVITNLVDGLLENDEYGNLVPSLAESWTV 84
NTDB id 475 HSISS4 RS07005 WP 021143809.1 MKKSKWLALAGVALLSVGALAACSSKSSTSGTTYGYVYNSDPESLDYITSNTGPTKTAVTNGVDGLMEADKYGNLVPSVAEDWSV 85
NTDB id 324 STU RS16140 WP 011226306.1 MKKSKWLALAGVALLGVGVLAACSSKSNTSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVPSVAEDWSV 85
NTDB id 292 STER RS06940 WP 011681419.1 MKKSKWLALAGVALLGVGVLAACSSKSNTSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVPSVAEDWSV 85
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logo SKQDGLTYTYKLIRKDGAVIKWFYNTVSDEGEEVYADSNVKTAQKDFVTGLKYHVAADGQSKSAEGAGI
LYL IVQDS I SAGLDSADYVLKSGADTENKDFSKNVGVKAIDEDYTVLQYT

NTDB id 58446 I872 RS04845 WP 015605026.1 SQDGLTYTYKLRKDAKWFNVDGEEVASVKAQDFVTGLKYVADQKSEALYLIQDSISGLDAYVKGDEKDFSKVGVKAIDDYTVQYT 169
NTDB id 475 HSISS4 RS07005 WP 021143809.1 SQDGLTYTYKIRKGVKWYTSDGEEYADVTAKDFVTGLKHAADGKAGALYLVQDSIAGLSDYLSGANKDFSNVGVKAIDDYTLQYT 170
NTDB id 324 STU RS16140 WP 011226306.1 SKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNVGVKAIDEYTLQYT 170
NTDB id 292 STER RS06940 WP 011681419.1 SKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNVGVKAIDDYTLQYT 170
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logo LTKKRQPEPYWNSKTTNYGNS ILLSFPVNEEDFLKSNKGKDFGSKSVTDPSTS I LYNGPFLLKSLTSAKSSMI EFLTVKNPEHNYYWDKDKKNVSHLFEDDAVIKFLTSYYDGS
NTDB id 58446 I872 RS04845 WP 015605026.1 LTRPEPYWNSKTTNNILFPVNEEFLKSKGKDFGS.VDPSSILYNGPFLLKSLTSKSSMEFVKNPNYYDKDKVSLEDVKLTYYDGS 253
NTDB id 475 HSISS4 RS07005 WP 021143809.1 LKKPEPYWNSKTTYGLLSPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELTKNENYWDKKNVHFDAIKLSYYDGS 255
NTDB id 324 STU RS16140 WP 011226306.1 LKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYWDKKNVHFDAIKFSYYDGS 255
NTDB id 292 STER RS06940 WP 011681419.1 LKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYWDKKNVHFDAIKFSYYDGS 255
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logo DQDESALEIVRNGFSTDGAYNSGLFARLVFYPNTTSSGNFYSATSVKEKKYAKDNI FLYYSTPAQPDGATSSTYSYAFINGFVINFLINDRQSYNKFHYSTSAKTKSTDADSQEKNTSASTKEKAVLLNKDFRQSAVI
NTDB id 58446 I872 RS04845 WP 015605026.1 DQESLIRNFSDGAYSGARLYPNTSGFATVKKKYADNILYSPQDATSYYFNFNFNRQSYNHTSKTSDDQKNATKEAVLNKDFRQAV 338
NTDB id 475 HSISS4 RS07005 WP 021143809.1 DQEALERGFTDGAYSLARVYPTSSNYSSVEKKYKDNIYYTAPGASTSAIGVNIDRQSYKFSAKKTDAEKTSTKKALLNKDFRQSI 340
NTDB id 324 STU RS16140 WP 011226306.1 DQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIYYTAPGASTSAIGINLDRQSYKYTAKKTDSEKSSTKKALLNKDFRQAI 340
NTDB id 292 STER RS06940 WP 011681419.1 DQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIFYTAPGASTSAIGINIDRQSYKYTAKKTDSEKSSTKKALLNKDFRQAI 340
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logo NFALIDRKTAYGQASQMSINGEKDGAATKLGQALVRNTLLFVPPSTDFVQS IAGDQKTFGQDVLVATSEKLMVSNSYGTDEWASNGVDNFLATDAGSQDAGYLYNPADEKAKATKEFAKAKDETALEQ
NTDB id 58446 I872 RS04845 WP 015605026.1 NFALDRTAYGAQSNGEDGATKQLRNTLVPPTFVQIGDQTFGQVVASKLVNYGTEWANVDLTDAQDAYYNPDKAKAKFAKAKEALE 423
NTDB id 475 HSISS4 RS07005 WP 021143809.1 NFAIDRTAYQSQMNGKDGAALALRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNFTDGQDGLYNAEKAKTEFAKAKETLQ 425
NTDB id 324 STU RS16140 WP 011226306.1 NFAIDRKAYQSQINGKDGATLAVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNFADSQDGLYNAEKAKTEFAKAKDALQ 425
NTDB id 292 STER RS06940 WP 011681419.1 NFAIDRKAYQSQINGKDGATLGVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNLADSQDGLYNAEKAKTEFAKAKDALQ 425
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NTDB id 58446 I872 RS04845 WP 015605026.1 AKGVQFPIHLDLPVDQADKVGIQWASSVKQSIESTLGAENVVIDLQKISVDDLNNVTYFANTAAQKDYDFYTG.GWSADYQDPST 507
NTDB id 475 HSISS4 RS07005 WP 021143809.1 ADGVQFPIHLDLPVDQSSKINVAQAQSLKQTIEQSLGSDNVVIDVNQLSSDDIQNATLNAANAAAEDWDISNGVIWGPDYQDPST 510
NTDB id 324 STU RS16140 WP 011226306.1 ADGVQFPIHLDLPVDQSSKLNVAQAQSLKQTIEKSLGSENVVIDINQLSSDDLENVTLNAANAAAEDWDISNSVAWAPDYQDPST 510
NTDB id 292 STER RS06940 WP 011681419.1 ADGVQFPIHLDLPVNQSSKLNVAQVQSLKQTIEKSLGSENVVIDINQLSSDDLENATLNAANAAAEDWDISNSVGWAPDYQDPST 510
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logo YLDTI LFNKVTNTNSGSAESNLTQKNTAFGMF
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NTDB id 58446 I872 RS04845 WP 015605026.1 YLDTLNVNNGASLQNFGFEPGQDMDKMKDLGLDTYTKMLEEANAETKDVKVRYEKYADAQAWLLDSGIIMPTISG.GGSPSVSKS 591
NTDB id 475 HSISS4 RS07005 WP 021143809.1 YLDIFKTTSSENTKTFMGYDDPNNAAAAQVGLKDYDALLDSAASETTDLNARYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISRL 595
NTDB id 324 STU RS16140 WP 011226306.1 YLDIFKTTSSENTKAFMGYDDPNNAAAAQVGLKDYDALLNSAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPAISRL 595
NTDB id 292 STER RS06940 WP 011681419.1 YLDIFKTTSSENTKAFMGYDDPNNAAAAQVGLKDYDALLNSAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISRL 595
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NTDB id 58446 I872 RS04845 WP 015605026.1 KPFSRAYSLVGIKGS.GFNFKYTKLRSEIVTTKEYEEAKKKWQEKTLESNQKAQEELADHIEKK 654
NTDB id 475 HSISS4 RS07005 WP 021143809.1 TPFTGASMQVGDKNS.SDYFKYVKPQEKVVTKKEYEQSREKWLKEKKASNEKAQKDLEKHVK.. 656
NTDB id 324 STU RS16140 WP 011226306.1 TPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKWLKEKKESNEKAQKDLEKHVK.. 657
NTDB id 292 STER RS06940 WP 011681419.1 TPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKWLKEKKESNEKAQKDLEKHVK.. 657
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