
logo MKKGSKI
WLALAGVALLASGTVGAVLAACSNSSKTSNSNTSSNSSSSGASDGQTVTFYNGYI

VYENSVSDPENSTLNDYLI ITSSNKTAGAPTTKDTSALVTVATNLGI
VDGLLMENADNKYGNLVP

NTDB id 29089 SGO RS08395 WP 012130757.1 MKKGKILALAGVALLATGVLAACSNSTSNSSNSSSSGADQVFNYIYEVDPENLNYLISSKAATTDLTANLIDGLLENDNYGNLVP 85
NTDB id 475 HSISS4 RS07005 WP 021143809.1 MKKSKWLALAGVALLSVGALAACSSKSST........SGTTYGYVYNSDPESLDYITSNTGPTKTAVTNGVDGLMEADKYGNLVP 77
NTDB id 324 STU RS16140 WP 011226306.1 MKKSKWLALAGVALLGVGVLAACSSKSNT........SGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVP 77
NTDB id 292 STER RS06940 WP 011681419.1 MKKSKWLALAGVALLGVGVLAACSSKSNT........SGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVP 77
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logo SMVAEDWTSVSQKDGLTYTYTKLIRKDGAVIKWYTSDEGEEYADNVKTAQKDFVATGLKYHAADGNSKSAEGATGI
LYLVQSDS IKAGLDSDYVLNSGAKTTNKDFSSNVGVKAVI

NTDB id 29089 SGO RS08395 WP 012130757.1 SMAEDWTVSKDGLTYTYTLRKDAKWYTSDGEEYADVKAQDFVAGLKYAADNKSETLYLVQSSIKGLDDYVNGKTKDFSSVGVKAV 170
NTDB id 475 HSISS4 RS07005 WP 021143809.1 SVAEDWSVSQDGLTYTYKIRKGVKWYTSDGEEYADVTAKDFVTGLKHAADGKAGALYLVQDSIAGLSDYLSGANKDFSNVGVKAI 162
NTDB id 324 STU RS16140 WP 011226306.1 SVAEDWSVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNVGVKAI 162
NTDB id 292 STER RS06940 WP 011681419.1 SVAEDWSVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNVGVKAI 162
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logo DEDHYTVLQYTLNKEKQPESPFYWNSKTTMYGS ILLSYFPVNEEDFLKSNKGDKKDFAGQKSATDPTSLI LYNGPFLLKS ILTSAKSS I EFLATVKNPEHNYWDKDKNVHVFSDDAVI
NTDB id 29089 SGO RS08395 WP 012130757.1 DDHTVQYTLNEPESFWNSKTTMGILYPVNEEFLKSKGDKFAQSADPTSLLYNGPFLLKSITSKSSIEFAKNPNYWDKDNVHVSDV 255
NTDB id 475 HSISS4 RS07005 WP 021143809.1 DDYTLQYTLKKPEPYWNSKTTYGLLSPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELTKNENYWDKKNVHFDAI 247
NTDB id 324 STU RS16140 WP 011226306.1 DEYTLQYTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYWDKKNVHFDAI 247
NTDB id 292 STER RS06940 WP 011681419.1 DDYTLQYTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYWDKKNVHFDAI 247
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logo KFLTSYFYDGQSDQEGDKAPLAEVERQGFATKDGALYNSALFARLVAYFPTSASTNFYASKSVEKEKFYKDNI FVYYTPAQPDGSATSSTYSLAVIG I
VNLIDRQASYNKFHYSTAKSKSTDASQEKTSSTKKALML

NTDB id 29089 SGO RS08395 WP 012130757.1 KLTYFDGQDQGKPAEQFAKGALSAARLAPTSATFSKVEKEFKDNIVYTPQDSTSYLVGVNIDRQAYNHTAKSSDAQKSSTKKALM 340
NTDB id 475 HSISS4 RS07005 WP 021143809.1 KLSYYDGSDQEALERGFTDGAYSLARVYPTSSNYSSVEKKYKDNIYYTAPGASTSAIGVNIDRQSYKFSAKKTDAEKTSTKKALL 332
NTDB id 324 STU RS16140 WP 011226306.1 KFSYYDGSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIYYTAPGASTSAIGINLDRQSYKYTAKKTDSEKSSTKKALL 332
NTDB id 292 STER RS06940 WP 011681419.1 KFSYYDGSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIFYTAPGASTSAIGINIDRQSYKYTAKKTDSEKSSTKKALL 332
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logo NKDFRQSALI SNFAFIDRKTAYAQSQMVINGKEDGAATKLGMALVRNLYF IVPPSTDFVQSADGGDKSTFGEDLVKTEKVMASSYGDEWKSDGVNLFDTADAGSQDGLYNKAEKAKATEF
NTDB id 29089 SGO RS08395 WP 012130757.1 NKDFRQALSFAFDRTAYASQVNGKEGATKMLRNLYIPPTFVQADGKSFGELVKEKVASYGDEWKDVNFDDAQDGLYNKEKAKAEF 425
NTDB id 475 HSISS4 RS07005 WP 021143809.1 NKDFRQSINFAIDRTAYQSQMNGKDGAALALRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNFTDGQDGLYNAEKAKTEF 417
NTDB id 324 STU RS16140 WP 011226306.1 NKDFRQAINFAIDRKAYQSQINGKDGATLAVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNFADSQDGLYNAEKAKTEF 417
NTDB id 292 STER RS06940 WP 011681419.1 NKDFRQAINFAIDRKAYQSQINGKDGATLGVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNLADSQDGLYNAEKAKTEF 417
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logo AKAKEKDTALQEAEDGVEQFP IHLDMLPVNDQTSASTKAILKNVQARQAVQSLKQSTI EQSKSLGTSDENVVVIDVIHNQMLKSTSDDI
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NTDB id 29089 SGO RS08395 WP 012130757.1 AKAKKALQEEGVEFPIHLDMPVDQTATAKVQRVQSLKQSIESSLGTDNVVVDIHQMKTDDVLNITYYAASAAEEDWDISDNVGWS 510
NTDB id 475 HSISS4 RS07005 WP 021143809.1 AKAKETLQADGVQFPIHLDLPVDQSSKINVAQAQSLKQTIEQSLGSDNVVIDVNQLSSDDIQNATLNAANAAAEDWDISNGVIWG 502
NTDB id 324 STU RS16140 WP 011226306.1 AKAKDALQADGVQFPIHLDLPVDQSSKLNVAQAQSLKQTIEKSLGSENVVIDINQLSSDDLENVTLNAANAAAEDWDISNSVAWA 502
NTDB id 292 STER RS06940 WP 011681419.1 AKAKDALQADGVQFPIHLDLPVNQSSKLNVAQVQSLKQTIEKSLGSENVVIDINQLSSDDLENATLNAANAAAEDWDISNSVGWA 502
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logo PDYQDPSTYLEDI IFKPTTGSGSENTKATFLMGFYDGDKPENNAAAEAQVGLKEDYADKALVLDNESAAASEKTSTDVLNAKVRYEDKRYATQAQAWLTEDSASLLVIPTLTSVRGTNG
NTDB id 29089 SGO RS08395 WP 012130757.1 PDYQDPSTYLEIIKP.GGENTKTFLGFDGKENAAAEQVGLKEYAKLVDEAAAEKTDVNKRYEKYATAQAWLTDSALLIPTTSRTG 594
NTDB id 475 HSISS4 RS07005 WP 021143809.1 PDYQDPSTYLDIFKTTSSENTKTFMGYDDPNNAAAAQVGLKDYDALLDSAASETTDLNARYDRYAQAQAWLEDSSLVIPLTVGNG 587
NTDB id 324 STU RS16140 WP 011226306.1 PDYQDPSTYLDIFKTTSSENTKAFMGYDDPNNAAAAQVGLKDYDALLNSAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNG 587
NTDB id 292 STER RS06940 WP 011681419.1 PDYQDPSTYLDIFKTTSSENTKAFMGYDDPNNAAAAQVGLKDYDALLNSAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNG 587
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logo ARAPAVLITSKR I
L
V
TPFTAGPAFSAMLWQSVGADKGNRSDSMSNADSYFYIKYLVKLPQDEKAVVTAKKEYQEKQASQREKWNLKERKAKAESNKEKAQEKEDLEKHVK

NTDB id 29089 SGO RS08395 WP 012130757.1 .RPVLTKIVPFTAPFAWSGAKGRDMASYKYLKLQDKAVTAKEYQKAQEKWNKERAESNKKAQEELEKHVK 663
NTDB id 475 HSISS4 RS07005 WP 021143809.1 AAPVISRLTPFTGASMQVGDKNS.SDYFKYVKPQEKVVTKKEYEQSREKWLKEKKASNEKAQKDLEKHVK 656
NTDB id 324 STU RS16140 WP 011226306.1 AAPAISRLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKWLKEKKESNEKAQKDLEKHVK 657
NTDB id 292 STER RS06940 WP 011681419.1 AAPVISRLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKWLKEKKESNEKAQKDLEKHVK 657
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