
logo MKKGSKI
WLALAGVALLASGTVGAVLAACSNSSKTSNSNTSSNSSSSGASDGQTVTFYNGYI

VYENSVSDPENSTLNDYLI ITSSNKTAGAPTTKDTSALVTVATNLGI
VDGLLMENADNKY

NTDB id 402674 FOB91 RS04570 WP 012130757.1 MKKGKILALAGVALLATGVLAACSNSTSNSSNSSSSGADQVFNYIYEVDPENLNYLISSKAATTDLTANLIDGLLENDNY 80
NTDB id 475 HSISS4 RS07005 WP 021143809.1 MKKSKWLALAGVALLSVGALAACSSKSST........SGTTYGYVYNSDPESLDYITSNTGPTKTAVTNGVDGLMEADKY 72
NTDB id 324 STU RS16140 WP 011226306.1 MKKSKWLALAGVALLGVGVLAACSSKSNT........SGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKY 72
NTDB id 292 STER RS06940 WP 011681419.1 MKKSKWLALAGVALLGVGVLAACSSKSNT........SGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKY 72
consensus !!!*!*!!!!!!!!!**!*!!!!!*** * ******!*!**!!!*!*!**!****!*****!**!!!*!*!*!

logo GNLVPSMVAEDWTSVSQKDGLTYTYTKLIRKDGAVIKWYTSDEGEEYADNVKTAQKDFVATGLKYHAADGNSKSAEGATGI
LYLVQSDS IKAGLDSDYVLNSGAKTTNK

NTDB id 402674 FOB91 RS04570 WP 012130757.1 GNLVPSMAEDWTVSKDGLTYTYTLRKDAKWYTSDGEEYADVKAQDFVAGLKYAADNKSETLYLVQSSIKGLDDYVNGKTK 160
NTDB id 475 HSISS4 RS07005 WP 021143809.1 GNLVPSVAEDWSVSQDGLTYTYKIRKGVKWYTSDGEEYADVTAKDFVTGLKHAADGKAGALYLVQDSIAGLSDYLSGANK 152
NTDB id 324 STU RS16140 WP 011226306.1 GNLVPSVAEDWSVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNK 152
NTDB id 292 STER RS06940 WP 011681419.1 GNLVPSVAEDWSVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNK 152
consensus !!!!!!*!!!!*!!*!!!!!!!**!!**!!!!!*!!!!! !*!*!!!*!!!*!!!*!****!!!!*!!*!!*!!**!**!

logo DFSSNVGVKAVIDEDHYTVLQYTLNKEKQPESPFYWNSKTTMYGS ILLSYFPVNEEDFLKSNKGDKKDFAGQKSATDPTSLI LYNGPFLLKS ILTSAKSS I EFLATVK
NTDB id 402674 FOB91 RS04570 WP 012130757.1 DFSSVGVKAVDDHTVQYTLNEPESFWNSKTTMGILYPVNEEFLKSKGDKFAQSADPTSLLYNGPFLLKSITSKSSIEFAK 240
NTDB id 475 HSISS4 RS07005 WP 021143809.1 DFSNVGVKAIDDYTLQYTLKKPEPYWNSKTTYGLLSPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELTK 232
NTDB id 324 STU RS16140 WP 011226306.1 DFSNVGVKAIDEYTLQYTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVK 232
NTDB id 292 STER RS06940 WP 011681419.1 DFSNVGVKAIDDYTLQYTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVK 232
consensus !!!*!!!!!*!**!*!!!!**!!**!!!!!!* *!*!!!!*!!!*!!**!**!*!!!!*!!!!!!!!!!*!*!!!!!**!

logo NPEHNYWDKDKNVHVFSDDAVIKFLTSYFYDGQSDQEGDKAPLAEVERQGFATKDGALYNSALFARLVAYFPTSASTNFYASKSVEKEKFYKDNI FVYYTPAQPDGSATSSTYSLAVIG I
VNLIDRQAS

NTDB id 402674 FOB91 RS04570 WP 012130757.1 NPNYWDKDNVHVSDVKLTYFDGQDQGKPAEQFAKGALSAARLAPTSATFSKVEKEFKDNIVYTPQDSTSYLVGVNIDRQA 320
NTDB id 475 HSISS4 RS07005 WP 021143809.1 NENYWDKKNVHFDAIKLSYYDGSDQEALERGFTDGAYSLARVYPTSSNYSSVEKKYKDNIYYTAPGASTSAIGVNIDRQS 312
NTDB id 324 STU RS16140 WP 011226306.1 NEHYWDKKNVHFDAIKFSYYDGSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIYYTAPGASTSAIGINLDRQS 312
NTDB id 292 STER RS06940 WP 011681419.1 NEHYWDKKNVHFDAIKFSYYDGSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIFYTAPGASTSAIGINIDRQS 312
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logo YNKFHYSTAKSKSTDASQEKTSSTKKALMLNKDFRQSALI SNFAFIDRKTAYAQSQMVINGKEDGAATKLGMALVRNLYF IVPPSTDFVQSADGGDKSTFGEDLVKTEKVMASSYG
NTDB id 402674 FOB91 RS04570 WP 012130757.1 YNHTAKSSDAQKSSTKKALMNKDFRQALSFAFDRTAYASQVNGKEGATKMLRNLYIPPTFVQADGKSFGELVKEKVASYG 400
NTDB id 475 HSISS4 RS07005 WP 021143809.1 YKFSAKKTDAEKTSTKKALLNKDFRQSINFAIDRTAYQSQMNGKDGAALALRNLFVPSDFVSAGDKTFGDLVTEKMSSYG 392
NTDB id 324 STU RS16140 WP 011226306.1 YKYTAKKTDSEKSSTKKALLNKDFRQAINFAIDRKAYQSQINGKDGATLAVRNLFVPSDFVSAGDKTFGDLVTEKMSSYG 392
NTDB id 292 STER RS06940 WP 011681419.1 YKYTAKKTDSEKSSTKKALLNKDFRQAINFAIDRKAYQSQINGKDGATLGVRNLFVPSDFVSAGDKTFGDLVTEKMSSYG 392
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logo DEWKSDGVNLFDTADAGSQDGLYNKAEKAKATEFAKAKEKDTALQEAEDGVEQFP IHLDMLPVNDQTSASTKAILKNVQARQAVQSLKQSTI EQSKSLGTSDENVVVIDVIHNQ
NTDB id 402674 FOB91 RS04570 WP 012130757.1 DEWKDVNFDDAQDGLYNKEKAKAEFAKAKKALQEEGVEFPIHLDMPVDQTATAKVQRVQSLKQSIESSLGTDNVVVDIHQ 480
NTDB id 475 HSISS4 RS07005 WP 021143809.1 DEWSGVNFTDGQDGLYNAEKAKTEFAKAKETLQADGVQFPIHLDLPVDQSSKINVAQAQSLKQTIEQSLGSDNVVIDVNQ 472
NTDB id 324 STU RS16140 WP 011226306.1 DEWSGVNFADSQDGLYNAEKAKTEFAKAKDALQADGVQFPIHLDLPVDQSSKLNVAQAQSLKQTIEKSLGSENVVIDINQ 472
NTDB id 292 STER RS06940 WP 011681419.1 DEWSGVNLADSQDGLYNAEKAKTEFAKAKDALQADGVQFPIHLDLPVNQSSKLNVAQVQSLKQTIEKSLGSENVVIDINQ 472
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ATYLYNAASNAAEAEDWDI SDNGNSVAIGWGSAPDYQDPSTYLEDI IFKPTTGSGSENTKATFLMGFYDGDKPENNAAAEAQVGLKEDYADKALVLDNESA

NTDB id 402674 FOB91 RS04570 WP 012130757.1 MKTDDVLNITYYAASAAEEDWDISDNVGWSPDYQDPSTYLEIIKP.GGENTKTFLGFDGKENAAAEQVGLKEYAKLVDEA 559
NTDB id 475 HSISS4 RS07005 WP 021143809.1 LSSDDIQNATLNAANAAAEDWDISNGVIWGPDYQDPSTYLDIFKTTSSENTKTFMGYDDPNNAAAAQVGLKDYDALLDSA 552
NTDB id 324 STU RS16140 WP 011226306.1 LSSDDLENVTLNAANAAAEDWDISNSVAWAPDYQDPSTYLDIFKTTSSENTKAFMGYDDPNNAAAAQVGLKDYDALLNSA 552
NTDB id 292 STER RS06940 WP 011681419.1 LSSDDLENATLNAANAAAEDWDISNSVGWAPDYQDPSTYLDIFKTTSSENTKAFMGYDDPNNAAAAQVGLKDYDALLNSA 552
consensus ***!!**!*!**!!*!!*!!!!!!**!*!*!!!!!!!!!!*!*!****!!!! !*!*!***!!!!*!!!!!*!**!* *!

logo AASEKTSTDVLNAKVRYEDKRYATQAQAWLTEDSASLLVIPTLTSVRGTNGARAPAVLITSKR I
L
V
TPFTAGPAFSAMLWQSVGADKGNRSDSMSNADSYFYIKYLVKLPQDEKAVVTAKKEYQEKQ

NTDB id 402674 FOB91 RS04570 WP 012130757.1 AAEKTDVNKRYEKYATAQAWLTDSALLIPTTSRTG.RPVLTKIVPFTAPFAWSGAKGRDMASYKYLKLQDKAVTAKEYQK 638
NTDB id 475 HSISS4 RS07005 WP 021143809.1 ASETTDLNARYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISRLTPFTGASMQVGDKNS.SDYFKYVKPQEKVVTKKEYEQ 631
NTDB id 324 STU RS16140 WP 011226306.1 ASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPAISRLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQ 632
NTDB id 292 STER RS06940 WP 011681419.1 ASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISRLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQ 632
consensus !*!**!*!*!!**!!*!!!!!*!!*!*!!*!***!**!******!!!******!*!*******!!*!*!*!*!!*!!!**

logo
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REKWNLKERKAKAESNKEKAQEKEDLEKHVK

NTDB id 402674 FOB91 RS04570 WP 012130757.1 AQEKWNKERAESNKKAQEELEKHVK 663
NTDB id 475 HSISS4 RS07005 WP 021143809.1 SREKWLKEKKASNEKAQKDLEKHVK 656
NTDB id 324 STU RS16140 WP 011226306.1 SREKWLKEKKESNEKAQKDLEKHVK 657
NTDB id 292 STER RS06940 WP 011681419.1 SREKWLKEKKESNEKAQKDLEKHVK 657
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