
logo MKKGSKI
WLTALAGVALLASGTVGAVLAACSNSSKTSNSNTSSNSSSSSSSGASDGQTATFYNGYI

VYENSVSDPENSTLNDYLI ITSSNKTAGAPTTKDTSALVTVATNLGI
VDGLLMENA

NTDB id 247973 CO687 RS05175 WP 096755019.1 MKKGKILTLAGVALLATGVLAACSNSTSNSSNSSSSSSSGADQAFNYIYEVDPENLNYLISSKAATTDLTANLIDGLLEN 80
NTDB id 475 HSISS4 RS07005 WP 021143809.1 MKKSKWLALAGVALLSVGALAACSSKSST...........SGTTYGYVYNSDPESLDYITSNTGPTKTAVTNGVDGLMEA 69
NTDB id 324 STU RS16140 WP 011226306.1 MKKSKWLALAGVALLGVGVLAACSSKSNT...........SGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEA 69
NTDB id 292 STER RS06940 WP 011681419.1 MKKSKWLALAGVALLGVGVLAACSSKSNT...........SGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEA 69
consensus !!!*!*!*!!!!!!!**!*!!!!!*** * ******!*!**!!!*!*!**!****!*****!**!!!*!*

logo DNKYGNLVPSMVAEDWTSVSQKDGLTYTYKLIRKDGAVIKWYTSDEGEEYADNVKTAQKDFVATGLKYHAADGNSKSAEGATGI
LYLVQSDS IKAGLDSDYVLNSG

NTDB id 247973 CO687 RS05175 WP 096755019.1 DNYGNLVPSMAEDWTVSKDGLTYTYKLRKDAKWYTSDGEEYADVKAQDFVAGLKYAADNKSETLYLVQSSIKGLDDYVNG 160
NTDB id 475 HSISS4 RS07005 WP 021143809.1 DKYGNLVPSVAEDWSVSQDGLTYTYKIRKGVKWYTSDGEEYADVTAKDFVTGLKHAADGKAGALYLVQDSIAGLSDYLSG 149
NTDB id 324 STU RS16140 WP 011226306.1 DKYGNLVPSVAEDWSVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSG 149
NTDB id 292 STER RS06940 WP 011681419.1 DKYGNLVPSVAEDWSVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSG 149
consensus !*!!!!!!!*!!!!*!!*!!!!!!!!*!!**!!!!!*!!!!! !*!*!!!*!!!*!!!*!****!!!!*!!*!!*!!**!
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NTDB id 247973 CO687 RS05175 WP 096755019.1 KTKDFSSVGVKAVDDHTVQYTLNEPESFWNSKTTMGILYPVNEEFLKSKGDKFAQAADPTSLLYNGPFLLKSITSKSSIE 240
NTDB id 475 HSISS4 RS07005 WP 021143809.1 ANKDFSNVGVKAIDDYTLQYTLKKPEPYWNSKTTYGLLSPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIE 229
NTDB id 324 STU RS16140 WP 011226306.1 TNKDFSNVGVKAIDEYTLQYTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIE 229
NTDB id 292 STER RS06940 WP 011681419.1 TNKDFSNVGVKAIDDYTLQYTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIE 229
consensus **!!!!*!!!!!*!**!*!!!!**!!**!!!!!!* *!*!!!!*!!!*!!**!****!!!!*!!!!!!!!!!*!*!!!!!
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NTDB id 247973 CO687 RS05175 WP 096755019.1 FAKNPNYWDKDNVHVSDVKLTYFDGQDQGKPAEQFAKGALSAARLAPTSATFSKVEKEFKDNIVYTPQDSSSYLVGVNID 320
NTDB id 475 HSISS4 RS07005 WP 021143809.1 LTKNENYWDKKNVHFDAIKLSYYDGSDQEALERGFTDGAYSLARVYPTSSNYSSVEKKYKDNIYYTAPGASTSAIGVNID 309
NTDB id 324 STU RS16140 WP 011226306.1 LVKNEHYWDKKNVHFDAIKFSYYDGSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIYYTAPGASTSAIGINLD 309
NTDB id 292 STER RS06940 WP 011681419.1 LVKNEHYWDKKNVHFDAIKFSYYDGSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIFYTAPGASTSAIGINID 309
consensus **!!**!!!!*!!!****! *!*!!*!!******!**!!* *!!**!!!*** *!!!**!!!!*!!****!****!*!*!

logo RQASYNKFHYSTAKSKSTDASQEKTSSTKKALMLNKDFRQSALI SNFAFIDRKTAYAQSQMVINGKEDGAATKLGMALVRNLYF IVPPSTDFVQSADGGDKSTFGEDLVKTEKVMAS
NTDB id 247973 CO687 RS05175 WP 096755019.1 RQAYNHTAKSSDAQKSSTKKALMNKDFRQALSFAFDRTAYASQVNGKEGATKMLRNLYIPPTFVQADGKSFGELVKEKVA 400
NTDB id 475 HSISS4 RS07005 WP 021143809.1 RQSYKFSAKKTDAEKTSTKKALLNKDFRQSINFAIDRTAYQSQMNGKDGAALALRNLFVPSDFVSAGDKTFGDLVTEKMS 389
NTDB id 324 STU RS16140 WP 011226306.1 RQSYKYTAKKTDSEKSSTKKALLNKDFRQAINFAIDRKAYQSQINGKDGATLAVRNLFVPSDFVSAGDKTFGDLVTEKMS 389
NTDB id 292 STER RS06940 WP 011681419.1 RQSYKYTAKKTDSEKSSTKKALLNKDFRQAINFAIDRKAYQSQINGKDGATLGVRNLFVPSDFVSAGDKTFGDLVTEKMS 389
consensus !!*!***!!**! *!*!!!!!!*!!!!!!***!!*!! !!*!!*!!!*!!****!!!**!**!!*!**!*!!*!!*!!**

logo SYGDEWKSDGVNLFDTADAGSQDGLYNKAEKAKATEFAKAKEKDTALQEAEDGVEQFP IHLDMLPVNDQTSASSKAILKNVQARQAVQSLKQSTI EQSKSLGTSDENVVVID
NTDB id 247973 CO687 RS05175 WP 096755019.1 SYGDEWKDVNFDDAQDGLYNKEKAKAEFAKAKKALQEEGVEFPIHLDMPVDQTASAKVQRVQSLKQSIESSLGTDNVVVD 480
NTDB id 475 HSISS4 RS07005 WP 021143809.1 SYGDEWSGVNFTDGQDGLYNAEKAKTEFAKAKETLQADGVQFPIHLDLPVDQSSKINVAQAQSLKQTIEQSLGSDNVVID 469
NTDB id 324 STU RS16140 WP 011226306.1 SYGDEWSGVNFADSQDGLYNAEKAKTEFAKAKDALQADGVQFPIHLDLPVDQSSKLNVAQAQSLKQTIEKSLGSENVVID 469
NTDB id 292 STER RS06940 WP 011681419.1 SYGDEWSGVNLADSQDGLYNAEKAKTEFAKAKDALQADGVQFPIHLDLPVNQSSKLNVAQVQSLKQTIEKSLGSENVVID 469
consensus !!!!!!**!!**!*!!!!!!*!!!!*!!!!!!**!!**!!*!!!!!!*!!*!*****!** !!!!!*!!*!!!**!!!*!
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NTDB id 247973 CO687 RS05175 WP 096755019.1 IHQMKTDDVLNITYYAASAAEEDWDISDNVGWSPDYQDPSTYLEIIKP.GGENTKTFLGFDGKENAAADQVGLKEYAKLV 559
NTDB id 475 HSISS4 RS07005 WP 021143809.1 VNQLSSDDIQNATLNAANAAAEDWDISNGVIWGPDYQDPSTYLDIFKTTSSENTKTFMGYDDPNNAAAAQVGLKDYDALL 549
NTDB id 324 STU RS16140 WP 011226306.1 INQLSSDDLENVTLNAANAAAEDWDISNSVAWAPDYQDPSTYLDIFKTTSSENTKAFMGYDDPNNAAAAQVGLKDYDALL 549
NTDB id 292 STER RS06940 WP 011681419.1 INQLSSDDLENATLNAANAAAEDWDISNSVGWAPDYQDPSTYLDIFKTTSSENTKAFMGYDDPNNAAAAQVGLKDYDALL 549
consensus **!***!!**!*!**!!*!!*!!!!!!**!*!*!!!!!!!!!!*!*!****!!!! !*!*!***!!!!*!!!!!*!**!*
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NTDB id 247973 CO687 RS05175 WP 096755019.1 DEAAAEKTDVNKRYEKYATAQAWLTDSALLIPTTSRTG.RPVLTKIVPFTAPFAWSGAKGRDMASYKYLKLQDKAVTAKE 638
NTDB id 475 HSISS4 RS07005 WP 021143809.1 DSAASETTDLNARYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISRLTPFTGASMQVGDKNS.SDYFKYVKPQEKVVTKKE 628
NTDB id 324 STU RS16140 WP 011226306.1 NSAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPAISRLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKE 629
NTDB id 292 STER RS06940 WP 011681419.1 NSAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISRLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKE 629
consensus *!!*!**!*!*!!**!!*!!!!!*!!*!*!!*!***!**!******!!!******!*!*******!!*!*!*!*!!*!!

logo YQEKQASQREKWNLKERKAKAESNKEKAQEKEDLEKHVK
NTDB id 247973 CO687 RS05175 WP 096755019.1 YQKAQEKWNKERAESNKKAQEELEKHVK 666
NTDB id 475 HSISS4 RS07005 WP 021143809.1 YEQSREKWLKEKKASNEKAQKDLEKHVK 656
NTDB id 324 STU RS16140 WP 011226306.1 YEQSREKWLKEKKESNEKAQKDLEKHVK 657
NTDB id 292 STER RS06940 WP 011681419.1 YEQSREKWLKEKKESNEKAQKDLEKHVK 657
consensus !****!!!*!!***!!*!!!**!!!!!!
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