
logo MKKVIGSLLLALVGSVLCLSSAVLLFLGVACGSNSQTKAKQSEADGKLNIVTTFYPVYEFTKQVAGDTEANVEDLLVIKGAGTEVPHDEGYEPSAKDAI
VAKRTIQEDADTAFVYE

NTDB id 37659 TL13 RS00710 WP 015646260.1 MKKVGLLLLSVSALLLGACGNSTASEDGKLNIVTTFYPVYEFTKQVAGDEANVDLLVKAGTEVHGYEPSAKDIARIQEADAFVYE 85
NTDB id 433 SGO RS09480 WP 012130953.1 MKKISLLLVGLLSVFLVACSNQK.KADGKLNIVTTFYPVYEFTKQVAGDEANVDLLIGAGTEPHDYEPSAKAVATIQDADAFVYE 84
NTDB id 436 SPR RS10070 WP 000724074.1 MKKISLLLASLCALFLVACSNQK.QADGKLNIVTTFYPVYEFTKQVAGDTANVELLIGAGTEPHEYEPSAKAVAKIQDADTFVYE 84
consensus !!!**!!!*** ***!*!!*!** *!!!!!!!!!!!!!!!!!!!!!!!*!!!*!!**!!!!*!*!!!!!!**!*!!*!!*!!!!

logo NENMETWVHPKDVLELDKSTLKDKNTTKKEVKNTTVI SKATEGDGKMLLLPGSGEEGEEGEDHEDHSGEEGHSHHADEFYDPHVWLSPEKVRAIKQTMLVENHIRDSLVSKAADKYPDEKKADETA
NTDB id 37659 TL13 RS00710 WP 015646260.1 NENMETWVHDVEKSLDTTKVNVISATEGMLLLPGSEEG.EDHDHSEEGHSHAYDPHVWLSPERAITLVENIRDSLVAKYPEKKDA 169
NTDB id 433 SGO RS09480 WP 012130953.1 NENMETWVPDLLKTLKNKKETVIKATGKMLLLPGGEEE.EDHEHGEEGHHHDYDPHVWLSPKRAIQMVEHIRDSLSKAYPEKKAA 168
NTDB id 436 SPR RS10070 WP 000724074.1 NENMETWVPKLLDTLDKKKVKTIKATGDMLLLPGGEEEEGDHDHGEEGHHHEFDPHVWLSPVRAIKLVEHIRDSLSADYPDKKET 169
consensus !!!!!!!!******!* *!* *!*!!* !!!!!!*!!* *!!*!*!!!!*!**!!!!!!!! !!! *!!*!!!!!** !!*!!**

logo FETKNAAAYIKEKMLDEQSALDMKAEKYAESAETGLASANQAKQKYSFVTQHTAAFANYLALDYGLKQVAPS ITSGVLASAPDAESDEPTSPAASRLAELTEYVINKKYNGKIAKYIYFEE
NTDB id 37659 TL13 RS00710 WP 015646260.1 FETNAAAYIEKLDALDMKYSETLSAAKQKYFVTQHTAFAYLALDYGLKQVSITGVAADEDPTPSRLAELTEYINKYGIKYIYFEE 254
NTDB id 433 SGO RS09480 WP 012130953.1 FEKNAAAYIKKMEALDKEYEAGLANAKQKSFVTQHAAFNYLALDYGLKQVPISGLSPDSEPSASRLAELTEYIKKNKIKYIYFEE 253
NTDB id 436 SPR RS10070 WP 000724074.1 FEKNAAAYIEKLQSLDKAYAEGLSQAKQKSFVTQHAAFNYLALDYGLKQVAISGLSPDAEPSAARLAELTEYVKKNKIAYIYFEE 254
consensus !!*!!!!!!*!***!!* ! **!**!!!!*!!!!!*!!*!!!!!!!!!!! !*!***! *!***!!!!!!!!**!**!*!!!!!!

logo NASKQSAVLAENSTLSAKEATGVEKQTLDVLNPLESLTDEEQDMTKADNGAEKNDYI S IVMQEADKNLAKALEKQKTTSDQEGAPSAE IAELAPEEKAEGAETDATQKTVYQNGYFEDASAVKDR
NTDB id 37659 TL13 RS00710 WP 015646260.1 NASKSVAETLAKETGVQLDVLNPLESLTDEDMKNGKDYISVMEDNLAALEKTTSQEGSEILPEEGAETAQTVYNGYFEDSAVKDR 339
NTDB id 433 SGO RS09480 WP 012130953.1 NASQALASTLAKETGVELDVLNPLESLTEEQTKDGADYISIMQANLKALKKTTDQEGAEIAAEKE.EDTKTVQNGYFEDSAVKDR 337
NTDB id 436 SPR RS10070 WP 000724074.1 NASQALANTLSKEAGVKTDVLNPLESLTEEDTKAGENYISVMEKNLKALKQTTDQEGPAIEPEKA.EDTKTVQNGYFEDAAVKDR 338
consensus !!!***! !!*!!*!! *!!!!!!!!!!*!**! ! *!!!*!* !!*!!**!!*!!! *! *!** !***!!*!!!!!!*!!!!!

logo TLSDYAGNEWQSVYSPFYLEKLDGTFLDQVW
FDYKAKI
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T
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NTDB id 37659 TL13 RS00710 WP 015646260.1 TLSDYAGEWQSVYPYLLDGTLDQVWDYKAKIKGGMTAEEYKAYYDTGYKTDVDQINITDNTMEFVVGDKKEKFTYKYVGYKVLTY 424
NTDB id 433 SGO RS09480 WP 012130953.1 TLSDYAGEWQSVYSYLKDGTLDQVFDYKAKLTGKMTAAEYKDYYDKGYKTDVSNINITDKTMEFVVDGKSKKYTYKYVGKHTLTY 422
NTDB id 436 SPR RS10070 WP 000724074.1 TLSDYAGNWQSVYPFLEDGTFDQVFDYKAKLTGKMTQAEYKAYYTKGYQTDVTKINITDNTMEFVQGGQSKKYTYKYVGKKILTY 423
consensus !!!!!!!*!!!!!**! !!!*!!!*!!!!!**!*!!**!!!*!!**!!*!!!**!!!!!*!!!!!******!*!!!!!!***!!!

logo

S
KKGNRGVRFMLFEATDANDAGNQFYKYVQFSDHNIAPTVKTAAEGHFHIYFYFGGTESQEAKTLLFNEEMLDENWPTYYPDSVGKNLSTGLQE IGAQEMLAH

NTDB id 37659 TL13 RS00710 WP 015646260.1 KKGNRGVRFLFEATDANAGNYKYVQFSDHNIAPVKTGHFHIYFGGESQEKLLEELENWPTYYPVGLTGLEIGQEMLAH 502
NTDB id 433 SGO RS09480 WP 012130953.1 SKGNRGVRFMFEATDADAGQYKYVQFSDHNIAPTKAAHFHIFYGGESQEALFNELENWPTYYPSKLTGQEIAQEMLAH 500
NTDB id 436 SPR RS10070 WP 000724074.1 KKGNRGVRFLFEATDADAGQFKYVQFSDHNIAPVKAEHFHIFFGGTSQETLFEEMDNWPTYYPDNLSGQEIAQEMLAH 501
consensus *!!!!!!!!*!!!!!!*!!**!!!!!!!!!!!!*!**!!!!**!!*!!! !**!**!!!!!!! !*!*!!*!!!!!!
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