
logo MKKVIGSLLFLALVGSVLCLSSAVLLFLGVACGSNSQTKAKQSEADGKLNIVTTFYPVYEFTKQVAGDTEANVEDLLVIKGAGTEVPHDEGYEPSAKDAI
VAKRTIQEDADTAFVYE

NTDB id 26609 SSU RS00725 WP 011921705.1 MKKVGLLFLSVSALLLGACGNSTASEDGKLNIVTTFYPVYEFTKQVAGDEANVDLLVKAGTEVHGYEPSAKDIARIQEADAFVYE 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 SKATEGDGKMLLLPGGEEEEHGEGDHEDHSGEEGHSHHADEFYDPHVWLSPEKVRAIKQTMLVENHIRDSLVSKAADKYPDEKKADETA
NTDB id 26609 SSU RS00725 WP 011921705.1 NENMETWVHDVEKSLDTTKVNVISATEGMLLLPGGEEEHEGHDHSEEGHSHAYDPHVWLSPERAITLVENIRDSLVAKYPEKKDA 170
NTDB id 433 SGO RS09480 WP 012130953.1 NENMETWVPDLLKTLKNKKETVIKATGKMLLLPGGEEE.EDHEHGEEGHHHDYDPHVWLSPKRAIQMVEHIRDSLSKAYPEKKAA 168
NTDB id 436 SPR RS10070 WP 000724074.1 NENMETWVPKLLDTLDKKKVKTIKATGDMLLLPGGEEEEGDHDHGEEGHHHEFDPHVWLSPVRAIKLVEHIRDSLSADYPDKKET 169
consensus !!!!!!!!******!* *!* *!*!!* !!!!!!!!!! **!*!*!!!!*!**!!!!!!!! !!! *!!*!!!!!** !!*!!**

logo FETKNAAAYIKEKMLDEQSALDAKAEKYAESAETGLASANQAKQKYSFVTQHTAAFANYLALDYGLKQVAPS ITSGVLASAPDAESDEPTSPAASRLAELTEYVINKKYNGKIAKYIYFEE
NTDB id 26609 SSU RS00725 WP 011921705.1 FETNAAAYIEKLDALDAKYSETLSAAKQKYFVTQHTAFAYLALDYGLKQVSITGVAADEDPTPSRLAELTEYINKYGIKYIYFEE 255
NTDB id 433 SGO RS09480 WP 012130953.1 FEKNAAAYIKKMEALDKEYEAGLANAKQKSFVTQHAAFNYLALDYGLKQVPISGLSPDSEPSASRLAELTEYIKKNKIKYIYFEE 253
NTDB id 436 SPR RS10070 WP 000724074.1 FEKNAAAYIEKLQSLDKAYAEGLSQAKQKSFVTQHAAFNYLALDYGLKQVAISGLSPDAEPSAARLAELTEYVKKNKIAYIYFEE 254
consensus !!*!!!!!!*!***!!* ! **!**!!!!*!!!!!*!!*!!!!!!!!!!! !*!***! *!***!!!!!!!!**!**!*!!!!!!

logo NASKQSAVLAENSTLSAKEATGVEKQTLDVLNPLESLTDEEQDMTKADNGAEKNDYI S IVMQEADKNL IKALEKQKTTSDQEGAPSAE IAELAPEEKAEGAETDATQKTVYQNGYFEDASAVKDR
NTDB id 26609 SSU RS00725 WP 011921705.1 NASKSVAETLAKETGVQLDVLNPLESLTDEDMKNGKDYISVMEDNLIALEKTTSQEGSEILPEEGAETAQTVYNGYFEDSAVKDR 340
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

L
K
TGGKMTQAEAEYKADTYYTDTKGYQKTDVDSTKNQINITDKNTMEFVQVDGDGQKKSEKKFYTYKYVGYKHKTI LTY

NTDB id 26609 SSU RS00725 WP 011921705.1 TLSDYAGEWQSVYPYLLDGTLDQVWDYKAKIKGGMTAEEYKTYYDTGYKTDVDQINITDNTMEFVVGDKKEKFTYKYVGYKILTY 425
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 26609 SSU RS00725 WP 011921705.1 KKGNRGVRFLFEATDANAGNYKYVQFSDHNIAPVKTGHFHIYFGGESQEKLLEELENWPTYYPVGLTGLEIGQEMLAH 503
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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X ≥ 50% conserved


