
logo MKKIGSLLVLVAGSLCLASVLFLVACSNQKKQSANDGKLNIVTTFYPVYEFTKQVTAGDETANVDEKLL IGAGTEPHDEYEPSAKAVAKTIQDADATFVYEN
NTDB id 436 SPR RS10070 WP 000724074.1 MKKISLLLASLCALFLVACSNQKQADGKLNIVTTFYPVYEFTKQVAGDTANVELLIGAGTEPHEYEPSAKAVAKIQDADTFVYEN 85
NTDB id 39141 SCI RS00695 WP 020997541.1 MKKIGLLVASLLSLFLVACSNQKSANGKLNIVTTFYPVYEFTKQVTGDTANVKLLIGAGTEPHEYEPSAKAVATIQDADTFVYEN 85
NTDB id 433 SGO RS09480 WP 012130953.1 MKKISLLLVGLLSVFLVACSNQKKADGKLNIVTTFYPVYEFTKQVAGDEANVDLLIGAGTEPHDYEPSAKAVATIQDADAFVYEN 85
consensus !!!!*!!***!***!!!!!!!!! !*!!!!!!!!!!!!!!!!!!!*!!*!!!*!!!!!!!!!!*!!!!!!!!!*!!!!!*!!!!!

logo ENMETWVPDKLLDKTLDKNKGKKEVKNTTVVIKATGDKMLLLPGTGEEEEEGDHEDHGKEEGHHHDEFYDPHVWLSPVKRAIQKLMVENHIRDSLSAKADRYPEDKKEAATF
NTDB id 436 SPR RS10070 WP 000724074.1 ENMETWVPKLLDTLDKKKVKTIKATGDMLLLPGGEEEEGDHDHGEEGHHHEFDPHVWLSPVRAIKLVEHIRDSLSADYPDKKETF 170
NTDB id 39141 SCI RS00695 WP 020997541.1 ENMETWVPKLLKTLKKGKVNVVKATGKMLLLPGTEE.EGDHDHGKEGHHHEYDPHVWLSPKRAIKMVENIRDSLSKRYPDKKATF 169
NTDB id 433 SGO RS09480 WP 012130953.1 ENMETWVPDLLKTLKNKKETVIKATGKMLLLPGGEE.EEDHEHGEEGHHHDYDPHVWLSPKRAIQMVEHIRDSLSKAYPEKKAAF 169
consensus !!!!!!!!*!!*!!***!* **!!!!*!!!!!!*!! !*!!*!!*!!!!!**!!!!!!!!*!!!**!!*!!!!!!* !!*!!**!

logo

Q
EKNAATAYI EKKMLQEASTLDKAEYEAAETGLSAQNAKQKSFVTQHAAFRNYLALDYGLKQVAP I SGLSPDASEPSASARLAELTKEYVIKKNNKIAKYIYFEEN

NTDB id 436 SPR RS10070 WP 000724074.1 EKNAAAYIEKLQSLDKAYAEGLSQAKQKSFVTQHAAFNYLALDYGLKQVAISGLSPDAEPSAARLAELTEYVKKNKIAYIYFEEN 255
NTDB id 39141 SCI RS00695 WP 020997541.1 QKNAATYIKKLETLDKEYATGLANAKQKSFVTQHAAFRYLALDYGLKQVPISGLSPDSEPSAARLAELTKYIKKNNIKYIYFEEN 254
NTDB id 433 SGO RS09480 WP 012130953.1 EKNAAAYIKKMEALDKEYEAGLANAKQKSFVTQHAAFNYLALDYGLKQVPISGLSPDSEPSASRLAELTEYIKKNKIKYIYFEEN 254
consensus *!!!!*!!*!***!!!*!* !!**!!!!!!!!!!!!!*!!!!!!!!!!!*!!!!!!!*!!!!*!!!!!!*!*!!!*!*!!!!!!!

logo ASQALANSTLSAKEATGVEKTLDVLNPLESLTEKEDQTKADGEANDYI SVIMEKQAKSNLKALKQKTTDQAEGPAAE IAESPAEKAEKENDTKTVQNGYFEDASAVKDRTL
NTDB id 436 SPR RS10070 WP 000724074.1 ASQALANTLSKEAGVKTDVLNPLESLTEEDTKAGENYISVMEKNLKALKQTTDQEGPAIEPEKAEDTKTVQNGYFEDAAVKDRTL 340
NTDB id 39141 SCI RS00695 WP 020997541.1 ASQALASTLAKETGVKLDVLNPLESLTEKQTKDGADYISIMKSNLKALKKTTDQAGAEISAEKEKNTKTVQNGYFEDSAVKDRTL 339
NTDB id 433 SGO RS09480 WP 012130953.1 ASQALASTLAKETGVELDVLNPLESLTEEQTKDGADYISIMQANLKALKKTTDQEGAEIAAEKEEDTKTVQNGYFEDSAVKDRTL 339
consensus !!!!!!*!!*!!*!!**!!!!!!!!!!!**!!*!**!!!*! !!!!!!*!!!!*!**! *!!***!!!!!!!!!!!*!!!!!!!

logo SDYAGENQWQSVYSPFYLEKQDGTFLDQVFDYKAKLSTGKMTQAAEYKDAYYDETKGYQKTDVTSHKNINITDNKTMEFVQVDGNGKQKSKKFYTYKYVGKKHI
TLTYKSK

NTDB id 436 SPR RS10070 WP 000724074.1 SDYAGNWQSVYPFLEDGTFDQVFDYKAKLTGKMTQAEYKAYYTKGYQTDVTKINITDNTMEFVQGGQSKKYTYKYVGKKILTYKK 425
NTDB id 39141 SCI RS00695 WP 020997541.1 SDYAGQWQSVYPYLQDGTLDQVFDYKAKLSGKMTAAEYKAYYEKGYKTDVSHINITDKTMEFVVNGQKKKFTYKYVGKHTLTYSK 424
NTDB id 433 SGO RS09480 WP 012130953.1 SDYAGEWQSVYSYLKDGTLDQVFDYKAKLTGKMTAAEYKDYYDKGYKTDVSNINITDKTMEFVVDGKSKKYTYKYVGKHTLTYSK 424
consensus !!!!!*!!!!!**! !!!*!!!!!!!!!!*!!!!*!!!!*!!*!!!*!!!* !!!!!*!!!!!* !**!!*!!!!!!!**!!!*!

logo GNRGVRFLMFETATDKADAGKQFYKYVQFSDHNIAPVTKAEAHFHI FFYGGTENSQETALFENEMLDENWPTYYPDSTNKLTSGQE IAQEMLAH
NTDB id 436 SPR RS10070 WP 000724074.1 GNRGVRFLFEATDADAGQFKYVQFSDHNIAPVKAEHFHIFFGGTSQETLFEEMDNWPTYYPDNLSGQEIAQEMLAH 501
NTDB id 39141 SCI RS00695 WP 020997541.1 GNRGVRFMFETTDKDAGKYKYVQFSDHNIAPTKAAHFHIFYGGENQEALFNELENWPTYYPTKLSGQEIAQEMLAH 500
NTDB id 433 SGO RS09480 WP 012130953.1 GNRGVRFMFEATDADAGQYKYVQFSDHNIAPTKAAHFHIFYGGESQEALFNELENWPTYYPSKLTGQEIAQEMLAH 500
consensus !!!!!!!*!!*!!*!!!**!!!!!!!!!!!!*!!*!!!!!*!!**!!*!!*!**!!!!!!!**!*!!!!!!!!!!!
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