
logo MKKI SLLLVAGSLLCSAVLFLVACSNQKKQADGKLNIVTTFYPVYEFTKQVAGDETANVDELL IGAGTEPHDEYEPSAKAVATKIQDADAITFVYEN
NTDB id 433 SGO RS09480 WP 012130953.1 MKKISLLLVGLLSVFLVACSNQKKADGKLNIVTTFYPVYEFTKQVAGDEANVDLLIGAGTEPHDYEPSAKAVATIQDADAFVYEN 85
NTDB id 28817 SOR RS09300 WP 000724043.1 MKKISLLLASLCALFLVACSNQKQADGKLNIVTTFYPVYEFTKQVAGDTANVELLIGAGTEPHEYEPSAKAVAKIQDADIFVYEN 85
NTDB id 436 SPR RS10070 WP 000724074.1 MKKISLLLASLCALFLVACSNQKQADGKLNIVTTFYPVYEFTKQVAGDTANVELLIGAGTEPHEYEPSAKAVAKIQDADTFVYEN 85
consensus !!!!!!!!**!***!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!*!!!*!!!!!!!!!!*!!!!!!!!!*!!!!! !!!!!

logo ENMETWVPDKLLDEKSTLKDNKKKEVTKVTIKATGKDMLLLPGGEEEEGEGDHEDHGGEEGHHHEDFYDPHVWLSPAKVRAIQKMLVEHIRDSLSKAADYPEDKKAEATF
NTDB id 433 SGO RS09480 WP 012130953.1 ENMETWVPDLLKTLKNKKETVIKATGKMLLLPGGEEE.EDHEHGEEGHHHDYDPHVWLSPKRAIQMVEHIRDSLSKAYPEKKAAF 169
NTDB id 28817 SOR RS09300 WP 000724043.1 ENMETWVPKLLESLDKKKVKTIKATGDMLLLPGGEEEEEGHDHGGEGHHHDYDPHVWLSPARAIKLVEHIRDSLSADYPDKKETF 170
NTDB id 436 SPR RS10070 WP 000724074.1 ENMETWVPKLLDTLDKKKVKTIKATGDMLLLPGGEEEEGDHDHGEEGHHHEFDPHVWLSPVRAIKLVEHIRDSLSADYPDKKETF 170
consensus !!!!!!!!*!!**!**!!***!!!!!*!!!!!!!!!!***!*!!*!!!!!**!!!!!!!! !!!**!!!!!!!!!**!!*!!**!

logo EKNAAAYIKEKMLEQSALDKEAYAETADEGLASNQAKQKSFVTQHAAFNYLALDYGLKQVAPS I SGLSPDSAEPSASARLAELTEYVIKKNKIAKSYIYFEEN
NTDB id 433 SGO RS09480 WP 012130953.1 EKNAAAYIKKMEALDKEYEAGLANAKQKSFVTQHAAFNYLALDYGLKQVPISGLSPDSEPSASRLAELTEYIKKNKIKYIYFEEN 254
NTDB id 28817 SOR RS09300 WP 000724043.1 EKNAAAYIEKLQALDKAYTDGLSQAKQKSFVTQHAAFNYLALDYGLKQVSISGLSPDAEPSAARLAELTEYIKKNKISYIYFEEN 255
NTDB id 436 SPR RS10070 WP 000724074.1 EKNAAAYIEKLQSLDKAYAEGLSQAKQKSFVTQHAAFNYLALDYGLKQVAISGLSPDAEPSAARLAELTEYVKKNKIAYIYFEEN 255
consensus !!!!!!!!*!***!!!*! *!!**!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!*!!!!*!!!!!!!!*!!!!! !!!!!!!

logo ASQALASNTLASKEATGVEKTLDVLNPLESLTEEADQTKDAGAENDYI S IVMQEAKNLKALKKQTTDQEGAPAE IAEAPEKAEENDTKTVHQNGYFEDSADAVKDRTL
NTDB id 433 SGO RS09480 WP 012130953.1 ASQALASTLAKETGVELDVLNPLESLTEEQTKDGADYISIMQANLKALKKTTDQEGAEIAAEKEEDTKTVQNGYFEDSAVKDRTL 339
NTDB id 28817 SOR RS09300 WP 000724043.1 ASQALANTLSKETGVKLDVLNPLESLTEEATKAGEDYISVMEKNLKALKQTTDQEGPEIEPEKEENTKTVHNGYFEDADVKDRTL 340
NTDB id 436 SPR RS10070 WP 000724074.1 ASQALANTLSKEAGVKTDVLNPLESLTEEDTKAGENYISVMEKNLKALKQTTDQEGPAIEPEKAEDTKTVQNGYFEDAAVKDRTL 340
consensus !!!!!!*!!*!!*!!**!!!!!!!!!!!! !!*!**!!!*!**!!!!!!*!!!!!!**!**!!*!*!!!!*!!!!!!**!!!!!!

logo SDYVAGENWQSVYSPYFLKEDGTLFDQVFDYKAKLTGKMTAKQDAEYKDAYYDKTKGYKQTDVSTNKINITDKNTMEF IVVQDGGKQTSKKFYTYKYVGKHKTI LTYSKK
NTDB id 433 SGO RS09480 WP 012130953.1 SDYAGEWQSVYSYLKDGTLDQVFDYKAKLTGKMTAAEYKDYYDKGYKTDVSNINITDKTMEFVVDGKSKKYTYKYVGKHTLTYSK 424
NTDB id 28817 SOR RS09300 WP 000724043.1 SDYVGNWQSVYPFLEDGTFDQVFDYKAKLTGKMTKDEYKAYYKKGYQTDVTKINITDNTMEFIQGGQTKKFTYKYVGKKILTYKK 425
NTDB id 436 SPR RS10070 WP 000724074.1 SDYAGNWQSVYPFLEDGTFDQVFDYKAKLTGKMTQAEYKAYYTKGYQTDVTKINITDNTMEFVQGGQSKKYTYKYVGKKILTYKK 425
consensus !!!*!*!!!!!**!*!!!*!!!!!!!!!!!!!!! *!!!*!! !!!*!!!**!!!!!*!!!!***!**!!*!!!!!!!**!!!*!

logo GNRGVRFMLFEATDADAGQYFKYVQFSDHNIAPTVKAAEHFHI FYFGGETSQETALFNEELMEDNWPTYYPSDKNLTSGQE IAQEMLAH
NTDB id 433 SGO RS09480 WP 012130953.1 GNRGVRFMFEATDADAGQYKYVQFSDHNIAPTKAAHFHIFYGGESQEALFNELENWPTYYPSKLTGQEIAQEMLAH 500
NTDB id 28817 SOR RS09300 WP 000724043.1 GNRGVRFLFEATDADAGQFKYVQFSDHNIAPVKAEHFHIFFGGTSQEALFEEMDNWPTYYPDNLSGQEIAQEMLAH 501
NTDB id 436 SPR RS10070 WP 000724074.1 GNRGVRFLFEATDADAGQFKYVQFSDHNIAPVKAEHFHIFFGGTSQETLFEEMDNWPTYYPDNLSGQEIAQEMLAH 501
consensus !!!!!!!*!!!!!!!!!!*!!!!!!!!!!!!*!!*!!!!!*!!*!!!*!!*!**!!!!!!!**!*!!!!!!!!!!!

X non conserved

X similar

X ≥ 50% conserved


