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VFGYDELVAGERRLKRAAKLAGKLENKS IPAVI I
NTDB id 1159409 QOR54 RS11315 WP 000456088.1 ..MEYLETININHIAPNPYQPRLEFNTKELEELANSIKINGLIQPIIVRPSAVFGYELVAGERRLRAAKLAKLESIPAII 78
NTDB id 382 SMU RS09895 WP 011074697.1 MMTEQLKYLNTKDINPNPYQPRLQFKTKELEELAQSIKENGLIQPIIVRKSDIFGYDLVAGERRLKAAKLAGLNKIPVII 80
consensus ** ! ! *! *! !!!!!!!! ! !!!!!!!!*!!! !!!!!!!!!!*! *!!!*!!!!!!!!*!!!!! ! !! !!

logo KKS IYNSDNDDSMKQLQAI IVENLQRSDNLNSP I EEAKAYQSNQL ILNQKRKNHSMTHDEDE I
LAKVYI

MGKSRPYI STNSTIRLLNLPLPHL I STQSAI
LEEKGKL ILSQS

NTDB id 1159409 QOR54 RS11315 WP 000456088.1 KSYNNDDSMQLAIVENLQRSNLSPIEEAKAYSQLLQKKSMTHEELAKYMGKSRPYISNTIRLLNLPPLITSAIEEGKLSS 158
NTDB id 382 SMU RS09895 WP 011074697.1 KKISDDDSMKQAIIENLQRSDLNPIEEAKAYQNLINRNHMTHDDIAKVIGKSRPYITNSIRLLNLPLHISQALEKGLISQ 160
consensus ! !!!! !!*!!!!!! ! !!!!!!!! *!*** *!!!***!! *!!!!!!!*!*!!!!!!!**!* !*! ! *!

logo GHARALLLS ILEPDKAQDSLQQDKDKWFYQKRI LTEDQI
LSVHRQRI

LEKRALLKQSEQKTKKTENHKKSKLQTNSKDI
VFLAKEHKQEKNELASQFSLGLSKPVKVI

L
H
T
I
YNKDKGHAQGNQ

NTDB id 1159409 QOR54 RS11315 WP 000456088.1 GHARALLSLPDASQQKDWYQRILTEDISVRRLEKLLKQEKKTNHKSLQNKDVFLKHQENELAQFLGSKVKLTINKDGAGN 238
NTDB id 382 SMU RS09895 WP 011074697.1 GHARLLLSIEKQDLQDKWFQKILTEQLSVHQIERALKSQTKKE..KKTSKDIFLAEKEKELSQSLGLPVVIHYNKKHQGQ 238
consensus !!!! !!!** ! !*!*!!!! *!!* *!* !! ! ** !!*!! * ! !! ! !! *! ** !! * !*

logo
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LKIASFASNSEQEKDEFLNR I

L
I
MNKTLKN

NTDB id 1159409 QOR54 RS11315 WP 000456088.1 IKIAFANQKELNRIINTLK 257
NTDB id 382 SMU RS09895 WP 011074697.1 LKISFSSEEDFNRLMNKLN 257
consensus *!! ! * !!**! !

X non conserved

X similar

X ≥ 50% conserved


