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LQFKNQTKRELEQDELAQTS IKESNGL IQP I IVRKSDI FGYDELVAGERRLKAASKLMAGLKNKI
VPAVI I

NTDB id 57120 M1GAS476 RS09100 WP 014407987.1 MTKELLIDLPIEDIVTNPYQPRIQFNQRELQDLATSIKSNGLIQPIIVRKSDIFGYELVAGERRLKASKMAGLKKVPAII 80
NTDB id 382 SMU RS09895 WP 011074697.1 MMTEQLKYLNTKDINPNPYQPRLQFKTKELEELAQSIKENGLIQPIIVRKSDIFGYDLVAGERRLKAAKLAGLNKIPVII 80
consensus ! ! ! !* !! *!!!!!!*!! *!! *!! !!! !!!!!!!!!!!!!!!!!*!!!!!!!!!! !*!!! !*! !!

logo KKI SDTDLDESMKQQAI IVENLQRSDNLNAP I EEAKAYQLNL IVENKRKNHMTHDDE IAKVYI
MGKSRPYI STNSTI

LRLLNQLPALHP I ISKQAI
LEEKGKL I SAQ

NTDB id 57120 M1GAS476 RS09100 WP 014407987.1 KKISTLESMQQAIVENLQRSNLNAIEEAKAYQLLVEKKHMTHDEIAKYMGKSRPYISNTLRLLQLPAPIIKAIEEGKISA 160
NTDB id 382 SMU RS09895 WP 011074697.1 KKISDDDSMKQAIIENLQRSDLNPIEEAKAYQNLINRNHMTHDDIAKVIGKSRPYITNSIRLLNLPLHISQALEKGLISQ 160
consensus !!!! *!! !!!*!!!!!! !!*!!!!!!!! !* * !!!!!*!!! *!!!!!!!*!**!!!*!! ! !*! ! !!

logo GHARALLLSTI
L
E
S
D
K
D
Q
D
K
L
QQDLKYLWFTHQKI LQNTEGQLSVHRQI EQRALLVKTSQTPTSKSKELKSKKTSTKDNI FALATESKLEKEQLASKQSLGLPSVNVI

M
H
K
L
Y
N
T
A
K
K
NHQSGQYL

NTDB id 57120 M1GAS476 RS09100 WP 014407987.1 GHARALLTLSDDKQQLYLTHKIQNEGLSVRQIEQLVTSTPSSKLSKKTKNIFATSLEKQLAKSLGLSVNMKLTANHSGYL 240
NTDB id 382 SMU RS09895 WP 011074697.1 GHARLLLSIEKQDLQDKWFQKILTEQLSVHQIERALKSQT.KKEKKTSKDIFLAEKEKELSQSLGLPVVIHYNKKHQGQL 239
consensus !!!! !!** ! *!! ! !!!*!!! * ! ** ! ! *! !! !! ! !!!!*! ** ! ! !

logo
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NTDB id 57120 M1GAS476 RS09100 WP 014407987.1 QISFSNDDELNRIINKLK 258
NTDB id 382 SMU RS09895 WP 011074697.1 KISFSSEEDFNRLMNKLN 257
consensus !!!! *** !!**!!!

X non conserved

X similar

X ≥ 50% conserved


