
logo

MMTEQTLKNLYI
LNI

T
G
KDINSPNPYQPRLEQFKQTEKELEELASQRS IKAENGL IQP I IVRKSADI FGYDEL IVAGERRLKAASKLMAGLNSEKIPAVI I

NTDB id 1120005 EL078 RS09285 WP 126438185.1 .MTETLNLINIGDISPNPYQPRLEFKQEELEELSRSIKANGLIQPIIVRKSAIFGYELIAGERRLKASKMAGLSEIPAII 79
NTDB id 382 SMU RS09895 WP 011074697.1 MMTEQLKYLNTKDINPNPYQPRLQFKTKELEELAQSIKENGLIQPIIVRKSDIFGYDLVAGERRLKAAKLAGLNKIPVII 80
consensus *!!! ! *! !! !!!!!!!! !! !!!!! !!! !!!!!!!!!!!! !!!!*!*!!!!!!!! !*!!! !! !!

logo KEKI SDNDKDESMKQLQAI IVENLQRSDLNP I EEAKAYQNQL ILDNRNHQMTHDEDE I
LAKQFVI

MGKSRPYITNCS ILRLLNLPLSAHI SKQALVEKRGLQI
LSQ

NTDB id 1120005 EL078 RS09285 WP 126438185.1 KEISNKESMQLAIVENLQRSDLNPIEEAKAYQQLLDRNQMTHEELAQFMGKSRPYITNCLRLLNLPSAISKAVERGQLSQ 159
NTDB id 382 SMU RS09895 WP 011074697.1 KKISDDDSMKQAIIENLQRSDLNPIEEAKAYQNLINRNHMTHDDIAKVIGKSRPYITNSIRLLNLPLHISQALEKGLISQ 160
consensus ! !! *!! !!*!!!!!!!!!!!!!!!!!!*!* !!*!!!***! *!!!!!!!!!**!!!!!! *!! !*!*! *!!

logo GHARLVLLSTI
L
E
K
K
N
E
Q
D
K
E
LQDEKWFYQKI

V
I
LTEEQI

LSVHRKQI
LEERALLVKKSQSKPTKTKKSESKQKNTKSKDNI F ILAREHKQEEKELSKQLSLGLVPVSVI

L
H
S
L
Y
A
NKSGKFHKQ

NTDB id 1120005 EL078 RS09285 WP 126438185.1 GHARVLLTLKNEKEQEKWYQKVITEEISVRKLEELVKKSKPTKKSSQKNKKNIFIRHQEEELSKLLGVPVSLSLAKSGFK 239
NTDB id 382 SMU RS09895 WP 011074697.1 GHARLLLSIEKQDLQDKWFQKILTEQLSVHQIERALKSQ...TKKEKKTSKDIFLAEKEKELSQSLGLPVVIHYNK.KHQ 236
consensus !!!!*!!** !*!!*!!**!! *!!* *! *! *** ! ! ! !!* * ! !!! !!*!! ** !* *

logo GDQLKQI
L
H
SFQSSEEDFNR I

L
I
MNKRLKN

NTDB id 1120005 EL078 RS09285 WP 126438185.1 GDLQLHFQSEEDFNRIINRLK 260
NTDB id 382 SMU RS09895 WP 011074697.1 GQLKISFSSEEDFNRLMNKLN 257
consensus ! ! **! !!!!!!!**!*!

X non conserved

X similar

X ≥ 50% conserved


