
logo MEDQAQFSDQGMNKLKI
V
L
M
I
V
V
IDDESKPTI SRDR I

T
I
A
K
E
F
T
N
LLAKQRKVEGYCEDTVITAFIVDGRFDEALASKYI EADEAETHNPNDLIVI IFLVDLIML

MPERLDGLYEQVTACKAELVIRKKNSNQSANFYKQSHNS ITVP I
V I

NTDB id 374 SMU RS06885 WP 002262930.1 ......MKKILIVDDEKPISDIIKFNLAKEGYDTITAFDGREALSKYEEENPDLIILDLMLPELDGLEVAKEVRKN...SHVPII 76
NTDB id 302200 Y89 RS02215 WP 003084583.1 MEQQSDGLKVMVIDDSKTIRRTAETLLKKVGCDVITAIDGFDALAKIADTHPNIIFVDIMMPRLDGYQTCALIKNNSAFKSTPVI 85
NTDB id 1047 H0N27 RS03110 WP 000389061.1 MEDAFQNLKVMVIDDSKTIRRTAETLLQREGCEVITAVDGFEALSKIAEANPDIVFVDIMMPRLDGYQTCALIKNSQNYQNIPVI 85
consensus ** *!****!!*!*!*******! **!***!!!*!!**!!*!*** *!*****!*!*!*!!!********** * *!*!

logo MLSASKDSGELFDQKVAI
KGLREIV I

VGASDDEQYVLTKPFSNKDERELLAGNRAVIRKNAHLVPRSRSFTETNP I
V
D
E
A
S
A
V
S
V
AEENASGIPE I I IGDLQI LPDAFVAKKRGTEVELT

NTDB id 374 SMU RS06885 WP 002262930.1 MLSAKDSEFDKVIGLEIGADDYVTKPFSNRELLARVKAHLRRTENIESAVAEENASGIPEIIIGDLQILPDAFVAKKRGTEVELT 161
NTDB id 302200 Y89 RS02215 WP 003084583.1 MLSSKDGLFDKAKGRIVGSDQYLTKPFSKEELLGAIKAHVPSFTPVDAVS................................... 135
NTDB id 1047 H0N27 RS03110 WP 000389061.1 MLSSKDGLFDQAKGRVVGSDEYLTKPFSKDELLNAIRNHVSS........................................... 127
consensus !!!*!!**!!***!***!*!*!*!!!!!**!!!*****!* * **

logo

HREFELLHHLATHTGQVMTREHLLETVWGYDYFGDVRTVDVTVRRLREKI EDTPSRPEYI LTRRGVGYYMKSYD
NTDB id 374 SMU RS06885 WP 002262930.1 HREFELLHHLATHTGQVMTREHLLETVWGYDYFGDVRTVDVTVRRLREKIEDTPSRPEYILTRRGVGYYMKSYD 235
NTDB id 302200 Y89 RS02215 WP 003084583.1 .......................................................................... 135
NTDB id 1047 H0N27 RS03110 WP 000389061.1 .......................................................................... 127
consensus

X non conserved

X similar

X ≥ 50% conserved


