
logo MNKNNDCCFLRLKNPQLSGMTAL I EVLVAMF
LVLTIG I LALLSVQLRTVTASVREAETQTIVSQITQNLMEGMLMINPTIGDSDSGNKKAN

NTDB id 1138953 DQM57 RS04725 WP 167395535.1 MNNNDCCRLKNPQLGMTLIEVLVAMFVLTIGILALLSVQLRTVTSVREAETQTIVSQITQNLMEGMLINPTIGSDSGKKA 80
NTDB id 1087 NMV RS07485 WP 014574103.1 MKNNDCFRLKNPQSGMALIEVLVAMLVLTIGILALLSVQLRTVASVREAETQTIVSQITQNLMEGMLMNPTIDSDSNKKN 80
NTDB id 1137 NGFG RS02425 WP 003694976.1 MKNNDCLRLKNPQSGMALIEVLVAMLVLTIGILALLSVQLRTVASVREAETQTIVSQITQNLMEGMLINPTIDSDSNKKN 80
NTDB id 1121 NGFG RS02425 WP 003694976.1 MKNNDCLRLKNPQSGMALIEVLVAMLVLTIGILALLSVQLRTVASVREAETQTIVSQITQNLMEGMLINPTIDSDSNKKN 80
consensus !*!!!!*!!!!!!*!!*!!!!!!!!*!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!*!!!!*!!!*!!*

logo YTNLYMTKGKNSGHYTVALSPPHTLSTASNVSDGEDFATKI
L
D
N
A
N
I
M
L
I
K
S
TKEGTDQLAEKAQLDKRFGSYELKNQALPDAAVNAIHYRYAVCKDSSGAKDAPTLSGKNAGTFSSNCDKN

NTDB id 1138953 DQM57 RS04725 WP 167395535.1 YTLYMKKGVS....SANDGEFTIDAIKTKEQLAEAQLKRFSYELKNALPDAANIYYAVCKDSSGAAPTLSGKGFSSNCDN 156
NTDB id 1087 NMV RS07485 WP 014574103.1 YNLYMGNHTLPHTLSAVDGDFAIDAMKTKGQLAEAQLKRFSYELKNALPDAAAIHYAVCKDSSGKAPTLSGNAFSSNCDN 160
NTDB id 1137 NGFG RS02425 WP 003694976.1 YNLYTGSYAP....TSSDGDFKLNNLISKTDLAKAQLDRFGYELKQALPDAVAIRYAVCKDSSGDAPTLSGNTFSSNCDK 156
NTDB id 1121 NGFG RS02425 WP 003694976.1 YNLYTGSYAP....TSSDGDFKLNNLISKTDLAKAQLDRFGYELKQALPDAVAIRYAVCKDSSGDAPTLSGNTFSSNCDK 156
consensus !*!! ***** * *!!*!** * *!* !! !!! !! !!!!*!!!!! *!*!!!!!!!!!*!!!!!!**!!!!!!

logo KANGDTL IKVLWVKNDSEAGQDSDIDSFSRTNLKETVHSGDNSNIVYTYQARVGGQRE
NTDB id 1138953 DQM57 RS04725 WP 167395535.1 KANGDTLIKVLWVKDSEGQSDIDSTNLKTHGNNIVYTYQARVGGQE 202
NTDB id 1087 NMV RS07485 WP 014574103.1 KANGDTLIKVLWVNDSAGDSDISRTNLEVSGDNIVYTYQARVGGRE 206
NTDB id 1137 NGFG RS02425 WP 003694976.1 KANGDTLIKVLWVNDSAGDSDIFRTNLEVSGSNIVYTYQARVGGRE 202
NTDB id 1121 NGFG RS02425 WP 003694976.1 KANGDTLIKVLWVNDSAGDSDIFRTNLEVSGSNIVYTYQARVGGRE 202
consensus !!!!!!!!!!!!!*!!*!*!!!**!!!***!*!!!!!!!!!!!!*!

X non conserved

X similar

X ≥ 50% conserved


