
logo MLKKKRSTFLS IKEPLPFQNYEYWWKQDPR I
VF IVASAFI ITALAAI LVLHI FSVLLMI

V
H
QFAGMVPAQAPSTEFEQSTTKE IA I

VS ILRPSTDEDTTVI
V
E
K
D
HADFYLAQADQQGSGAK

NTDB id 345153 C9E88 RS02565 WP 106984074.1 MLKKKTF.KPLQNEWWKDPIFVSAFTAAAVLHISVLMVQFGVPQATFETTKEIAVSLRPSDTTVEDADYLAQADQQGSGK 79
NTDB id 1078 ABD1 RS15030 WP 000914774.1 MLKKRSLSIEPFYYWWQDRVFIAAIILAILLHIFVLLIHFAMPAPSEQSTKEIAISIRPTEDVIKHADFLAQADQQGSGA 80
consensus !!!!** * ** !! !**!* ! ! *!!! !!***!**! ** *!!!!!*!*!!** * *!!*!!!!!!!!!!

logo FREAKHRMSSTDNMSPAPMPVDSDQADSSTGEAQAQLQEQATLDEKI
VQQKQRELKNFEEKVLMTTVLSWQKQADEENSQRKKAQALEEQLQSQFQSAKAAMVAS

NTDB id 345153 C9E88 RS02565 WP 106984074.1 FREKHRMSTDMPAPMVDQD.SGEQAQQALDKIQQKRELNFEEKVLMTTLSWQKQADENQRKKQAEELQSQFSAKAAMVAS 158
NTDB id 1078 ABD1 RS15030 WP 000914774.1 FREAHRMSSNSPAPMPSDASTGEAQLETLEKVQQQRELKFEEKVLMTVLSWQKQAEESQRKKALEQLQSQFQAKAAMVAS 160
consensus !!! !!!!* !!!!* **!! !*!*!! !!! !!!!!!!! !!!!!!!*! !!!! ! !!!!! !!!!!!!!

logo

I
LEAQYLQRQQDNFSRQQKIKTI

VDGI
VQAKKQDADSTAAYLMDEKFREQKVEFLYGNQRNYYPDEEQAKRAQQNQLAKGEVQRLMVI LNASQSGGIRAIRL

NTDB id 345153 C9E88 RS02565 WP 106984074.1 IEAQYLQRQQNFSRQQKIKTIDGVQAKQDDTAAYMEKFRQKVEFYGNQNYPDQARAQNLAGEVQLMVILNSSGGIRAIRL 238
NTDB id 1078 ABD1 RS15030 WP 000914774.1 LEAQYLQRQQDFSRQQKIKTVDGIQAKKDASAAYLDKFREKVELYGNRYYPEEAKQQQLKGEVRLMVILNAQGGIRAIRL 240
consensus *!!!!!!!!! !!!!!!!!!*!!*!!! ! *!!!**!!! !!! !!! !!* !* !*! !!! !!!!!! !!!!!!!!

logo LESSGHPVLDEAAKASVRKRAGAPFAGHRFDASKNMKDI SELR I
V
I
VRTWRFDPAEAEFEVHN

NTDB id 345153 C9E88 RS02565 WP 106984074.1 LESSGHPVLDEAAKASVRKAAPFAHFDSKMKDISELRVVRTWRFDPAEAEFEVN 292
NTDB id 1078 ABD1 RS15030 WP 000914774.1 LESSGHPVLDEAAKASVRRGAPFGRFDANMKDISELRIIRTWRFDPAEAEFEVH 294
consensus !!!!!!!!!!!!!!!!!!**!!!**!! !!!!!!!!**!!!!!!!!!!!!!!*

X non conserved

X similar

X ≥ 50% conserved


