
logo MDQAASAVCLLTICRS INQRLLSPSLLLKWWKADPSLMSFLKTSTDPPHPVI
L
H
QTI

VTRSDGKQIKAAALKNTEQI EKQEFYDPKLPQERQVLASADYQRERQRGIKNTVI
NTDB id 1035750 ABKQ09 RS08615 WP 003328957.1 MDQASACLLICSINRLLSPSLLLKWWKADPSLSFKTDPHPIHTITSGKIKAAALKTQIEKEYDKLQEQLSDYQRRGIKVI 80
NTDB id 114 BSU 16110 NP 389493.1 MDQAAVCLTICRINQLLSPSLLLKWWKADPSMSLTSP..VLQTVTRDQIKAAALKNEIEQFYPKLPRVLAAYREQGINTI 78
consensus !!!! !! !! !! !!!!!!!!!!!!!!!!*! *******!*! !!!!!!! !! !*!!* ! ! !! !

logo P I STSHKQYPFSWLKSTIYDPPAPVLFAKGDNEMNTLL ISKGRKIG I
VVGTRNPTAYGKKQAVVFNHLTKE I

L
A
C
G
R
K
N
G
QWI

V IVSGLAASGIDGLMSHAR
NTDB id 1035750 ABKQ09 RS08615 WP 003328957.1 PITSHQYPSWLKTIYDPPPVLFAKGNENLLIKGRKIGVVGTRNPTAYGKKAVFHLTKELAGNQWIIVSGLAAGIDGLSHR 160
NTDB id 114 BSU 16110 NP 389493.1 PISSKQYPFWLKSIYDPPAVLFAKGDMTLLSKGRKIGIVGTRNPTAYGKQVVNHLTKEICRKGWVIVSGLASGIDGMSHA 158
consensus !!*!*!!! !!!*!!!!!*!!!!!! !! !!!!!!*!!!!!!!!!!! ! !!!!!** !*!!!!!! !!!!*!!

logo ACS IKRAKGRYTIGVIAGGFHQHIYPRENLQQLADEHYMAKHYHI
LLLSEHPPETKPQKWHFPMRNRI

L I SGLSEGI
V
I
VVVQGKEKSGSL I

NTDB id 1035750 ABKQ09 RS08615 WP 003328957.1 ACIRAKGYTIGVIAGGFHHIYPRENQQLAEYMAKYHLLLSEHPPETKPQKWHFPMRNRLISGLSEGIVVVQGKEKSGSLI 240
NTDB id 114 BSU 16110 NP 389493.1 ASIKAKGRTIGVIAGGFQHIYPRENLQLADHMAKHHILLSEHPPETKPQKWHFPMRNRIISGLSEGVIVVQGKEKSGSLI 238
consensus !*!*!!! !!!!!!!!!*!!!!!!! !!!**!!!*!*!!!!!!!!!!!!!!!!!!!!!*!!!!!!!**!!!!!!!!!!!!

logo TAYQALDEQGREVFAVPGS ILFDPYASGGP IKL IQEQGAKAS IVQWSAEDI FYESELPSEGRNVQYTEPF
NTDB id 1035750 ABKQ09 RS08615 WP 003328957.1 TAYQALDQGREVFAVPGSIFDPYSGGPIKLIQEGAKSVQSAEDIYSELSEGNVQYTEPF 299
NTDB id 114 BSU 16110 NP 389493.1 TAYQALEQGREVFAVPGSLFDPYAGGPIKLIQQGAKAIWSAEDIFEELPERNVQYTEPF 297
consensus !!!!!!*!!!!!!!!!!!*!!!! !!!!!!!! !!! * !!!!!* !!*! !!!!!!!!

X non conserved

X similar

X ≥ 50% conserved


