
logo MDQAASAVCLLTICRS INQRLLSPSLLLKWWKADPSLMSFLKTSTDPPHPVI
L
H
QTI

VTRSDGKQIKAAALKNTEQI EKQEFYDPKLPQERQVLASADYQRERQRGIKNTVI
NTDB id 1074670 ACCH06 RS08915 WP 258729204.1 MDQASACLLICSINRLLSPSLLLKWWKADPSLSFKTDPHPIHTITSGKIKAAALKTQIEKEYDKLQEQLSDYQRRGIKVI 80
NTDB id 114 BSU 16110 NP 389493.1 MDQAAVCLTICRINQLLSPSLLLKWWKADPSMSLTSP..VLQTVTRDQIKAAALKNEIEQFYPKLPRVLAAYREQGINTI 78
consensus !!!! !! !! !! !!!!!!!!!!!!!!!!*! *******!*! !!!!!!! !! !*!!* ! ! !! !

logo P I STSHKQYPFTWLKSTIYDPPAPVLFAKGDNEMNTLL ISKGRKIG I
VVGTRNPTAYGKKQAVVFNHLTKE I
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V IVSGLAASGIDGLMSHAR
NTDB id 1074670 ACCH06 RS08915 WP 258729204.1 PITSHQYPTWLKTIYDPPPVLFAKGNENLLIKGRKIGVVGTRNPTAYGKKAVFHLTKELAGNQWIIVSGLAAGIDGLSHR 160
NTDB id 114 BSU 16110 NP 389493.1 PISSKQYPFWLKSIYDPPAVLFAKGDMTLLSKGRKIGIVGTRNPTAYGKQVVNHLTKEICRKGWVIVSGLASGIDGMSHA 158
consensus !!*!*!!! !!!*!!!!!*!!!!!! !! !!!!!!*!!!!!!!!!!! ! !!!!!** !*!!!!!! !!!!*!!

logo ACS IKRAKRGRYTIGVIAGGFHQHIYPRENLQQLADEHYMAKHYHI
LLLSEHPPETKPQKWHFPMRNRI

L I SGLSEGI
V
I
VVVQGKEKSGSL I

NTDB id 1074670 ACCH06 RS08915 WP 258729204.1 ACIRARGYTIGVIAGGFHHIYPRENQQLAEYMAKYHLLLSEHPPETKPQKWHFPMRNRLISGLSEGIVVVQGKEKSGSLI 240
NTDB id 114 BSU 16110 NP 389493.1 ASIKAKGRTIGVIAGGFQHIYPRENLQLADHMAKHHILLSEHPPETKPQKWHFPMRNRIISGLSEGVIVVQGKEKSGSLI 238
consensus !*!*!*! !!!!!!!!!*!!!!!!! !!!**!!!*!*!!!!!!!!!!!!!!!!!!!!!*!!!!!!!**!!!!!!!!!!!!

logo TAYQALDEQGREVFAVPGS ILFDPYASGGP IKL IQEQGAKAS IVQWSAEDI FYESELPSEGRNVQYTEPF
NTDB id 1074670 ACCH06 RS08915 WP 258729204.1 TAYQALDQGREVFAVPGSIFDPYSGGPIKLIQEGAKSVQSAEDIYSELSEGNVQYTEPF 299
NTDB id 114 BSU 16110 NP 389493.1 TAYQALEQGREVFAVPGSLFDPYAGGPIKLIQQGAKAIWSAEDIFEELPERNVQYTEPF 297
consensus !!!!!!*!!!!!!!!!!!*!!!! !!!!!!!! !!! * !!!!!* !!*! !!!!!!!!

X non conserved

X similar

X ≥ 50% conserved


