
logo MDQAAAVCL ITI
TCR INQLLSPSLLLKWWKADPSMSLSTNSPSVCALEQTAVSTRDGKQI

V
K
RAAALKNEKI EEQFQYPKLPQHRLVLASAVYQREQQGIKNTVI

NTDB id 1082992 ACK3B6 RS08840 WP 105954228.1 MDQAAACLITCRINQLLSPSLLLKWWKADPSMSLSNPSCALETASRGKVRAAALKNKIEEQYPKLQHLLSVYQQQGIKVI 80
NTDB id 114 BSU 16110 NP 389493.1 MDQAAVCLTICRINQLLSPSLLLKWWKADPSMSLTSPV..LQTVTRDQIKAAALKNEIEQFYPKLPRVLAAYREQGINTI 78
consensus !!!!! !! !!!!!!!!!!!!!!!!!!!!!!!!* ! **! ! *! **!!!!!! !! !!!!***! ! !!! !

logo P I SSDKQYPFWLKSTIYDPPAPVLFAKGDI
M
S
TLLSKQGRKIG IVGTRHNPTAYGI

K
Q
RVVNHLTI

KE I
LCHRKGKWVIVSGLASGIDGLMSHA

NTDB id 1082992 ACK3B6 RS08840 WP 105954228.1 PISSDQYPFWLKTIYDPPPVLFAKGDISLLSQGRKIGIVGTRHPTAYGIRVVNHLTIELCHKKWVIVSGLASGIDGLSHA 160
NTDB id 114 BSU 16110 NP 389493.1 PISSKQYPFWLKSIYDPPAVLFAKGDMTLLSKGRKIGIVGTRNPTAYGKQVVNHLTKEICRKGWVIVSGLASGIDGMSHA 158
consensus !!!! !!!!!!!*!!!!!*!!!!!!!**!!! !!!!!!!!!!*!!!!! !!!!!! !*!*! !!!!!!!!!!!!!*!!!

logo AS IKAKGRTIGVIAGGFQHNIYPRENLQLADEHMAKHHI
LLLSEHPPETKPQKWHFPMRNRI I SGLSEGI

V IVVQGKEKSGSL I
NTDB id 1082992 ACK3B6 RS08840 WP 105954228.1 ASIKAKGRTIGVIAGGFQNIYPRENLQLAEHMAKHHLLLSEHPPETKPQKWHFPMRNRIISGLSEGIIVVQGKEKSGSLI 240
NTDB id 114 BSU 16110 NP 389493.1 ASIKAKGRTIGVIAGGFQHIYPRENLQLADHMAKHHILLSEHPPETKPQKWHFPMRNRIISGLSEGVIVVQGKEKSGSLI 238
consensus !!!!!!!!!!!!!!!!!!*!!!!!!!!!!*!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!

logo TAYQALEQGREVFAVPGSLVFDPYAGGP IKL IQEQGAKAIWSAEDI FYAEELPEKRNVQYTEPF
NTDB id 1082992 ACK3B6 RS08840 WP 105954228.1 TAYQALEQGREVFAVPGSVFDPYAGGPIKLIQEGAKAIWSAEDIYAELPEKNVQYTEPF 299
NTDB id 114 BSU 16110 NP 389493.1 TAYQALEQGREVFAVPGSLFDPYAGGPIKLIQQGAKAIWSAEDIFEELPERNVQYTEPF 297
consensus !!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!! !!!!!!!!!!!* !!!!*!!!!!!!!

X non conserved

X similar

X ≥ 50% conserved


