
logo MDQAAAVCL ITI
TCR INQLLSPSLLLKWWKADPLSMSLSTNSPSVCALEQTAVSTQRDGKQI

VKATAALKNEKI EEQFQYPKLPQHRLVLASAVYHREQQGI ENTVI
NTDB id 965840 NST56 RS09160 WP 268471242.1 MDQAAACLITCRINQLLSPSLLLKWWKADPLMSLSNPSCALETASQGKVKTAALKNKIEEQYPKLQHLLSVYHQQGIEVI 80
NTDB id 114 BSU 16110 NP 389493.1 MDQAAVCLTICRINQLLSPSLLLKWWKADPSMSLTSPV..LQTVTRDQIKAAALKNEIEQFYPKLPRVLAAYREQGINTI 78
consensus !!!!! !! !!!!!!!!!!!!!!!!!!!! !!!* ! **! ! * *! !!!!! !! !!!!***! !* !!! !

logo P I SSGKQYPFWLKSTIYDPPAPVLFAKGDI
M
S
TLLSKQGRKIG IVGTRHNPTAYGI

KQVVNHLTI
KE I

LCHRKGKWVIVSGLASGIDGLMSHA
NTDB id 965840 NST56 RS09160 WP 268471242.1 PISSGQYPFWLKTIYDPPPVLFAKGDISLLSQGRKIGIVGTRHPTAYGIQVVNHLTIELCHKKWVIVSGLASGIDGLSHA 160
NTDB id 114 BSU 16110 NP 389493.1 PISSKQYPFWLKSIYDPPAVLFAKGDMTLLSKGRKIGIVGTRNPTAYGKQVVNHLTKEICRKGWVIVSGLASGIDGMSHA 158
consensus !!!! !!!!!!!*!!!!!*!!!!!!!**!!! !!!!!!!!!!*!!!!! !!!!!!! !*!*! !!!!!!!!!!!!!*!!!

logo AS IKAKGRTIGVIAGGFQHNIYPRENLQLADEHYMAKHHI
LLLSEHPPETKPQKWHFPMRNRI I SGLSEGI

V IVVQGKEKSGSL I
NTDB id 965840 NST56 RS09160 WP 268471242.1 ASIKAKGRTIGVIAGGFQNIYPRENLQLAEYMAKHHLLLSEHPPETKPQKWHFPMRNRIISGLSEGIIVVQGKEKSGSLI 240
NTDB id 114 BSU 16110 NP 389493.1 ASIKAKGRTIGVIAGGFQHIYPRENLQLADHMAKHHILLSEHPPETKPQKWHFPMRNRIISGLSEGVIVVQGKEKSGSLI 238
consensus !!!!!!!!!!!!!!!!!!*!!!!!!!!!!**!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!

logo TAYQALEQGREVFAVPGSLVFDPYAGGP IKL IQEQGAKAIWSAEDI FYAEELPERNVQYTEPF
NTDB id 965840 NST56 RS09160 WP 268471242.1 TAYQALEQGREVFAVPGSVFDPYAGGPIKLIQEGAKAIWSAEDIYAELPERNVQYTEPF 299
NTDB id 114 BSU 16110 NP 389493.1 TAYQALEQGREVFAVPGSLFDPYAGGPIKLIQQGAKAIWSAEDIFEELPERNVQYTEPF 297
consensus !!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!! !!!!!!!!!!!* !!!!!!!!!!!!!

X non conserved
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X ≥ 50% conserved


