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NTDB id 370361 BvL003 RS07960 WP 146276764.1 MDQASRCLMVCSINQIISPSLLLKWWKADHSLSFLPDPHPLTVLSEGKTASEEIFREIERKDPELDEVLSDYRREGITVI 80
NTDB id 114 BSU 16110 NP 389493.1 MDQAAVCLTICRINQLLSPSLLLKWWKADPSMSLTSPV..LQTVTRDQIKAAALKNEIEQFYPKLPRVLAAYREQGINTI 78
consensus !!!! !! *! !!!**!!!!!!!!!!!! !*! *****! ** * !!! ! !* !! !! !! !
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NTDB id 370361 BvL003 RS07960 WP 146276764.1 PISSSRYPRWLKAIYDPPAVLYAKGNTPLLEKGRKIGIVGTRKPTEDGIKAAGHLSAELSKKGWVIVSGLASGIDGLSHK 160
NTDB id 114 BSU 16110 NP 389493.1 PISSKQYPFWLKSIYDPPAVLFAKGDMTLLSKGRKIGIVGTRNPTAYGKQVVNHLTKEICRKGWVIVSGLASGIDGMSHA 158
consensus !!!! !! !!! !!!!!!!!*!!! *!! !!!!!!!!!!! !! ! !!* !***!!!!!!!!!!!!!!!*!!
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NTDB id 370361 BvL003 RS07960 WP 146276764.1 ASIRAKGLTIGVIAGGFHHIYPRENLLLAEYMAEHHLLLSEHPPETKPKKWHFPMRNRIISGLSEGIVVVQGKEKSGSLI 240
NTDB id 114 BSU 16110 NP 389493.1 ASIKAKGRTIGVIAGGFQHIYPRENLQLADHMAKHHILLSEHPPETKPQKWHFPMRNRIISGLSEGVIVVQGKEKSGSLI 238
consensus !!!*!!! !!!!!!!!!*!!!!!!!! !!**!! !!*!!!!!!!!!!! !!!!!!!!!!!!!!!!!**!!!!!!!!!!!!
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NTDB id 370361 BvL003 RS07960 WP 146276764.1 TAYQALDQGREVFAVPGSIFNPYSGGPIKLIQEGAKAVLCAEDIDGELTARCVQYTEPF 299
NTDB id 114 BSU 16110 NP 389493.1 TAYQALEQGREVFAVPGSLFDPYAGGPIKLIQQGAKAIWSAEDIFEELPERNVQYTEPF 297
consensus !!!!!!*!!!!!!!!!!!*! !! !!!!!!!! !!!!* *!!!! !!* !*!!!!!!!
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