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NTDB id 249077 CP942 RS02590 WP 105978910.1 MNDSSELLILLRLRGTLSPSLLTKWWKQDPSLSLTDEKNHLLTKLSLKRSDLCSIRKLAKQELSNVKRLIRSYEAAGVRM 80
NTDB id 114 BSU 16110 NP 389493.1 MDQAAVCLTICRINQLLSPSLLLKWWKADPSMSLTSPVLQTVTRDQIKAA...ALKNEIEQFYPKLPRVLAAYREQGINT 77
consensus ! *! **!* !!!!!! !!!! !!!*!!! * * *!* *! *** ** ! * **!** ! !*
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LCKRKGSWTVIVSGLAKSGIDGLMASH
NTDB id 249077 CP942 RS02590 WP 105978910.1 AAICSPDYPASLKTIHDPPPVLFLKGDVKLLNEQRLIGIVGTRSPSLYGKRAAVHLVRELCKKSWTIVSGLAKGIDGLAH 160
NTDB id 114 BSU 16110 NP 389493.1 IPISSKQYPFWLKSIYDPPAVLFAKGDMTLLSKGRKIGIVGTRNPTAYGKQVVNHLTKEICRKGWVIVSGLASGIDGMSH 157
consensus *!*!* !! !!*!*!!!*!!! !!!* !! ! !!!!!!! !* !!! !! *!*!*! ! !!!!!! !!!!* !
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NTDB id 249077 CP942 RS02590 WP 105978910.1 QESICSKGRTIGVIAGGFNSIYPREHRQLAGQMAENHLLVSEHPPHVKPQKWHFPMRNRLISGLTEGIVVVQGKEKSGSL 240
NTDB id 114 BSU 16110 NP 389493.1 AASIKAKGRTIGVIAGGFQHIYPRENLQLADHMAKHHILLSEHPPETKPQKWHFPMRNRIISGLSEGVIVVQGKEKSGSL 237
consensus !!* !!!!!!!!!!!!**!!!!!* !!! *!! *!*!*!!!!!* !!!!!!!!!!!!*!!!!*!!**!!!!!!!!!!!
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K
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NTDB id 249077 CP942 RS02590 WP 105978910.1 ITAYQALEQGREVFAVPGPIFDANSFGPSRLVQEGAKLVLNIEDILSELPPSRTQYPEPV 300
NTDB id 114 BSU 16110 NP 389493.1 ITAYQALEQGREVFAVPGSLFDPYAGGPIKLIQQGAKAIWSAEDIFEELPERNVQYTEPF 297
consensus !!!!!!!!!!!!!!!!!!**!!* !! *!*! !!! * !!! !!!* !!*!!
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