
logo MDNDQAQASEVCLL IT I
L
C
LR I

L
N
Y
G
Q
I
LLSPSLLLSKWWKAEDPSLMSLSTESEPTVSHPLKQKTLVSTNRDEKQIKSAASAS ILKRKNELAI EKQEFLYPKALKPRLVI

L
A
K
A
TYRSDENQGIGNMT

NTDB id 234898 S101395 RS15470 WP 006638186.1 MNDQSELLILLRLYGILSPSLLSKWWKEDPSLSLSEETSHPLKKLSNEKISASSIRKLAEKELPKAKRLIKTYSDNGIGM 80
NTDB id 114 BSU 16110 NP 389493.1 MDQAAVCLTICRINQLLSPSLLLKWWKADPSMSLTSPV...LQTVTRDQIKAAALKNEIEQFYPKLPRVLAAYREQGINT 77
consensus ! *! **!* *!!!!!! !!!! !!!*!!* * ***! ** * ! ! ** ! !! *!** ! **!!
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NTDB id 234898 S101395 RS15470 WP 006638186.1 IAISSPDYPACLKTIHDPPPVLFLKGKKTFLNENRLIGIVGTRDPSSYGKSVVRHLAGELSNKDWTIVSGLAKGIDGLAH 160
NTDB id 114 BSU 16110 NP 389493.1 IPISSKQYPFWLKSIYDPPAVLFAKGDMTLLSKGRKIGIVGTRNPTAYGKQVVNHLTKEICRKGWVIVSGLASGIDGMSH 157
consensus !*!!!* !! *!!*!*!!!*!!! !! ! ! ! !!!!!!! !* !!! !! !! !** ! ! !!!!!! !!!!* !
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NTDB id 234898 S101395 RS15470 WP 006638186.1 KETIRTNGKTIGVIAGGFDHIYPRENRLLARHMAESHLLVSEHLPHIKPQKWHFPMRNRLISGLTEGIVVIQGKERSGSL 240
NTDB id 114 BSU 16110 NP 389493.1 AASIKAKGRTIGVIAGGFQHIYPRENLQLADHMAKHHILLSEHPPETKPQKWHFPMRNRIISGLSEGVIVVQGKEKSGSL 237
consensus *!* !*!!!!!!!!! !!!!!!! !! !!! *!*!*!!!*!* !!!!!!!!!!!!*!!!!*!!**!*!!!!*!!!!

logo ITAYQALEQGREVFAVPGS ILFDPQNYASGQGPAIKRL IQEQGAKAL IVAWGSAIDEDI FLDEELPEGFRKNVQYTDEPFV
NTDB id 234898 S101395 RS15470 WP 006638186.1 ITAYQALEQGREVFAVPGSIFDQNSQGPARLIQEGAKLVAGIDDILDELPGFKVQYTDPV 300
NTDB id 114 BSU 16110 NP 389493.1 ITAYQALEQGREVFAVPGSLFDPYAGGPIKLIQQGAKAIWSAEDIFEELPERNVQYTEPF 297
consensus !!!!!!!!!!!!!!!!!!!*!!* !! *!!! !!! * *!! *!!! !!!!*!
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