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NTDB id 251915 CG482 RS07410 WP 012093762.1 MTIRYPNGKRYNQA..LQPQKTKMKKHTYGNRGMSLEEELNETNQYYLSHNIACVHKKPTPLQIVKVDYPARSAAVVREA 78
NTDB id 117 BSU 22310 NP 390112.1 .MIRYPNGKTFQPKHSVSSQNSQKRAPSYSNRGMTLEDDLNETNKYYLTNQIAVIHKKPTPVQIVNVHYPKRSAAVIKEA 79
consensus * !!!!!!! *** *** *! * * *! !!!!*!!**!!!!! !!!***!!**!!!!!!*!!! !*!! !!!!!**!!

logo YFKQPSSTTDYNGI
VYKGKRYIDFEAKETKNKTNSFPLQNFHDLHQI EHMKQVI

KAHQDGIACFVI IKSFTALFYDNEQI
VYFLLDEADKHKLVFI SYFWDN

NTDB id 251915 CG482 RS07410 WP 012093762.1 YFKQPSTTDYNGVYKGKYIDFEAKETKNKTNFPLQNFHLHQIEHMKQVIAHDGIAFVIIKFTLYNEIYLLDAKHVISFWN 158
NTDB id 117 BSU 22310 NP 390112.1 YFKQSSTTDYNGIYKGRYIDFEAKETKNKTSFPLQNFHDHQIEHMKQVKAQDGICFVIIS..AFDQVYFLEADKLFYFWD 157
consensus !!!!*!!!!!!!*!!!*!!!!!!!!!!!!! !!!!!!! !!!!!!!!! !*!!!*!!!! ** * *! !*! ** !!

logo RKDEKTGNGRKS IRTKDQE I
LEEHTAGSYLP I

LSCLGYAHPR IDYI S I ILDEMQLVYFSPSSGAKG
NTDB id 251915 CG482 RS07410 WP 012093762.1 RKDTGGRKSITKQEIEEHGSLLSCGYHPRIDYISILDMVYFS....... 200
NTDB id 117 BSU 22310 NP 390112.1 RKEKNGRKSIRKDELEETAYPISLGYAPRIDYISIIEQLYFSPSSGAKG 206
consensus !!* !!!!! ! !*!!** **!*!!*!!!!!!!!** *!!!*******
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