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NTDB id 225678 B7492 RS08595 WP 000155584.1 MTIRYPNGKRYDQASQP..HKTPIKKHTYSNRGMSLEEELNETNQYYLTHNIACVHKKPTPLQIVKVDYPARSAAVVKEA 78
NTDB id 117 BSU 22310 NP 390112.1 .MIRYPNGKTFQPKHSVSSQNSQKRAPSYSNRGMTLEDDLNETNKYYLTNQIAVIHKKPTPVQIVNVHYPKRSAAVIKEA 79
consensus * !!!!!!! * * * **** ** * *!!!!!!*!!**!!!!! !!!!**!!**!!!!!!*!!! !*!! !!!!!*!!!

logo YFKQPSSTTDYNGI
VYKGKRYIDFEAKETKNKTSFPLQNFHDLHQI EHMKQVKVAHQDNGIACFVI IKFSTALFDEQFVYFLLDEADKHKI

L
F
I
A
YFWDN

NTDB id 225678 B7492 RS08595 WP 000155584.1 YFKQPSTTDYNGVYKGKYIDFEAKETKNKTSFPLQNFHLHQIEHMKQVVAHNGIAFVIIKFTLFDEFYLLDAKHIIAFWN 158
NTDB id 117 BSU 22310 NP 390112.1 YFKQSSTTDYNGIYKGRYIDFEAKETKNKTSFPLQNFHDHQIEHMKQVKAQDGICFVII..SAFDQVYFLEADKLFYFWD 157
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NTDB id 225678 B7492 RS08595 WP 000155584.1 RQNTGGRKSITKQEIEEHGSLLSCGYHPRIDYIRVLDTVYFS....... 200
NTDB id 117 BSU 22310 NP 390112.1 RKEKNGRKSIRKDELEETAYPISLGYAPRIDYISIIEQLYFSPSSGAKG 206
consensus ! !!!!! ! !*!!** **!*!!*!!!!!! *** *!!!*******
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