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NTDB id 58397 B1NLA3E RS15225 WP 015594722.1 MIFNYPNGRRFTQTSEKQETFRKKEKNFTYSNRGMTLEEDLNETNRFYLENNIAVIHKKPTPVQIVQVDYPKRSAAVIKE 80
NTDB id 117 BSU 22310 NP 390112.1 .MIRYPNGKTFQPKHSVS.SQNSQKRAPSYSNRGMTLEDDLNETNKYYLTNQIAVIHKKPTPVQIVNVHYPKRSAAVIKE 78
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logo AYFKQASSTTDYNGIYKRGRYIDFEAKETKFNEKSTSFPLKQNFHDEHQI ENHMKAQVKLAHQDGICFVI IRFSASFDEKQVFYFLEPADEHKLFL IYFYW
NTDB id 58397 B1NLA3E RS15225 WP 015594722.1 AYFKQASTTDYNGIYRGRYIDFEAKETKFESSFPLKNFHEHQINHMKAVLAHDGICFVIIRFSSFEKVFFLPAEHLLIYW 160
NTDB id 117 BSU 22310 NP 390112.1 AYFKQSSTTDYNGIYKGRYIDFEAKETKNKTSFPLQNFHDHQIEHMKQVKAQDGICFVII..SAFDQVYFLEADKLFYFW 156
consensus !!!!! !!!!!!!!!*!!!!!!!!!!!! *!!!! !!!*!!! !!! ! !*!!!!!!!!**! !* !*!!*!**! *!

logo

D
KRKMESDKGNGRKS IRTFKDEE I

L
E
N
D
E
N
T
A
S
H
Y
A
P
I
LSLGFYARPR IDYIKS IV IDEDQLYFSFSHPSSGAKG

NTDB id 58397 B1NLA3E RS15225 WP 015594722.1 KRMSDGGRKSITFEEINDNSHALSLGFRPRIDYIKVIDDLYSFH...... 204
NTDB id 117 BSU 22310 NP 390112.1 DRKEKNGRKSIRKDELEETAYPISLGYAPRIDYISIIEQLYFSPSSGAKG 206
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