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logo SDEVI
FRLTQHENLEAQESKKNRLNSTSVI LFSYMS

TDGVI
LATDNRSRGKQI ITVMINSDMTAKQRKLQLGNVLDTVKREDQSVATLENQCMRNS I LEDI

LLKDDGI EDENNPSYETLYNRSEDLLI STQKST
NTDB id 414 AAK55818.1 838..2187( ) SEVIRLTQENLEQESKRLNSILFYMTDGVLATNRRGQIIMINDTAKKQLGLVKEDVLNRSILELLKIEENYELRDLITQS 158
NTDB id 1119891 EL076 RS05410 WP 003092744.1 SDVFRLTHENLAQEKNRLSSVLSYMSDGVIATNRRGQITMINSTAQRLLNLDRESATQMSILDLLDGENPYTYSELLSKT 157
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logo LCHTEESTI
VAPDNSF IKVSLDETNRMMRMVI STDLLAHSLSCR IDNAKQSTTSQHLDVEML ITNFTAF IMNTFYI LDNRFDKQMIQKGSQQEKSTNPTEGNKFKVYELIVIRDYSPDIV

NTDB id 414 AAK55818.1 838..2187( ) LCETVAPDFIKVSLDETNRMMRMVTDLLHLSCIDNATSHLDVELINFTAFITFILNRFDKMKGQEK..EKKYELVRDYPI 316
NTDB id 1119891 EL076 RS05410 WP 003092744.1 LHEEIAPNFIKVSLDETNRMMRMISDLLALSRIDNKSTQLDVEMTNFTAFMTYILNRFDQIKSQETNPGKFYEIIRDYSV 317
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logo TGLGLAS IAKE I IVKQHKGF IWANKSEEYGEKGSTFTIVLPYEDNKDNADMVAKMEIVEDVEWEDEMDEEVDEDES
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