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NTDB id 375 SMU RS06880 WP 002262929.1 NDLSEVFRLTHENLAQEKNRLTSILSYMTDGVLATDRSGKITVINDMAQKQLNVTREQALECNILDILD.DDSYTYNDLI 154
NTDB id 1170446 ACLV7W RS05725 WP 411865611.1 NDLSEVIRLTQENLEQESKRLHSILSYMTDGVLATNRRGKITMINDMAKKQLGVQKEDVLNKSILELLKIEDEYELRDLI 155
NTDB id 414 AAK55818.1 838..2187( ) NDLSEVIRLTQENLEQESKRLNSILFYMTDGVLATNRRGQIIMINDTAKKQLGLVKEDVLNRSILELLKIEENYELRDLI 155
consensus !!!!!!*!!!*!!!*!!**!! !!!*!!!!!!!!!*!*!*!**!!!*!*!!!** *!**!***!!**!**** !***!!!

logo TKQI
S
TPE I

L
L
M
V

I
L
T
D
R
S
R
QDDEIYNDGEFYI

L
N
S
TLR I

VRFAL INVRRESGF I SGL IVAVLHDATTEQEKEERERRLFVSNVSHELRTPLTSVKSYLEALD
NTDB id 375 SMU RS06880 WP 002262929.1 TKTPEIVLTRRDEYDEFITLRIRFALNRRESGFISGLIAVLHDATEQEKEERERRLFVSNVSHELRTPLTSVKSYLEALD 234
NTDB id 1170446 ACLV7W RS05725 WP 411865611.1 TQIPELMIDSQDDNGEYLSLRVRFALVRRESGFISGLVAVLHDTTEQEKEERERRLFVSNVSHELRTPLTSVKSYLEALD 235
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NTDB id 375 SMU RS06880 WP 002262929.1 DGALTESVAPSFIKVSLDETNRMMRMITDLLSLSRIDNQTSHLDVELTNFTAFMNYILDRFDQIQSQQSTNKVYEIIRDY 314
NTDB id 1170446 ACLV7W RS05725 WP 411865611.1 EGALSEPVAPDFIKVSLDETNRMMRMVTDLLHLSRIDNATSHLDVELINFTAFITFILNRFDQIRGQD.EEKKYELVRDY 314
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