
logo MRCLTCLKLSFKPLCPNCLNDLPLSLKR I
VRVLEGVSVYSFYAYSE I EEL IKSKYAL IGSR I LPLLSQKAGAKEFVKI LQEQG

NTDB id 316144 D4L53 RS00275 WP 139518003.1 MRCLTCLKLSFKPLCPNCLNDLPLSLRIRVLEGVSVYSFYAYSEIEELIKSKYALIGSRILPLLSQKAGKEFVKILQEQG 80
NTDB id 1221 C694 RS07590 WP 001203580.1 MRCLTCLKLSFKPLCPNCLNDLPLSLKVRVLEGVSVYSFYAYSEIEELIKSKYALIGSRILPLLSQKAGAEFVKILQEQG 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!**!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!

logo LNIPLYGIA IDDKIKSFYSHSAAVLLKGFCQGNLKAPTYGRLRANNAVSYAGKSLEFRANNPRNFTFKRGDEKNSLDYFLLDDI I
NTDB id 316144 D4L53 RS00275 WP 139518003.1 LNIPLYGIAIDDKIKSFYSHSAVLLKGFCQGNLKATYGRLRANNAVSYAGKSLEFRANNPRNFTFRGDKNLDYFLLDDII 160
NTDB id 1221 C694 RS07590 WP 001203580.1 LNIPLYGIAIDDKIKSFYSHSAALLKGFCQGNLKPTYGRLRANNAVSYAGKSLEFRANNPRNFTFKGDESLDYFLLDDII 160
consensus !!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!! !!!!!!!!!!

logo TTGTTLKEALKYLKTLNIKAVHFAIALCSADE
NTDB id 316144 D4L53 RS00275 WP 139518003.1 TTGTTLKEALKYLKTLNIKAHFAIALCSADE 191
NTDB id 1221 C694 RS07590 WP 001203580.1 TTGTTLKEALKYLKTLNIKVHFAIALCSADE 191
consensus !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!
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