
logo MSENKQNEVLTGYEQLKRRNRRRLVTASSLVAASC I LLAAALSSDPADSNPAPQAGETGATESQTANTAQTPALKSAAEN
NTDB id 328031 EGH15 RS01645 WP 003690743.1 MSENKQNEVLTGYEQLKRRNRRRLVTASSLVAASCILLAAALSSDPADSNPAPQAGETGATESQTANTAQTPALKSAAEN 80
NTDB id 1129 NGFG RS01435 WP 003687618.1 MSENKQNEVLTGYEQLKRRNRRRLVTASSLVAASCILLAAALSSDPADSNPAPQAGETGATESQTANTAQTPALKSAAEN 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GETAADKPQDLAGEDKPSAADSE I SEPENVGAPLVL INDRLEDSNIKGLEESEKLQQAETAKTEPKQAKQRAAEKVSATA
NTDB id 328031 EGH15 RS01645 WP 003690743.1 GETAADKPQDLAGEDKPSAADSEISEPENVGAPLVLINDRLEDSNIKGLEESEKLQQAETAKTEPKQAKQRAAEKVSATA 160
NTDB id 1129 NGFG RS01435 WP 003687618.1 GETAADKPQDLAGEDKPSAADSEISEPENVGAPLVLINDRLEDSNIKGLEESEKLQQAETAKTEPKQAKQRAAEKVSATA 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DSTDTVAVEKPKRSTAEPKPQKAERTAEAKPKAKETKTAEKVADKPKTAAEKTKPDTAKSDSAVKEAKKADKAEGKKTAEK
NTDB id 328031 EGH15 RS01645 WP 003690743.1 DSTDTVAVEKPKRTAEPKPQKAERTAEAKPKAKETKTAEKVADKPKTAAEKTKPDTAKSDSAVKEAKKADKAEGKKTAEK 240
NTDB id 1129 NGFG RS01435 WP 003687618.1 DSTDTVAVEKPKRSAEPKPQKAERTAEAKPKAKETKTAEKVADKPKTAAEKTKPDTAKSDSAVKEAKKADKAEGKKTAEK 240
consensus !!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DRSDGKKHETAQKTDKADKTKTAEKEKSGKAGKKAAIQAGYAEKERALSLQRKMKAAGIDSTITE IMTDNGKVYRVKSSN
NTDB id 328031 EGH15 RS01645 WP 003690743.1 DRSDGKKHETAQKTDKADKTKTAEKEKSGKAGKKAAIQAGYAEKERALSLQRKMKAAGIDSTITEIMTDNGKVYRVKSSN 320
NTDB id 1129 NGFG RS01435 WP 003687618.1 DRSDGKKHETAQKTDKADKTKTAEKEKSGKAGKKAAIQAGYAEKERALSLQRKMKAAGIDSTITEIMTDNGKVYRVKSSN 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo YKNARDAERDLNKLRVHGIAGQVTNE
NTDB id 328031 EGH15 RS01645 WP 003690743.1 YKNARDAERDLNKLRVHGIAGQVTNE 346
NTDB id 1129 NGFG RS01435 WP 003687618.1 YKNARDAERDLNKLRVHGIAGQVTNE 346
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!
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