
logo MSENKQNEVLTGYEQLKRRNRRRLVTASSLVAASC I LLAAALSSDPADSNPAPQAGETGATESQTANTAQTPALKSAAENGETAA
NTDB id 81033 HT078 RS07095 WP 003690743.1 MSENKQNEVLTGYEQLKRRNRRRLVTASSLVAASCILLAAALSSDPADSNPAPQAGETGATESQTANTAQTPALKSAAENGETAA 85
NTDB id 1129 NGFG RS01435 WP 003687618.1 MSENKQNEVLTGYEQLKRRNRRRLVTASSLVAASCILLAAALSSDPADSNPAPQAGETGATESQTANTAQTPALKSAAENGETAA 85
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DKPQDLAGEDKPSAADSE I SEPENVGAPLVL INDRLEDSNIKGLEESEKLQQAETAKTEPKQAKQRAAEKVSATADSTDTVAVEK
NTDB id 81033 HT078 RS07095 WP 003690743.1 DKPQDLAGEDKPSAADSEISEPENVGAPLVLINDRLEDSNIKGLEESEKLQQAETAKTEPKQAKQRAAEKVSATADSTDTVAVEK 170
NTDB id 1129 NGFG RS01435 WP 003687618.1 DKPQDLAGEDKPSAADSEISEPENVGAPLVLINDRLEDSNIKGLEESEKLQQAETAKTEPKQAKQRAAEKVSATADSTDTVAVEK 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo PKRSTAEPKPQKAERTAEAKPKAKETKTAEKVADKPKTAAEKTKPDTAKSDSAVKEAKKADKAEGKKTAEKDRSDGKKHETAQKTD
NTDB id 81033 HT078 RS07095 WP 003690743.1 PKRTAEPKPQKAERTAEAKPKAKETKTAEKVADKPKTAAEKTKPDTAKSDSAVKEAKKADKAEGKKTAEKDRSDGKKHETAQKTD 255
NTDB id 1129 NGFG RS01435 WP 003687618.1 PKRSAEPKPQKAERTAEAKPKAKETKTAEKVADKPKTAAEKTKPDTAKSDSAVKEAKKADKAEGKKTAEKDRSDGKKHETAQKTD 255
consensus !!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo KADKTKTAEKEKSGKAGKKAAIQAGYAEKERALSLQRKMKAAGIDSTITE IMTDNGKVYRVKSSNYKNARDAERDLNKLRVHGIA
NTDB id 81033 HT078 RS07095 WP 003690743.1 KADKTKTAEKEKSGKAGKKAAIQAGYAEKERALSLQRKMKAAGIDSTITEIMTDNGKVYRVKSSNYKNARDAERDLNKLRVHGIA 340
NTDB id 1129 NGFG RS01435 WP 003687618.1 KADKTKTAEKEKSGKAGKKAAIQAGYAEKERALSLQRKMKAAGIDSTITEIMTDNGKVYRVKSSNYKNARDAERDLNKLRVHGIA 340
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GQVTNE
NTDB id 81033 HT078 RS07095 WP 003690743.1 GQVTNE 346
NTDB id 1129 NGFG RS01435 WP 003687618.1 GQVTNE 346
consensus !!!!!!
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