
logo MSENKQNEVLSTGYEQLKRRNRRRLVTASCSLVAASC I LLAAALSSDGPADEQSNTPAPQAGETGNAGTVENSKQATAGNATAQTPALKSAAENGETAA
NTDB id 129085 LA58 RS03760 WP 002221268.1 MSENKQNEVLSGYEQLKRRNRRRLVTASCLVAASCILLAAALSSGPAEQT....AGETNGVENKAAGAAQTPALKS.......AA 74
NTDB id 1129 NGFG RS01435 WP 003687618.1 MSENKQNEVLTGYEQLKRRNRRRLVTASSLVAASCILLAAALSSDPADSNPAPQAGETGATESQTANTAQTPALKSAAENGETAA 85
consensus !!!!!!!!!!*!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!! !!* ****!!!! * ! ! !!!!!!!!*******!!

logo DKPQDLAGEDKPSAADSE I SEPENVGAPLVL INDRLEDSNIKGLEAESEKLQQAETAKTAEPKQAKQRAAEKVPSATADSTDTVAVEK
NTDB id 129085 LA58 RS03760 WP 002221268.1 DKPQDLAGEDKPSAADSEISEPENVGAPLVLINDRLEDSNIKGLEASEKLQQAETAKTAPKQAKQRAAEKVPATADSTDTVAVEK 159
NTDB id 1129 NGFG RS01435 WP 003687618.1 DKPQDLAGEDKPSAADSEISEPENVGAPLVLINDRLEDSNIKGLEESEKLQQAETAKTEPKQAKQRAAEKVSATADSTDTVAVEK 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!! !!!!!!!!!!!!*!!!!!!!!!!!!!

logo PKRSTAEPTKPQKAERTAEKAKPKAKETKTAEKVADKPKTAAEKTKPDTAKSDSAVKEATKKADKAEGSKKTAEKDRSDGKKHETAQKTD
NTDB id 129085 LA58 RS03760 WP 002221268.1 PKRTAETKPQKAERTAKAKPKAKETKTAEKVADKPKTAAEKTKPDTAKSDSAVKETKKADKAESKKTAEKDRSDGKKHETAQKTD 244
NTDB id 1129 NGFG RS01435 WP 003687618.1 PKRSAEPKPQKAERTAEAKPKAKETKTAEKVADKPKTAAEKTKPDTAKSDSAVKEAKKADKAEGKKTAEKDRSDGKKHETAQKTD 255
consensus !!!*!!*!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!! !!!!!!!!!!!!!!!!!!!!!

logo KADKTKTAEKEKSGKAGKKAAIQAGYAEKERALSLQRKMKAAGIDSTITE IMTDNGKVYRVKSSNYKNARDAERDLNKLRVHGIA
NTDB id 129085 LA58 RS03760 WP 002221268.1 KADKTKTAEKEKS...GKKAAIQAGYAEKERALSLQRKMKAAGIDSTITEIMTDNGKVYRVKSSNYKNARDAERDLNKLRVHGIA 326
NTDB id 1129 NGFG RS01435 WP 003687618.1 KADKTKTAEKEKSGKAGKKAAIQAGYAEKERALSLQRKMKAAGIDSTITEIMTDNGKVYRVKSSNYKNARDAERDLNKLRVHGIA 340
consensus !!!!!!!!!!!!!***!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GQVTNE
NTDB id 129085 LA58 RS03760 WP 002221268.1 GQVTNE 332
NTDB id 1129 NGFG RS01435 WP 003687618.1 GQVTNE 346
consensus !!!!!!
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