
logo MNYFKLFFSALFCLVLFSCDGGNDSPTENAKVDDGFDRKEMLRHWADNF I IPYTEKFKDEATNLDTKIKAFAQEPNQTHLTAVREA
NTDB id 70958 M949 RS02460 WP 038693361.1 MNYFKLFFSALFCLVLFSCDGNDSPTENAKVDDGFDRKEMLRHWADNFIIPYTEKFKDEATNLDTKIKAFAQEPNQTHLTAVREA 85
NTDB id 1338 RA0C RS09875 WP 013447187.1 MNYFKLFFSALFCLVLFSCGGNDSPTENAKVDDGFDRKEMLRHWADNFIIPYTEKFKDEATNLDTKIKAFAQEPNQTHLTAVREA 85
consensus !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LNKTYEAYQYIGFYRLGKAEEVSMNFLYRVNTYPTNTER IKQNAKDHNYNFRQLSE IQGGKIAQGLPAIDYLVNGLEPEDNAI LM
NTDB id 70958 M949 RS02460 WP 038693361.1 LNKTYEAYQYIGFYRLGKAEEVSMNFLYRVNTYPTNTERIKQNAKDHNYNFRQLSEIQGGKIAQGLPAIDYLVNGLEPEDNAILM 170
NTDB id 1338 RA0C RS09875 WP 013447187.1 LNKTYEAYQYIGFYRLGKAEEVSMNFLYRVNTYPTNTERIKQNAKDHNYNFRQLSEIQGGKIAQGLPAIDYLVNGLEPEDNAILM 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo EYTSGQEAAADYKAYLSALSAE I LKSATEVLADWKGGYRNKFVENTDSNASGS I SLMVNAYVQYYEKNLRAAKIGYPSGVLTPMFL
NTDB id 70958 M949 RS02460 WP 038693361.1 EYTSGQEAAAYKAYLSALSAEILKSATEVLADWKGGYRNKFVENTDSNASGSISLMVNAYVQYYEKNLRAAKIGYPSGVLTPMFL 255
NTDB id 1338 RA0C RS09875 WP 013447187.1 EYTSGQEAADYKAYLSALSAEILKSATEVLADWKGGYRNKFVENTDSNASGSISLMVNAYVQYYEKNLRAAKIGYPSGVLTPMFL 255
consensus !!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo AQSEAPKPHL I ESQFAPQYSRAYALLGTKAMLEFFQGKGINGKSGKSLQHYIDYMATKNAHHKTLSQDIVRQFEEAIKNI EALNP
NTDB id 70958 M949 RS02460 WP 038693361.1 AQSEAPKPHLIESQFAPQYSRAYALLGTKAMLEFFQGKGINGKSGKSLQHYIDYMATKNAHHKTLSQDIVRQFEEAIKNIEALNP 340
NTDB id 1338 RA0C RS09875 WP 013447187.1 AQSEAPKPHLIESQFAPQYSRAYALLGTKAMLEFFQGKGINGKSGKSLQHYIDYMATKNAHHKTLSQDIVRQFEEAIKNIEALNP 340
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo NLKIQITQDLAQMKNAYFSLQQNVSKLKVDMAVQSLNITI SYMDTDGD
NTDB id 70958 M949 RS02460 WP 038693361.1 NLKIQITQDLAQMKNAYFSLQQNVSKLKVDMAQSLNITISYMDTDGD 387
NTDB id 1338 RA0C RS09875 WP 013447187.1 NLKIQITQDLAQMKNAYFSLQQNVSKLKVDMVQSLNITISYMDTDGD 387
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!
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