
logo MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVL IAVVSSYFTSRKLNDAANERLAEIQQDLRNAATL IVRDARMAGSFGCFNMS
NTDB id 81124 HT073 RS02695 WP 003690899.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAIQQDLRNAATLIVRDARMAGSFGCFNMS 85
NTDB id 1138 NGFG RS02430 WP 003694978.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAEQQDLRNAATLIVRDARMAGSFGCFNMS 85
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!

logo EHI
T
E
G
K
NDVFVFGNVATQKKNAPLFSLKNLRKNSRTNSTNKL IP IATESPNIGNYQGNFFTQRVLSNSAL I FQYGIDDAVDNASADETTVVSSCAGAI SKPGKQIPT

NTDB id 81124 HT073 RS02695 WP 003690899.1 EHTEKDVFFGVTQKKPLFSLNLK.RNSTNKLIPIAESPNIGYQGFTQRLNALIFQYGIDDANASAETTVVSSCGAISKPGKQIPT 169
NTDB id 1138 NGFG RS02430 WP 003694978.1 EHIGNDVVFNVAQKNALFSLKRNSTNSTNKLIPITESPNINYQNFFQVSSALIFQYGIDDVDASADTTVVSSCAAISKPGKQIPT 170
consensus !! !! ! ! !! *!!!! * !!!!!!!!! !!!!! !! ! ! !!!!!!!!!! !!!*!!!!!!!*!!!!!!!!!!!

logo LEDNAKKELKIQDNSDKEQNGNIARQRHVVNAYAVGKRFIAGNGNEEGLFRFQLDDKGEKWGNPQLLAKKVKRMDRVRYIYVSGCPEDEDAGK
NTDB id 81124 HT073 RS02695 WP 003690899.1 LEDAKKELKIQDSDKEQNGNIARQRHVVNAYAVGRFGNNEEGLFRFQLDDKGEWGNPQLLAKKVKRMDVRYIYVSGCPEDEDAGK 254
NTDB id 1138 NGFG RS02430 WP 003694978.1 LENAKKELKIQNSDKEQNGNIARQRHVVNAYAVGKIA.GEEGLFRFQLDDKGKWGNPQLLAKKVKRMRVRYIYVSGCPEDEDAGK 254
consensus !! !!!!!!!! !!!!!!!!!!!!!!!!!!!!!!* ** !!!!!!!!!!!!! !!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!

logo EEQFKYTDGKFDSSVTPAGVEVLLDSGSDAKIAASSDNI IYAYR INATIRGGNVCANRTL
NTDB id 81124 HT073 RS02695 WP 003690899.1 EEQFKYTGKFDSSVTPAGVEVLLDSGSDAKIAASSDNIIYAYRINATIRGGNVCANRTL 313
NTDB id 1138 NGFG RS02430 WP 003694978.1 EEQFKYTDKFDSSVTPAGVEVLLDSGSDAKIAASSDNIIYAYRINATIRGGNVCANRTL 313
consensus !!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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