
logo MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVL IAVVSSYFTSRKLNDAANERLAEIQQDLRNAATL IVRDARMAGSFG
NTDB id 328145 EGH12 RS07725 WP 047921846.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAIQQDLRNAATLIVRDARMAGSFG 80
NTDB id 1138 NGFG RS02430 WP 003694978.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAEQQDLRNAATLIVRDARMAGSFG 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!

logo CFNMSEHI
T
E
G
K
NDVVFSDNVAQKNARLFSLKMRNSTNKVI SNGS

T
D
TNKL IP IATESLPNINRYQGNFFTHQRVPSNSAL I FQYGIDDAVDNASADETTV

NTDB id 328145 EGH12 RS07725 WP 047921846.1 CFNMSEHTEKDVVSDVAQKNRLFSLKMNSTNKVISNGTDNKLIPIAESLNIRYQGFTHRPNALIFQYGIDDANASAETTV 160
NTDB id 1138 NGFG RS02430 WP 003694978.1 CFNMSEHIGNDVVFNVAQKNALFSLKRNSTN......STNKLIPITESPNINYQNFFQVSSALIFQYGIDDVDASADTTV 154
consensus !!!!!!! !!! !!!!! !!!!! !!!!******* !!!!!! !!*!! !! ! * * !!!!!!!!!! !!!*!!!

logo VSSCAGAI SKPGKQIPTLEDNAKKELKIQDNSDKEQNGNIARQRHVVNAYAVGKRFIAGNGNEEGLFRFQLDDKGEKWGNPQLLAKKV
NTDB id 328145 EGH12 RS07725 WP 047921846.1 VSSCGAISKPGKQIPTLEDAKKELKIQDSDKEQNGNIARQRHVVNAYAVGRFGNNEEGLFRFQLDDKGEWGNPQLLAKKV 240
NTDB id 1138 NGFG RS02430 WP 003694978.1 VSSCAAISKPGKQIPTLENAKKELKIQNSDKEQNGNIARQRHVVNAYAVGKIA.GEEGLFRFQLDDKGKWGNPQLLAKKV 233
consensus !!!!*!!!!!!!!!!!!! !!!!!!!! !!!!!!!!!!!!!!!!!!!!!!* ** !!!!!!!!!!!!! !!!!!!!!!!!

logo KRMDRVRYIYVSDGCPEDEDAGKEEQFKYTDGKFDSSVTPAGVEVLLDSGSDAKIAASSDNI IYAYR INATIRGGNVCANRTL
NTDB id 328145 EGH12 RS07725 WP 047921846.1 KRMDVRYIYVSDCPEDEDAGKEEQFKYTGKFDSSVTPAGVEVLLDSGSDAKIAASSDNIIYAYRINATIRGGNVCANRTL 320
NTDB id 1138 NGFG RS02430 WP 003694978.1 KRMRVRYIYVSGCPEDEDAGKEEQFKYTDKFDSSVTPAGVEVLLDSGSDAKIAASSDNIIYAYRINATIRGGNVCANRTL 313
consensus !!! !!!!!!! !!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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