
logo MKRRKMLNVPKGGSYDGMKGFTI IVEFLVAGLMLSMVIVL IMAVGVSSYFTSRKLNDAANERLAEIQQDLRNAATL IVRDARM
NTDB id 47961 NMBM01240149 RS06865 WP 014582408.1 MRRKMLNVPKGSYDGMKGFTIIEFLVAGMLSMIVLMAVGSSYFTSRKLNDAANERLAIQQDLRNAATLIVRDARM 75
NTDB id 1138 NGFG RS02430 WP 003694978.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAEQQDLRNAATLIVRDARM 75
consensus !*!!!!!!!!! !!!!!!!!!*!!!!!!*!!*!!!*!! !!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!

logo AGSFGCFNMSEHI
T
E
G
K
NDVVFSDNVAPQKNARLFSLKGRNSSATNKL IPNGSTDTNKL IP ITESLPDNINYQNFFQVGSSAL I FQYGID

NTDB id 47961 NMBM01240149 RS06865 WP 014582408.1 AGSFGCFNMSEHTEKDVVSDVPQKNRLFSLKGSSANKLIPNGTDNKLIPITESLDINYQNFFQVGSALIFQYGID 150
NTDB id 1138 NGFG RS02430 WP 003694978.1 AGSFGCFNMSEHIGNDVVFNVAQKNALFSLKRNSTN......STNKLIPITESPNINYQNFFQVSSALIFQYGID 144
consensus !!!!!!!!!!!! !!! !*!!! !!!!! ! !******* !!!!!!!!!* !!!!!!!!! !!!!!!!!!!

logo DVDNASAADTTVVSSCAAI SKPGKQI LPTLENAVKKELKIQSDNQSDKEQNGNIARQRHVVNAYAVGKR IAGEEGLFRFQLDD
NTDB id 47961 NMBM01240149 RS06865 WP 014582408.1 DVNASAATTVVSSCAAISKPGKQILTLENVKKELKISDQDKEQNGNIARQRHVVNAYAVGRIAGEEGLFRFQLDD 225
NTDB id 1138 NGFG RS02430 WP 003694978.1 DVDASADTTVVSSCAAISKPGKQIPTLENAKKELKIQNSDKEQNGNIARQRHVVNAYAVGKIAGEEGLFRFQLDD 219
consensus !! !!! !!!!!!!!!!!!!!!!!*!!!! !!!!!! !!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!

logo KGKWGNPQLLAKKI
V
K
R
R
YMKRVRYIYVSDGCPEDDEDAGKEEQTFKRYTDKFDNSAQDASVTPAGVEVLLDSSGSTDATKIAASSDN

NTDB id 47961 NMBM01240149 RS06865 WP 014582408.1 KGKWGNPQLLAKKIRYMKVRYIYVSDCPEDDDAGKEETFRYTDKFNSAQDAVTPAGVEVLLSSGTDTKIAASSDN 300
NTDB id 1138 NGFG RS02430 WP 003694978.1 KGKWGNPQLLAKKVKRMRVRYIYVSGCPEDEDAGKEEQFKYTDKFDS...SVTPAGVEVLLDSGSDAKIAASSDN 291
consensus !!!!!!!!!!!!!** !*!!!!!!! !!!!*!!!!!! !*!!!!! !*** !!!!!!!!!! !!*! !!!!!!!!

logo

H
I IYAYR IDNATIRGGNVCANRTL

NTDB id 47961 NMBM01240149 RS06865 WP 014582408.1 HIYAYRIDATIRGGNVCANRTL 322
NTDB id 1138 NGFG RS02430 WP 003694978.1 IIYAYRINATIRGGNVCANRTL 313
consensus *!!!!!! !!!!!!!!!!!!!!
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