
logo MKRRKMLNVPKGGSYDGMKGFTI IVEFLVAGLMLSMVIVL IMAVGVSSYFTSRKLNDAANERLAAEQQDLRNAATL IVRDARM
NTDB id 48008 NMBM04240196 RS07200 WP 014581479.1 MRRKMLNVPKGSYDGMKGFTIIEFLVAGMLSMIVLMAVGSSYFTSRKLNDAANERLAAQQDLRNAATLIVRDARM 75
NTDB id 1138 NGFG RS02430 WP 003694978.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAEQQDLRNAATLIVRDARM 75
consensus !*!!!!!!!!! !!!!!!!!!*!!!!!!*!!*!!!*!! !!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!

logo AGGSFGCFNMSEHI
S
A
G
N
TDVI

V
F
P
D
N
T
V
A
TQKQNASLPFSLKRNGSTNS ITDNKL IP IATESPSNIGNYPQDNFFTQRVLSNSAL I FQYGIDDVDNASA

NTDB id 48008 NMBM04240196 RS07200 WP 014581479.1 AGGFGCFNMSEHSATDVIPDTTQQNSPFSLKRNG...IDKLIPIAESSNIGYPDFTQRLNALIFQYGIDDVNASA 147
NTDB id 1138 NGFG RS02430 WP 003694978.1 AGSFGCFNMSEHIGNDVVFNVAQKNALFSLKRNSTNSTNKLIPITESPNINYQNFFQVSSALIFQYGIDDVDASA 150
consensus !! !!!!!!!!! * !!** ! ! *!!!!!! *** !!!!! !!*!! !* ! ! !!!!!!!!!!! !!!

logo DTTVVSSCAAKIASKPGKKQIPSTLEQENAKKSAELKQIQTNDSDKEKQNGNIATRQRHVVNAYAVGKR IAGEEGLFRFQLDNDKNGKQWGN
NTDB id 48008 NMBM04240196 RS07200 WP 014581479.1 DTTVVSSCAKIAKPGKKISTLQEAKSALQITNDD.KQNGNITRQRHVVNAYAVGRIAGEEGLFRFQLNDNGQWGN 221
NTDB id 1138 NGFG RS02430 WP 003694978.1 DTTVVSSCAAISKPGKQIPTLENAKKELKIQNSDKEQNGNIARQRHVVNAYAVGKIAGEEGLFRFQLDDKGKWGN 225
consensus !!!!!!!!! ! !!!! !*!! !! ! ! ! !* !!!!! !!!!!!!!!!!!*!!!!!!!!!!!! ! ! !!!

logo PQLLAVKKI
V
K
N
K
RMDRI

VRYIYVSGNCPEDDEDAGKEEQTFKYTDKFDNSAQNASVTPAGVEVLLDSSGSTDATKIAASSDNHI IYAYR
NTDB id 48008 NMBM04240196 RS07200 WP 014581479.1 PQLLVKKINKMDIRYIYVSNCPEDDDAGKEETFKYTDKFNSAQNAVTPAGVEVLLSSGTDTKIAASSDNHIYAYR 296
NTDB id 1138 NGFG RS02430 WP 003694978.1 PQLLAKKVKRMRVRYIYVSGCPEDEDAGKEEQFKYTDKFDS...SVTPAGVEVLLDSGSDAKIAASSDNIIYAYR 297
consensus !!!! !!* *! *!!!!!! !!!!*!!!!!! !!!!!!! !*** !!!!!!!!!! !!*! !!!!!!!!*!!!!!

logo IDNATIRGGNVCANRTL
NTDB id 48008 NMBM04240196 RS07200 WP 014581479.1 IDATIRGGNVCANRTL 312
NTDB id 1138 NGFG RS02430 WP 003694978.1 INATIRGGNVCANRTL 313
consensus ! !!!!!!!!!!!!!!
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