
logo MKRRKMLNVPKGGSYDGMKGFTI IVEFLVAGLMLSMVIVL IMAVGVSSYFTSRKLNDAANERLASAEQQDLRNAATL IVRDARMAGGSFGCFNMS
NTDB id 128978 LA50 RS01565 WP 002248500.1 MRRKMLNVPKGSYDGMKGFTIIEFLVAGMLSMIVLMAVGSSYFTSRKLNDAANERLSAQQDLRNAATLIVRDARMAGGFGCFNMS 85
NTDB id 1138 NGFG RS02430 WP 003694978.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAEQQDLRNAATLIVRDARMAGSFGCFNMS 85
consensus !*!!!!!!!!! !!!!!!!!!*!!!!!!*!!*!!!*!! !!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!! !!!!!!!

logo EHI
P
A
G
N
TDVVFSDNVAQKNARLSFSLKRNGSTNS ITDNKL IP IATESPSNIGNYPQGNFFTQRVLSNSAL I FQYGIDDVDNASADTTVVSSCASAKIASKPGKKQIPST

NTDB id 128978 LA50 RS01565 WP 002248500.1 EHPATDVVSDVAQKNRSFSLKRNG...IDKLIPIAESSNIGYPGFTQRLNALIFQYGIDDVNASADTTVVSSCSKIAKPGKKIST 167
NTDB id 1138 NGFG RS02430 WP 003694978.1 EHIGNDVVFNVAQKNALFSLKRNSTNSTNKLIPITESPNINYQNFFQVSSALIFQYGIDDVDASADTTVVSSCAAISKPGKQIPT 170
consensus !!** !!! !!!!! !!!!!! *** !!!!! !!*!! !* ! ! !!!!!!!!!!! !!!!!!!!!!! ! !!!! !*!

logo LEQENAKKSAELKQIQTNDSDKEKQNGNIATRQRHVVNAYAVGKR IAGEEGLFRFQLDDKGKWGNPQLLAKKVKRRMDRVRYIYVSGCPEDDEDAGKE
NTDB id 128978 LA50 RS01565 WP 002248500.1 LQEAKSALQITNDD.KQNGNITRQRHVVNAYAVGRIAGEEGLFRFQLDDKGKWGNPQLLAKKVRRMDVRYIYVSGCPEDDDAGKE 251
NTDB id 1138 NGFG RS02430 WP 003694978.1 LENAKKELKIQNSDKEQNGNIARQRHVVNAYAVGKIAGEEGLFRFQLDDKGKWGNPQLLAKKVKRMRVRYIYVSGCPEDEDAGKE 255
consensus ! !! ! ! ! !* !!!!! !!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!! !!!!!!!!!!!!*!!!!!

logo EQTFKYTDKFDKSSKNASVTPAGVEVLLDSSGSTDATKIAASSDNHI IYAYR IDNATIRGGNVCANRTL
NTDB id 128978 LA50 RS01565 WP 002248500.1 ETFKYTDKFDKSKNAVTPAGVEVLLSSGTDTKIAASSDNHIYAYRIDATIRGGNVCANRTL 312
NTDB id 1138 NGFG RS02430 WP 003694978.1 EQFKYTDKFDS...SVTPAGVEVLLDSGSDAKIAASSDNIIYAYRINATIRGGNVCANRTL 313
consensus ! !!!!!!!! *** !!!!!!!!!! !!*! !!!!!!!!*!!!!!! !!!!!!!!!!!!!!
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