
logo MKRKMLNVPKGGSYDGMKGFTIVEFLVAGLLSMVIVL IMAVGVSSYFTSRKLNDAANERLAAEQQDLRNAATL IVRDARMAGGSFGCFNMS
NTDB id 39069 NLA RS07065 WP 013449151.1 MKRKMLNVPKGSYDGMKGFTIVEFLVAGLLSMIVLMAVGSSYFTSRKLNDAANERLAAQQDLRNAATLIVRDARMAGGFGCFNMS 85
NTDB id 1138 NGFG RS02430 WP 003694978.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAEQQDLRNAATLIVRDARMAGSFGCFNMS 85
consensus !!!!!!!!!!! !!!!!!!!!!!!!!!!!!!*!!!*!! !!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!! !!!!!!!
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NTDB id 39069 NLA RS07065 WP 013449151.1 EHPATDVISDTTQQNSPFSLKRNG...IDKLIPIAESSNIGYPGFTQSGKALIFQYGIDDANASAATTVVSSCAAISKPGKQILT 167
NTDB id 1138 NGFG RS02430 WP 003694978.1 EHIGNDVVFNVAQKNALFSLKRNSTNSTNKLIPITESPNINYQNFFQVSSALIFQYGIDDVDASADTTVVSSCAAISKPGKQIPT 170
consensus !!** !!* ! ! *!!!!!! *** !!!!! !!*!! !* ! ! !!!!!!!!!! !!! !!!!!!!!!!!!!!!!!*!

logo LENAVKKELKIPQDNSTDKNERQNGNIARQRHEVVNAYAVGKIADGEEGLFRFQLDNADKNGGKWGNPQLLAVKKI
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VYVSDGCPEDEDAGKE
NTDB id 39069 NLA RS07065 WP 013449151.1 LENVKKELKIPDTDNRQNGNIARQRHEVNAYAVGKIADEEGLFRFQLNANGGWGNPQLLVKKITHMNVRYVYVSDCPEDEDAGKE 252
NTDB id 1138 NGFG RS02430 WP 003694978.1 LENAKKELKIQNSDKEQNGNIARQRHVVNAYAVGKIAGEEGLFRFQLDDKGKWGNPQLLAKKVKRMRVRYIYVSGCPEDEDAGKE 255
consensus !!! !!!!!!* *! !!!!!!!!!! !!!!!!!!!! !!!!!!!!! ! !!!!!!! !!* *! !!!*!!! !!!!!!!!!!

logo EKQFKYTDKFDSSKGAVTPAGVEVLLDNSGSTDATKIAASSDNI
NIYAYR IDNATIRGGNVCANRTL

NTDB id 39069 NLA RS07065 WP 013449151.1 EKFKYTDKFDSSKGAVTPAGVEVLLNSGTDTKIAASSDNNIYAYRIDATIRGGNVCANRTL 313
NTDB id 1138 NGFG RS02430 WP 003694978.1 EQFKYTDKFDSS...VTPAGVEVLLDSGSDAKIAASSDNIIYAYRINATIRGGNVCANRTL 313
consensus ! !!!!!!!!!!***!!!!!!!!!! !!*! !!!!!!!! !!!!!! !!!!!!!!!!!!!!
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