
logo MKRRKMLNVPKGGNYDGMKGFTI IVEFLVAGLMLSMVIVL IMAVGVSSYFTSRKLNDAANERLASAEQQDLRNAATL IVRDARMAGGSFGCFNMS
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NTDB id 1138 NGFG RS02430 WP 003694978.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAEQQDLRNAATLIVRDARMAGSFGCFNMS 85
consensus !*!!!!!!!!! !!!!!!!!!*!!!!!!*!!*!!!*!! !!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!! !!!!!!!
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NTDB id 21647 NMA RS05550 WP 010981161.1 EHTKNDIIVDPSKQTQHVPVKPGAKQENPLFSLEWANTNNTNNNTAKLIPIAESTDIKYPGFAQARPALIFQYGIDDLDASAETV 170
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NTDB id 21647 NMA RS05550 WP 010981161.1 VVSSCSKIAKPGKKISTLQEAKSALQITNDD.KQNGNITRQRHVVNAYAVGRIAGEEGLFRFQLDDKGKWGNPQLLVKKIRHMKV 254
NTDB id 1138 NGFG RS02430 WP 003694978.1 VVSSCAAISKPGKQIPTLENAKKELKIQNSDKEQNGNIARQRHVVNAYAVGKIAGEEGLFRFQLDDKGKWGNPQLLAKKVKRMRV 238
consensus !!!!! ! !!!! !*!! !! ! ! ! !* !!!!! !!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!! !!***!*!

logo RYIYVSDGCPEDDEDAGKEEKQFKYTDGKTFDSSTNAVTPAGVEVLLDSSGSTDATKIAASSDNHI IYAYR IDNATIRGGNVCANRTL
NTDB id 21647 NMA RS05550 WP 010981161.1 RYIYVSDCPEDDDAGKEEKFKYTGTFDSSTNAVTPAGVEVLLSSGTDTKIAASSDNHIYAYRIDATIRGGNVCANRTL 332
NTDB id 1138 NGFG RS02430 WP 003694978.1 RYIYVSGCPEDEDAGKEEQFKYTDKFDSS...VTPAGVEVLLDSGSDAKIAASSDNIIYAYRINATIRGGNVCANRTL 313
consensus !!!!!! !!!!*!!!!!! !!!! !!!!***!!!!!!!!!! !!*! !!!!!!!!*!!!!!! !!!!!!!!!!!!!!
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