
logo MKRRKMLNVPKGGSYDGMKGFTI IVEFLVAGLMLSMVIVL IMAVGVSSYFTSRKLNDAANERLAEIQQDLRNAATL IVRDARMAGSFG
NTDB id 301762 DRA65 RS02665 WP 196083679.1 MRRKMLNVPKGSYDGMKGFTIIEFLVAGMLSMIVLMAVGSSYFTSRKLNDAANERLAIQQDLRNAATLIVRDARMAGSFG 80
NTDB id 1138 NGFG RS02430 WP 003694978.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAEQQDLRNAATLIVRDARMAGSFG 80
consensus !*!!!!!!!!! !!!!!!!!!*!!!!!!*!!*!!!*!! !!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!

logo CFNMSEHI
T
E
G
K
N
D
NVVFSDNVAQKNARLFSLKGRNSSATNKL IPNGSTDTNKL IP ITESLPDNIGNYQGNFFTQRVLSNSAL IVFQYGIDDLVDASADETTVV

NTDB id 301762 DRA65 RS02665 WP 196083679.1 CFNMSEHTEKNVVSDVAQKNRLFSLKGSSANKLIPNGTDNKLIPITESLDIGYQGFTQRLNALVFQYGIDDLDASAETVV 160
NTDB id 1138 NGFG RS02430 WP 003694978.1 CFNMSEHIGNDVVFNVAQKNALFSLKRNSTN......STNKLIPITESPNINYQNFFQVSSALIFQYGIDDVDASADTTV 154
consensus !!!!!!! !! !!!!! !!!!! ! !******* !!!!!!!!!* ! !! ! ! !!*!!!!!!!*!!!!*! !

logo VSSCASAKIASKPGKKQIPSTLEQENAKKSEVLKR IQTNDSDKEKQNGNIATRQRHYVVNAYAVGKR IAGEEGLFRFQLDDKGKWGNPQLLAKKVKR
NTDB id 301762 DRA65 RS02665 WP 196083679.1 VSSCSKIAKPGKKISTLQEAKSVLRITNDD.KQNGNITRQRYVVNAYAVGRIAGEEGLFRFQLDDKGKWGNPQLLAKKVR 239
NTDB id 1138 NGFG RS02430 WP 003694978.1 VSSCAAISKPGKQIPTLENAKKELKIQNSDKEQNGNIARQRHVVNAYAVGKIAGEEGLFRFQLDDKGKWGNPQLLAKKVK 234
consensus !!!! ! !!!! !*!! !! !*! ! !* !!!!! !!!*!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!*

logo RMDRVRYIYVSGCPEDDEDAGKEEQTFKYTDKFDKSSKNASVTPAGVEVLLDSSGSTDATKIAASSDNHI IYAYR IDNATIRGGNVCANR
NTDB id 301762 DRA65 RS02665 WP 196083679.1 RMDVRYIYVSGCPEDDDAGKEETFKYTDKFDKSKNAVTPAGVEVLLSSGTDTKIAASSDNHIYAYRIDATIRGGNVCANR 319
NTDB id 1138 NGFG RS02430 WP 003694978.1 RMRVRYIYVSGCPEDEDAGKEEQFKYTDKFDS...SVTPAGVEVLLDSGSDAKIAASSDNIIYAYRINATIRGGNVCANR 311
consensus !! !!!!!!!!!!!!*!!!!!! !!!!!!!! *** !!!!!!!!!! !!*! !!!!!!!!*!!!!!! !!!!!!!!!!!!

logo TL
NTDB id 301762 DRA65 RS02665 WP 196083679.1 TL 321
NTDB id 1138 NGFG RS02430 WP 003694978.1 TL 313
consensus !!
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