
logo MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVL IAVVSSYFTSRKLNDAANERLAEIQQDLRNAVATL IVRDARMAGSFG
NTDB id 1162615 AABJ29 RS02335 WP 260236889.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAIQQDLRNVATLIVRDARMAGSFG 80
NTDB id 1138 NGFG RS02430 WP 003694978.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAEQQDLRNAATLIVRDARMAGSFG 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!! !!!!!!!!!!!!!!!

logo CFNMSEHI
T
G
K
D
NDI

VVDFNSSVNQTQSNPAKPGAAKQEKNAPLFSLKRNSGSTNMSDTKNKQL IP I
V
A
TESPTDNIKNYPQGNFFTQRVLSNSAL IVFQYGIDDLVDA

NTDB id 1162615 AABJ29 RS02335 WP 260236889.1 CFNMSEHTKDDIVDSSNQTQSNPAKPGAKQENPLFSLKRSG..MDKQLIPVAESTDIKYPGFTQRLNALVFQYGIDDLDA 158
NTDB id 1138 NGFG RS02430 WP 003694978.1 CFNMSEHIGNDVVFNV............AQKNALFSLKRNSTNSTNKLIPITESPNINYQNFFQVSSALIFQYGIDDVDA 148
consensus !!!!!!! !*! ************ ! !*!!!!!! ** !!!* !!* ! !* ! ! !!*!!!!!!!*!!

logo SADETTVVVSSCASAKIASKPGKKQIPSTLEQENAKKSAELKQIQTNDSDKEKQNGNIATRQKRHVVNAYAVGKMIAGEEGLFRFQLDDKGKWGNPQL
NTDB id 1162615 AABJ29 RS02335 WP 260236889.1 SAETVVVSSCSKIAKPGKKISTLQEAKSALQITNDD.KQNGNITRQKHVVNAYAVGMIAGEEGLFRFQLDDKGKWGNPQL 237
NTDB id 1138 NGFG RS02430 WP 003694978.1 SADTTVVSSCAAISKPGKQIPTLENAKKELKIQNSDKEQNGNIARQRHVVNAYAVGKIAGEEGLFRFQLDDKGKWGNPQL 228
consensus !!*! !!!!! ! !!!! !*!! !! ! ! ! !* !!!!! !!*!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!

logo LAKKI
VKRMDRVRYIYVSGCPEDEDAGKEEQFKYTDKRFDRSSVTPAGVEVLLDSGLSDNAKIAASSDNI

S IYAYR INATIRGGNVC
NTDB id 1162615 AABJ29 RS02335 WP 260236889.1 LAKKIKRMDVRYIYVSGCPEDEDAGKEEQFKYTDRFDRSVTPAGVEVLLDSGLNAKIAASSDNSIYAYRINATIRGGNVC 317
NTDB id 1138 NGFG RS02430 WP 003694978.1 LAKKVKRMRVRYIYVSGCPEDEDAGKEEQFKYTDKFDSSVTPAGVEVLLDSGSDAKIAASSDNIIYAYRINATIRGGNVC 308
consensus !!!!*!!! !!!!!!!!!!!!!!!!!!!!!!!!!*!! !!!!!!!!!!!!!! !!!!!!!!! !!!!!!!!!!!!!!!!

logo ANRTL
NTDB id 1162615 AABJ29 RS02335 WP 260236889.1 ANRTL 322
NTDB id 1138 NGFG RS02430 WP 003694978.1 ANRTL 313
consensus !!!!!
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