
logo MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLS IV IVL IAVVSSYFTSRKLNDAVANERLAEIQQDLRNAATL IVRDARMAGSFG
NTDB id 385906 F0T12 RS02325 WP 164824766.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSIIVLIAVVSSYFTSRKLNDVANERLAIQQDLRNAATLIVRDARMAGSFG 80
NTDB id 1138 NGFG RS02430 WP 003694978.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAEQQDLRNAATLIVRDARMAGSFG 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!! !!!!!! !!!!!!!!!!!!!!!!!!!!!!

logo CFNMSEHI
T
G
K
D
NDI

VVDFNSSVNQTQSNLAKPGAAKQEKNAPLFSLKRNSDSTNMSDTKNKQL IP I
V
A
TES IPDNIKNYPQGNFFIQRVLSNSAL IVFQYGIDDLVDA

NTDB id 385906 F0T12 RS02325 WP 164824766.1 CFNMSEHTKDDIVDSSNQTQSNLAKPGAKQENPLFSLKRSD..MDKQLIPVAESIDIKYPGFIQRLNALVFQYGIDDLDA 158
NTDB id 1138 NGFG RS02430 WP 003694978.1 CFNMSEHIGNDVVFNV............AQKNALFSLKRNSTNSTNKLIPITESPNINYQNFFQVSSALIFQYGIDDVDA 148
consensus !!!!!!! !*! ************ ! !*!!!!!! ** !!!* !!* ! !* ! ! !!*!!!!!!!*!!

logo SADETTVVVSSCASAKIASKPGKKQIPSTLEQENAKKSAELKQIQTNDSDKEKQNGNIATRQKRHVVNAYAVGKRFIAGNNGNEEGSLFRFQLDDKGKWGNP
NTDB id 385906 F0T12 RS02325 WP 164824766.1 SAETVVVSSCSKIAKPGKKISTLQEAKSALQITNDD.KQNGNITRQKHVVNAYAVGRFGNNNEESLFRFQLDDKGKWGNP 237
NTDB id 1138 NGFG RS02430 WP 003694978.1 SADTTVVSSCAAISKPGKQIPTLENAKKELKIQNSDKEQNGNIARQRHVVNAYAVGKIA..GEEGLFRFQLDDKGKWGNP 226
consensus !!*! !!!!! ! !!!! !*!! !! ! ! ! !* !!!!! !!*!!!!!!!!!* *** !! !!!!!!!!!!!!!!!

logo QLLAVKKVKRMDRVRYIYVSGCPSEDEDAGKEEKQFKRYTDNKFDKSSKNAVTLPAGVEVLLDSGLSDNAKIAASSDNI
S IYAYR INATIR

NTDB id 385906 F0T12 RS02325 WP 164824766.1 QLLVKKVKRMDVRYIYVSGCSEDEDAGKEEKFRYTNKFDKSKNAVTLAGVEVLLDSGLNAKIAASSDNSIYAYRINATIR 317
NTDB id 1138 NGFG RS02430 WP 003694978.1 QLLAKKVKRMRVRYIYVSGCPEDEDAGKEEQFKYTDKFDSS...VTPAGVEVLLDSGSDAKIAASSDNIIYAYRINATIR 303
consensus !!! !!!!!! !!!!!!!!!*!!!!!!!!! !*!! !!! !***!!*!!!!!!!!!! !!!!!!!!! !!!!!!!!!!!

logo GGNVCANRTL
NTDB id 385906 F0T12 RS02325 WP 164824766.1 GGNVCANRTL 327
NTDB id 1138 NGFG RS02430 WP 003694978.1 GGNVCANRTL 313
consensus !!!!!!!!!!
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