
logo MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVL IAVVSSYFTSRKLNDAANERLAEQQDLRNAATL IVRDARMAGSFG
NTDB id 420134 GYN06 RS02335 WP 250333194.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAEQQDLRNAATLIVRDARMAGSFG 80
NTDB id 1138 NGFG RS02430 WP 003694978.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAEQQDLRNAATLIVRDARMAGSFG 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo CFNMSEHI
T
E
G
K
NDVVFSGNVAQKNARLFSLKMRNSTNKVI SNGS

T
D
TNKL IP IATESPNINRYQGNFFTHQRVPSNSAL I FQYGIDDVDNASADTTV

NTDB id 420134 GYN06 RS02335 WP 250333194.1 CFNMSEHTEKDVVSGVAQKNRLFSLKMNSTNKVISNGTDNKLIPIAESPNIRYQGFTHRPNALIFQYGIDDVNASADTTV 160
NTDB id 1138 NGFG RS02430 WP 003694978.1 CFNMSEHIGNDVVFNVAQKNALFSLKRNSTN......STNKLIPITESPNINYQNFFQVSSALIFQYGIDDVDASADTTV 154
consensus !!!!!!! !!! !!!!! !!!!! !!!!******* !!!!!! !!!!! !! ! * * !!!!!!!!!!! !!!!!!!

logo VSSCAAVI SKPGKQI LPNTLEDNAVKKELKIAQNSQSDHKEQNGNIARQRHVVNAYAVGKRFIAGGNEEGLFRFQLDNDEKGEKWGNPQLLAKKI
VK

NTDB id 420134 GYN06 RS02335 WP 250333194.1 VSSCAVISKPGKQILNLEDVKKELKIASQHKEQNGNIARQRHVVNAYAVGRFGNEEGLFRFQLNEKGEWGNPQLLAKKIK 240
NTDB id 1138 NGFG RS02430 WP 003694978.1 VSSCAAISKPGKQIPTLENAKKELKIQNSDKEQNGNIARQRHVVNAYAVGKIAGEEGLFRFQLDDKGKWGNPQLLAKKVK 234
consensus !!!!! !!!!!!!!* !! !!!!!! *!!!!!!!!!!!!!!!!!!!!* * !!!!!!!!! *!! !!!!!!!!!!*!

logo RMRVRYIYVSGCPEDEDAGKEEQFKYTDKFDSSVTPAGVEVLLDSGGGSDAKIAASSDNI IYAYR INATIRGGNVCANRT
NTDB id 420134 GYN06 RS02335 WP 250333194.1 RMRVRYIYVSGCPEDEDAGKEEQFKYTDKFDSSVTPAGVEVLLDSGGGSDAKIAASSDNIIYAYRINATIRGGNVCANRT 320
NTDB id 1138 NGFG RS02430 WP 003694978.1 RMRVRYIYVSGCPEDEDAGKEEQFKYTDKFDSSVTPAGVEVLLDSG..SDAKIAASSDNIIYAYRINATIRGGNVCANRT 312
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!**!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo L
NTDB id 420134 GYN06 RS02335 WP 250333194.1 L 321
NTDB id 1138 NGFG RS02430 WP 003694978.1 L 313
consensus !
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