
logo MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVL IAVVSSYFTSRKLNDAANERLAEIQQDLRNAATL IVRDARMAGSFG
NTDB id 328428 EGH16 RS02735 WP 047949523.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAIQQDLRNAATLIVRDARMAGSFG 80
NTDB id 1138 NGFG RS02430 WP 003694978.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAEQQDLRNAATLIVRDARMAGSFG 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!

logo CFNMSEHI EGNQDVVFSDNVATQKKNAPLFSLKRNSTRNSTNKL IP IATESPSNIGNYQGNFFTQRVLSNSAL I FQYGIDDAVDNASADETTVVSSCAG
NTDB id 328428 EGH16 RS02735 WP 047949523.1 CFNMSEHIEQDVVSDVTQKKPLFSLKRNSTRNSTNKLIPIAESSNIGYQGFTQRLNALIFQYGIDDANASAETTVVSSCG 160
NTDB id 1138 NGFG RS02430 WP 003694978.1 CFNMSEHIGNDVVFNVAQKNALFSLKRNST.NSTNKLIPITESPNINYQNFFQVSSALIFQYGIDDVDASADTTVVSSCA 159
consensus !!!!!!!! *!!! ! !! *!!!!!!!!!*!!!!!!!!! !!*!! !! ! ! !!!!!!!!!! !!!*!!!!!!!*

logo AI SKPGKQIPTLEDNAKKELKIQDNSDGKEQNGNIARQRHVVNAYAVGKRFIAGNGNEEGLFRFQLDDKGEKWGNPQLLAKKVKRMDRV
NTDB id 328428 EGH16 RS02735 WP 047949523.1 AISKPGKQIPTLEDAKKELKIQDSGKEQNGNIARQRHVVNAYAVGRFGNNEEGLFRFQLDDKGEWGNPQLLAKKVKRMDV 240
NTDB id 1138 NGFG RS02430 WP 003694978.1 AISKPGKQIPTLENAKKELKIQNSDKEQNGNIARQRHVVNAYAVGKIA.GEEGLFRFQLDDKGKWGNPQLLAKKVKRMRV 238
consensus !!!!!!!!!!!!! !!!!!!!! ! !!!!!!!!!!!!!!!!!!!!* ** !!!!!!!!!!!!! !!!!!!!!!!!!!! !

logo RYIYVSGCPEDEDAGKEEQFKYTDGKFDSSVTPAGVEVLLDSGSDAKIAASSDNI IYAYR INATIRGGNVCANRTL
NTDB id 328428 EGH16 RS02735 WP 047949523.1 RYIYVSGCPEDEDAGKEEQFKYTGKFDSSVTPAGVEVLLDSGSDAKIAASSDNIIYAYRINATIRGGNVCANRTL 315
NTDB id 1138 NGFG RS02430 WP 003694978.1 RYIYVSGCPEDEDAGKEEQFKYTDKFDSSVTPAGVEVLLDSGSDAKIAASSDNIIYAYRINATIRGGNVCANRTL 313
consensus !!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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