
logo MKSQLDEQYLDEQKELMTNPSKLQDEPQSGLVAQSPAPKKKRKFMTNVLEDKFFLQQW
FNMTLDPMS

NNYGSWPFILSVKLITI
CW I F I IF IFAL IVACL IALGYF ILVAVIKQRPQKLQDDAIDQSTNARQAQE

NTDB id 1012 ACIAD RS15185 WP 004923719.1 MKLDQLDKTPKESGQPKKKRMNVEKFFQQFNMLDMSNYGSWPLSVKITCWIFIFFLVCALGYFVVIRPQLDDIQTAQAQE 80
NTDB id 403816 GK020 RS14135 WP 045795258.1 MSLDQYEEMNQDPVAAPKKKMTLDKFLQQWNTLDPNNYGSWPFSVKLTIWIFIIILIAILGYFLAIKPKLDAISNARAQE 80
NTDB id 1056 ABD1 RS15860 WP 000076101.1 MSQDELQELSLEQLSAKKKKFNLDKFLQQFNTLDMNNYGSWPISVKITCWIFIFFAVLALGYFIVIQPKLQAIDNAQAQE 80
consensus !**!***** * * **!!*****!!*!!*!*!!**!!!!!!*!!!*!*!!!!**** *!!!!**!*!*!**! *!*!!!
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NTDB id 1012 ACIAD RS15185 WP 004923719.1 KNLLNEFREKQSKLRNLQQYQHQLEEMRASFNQQLTQLPKESEIPGLVEDINMTGVNSGLKFKNIRLENEVKQEFFIEQP 160
NTDB id 403816 GK020 RS14135 WP 045795258.1 QNLLNEFREKDSKLRNLQQYQAQLQEMEANFNQQLQQLPKETEIPGLVEDVNVTGVNSGLRFKNIRLENEIKQEFFIEQP 160
NTDB id 1056 ABD1 RS15860 WP 000076101.1 SNLLNEFREKDSKLRNLQQYQVQLQEMQANFNQQLEQLPKETEIPSLVEDINLTGVNSGLKFKNIRLEDEVKQEIFIEQP 160
consensus !!!!!!!!!*!!!!!!!!!! !!*!! !*!!!!! !!!!!*!!!*!!!!*!*!!!!!!!*!!!!!!!*!*!!!*!!!!!

logo IAS I EATGDYHAFGSAFVSSGTIAALPR IVTLMHDFVTVIDETVAGKSEPQANSKDEEKNKSTDIPEQVI
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NTDB id 1012 ACIAD RS15185 WP 004923719.1 ISIEATGDYHAFGAFVSGIAALPRIVTLHDFVIEAKQSK.EKTDIPEVDYAVKAKTYRYIGVDEQGNASAVQANTSTTTP 239
NTDB id 403816 GK020 RS14135 WP 045795258.1 ISIEATGDYHAFGSFVSGTAALPRIVTMHDFTITAGENKEKKTDIPQITYVAKAKTYRYVANTDAQAGNST.......TP 233
NTDB id 1056 ABD1 RS15860 WP 000076101.1 IAIEATGDYHAFGAFVSSIAALPRIVTMHDFTVDVSPAKDNKSDIPVLNYSIKAKTYRYVGATDTSEQTGK.......AP 233
consensus !*!!!!!!!!!!!*!!!**!!!!!!!!*!!!**** !* !*!!! * ! *!!!!!!!** ** *** *!

logo AAQTSGGAASTPQTNTTVQPK
NTDB id 1012 ACIAD RS15185 WP 004923719.1 AQGGTP....... 245
NTDB id 403816 GK020 RS14135 WP 045795258.1 ATGAAQ....... 239
NTDB id 1056 ABD1 RS15860 WP 000076101.1 AASASTNTTVQPK 246
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