
logo MKKVFDNGMVNQFHALGIKKHLLALALCTGVAFIGTI
VAEVHAATSPNHNPPSLKSNAPNVYI

VVKRGDTLWDI SGHFLNKPWRWP
NTDB id 1006755 ABLB96 RS03565 WP 348896847.1 MKKVFDGMVQFHALGIKKHLLALALCTGVAFGTVAEVHAASPNHNPPSLKSNAPNVYIVKRGDTLWDISGHFLNKPWRWP 80
NTDB id 1053 ABD1 RS00870 WP 000755276.1 MKKVFNGMVNFHALGIKKHLLALALCTGVAIGTIAEVHATSPNHNPPSLKSNAPNVYVVKRGDTLWDISGHFLNKPWRWP 80
consensus !!!!! !!!*!!!!!!!!!!!!!!!!!!!! !!*!!!!! !!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!

logo E IWASNQHVKNPHWIYPGDRLLLCSLDGRPLVGKDEGDGCVGI IRRYTGQTTHNLQPQVRVEALNNSVPVIPLEHIKQWLE
NTDB id 1006755 ABLB96 RS03565 WP 348896847.1 EIWASNQHVKNPHWIYPGDRLLLCSLDGRPLVGKDEGDGCVGIIRRYTGQTTNLQPQVRVEALNNSVPVIPLEHIKQWLE 160
NTDB id 1053 ABD1 RS00870 WP 000755276.1 EIWASNQHVKNPHWIYPGDRLLLCSLDGRPLVGKDEGDGCVGIIRRYTGQTTHLQPQVRVEALNNSVPVIPLEHIKQWLE 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo NSTI LPADAS ITNTPYIVGTADQRVLAAGKGQMTIYARGKQGL IVDNGQRYAVYREGEPYYFTDNSKGKKHSLGI ELLQVASGI
VAVS

NTDB id 1006755 ABLB96 RS03565 WP 348896847.1 NSTILPADAITNTPYIVGTADQRVLAAKGQMIYARGKGLVDGQRYAVYREGEPYYFTDSKGKKHSLGIELLQVASGIAVS 240
NTDB id 1053 ABD1 RS00870 WP 000755276.1 NSTILPADSITNTPYIVGTADQRVLAGKGQTIYARGQGLINGQRYAVYREGEPYYFTDNKGKKHSLGIELLQVASGVAVS 240
consensus !!!!!!!! !!!!!!!!!!!!!!!!!*!!! !!!!! !!* !!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!*!!!

logo SEKDITNTLELTDSYNAEVRRGDRVMPEEQATLPTLFYPVDAKQVLTDGGKI IRVMGS IGRAAKNSVVTLDRGTATQGI
VQVGQ

NTDB id 1006755 ABLB96 RS03565 WP 348896847.1 SEKDITNLELTDSYNAEVRRGDRVMPEEQATLPTLFYPVDAKQVLDGGKIIRVMGSIGRAAKNSVVTLDRGTAQGVQVGQ 320
NTDB id 1053 ABD1 RS00870 WP 000755276.1 SEKDITTLELTDSYNAEVRRGDRVMPEEQATLPTLFYPVDAKQVTDGGKIIRVMGSIGRAAKNSVVTLDRGTTQGIQVGQ 320
consensus !!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!! !!*!!!!

logo VFDINTQQGESTIRDPKTKEAVIQLPGQQIGSLMVFRTFDQLSYAYVLESDLP IKI
VGSS IQPSPQRFND

NTDB id 1006755 ABLB96 RS03565 WP 348896847.1 VFDINQQGETIRDPKTKEAIQLPGQQIGSLMVFRTFDQLSYAYVLESDLPIKIGSSIQPPRFND 384
NTDB id 1053 ABD1 RS00870 WP 000755276.1 VFDITQQGESIRDPKTKEVIQLPGQQIGSLMVFRTFDQLSYAYVLESDLPIKVGSSIQSPQFND 384
consensus !!!! !!!!*!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!*! !!!
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