
logo MKKVFDNGMVNQFHALGIKKHLLALALCFTGVAFIGTI
VAETVHYAATSPNHNPPSLKSNAPHNVYVVKRGDTLWDI SGHFLNSKPWRWP

NTDB id 1006904 ABLC01 RS17555 WP 032070741.1 MKKVFDGMVQFHALGIKKHLLALALFTGVAFGTVAETYAASPNHNPPSLKSNAPHVYVVKRGDTLWDISGHFLSKPWRWP 80
NTDB id 1053 ABD1 RS00870 WP 000755276.1 MKKVFNGMVNFHALGIKKHLLALALCTGVAIGTIAEVHATSPNHNPPSLKSNAPNVYVVKRGDTLWDISGHFLNKPWRWP 80
consensus !!!!! !!!*!!!!!!!!!!!!!!!*!!!! !!*!! *! !!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!! !!!!!!

logo E IWASNQHVKNPHWIYPGDRLLLCSLDGRPLVGKDEGDGCVGI IRRYTGQMTTHNLQPQVRVEASLNNNSVPVIPLEHIKQWLE
NTDB id 1006904 ABLC01 RS17555 WP 032070741.1 EIWASNQHVKNPHWIYPGDRLLLCSLDGRPLVGKDEGDGCVGIIRRYTGQMTNLQPQVRVESLNNNVPVIPLEHIKQWLE 160
NTDB id 1053 ABD1 RS00870 WP 000755276.1 EIWASNQHVKNPHWIYPGDRLLLCSLDGRPLVGKDEGDGCVGIIRRYTGQTTHLQPQVRVEALNNSVPVIPLEHIKQWLE 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !*!!!!!!!! !!! !!!!!!!!!!!!!!

logo

H
NSTI LPAIDAS IQTHNTPYI

VVGTADQRVLAAGKGQTIYARGQGL IVNGQRYAVYREGEPYYFTDNSKGKKHSLGI ELLQQVASGI
VAI

VS
NTDB id 1006904 ABLC01 RS17555 WP 032070741.1 HSTILPIDAIQHTPYVVGTADQRVLAAKGQTIYARGQGLVNGQRYAVYREGEPYYFTDSKGKKHSLGIELQQVASGIAIS 240
NTDB id 1053 ABD1 RS00870 WP 000755276.1 NSTILPADSITNTPYIVGTADQRVLAGKGQTIYARGQGLINGQRYAVYREGEPYYFTDNKGKKHSLGIELLQVASGVAVS 240
consensus *!!!!! ! ! *!!!*!!!!!!!!!!*!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!! !!!!!!!!!!! !!!!!*!*!

logo SEKDITTLELTDSYNASEVRRGDRVMPEEEQATLPTLFYPVDAKTQVTDGGKI IRVMGS IGRTAAKNSVVTLDRGTATQGIQVGQ
NTDB id 1006904 ABLC01 RS17555 WP 032070741.1 SEKDITTLELTDSYNSEVRRGDRVMPEEEATLPTLFYPVDATQVTDGGKIIRVMGSIGTAAKNSVVTLDRGTAQGIQVGQ 320
NTDB id 1053 ABD1 RS00870 WP 000755276.1 SEKDITTLELTDSYNAEVRRGDRVMPEEQATLPTLFYPVDAKQVTDGGKIIRVMGSIGRAAKNSVVTLDRGTTQGIQVGQ 320
consensus !!!!!!!!!!!!!!! !!!!!!!!!!!! !!!!!!!!!!!! !!!!!!!!!!!!!!!! !!!!!!!!!!!!! !!!!!!!

logo VFDITQQGESTIRDPKTKESVIQLPGQQIGSLMVFRTFDQLSYAYVLESDLP I
VKVGSS IQPSPQRFND

NTDB id 1006904 ABLC01 RS17555 WP 032070741.1 VFDITQQGETIRDPKTKESIQLPGQQIGSLMVFRTFDQLSYAYVLESDLPVKVGSSIQPPRFND 384
NTDB id 1053 ABD1 RS00870 WP 000755276.1 VFDITQQGESIRDPKTKEVIQLPGQQIGSLMVFRTFDQLSYAYVLESDLPIKVGSSIQSPQFND 384
consensus !!!!!!!!!*!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!*! !!!
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