
logo MKKVFDNGMVNQFHALGIKKHLLAFLALCFTGVAFIGTI
VAEGVHYAATSPNHNPPSLKSNAPHNVYVVKRGDTLWDI SGHFLNSKPWRWP

NTDB id 1043339 ACEN3H RS17505 WP 062848996.1 MKKVFDGMVQFHALGIKKHLLAFALFTGVAFGTVAEGYAASPNHNPPSLKSNAPHVYVVKRGDTLWDISGHFLSKPWRWP 80
NTDB id 1053 ABD1 RS00870 WP 000755276.1 MKKVFNGMVNFHALGIKKHLLALALCTGVAIGTIAEVHATSPNHNPPSLKSNAPNVYVVKRGDTLWDISGHFLNKPWRWP 80
consensus !!!!! !!!*!!!!!!!!!!!! !!*!!!! !!*!! *! !!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!! !!!!!!

logo E IWANSNQHVKNPHWIYPGDRLLLCSLDGRPLVGKDEGDGCVGI IRRYTGQMTTHNLQPQVRVEASLNNNSVPVIPLEHIKQWLE
NTDB id 1043339 ACEN3H RS17505 WP 062848996.1 EIWANNQHVKNPHWIYPGDRLLLCSLDGRPLVGKDEGDGCVGIIRRYTGQMTNLQPQVRVESLNNNVPVIPLEHIKQWLE 160
NTDB id 1053 ABD1 RS00870 WP 000755276.1 EIWASNQHVKNPHWIYPGDRLLLCSLDGRPLVGKDEGDGCVGIIRRYTGQTTHLQPQVRVEALNNSVPVIPLEHIKQWLE 160
consensus !!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !*!!!!!!!! !!! !!!!!!!!!!!!!!

logo

H
NSTI LPADAS I ETHNTPYI

VVGTADQRVLAAGKGQTIYARGQGL INGQRYAVYREGEPYYFTDNKGKKHSLGI ELLQQVASGI
VAI

VS
NTDB id 1043339 ACEN3H RS17505 WP 062848996.1 HSTILPADAIEHTPYVVGTADQRVLAAKGQTIYARGQGLINGQRYAVYREGEPYYFTDNKGKKHSLGIELQQVASGIAIS 240
NTDB id 1053 ABD1 RS00870 WP 000755276.1 NSTILPADSITNTPYIVGTADQRVLAGKGQTIYARGQGLINGQRYAVYREGEPYYFTDNKGKKHSLGIELLQVASGVAVS 240
consensus *!!!!!!! ! *!!!*!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!*!*!

logo SEKDITTLELTDSYNASEVRRGDRVMPEEEQATLPTLFYPVDAKTQVPTDEGGKI IRVMGS IGRTAAGKDNSVVTLDRGTTVQGI
VQVGQ

NTDB id 1043339 ACEN3H RS17505 WP 062848996.1 SEKDITTLELTDSYNSEVRRGDRVMPEEEATLPTLFYPVDATQVPEGGKIIRVMGSIGTAGKDSVVTLDRGTVQGVQVGQ 320
NTDB id 1053 ABD1 RS00870 WP 000755276.1 SEKDITTLELTDSYNAEVRRGDRVMPEEQATLPTLFYPVDAKQVTDGGKIIRVMGSIGRAAKNSVVTLDRGTTQGIQVGQ 320
consensus !!!!!!!!!!!!!!! !!!!!!!!!!!! !!!!!!!!!!!! !!**!!!!!!!!!!!! !*! !!!!!!!!! !!*!!!!

logo VFDITQQGESTIRDPKTKESVIKQLPGQQIGSLMVFRTFDQLSYAYVLESDLP I
VKVGSS IQPSPQRFND

NTDB id 1043339 ACEN3H RS17505 WP 062848996.1 VFDITQQGETIRDPKTKESIKLPGQQIGSLMVFRTFDQLSYAYVLESDLPVKVGSSIQPPRFND 384
NTDB id 1053 ABD1 RS00870 WP 000755276.1 VFDITQQGESIRDPKTKEVIQLPGQQIGSLMVFRTFDQLSYAYVLESDLPIKVGSSIQSPQFND 384
consensus !!!!!!!!!*!!!!!!!! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!*! !!!
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