
logo MKKVFDNGMVNFHALGIKKHLLALALCTGVATIGTIAEVHATSPNHNPPSLKSNAPNVYVVKRGDTLWDI SGHFLNKPWRWPE IWAS
NTDB id 93895 OO714 RS17245 WP 000755112.1 MKKVFDGMVNFHALGIKKHLLALALCTGVTIGTIAEVHATSPNHNPPSLKSNAPNVYVVKRGDTLWDISGHFLNKPWRWPEIWAS 85
NTDB id 1053 ABD1 RS00870 WP 000755276.1 MKKVFNGMVNFHALGIKKHLLALALCTGVAIGTIAEVHATSPNHNPPSLKSNAPNVYVVKRGDTLWDISGHFLNKPWRWPEIWAS 85
consensus !!!!! !!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo NQHVKNPHWIYPGDRLLLCNSLDGRPLVGKDEGDGCVGI IRRYTGQTTHNLQPQVRVEALNNSVPVIPLEHIKQWLENSTI LPADS I
NTDB id 93895 OO714 RS17245 WP 000755112.1 NQHVKNPHWIYPGDRLLLCNLDGRPLVGKDEGDGCVGIIRRYTGQTTNLQPQVRVEALNNSVPVIPLEHIKQWLENSTILPADSI 170
NTDB id 1053 ABD1 RS00870 WP 000755276.1 NQHVKNPHWIYPGDRLLLCSLDGRPLVGKDEGDGCVGIIRRYTGQTTHLQPQVRVEALNNSVPVIPLEHIKQWLENSTILPADSI 170
consensus !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo TNTPYIVGTADQRVLAGKGQTIYARGQGL INGQRYAVYREGEPYYFTDNKGKKHSLGI ELLQVASGVAVSSEKDITTLELTDSYN
NTDB id 93895 OO714 RS17245 WP 000755112.1 TNTPYIVGTADQRVLAGKGQTIYARGQGLINGQRYAVYREGEPYYFTDNKGKKHSLGIELLQVASGVAVSSEKDITTLELTDSYN 255
NTDB id 1053 ABD1 RS00870 WP 000755276.1 TNTPYIVGTADQRVLAGKGQTIYARGQGLINGQRYAVYREGEPYYFTDNKGKKHSLGIELLQVASGVAVSSEKDITTLELTDSYN 255
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo AEVRRGDRVMPEEQATLPTLFYPVDAKQVTDGSGKI IRVMGS IGRAAKNSVVTLDRGTTQGI
VQVGQVFDITQQGES IRDPKTKEVI

NTDB id 93895 OO714 RS17245 WP 000755112.1 AEVRRGDRVMPEEQATLPTLFYPVDAKQVTDSGKIIRVMGSIGRAAKNSVVTLDRGTTQGVQVGQVFDITQQGESIRDPKTKEVI 340
NTDB id 1053 ABD1 RS00870 WP 000755276.1 AEVRRGDRVMPEEQATLPTLFYPVDAKQVTDGGKIIRVMGSIGRAAKNSVVTLDRGTTQGIQVGQVFDITQQGESIRDPKTKEVI 340
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!

logo QLPGQQIGSLMVFRTFDQLSYAYVLESDLP IKVGSS IQPSPQFND
NTDB id 93895 OO714 RS17245 WP 000755112.1 QLPGQQIGSLMVFRTFDQLSYAYVLESDLPIKVGSSIQPPQFND 384
NTDB id 1053 ABD1 RS00870 WP 000755276.1 QLPGQQIGSLMVFRTFDQLSYAYVLESDLPIKVGSSIQSPQFND 384
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!
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