
logo MKKVFNGMAVENFHALGIKKHLLALALCTGTVAS IGTI
VAEVHAATSPNHNPPSLKSNAPNVYVVKRGDTLWDI SGHFLNKPWRWPE IWAS

NTDB id 136637 RR32 RS17180 WP 039249093.1 MKKVFNGMAEFHALGIKKHLLALALCTTVSIGTVAEVHAASPNHNPPSLKSNAPNVYVVKRGDTLWDISGHFLNKPWRWPEIWAS 85
NTDB id 1053 ABD1 RS00870 WP 000755276.1 MKKVFNGMVNFHALGIKKHLLALALCTGVAIGTIAEVHATSPNHNPPSLKSNAPNVYVVKRGDTLWDISGHFLNKPWRWPEIWAS 85
consensus !!!!!!!! !!!!!!!!!!!!!!!!! ! !!!*!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo NQHVKNPHWIYPGDRLLLCSLDGRPLVGKDEGDGCVGI IRRYTGQTTHNLQPQVRVEALNNSVPVIPLEHIKQWLENSTI LPADS I
NTDB id 136637 RR32 RS17180 WP 039249093.1 NQHVKNPHWIYPGDRLLLCSLDGRPLVGKDEGDGCVGIIRRYTGQTTNLQPQVRVEALNNSVPVIPLEHIKQWLENSTILPADSI 170
NTDB id 1053 ABD1 RS00870 WP 000755276.1 NQHVKNPHWIYPGDRLLLCSLDGRPLVGKDEGDGCVGIIRRYTGQTTHLQPQVRVEALNNSVPVIPLEHIKQWLENSTILPADSI 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo TNTPYI
VVGTADQRVLAGKGQTIYARGKQGL IVDNGQRYAVYREGEPYYFTDNSKGKKHSLGI ELLQVASGVAVSSEKDITTLELTDSYN

NTDB id 136637 RR32 RS17180 WP 039249093.1 TNTPYVVGTADQRVLAGKGQTIYARGKGLVDGQRYAVYREGEPYYFTDSKGKKHSLGIELLQVASGVAVSSEKDITTLELTDSYN 255
NTDB id 1053 ABD1 RS00870 WP 000755276.1 TNTPYIVGTADQRVLAGKGQTIYARGQGLINGQRYAVYREGEPYYFTDNKGKKHSLGIELLQVASGVAVSSEKDITTLELTDSYN 255
consensus !!!!!*!!!!!!!!!!!!!!!!!!!! !!* !!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo AEVRRGDRVMPEEQATLPTLFYPVDAKQVTDGGKI IRVMGS IGRAAKHNSVVTLDRGTATQGI
VQLVGQVFDITQQGESTIHRDPKTKEAVI

NTDB id 136637 RR32 RS17180 WP 039249093.1 AEVRRGDRVMPEEQATLPTLFYPVDAKQVTDGGKIIRVMGSIGRAAKHSVVTLDRGTAQGVQLGQVFDITQQGETIHDPKTKEAI 340
NTDB id 1053 ABD1 RS00870 WP 000755276.1 AEVRRGDRVMPEEQATLPTLFYPVDAKQVTDGGKIIRVMGSIGRAAKNSVVTLDRGTTQGIQVGQVFDITQQGESIRDPKTKEVI 340
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!! !!*!*!!!!!!!!!!!*!*!!!!!! !

logo QLPGQQIGSLMVFRTFDQLSYAYVLESDLP IKVGSS IQPSPQRFND
NTDB id 136637 RR32 RS17180 WP 039249093.1 QLPGQQIGSLMVFRTFDQLSYAYVLESDLPIKVGSSIQPPRFND 384
NTDB id 1053 ABD1 RS00870 WP 000755276.1 QLPGQQIGSLMVFRTFDQLSYAYVLESDLPIKVGSSIQSPQFND 384
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*! !!!
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