
logo MKKVFNGMGVENFHALGIKKHLLAFLALCFTGVAI
MGTI

VAEVHAATSPNHNPPSLKSNAPHNVYVVKRGDTLWDI SGHFLNSKPWRWP
NTDB id 1038301 ACB088 RS15325 WP 375037363.1 MKKVFNGMGEFHALGIKKHLLAFALFTGVAMGTVAEVHAASPNHNPPSLKSNAPHVYVVKRGDTLWDISGHFLSKPWRWP 80
NTDB id 1053 ABD1 RS00870 WP 000755276.1 MKKVFNGMVNFHALGIKKHLLALALCTGVAIGTIAEVHATSPNHNPPSLKSNAPNVYVVKRGDTLWDISGHFLNKPWRWP 80
consensus !!!!!!!! !!!!!!!!!!!! !!*!!!!*!!*!!!!! !!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!! !!!!!!

logo E IWASNQHVKNPHWIYPGDRLLLCSLADGRPL IVGKDEGDGCVGI IRRYTGQTATHNLQPQVRVEASLNDNNSVPVIPLEHIKQWLE
NTDB id 1038301 ACB088 RS15325 WP 375037363.1 EIWASNQHVKNPHWIYPGDRLLLCSLAGRPLIGKDEGDGCVGIIRRYTGQTANLQPQVRVESLNDNVPVIPLEHIKQWLE 160
NTDB id 1053 ABD1 RS00870 WP 000755276.1 EIWASNQHVKNPHWIYPGDRLLLCSLDGRPLVGKDEGDGCVGIIRRYTGQTTHLQPQVRVEALNNSVPVIPLEHIKQWLE 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!! !!!!*!!!!!!!!!!!!!!!!!!! *!!!!!!!! !! !!!!!!!!!!!!!!

logo

H
NSTI LPADAS I ETHNTPYIVGTADQRVLAAGKGQTIYARGQGL IDNGQRYAVYREGEPYYFMTDNSKGKKHSLGI ELLQQVASGI

VAI
VS

NTDB id 1038301 ACB088 RS15325 WP 375037363.1 HSTILPADAIEHTPYIVGTADQRVLAAKGQTIYARGQGLIDGQRYAVYREGEPYYFMDSKGKKHSLGIELQQVASGIAIS 240
NTDB id 1053 ABD1 RS00870 WP 000755276.1 NSTILPADSITNTPYIVGTADQRVLAGKGQTIYARGQGLINGQRYAVYREGEPYYFTDNKGKKHSLGIELLQVASGVAVS 240
consensus *!!!!!!! ! *!!!!!!!!!!!!!!*!!!!!!!!!!!!! !!!!!!!!!!!!!!! ! !!!!!!!!!!! !!!!!*!*!

logo SEKDITTLELTDSYNASEVRRGDRVMPEEDQATLPTLFYPVDAKQVTDGGKI IRVMGS IGRAAKNSVVTLDRGTATQGIQVGQ
NTDB id 1038301 ACB088 RS15325 WP 375037363.1 SEKDITTLELTDSYNSEVRRGDRVMPEEDATLPTLFYPVDAKQVTDGGKIIRVMGSIGRAAKNSVVTLDRGTAQGIQVGQ 320
NTDB id 1053 ABD1 RS00870 WP 000755276.1 SEKDITTLELTDSYNAEVRRGDRVMPEEQATLPTLFYPVDAKQVTDGGKIIRVMGSIGRAAKNSVVTLDRGTTQGIQVGQ 320
consensus !!!!!!!!!!!!!!! !!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!

logo VFDITQQGESTIRDPKTKEPVIQLPGQQIGSLMVFRTFDKQLSYAYVLESDLP IKVGSNS IQPSPQRFDND
NTDB id 1038301 ACB088 RS15325 WP 375037363.1 VFDITQQGETIRDPKTKEPIQLPGQQIGSLMVFRTFDKLSYAYVLESDLPIKVGSNIQPPRFDD 384
NTDB id 1053 ABD1 RS00870 WP 000755276.1 VFDITQQGESIRDPKTKEVIQLPGQQIGSLMVFRTFDQLSYAYVLESDLPIKVGSSIQSPQFND 384
consensus !!!!!!!!!*!!!!!!!!*!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!! !!*! ! !
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