
logo MKKVFDNGMVNQFHALGIKKHLLALALCFTGVAFIGSTI
LAETVHYAATSPNHNPPSLKSNAPHNVYVVKRGDTLWDI SGHFLNSKPWRWPE IWANS

NTDB id 77664 H7R46 RS17725 WP 086260869.1 MKKVFDGMVQFHALGIKKHLLALALFTGVAFSTLAETYAASPNHNPPSLKSNAPHVYVVKRGDTLWDISGHFLSKPWRWPEIWAN 85
NTDB id 1053 ABD1 RS00870 WP 000755276.1 MKKVFNGMVNFHALGIKKHLLALALCTGVAIGTIAEVHATSPNHNPPSLKSNAPNVYVVKRGDTLWDISGHFLNKPWRWPEIWAS 85
consensus !!!!! !!!*!!!!!!!!!!!!!!!*!!!! !*!! *! !!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!! !!!!!!!!!!

logo NQHVKNPHWIYPGDRLLLCSLDGRPLVGKDEGDNGCVGI IRRYTGQMTTHNLQPQVRVEASLNNNSVPVIPLEHIKQWLEHNSTI LPAIDAS I
NTDB id 77664 H7R46 RS17725 WP 086260869.1 NQHVKNPHWIYPGDRLLLCSLDGRPLVGKDEGNGCVGIIRRYTGQMTNLQPQVRVESLNNNVPVIPLEHIKQWLEHSTILPIDAI 170
NTDB id 1053 ABD1 RS00870 WP 000755276.1 NQHVKNPHWIYPGDRLLLCSLDGRPLVGKDEGDGCVGIIRRYTGQTTHLQPQVRVEALNNSVPVIPLEHIKQWLENSTILPADSI 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!! !*!!!!!!!! !!! !!!!!!!!!!!!!!*!!!!! ! !

logo

Q
T
H
NTPYI

VVGTADQRVLAAGKGQTIYARGQGL IDNGQRYAVYREGEPYYFTDNKGKKHSLGI ELLQQVASGI
VAI

VSSEKDITTLELTDSYN
NTDB id 77664 H7R46 RS17725 WP 086260869.1 QHTPYVVGTADQRVLAAKGQTIYARGQGLIDGQRYAVYREGEPYYFTDNKGKKHSLGIELQQVASGIAISSEKDITTLELTDSYN 255
NTDB id 1053 ABD1 RS00870 WP 000755276.1 TNTPYIVGTADQRVLAGKGQTIYARGQGLINGQRYAVYREGEPYYFTDNKGKKHSLGIELLQVASGVAVSSEKDITTLELTDSYN 255
consensus *!!!*!!!!!!!!!!*!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!*!*!!!!!!!!!!!!!!!!

logo

A
SEVRRGDRVMPEEEQATLPTLFYPVDAKTQVTDGGKI IRVMGS IGRTAAKNSVVTLDRGTATQGIQVGQVFDITQQGESTIRDPKTKEPVI

NTDB id 77664 H7R46 RS17725 WP 086260869.1 SEVRRGDRVMPEEEATLPTLFYPVDATQVTDGGKIIRVMGSIGTAAKNSVVTLDRGTAQGIQVGQVFDITQQGETIRDPKTKEPI 340
NTDB id 1053 ABD1 RS00870 WP 000755276.1 AEVRRGDRVMPEEQATLPTLFYPVDAKQVTDGGKIIRVMGSIGRAAKNSVVTLDRGTTQGIQVGQVFDITQQGESIRDPKTKEVI 340
consensus !!!!!!!!!!!! !!!!!!!!!!!! !!!!!!!!!!!!!!!! !!!!!!!!!!!!! !!!!!!!!!!!!!!!!*!!!!!!!!*!

logo QLPGQQIGSLMVFRTFDQLSYAYVLESDLP I
VKVGSS IQPSPQRFND

NTDB id 77664 H7R46 RS17725 WP 086260869.1 QLPGQQIGSLMVFRTFDQLSYAYVLESDLPVKVGSSIQPPRFND 384
NTDB id 1053 ABD1 RS00870 WP 000755276.1 QLPGQQIGSLMVFRTFDQLSYAYVLESDLPIKVGSSIQSPQFND 384
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!*! !!!
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