
logo MKKVFDNGMVNQFHALGIKKHLLALALCFTGVAFIGSTI
VAETVHYAATSPNHNPPSLKRSNAPHNVYVVKRGDTLWDI SGHFLNSKPWRWPE IWANS

NTDB id 42992 BDGL 003088 YP 004997356.1 MKKVFDGMVQFHALGIKKHLLALALFTGVAFSTVAETYAASPNHNPPSLRSNAPHVYVVKRGDTLWDISGHFLSKPWRWPEIWAN 85
NTDB id 1053 ABD1 RS00870 WP 000755276.1 MKKVFNGMVNFHALGIKKHLLALALCTGVAIGTIAEVHATSPNHNPPSLKSNAPNVYVVKRGDTLWDISGHFLNKPWRWPEIWAS 85
consensus !!!!! !!!*!!!!!!!!!!!!!!!*!!!! !*!! *! !!!!!!!!!*!!!!*!!!!!!!!!!!!!!!!!! !!!!!!!!!!

logo NQHVKNPHWIYPGDRLLLCSLDGRPLVGKDEGDGCVGI IRRYTGQMTTHNLQPQVRVEASLNNNSVPVIPLEHIKQWLEHNSTI LPADAS I
NTDB id 42992 BDGL 003088 YP 004997356.1 NQHVKNPHWIYPGDRLLLCSLDGRPLVGKDEGDGCVGIIRRYTGQMTNLQPQVRVESLNNNVPVIPLEHIKQWLEHSTILPADAI 170
NTDB id 1053 ABD1 RS00870 WP 000755276.1 NQHVKNPHWIYPGDRLLLCSLDGRPLVGKDEGDGCVGIIRRYTGQTTHLQPQVRVEALNNSVPVIPLEHIKQWLENSTILPADSI 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !*!!!!!!!! !!! !!!!!!!!!!!!!!*!!!!!!! !

logo

E
T
H
NTPYI

VVGTADQRVLAAGKGQTIYARGQGL IVNGQRYAVYREGEPYYFTDNSKGKKHSLGI ELLQQVASGI
VAI

VSSEKDITTLELTDSYN
NTDB id 42992 BDGL 003088 YP 004997356.1 EHTPYVVGTADQRVLAAKGQTIYARGQGLVNGQRYAVYREGEPYYFTDSKGKKHSLGIELQQVASGIAISSEKDITTLELTDSYN 255
NTDB id 1053 ABD1 RS00870 WP 000755276.1 TNTPYIVGTADQRVLAGKGQTIYARGQGLINGQRYAVYREGEPYYFTDNKGKKHSLGIELLQVASGVAVSSEKDITTLELTDSYN 255
consensus *!!!*!!!!!!!!!!*!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!! !!!!!!!!!!! !!!!!*!*!!!!!!!!!!!!!!!!

logo

A
SEVRRGDRVMPEEEQATLPTLFYPVDAKTQVTDGGKI IRVMGS IGRTAAKNSVVTLDRGTATQGIQVGQVFDITQQGESTIRDPKTKEPVI

NTDB id 42992 BDGL 003088 YP 004997356.1 SEVRRGDRVMPEEEATLPTLFYPVDATQVTDGGKIIRVMGSIGTAAKNSVVTLDRGTAQGIQVGQVFDITQQGETIRDPKTKEPI 340
NTDB id 1053 ABD1 RS00870 WP 000755276.1 AEVRRGDRVMPEEQATLPTLFYPVDAKQVTDGGKIIRVMGSIGRAAKNSVVTLDRGTTQGIQVGQVFDITQQGESIRDPKTKEVI 340
consensus !!!!!!!!!!!! !!!!!!!!!!!! !!!!!!!!!!!!!!!! !!!!!!!!!!!!! !!!!!!!!!!!!!!!!*!!!!!!!!*!

logo QLPGQQIGSLMVFRTFDQLSYAYVLESDLP I
VKVGSS IQPSPQRFND

NTDB id 42992 BDGL 003088 YP 004997356.1 QLPGQQIGSLMVFRTFDQLSYAYVLESDLPVKVGSSIQPPRFND 384
NTDB id 1053 ABD1 RS00870 WP 000755276.1 QLPGQQIGSLMVFRTFDQLSYAYVLESDLPIKVGSSIQSPQFND 384
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!*! !!!
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