
logo MTITPKPDSVVYRVRVAVPVHLYDTFDYTLTQAQYERAHVGSRVAI SFGRQNL IG I ITEKVDPSESFTGTFQLKAI SDLLDEQP I
NTDB id 43002 BDGL 003278 YP 004997546.1 MTITPKPDSVVYRVRVAVPVHLYDTFDYTLTQAQYERAHVGSRVAISFGRQNLIGIITEKVDPSESFTGTFQLKAISDLLDEQPI 85
NTDB id 1072 ABD1 RS01805 WP 000156662.1 MTITPKPDSVVYRVRVAVPVHLYDTFDYTLTQAQYERAHVGSRVAISFGRQNLIGIITEKVDPSESFTGTFQLKAISDLLDEQPI 85
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LDEQVLSLLTWSAQYYQFP IGEVMQTALPALLRQGKPMDVLFHLWKITPCDNVEALLKRSGVKQQDAYQI LKLHPAGTTENI LNLS
NTDB id 43002 BDGL 003278 YP 004997546.1 LDEQVLSLLTWSAQYYQFPIGEVMQTALPALLRQGKPMDVLFHLWKITPCDNVEALLKRSVKQQDAYQILKLHPAGTTENILNLS 170
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LDEQVLSLLTWSAQYYQFPIGEVMQTALPALLRQGKPMDVLFHLWKITPCDNVEALLKRSGKQQDAYQILKLHPAGTTENILNLS 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!

logo GVETATLKALQKKGLVDCTLEPHDFSPSPVQLAQMPLTLNEDQKKATQHYVVNAQHQYQAFLLDGLTGSGKTEVYLHIMHEVLKQG
NTDB id 43002 BDGL 003278 YP 004997546.1 GVETATLKALQKKGLVDCTLEPHDFSPSPVQLAQMPLTLNEDQKKATQHVVNAQHQYQAFLLDGLTGSGKTEVYLHIMHEVLKQG 255
NTDB id 1072 ABD1 RS01805 WP 000156662.1 GVETATLKALQKKGLVDCTLEPHDFSPSPVQLAQMPLTLNEDQKKATQYVVNAQHQYQAFLLDGLTGSGKTEVYLHIMHEVLKQG 255
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo KQVLVLVPE IGLTPQTI SRFKSRFNCDIALLHSGLNDSKRLQAWQQAQTGKAS I I LGTRSAIYTPLPRLGL I I LDEEHDLSYKQQ
NTDB id 43002 BDGL 003278 YP 004997546.1 KQVLVLVPEIGLTPQTISRFKSRFNCDIALLHSGLNDSKRLQAWQQAQTGKASIILGTRSAIYTPLPRLGLIILDEEHDLSYKQQ 340
NTDB id 1072 ABD1 RS01805 WP 000156662.1 KQVLVLVPEIGLTPQTISRFKSRFNCDIALLHSGLNDSKRLQAWQQAQTGKASIILGTRSAIYTPLPRLGLIILDEEHDLSYKQQ 340
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo EGFRYHARDVALYRGHLQGSCPVI
LLGSATPS IDSYHYLVETGKLTALQLNKQRAGHALLPKMHL IDLKIVKKQHGI SQPL I EQIKNTL

NTDB id 43002 BDGL 003278 YP 004997546.1 EGFRYHARDVALYRGHLQSCPVILGSATPSIDSYYLVETGKLTALQLNKRAGHALLPKMHLIDLKIVKKQHGISQPLIEQIKNTL 425
NTDB id 1072 ABD1 RS01805 WP 000156662.1 EGFRYHARDVALYRGHLQGCPVLLGSATPSIDSYHLVETGKLTALQLNQRAGHALLPKMHLIDLKIVKKQHGISQPLIEQIKNTL 425
consensus !!!!!!!!!!!!!!!!!! !!!*!!!!!!!!!!!*!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ARKEQVL I FLNRRGYAPVLVCESCGWQANCPHCDAHFTLHTQPYSYLHCHHCGTVHRLPDHCPECQQKSLKTLGAGTAKVEEHLQ
NTDB id 43002 BDGL 003278 YP 004997546.1 ARKEQVLIFLNRRGYAPVLVCESCGWQANCPHCDAHFTLHTQPYSYLHCHHCGTVHRLPDHCPECQQKSLKTLGAGTAKVEEHLQ 510
NTDB id 1072 ABD1 RS01805 WP 000156662.1 ARKEQVLIFLNRRGYAPVLVCESCGWQANCPHCDAHFTLHTQPYSYLHCHHCGTVHRLPDHCPECQQKSLKTLGAGTAKVEEHLQ 510
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ELFPDHYDVIRVDRDSTSRVGSWQKIYDR IHQQNKPSTI LLGTQMLAKGHHFPHVTLVAI LDIDAGLLSVDIRAPERTAQL IVQVAGR
NTDB id 43002 BDGL 003278 YP 004997546.1 ELFPDYDVIRVDRDSTSRVGSWQKIYDRIHQNKPTILLGTQMLAKGHHFPHVTLVAILDIDAGLLSVDIRAPERTAQLIVQVAGR 595
NTDB id 1072 ABD1 RS01805 WP 000156662.1 ELFPDHDVIRVDRDSTSRVGSWQKIYDRIQQNKPSILLGTQMLAKGHHFPHVTLVAILDIDAGLLSVDIRAPERTAQLIVQVAGR 595
consensus !!!!!*!!!!!!!!!!!!!!!!!!!!!!!*!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo AGRGEHKGHVYLQTLRPDHPLLTTL I EKDYRAVAKQTLAERKVALLPPYRYAVL IRAESKDRDYTLHFLNEAAEQLRQIAGDE IVD
NTDB id 43002 BDGL 003278 YP 004997546.1 AGRGEHKGHVYLQTLRPDHPLLTTLIEKDYRAVAKQTLAERKVALLPPYRYAVLIRAESKDRDYTLHFLNEAAEQLRQIAGEIVD 680
NTDB id 1072 ABD1 RS01805 WP 000156662.1 AGRGEHKGHVYLQTLRPDHPLLTTLIEKDYRAVAKQTLAERKVALLPPYRYAVLIRAESKDRDYTLHFLNEAAEQLRQIAGDIVD 680
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!

logo IWGP IPAPMERKAGRYRAHMVI LSADRARLHFYLRQWWASQLAVHAPRQHQLRLS IDVDPQEFNS
NTDB id 43002 BDGL 003278 YP 004997546.1 IWGPIPAPMERKAGRYRAHMVILSADRARLHFYLRQWWSQLAHAPRQHQLRLSIDVDPQEFN 742
NTDB id 1072 ABD1 RS01805 WP 000156662.1 IWGPIPAPMERKAGRYRAHMVILSADRARLHFYLRQWWAQLVHAPRQHQLRLSIDVDPQEFS 742
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !! !!!!!!!!!!!!!!!!!!!
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