
logo MTITPKPDSVVYRVRVAVPVHLYDTFDYTLTKQAQYERAHQVGSRVAI SFGRQNL IG I ITEKVDPQSESFTGHTFQLKAI SDELLDDEEQP I
NTDB id 40455 P795 RS15560 WP 005133261.1 MTITPKPDSVVYRVRVAVPVHLYDTFDYTLTKAQYERAQVGSRVAISFGRQNLIGIITEKVDPQESFTGHFQLKAISELLDDEPI 85
NTDB id 1072 ABD1 RS01805 WP 000156662.1 MTITPKPDSVVYRVRVAVPVHLYDTFDYTLTQAQYERAHVGSRVAISFGRQNLIGIITEKVDPSESFTGTFQLKAISDLLDEQPI 85
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!*!!!!!!!!!!!!!!!!!!!!!!!! !!!!!*!!!!!!!*!!!* !!

logo LDEQVLNSLLTWSAQYYQFP IGEVMQTALPALLRQGKPMDVLFHLWKI ITPCDNAVEALLKRSGIKQQDAYQI LKLHPAGTTENI LNLS
NTDB id 40455 P795 RS15560 WP 005133261.1 LDEQVLNLLTWSAQYYQFPIGEVMQTALPALLRQGKPMDVLFHLWKIIPCDNAEALLKRSIKQQDAYQILKLHPAGTTENILNLS 170
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LDEQVLSLLTWSAQYYQFPIGEVMQTALPALLRQGKPMDVLFHLWKITPCDNVEALLKRSGKQQDAYQILKLHPAGTTENILNLS 170
consensus !!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!! !!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!

logo GVETATLKALQKKGLVDCTLEPHDFSPASPVQLAQMPLTLNEDQKKATQHYVLVNAQHQYQAFLLDGLTGSGKTEVYLHIMHEVLKQG
NTDB id 40455 P795 RS15560 WP 005133261.1 GVETATLKALQKKGLVDCTLEPHDFSPAPVQLAQMPLTLNEDQKKATQHVLNAQHQYQAFLLDGLTGSGKTEVYLHIMHEVLKQG 255
NTDB id 1072 ABD1 RS01805 WP 000156662.1 GVETATLKALQKKGLVDCTLEPHDFSPSPVQLAQMPLTLNEDQKKATQYVVNAQHQYQAFLLDGLTGSGKTEVYLHIMHEVLKQG 255
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!*!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo KQVLVLVPE IGLTPQTI SRFKSRFNCDIALLHSGLNDSKRLQAWQQAQTGKAS I I LGTRSAIYTPLPRLGL I I LDEEHDLSYKQQ
NTDB id 40455 P795 RS15560 WP 005133261.1 KQVLVLVPEIGLTPQTISRFKSRFNCDIALLHSGLNDSKRLQAWQQAQTGKASIILGTRSAIYTPLPRLGLIILDEEHDLSYKQQ 340
NTDB id 1072 ABD1 RS01805 WP 000156662.1 KQVLVLVPEIGLTPQTISRFKSRFNCDIALLHSGLNDSKRLQAWQQAQTGKASIILGTRSAIYTPLPRLGLIILDEEHDLSYKQQ 340
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo EGFRYHARDVALYRGHLQGCPVLLGSATPS IDSYHLVETGKLTALQLNQRAGHALLPKMHL IDLKIVKKQHGI SQPL I EQIKNTL
NTDB id 40455 P795 RS15560 WP 005133261.1 EGFRYHARDVALYRGHLQGCPVLLGSATPSIDSYHLVETGKLTALQLNQRAGHALLPKMHLIDLKIVKKQHGISQPLIEQIKNTL 425
NTDB id 1072 ABD1 RS01805 WP 000156662.1 EGFRYHARDVALYRGHLQGCPVLLGSATPSIDSYHLVETGKLTALQLNQRAGHALLPKMHLIDLKIVKKQHGISQPLIEQIKNTL 425
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ARKEQVL I FLNRRGYAPVLVCESCGWQANCPHCDAHFTLHTQPYSYLHCHHCGTVHRLPDHCPECQQKSLKTLGAGTAKVEEHLQ
NTDB id 40455 P795 RS15560 WP 005133261.1 ARKEQVLIFLNRRGYAPVLVCESCGWQANCPHCDAHFTLHTQPYSYLHCHHCGTVHRLPDHCPECQQKSLKTLGAGTAKVEEHLQ 510
NTDB id 1072 ABD1 RS01805 WP 000156662.1 ARKEQVLIFLNRRGYAPVLVCESCGWQANCPHCDAHFTLHTQPYSYLHCHHCGTVHRLPDHCPECQQKSLKTLGAGTAKVEEHLQ 510
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ELFPDHDVIRVDRDSTSRVGSWQKIYDR IQQNKPS I LLGTQMLAKGHHFPHVTLVAI LDIDAGLLSVDIRAPERTAQL IVQVAGR
NTDB id 40455 P795 RS15560 WP 005133261.1 ELFPDHDVIRVDRDSTSRVGSWQKIYDRIQQNKPSILLGTQMLAKGHHFPHVTLVAILDIDAGLLSVDIRAPERTAQLIVQVAGR 595
NTDB id 1072 ABD1 RS01805 WP 000156662.1 ELFPDHDVIRVDRDSTSRVGSWQKIYDRIQQNKPSILLGTQMLAKGHHFPHVTLVAILDIDAGLLSVDIRAPERTAQLIVQVAGR 595
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo AGRGEHKGHVYLQTLRPDHPLLTTL I EKDYRAVAKQTLAERKVALLPPYRYAVL IRAESKDRDYTLHFLNEAAEQLRQIAGDIVD
NTDB id 40455 P795 RS15560 WP 005133261.1 AGRGEHKGHVYLQTLRPDHPLLTTLIEKDYRAVAKQTLAERKVALLPPYRYAVLIRAESKDRDYTLHFLNEAAEQLRQIAGDIVD 680
NTDB id 1072 ABD1 RS01805 WP 000156662.1 AGRGEHKGHVYLQTLRPDHPLLTTLIEKDYRAVAKQTLAERKVALLPPYRYAVLIRAESKDRDYTLHFLNEAAEQLRQIAGDIVD 680
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo IWGP IPAPMERKAGRYRAHMVI LSADRARLHFYLRQWWAQLVHAPRQHQLRLS IDVDPQEFS
NTDB id 40455 P795 RS15560 WP 005133261.1 IWGPIPAPMERKAGRYRAHMVILSADRARLHFYLRQWWAQLVHAPRQHQLRLSIDVDPQEFS 742
NTDB id 1072 ABD1 RS01805 WP 000156662.1 IWGPIPAPMERKAGRYRAHMVILSADRARLHFYLRQWWAQLVHAPRQHQLRLSIDVDPQEFS 742
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

X non conserved

X similar

X ≥ 50% conserved


