
logo MTITPKPDSVVYRVRVAVPVHLYDTFDYTLTKQAVQYERAHQVGSRVAI SFGRQNL IG I ITEKVDPQSESFTGNTFQLKAI SDELLDDEEQP I
NTDB id 136629 RR32 RS16220 WP 016803957.1 MTITPKPDSVVYRVRVAVPVHLYDTFDYTLTKVQYERAQVGSRVAISFGRQNLIGIITEKVDPQESFTGNFQLKAISELLDDEPI 85
NTDB id 1072 ABD1 RS01805 WP 000156662.1 MTITPKPDSVVYRVRVAVPVHLYDTFDYTLTQAQYERAHVGSRVAISFGRQNLIGIITEKVDPSESFTGTFQLKAISDLLDEQPI 85
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!*!!!!!!!!!!!!!!!!!!!!!!!! !!!!! !!!!!!!*!!!* !!

logo LDEQVLNSLLTWSAQYYQFP IGEVMQTALPALLRQGKPMDVLFHLWKI ITPCDNVEALLKRSGIKQQDAYQI LKLHPAGTTENI LNLS
NTDB id 136629 RR32 RS16220 WP 016803957.1 LDEQVLNLLTWSAQYYQFPIGEVMQTALPALLRQGKPMDVLFHLWKIIPCDNVEALLKRSIKQQDAYQILKLHPAGTTENILNLS 170
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LDEQVLSLLTWSAQYYQFPIGEVMQTALPALLRQGKPMDVLFHLWKITPCDNVEALLKRSGKQQDAYQILKLHPAGTTENILNLS 170
consensus !!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!

logo GVETATLKALQKKGLVDCTLEPHDFSPASPVQLAQMPLTLNEDQKKATQHYVLVNAQHQYQAFLLDGLTGSGKTEVYLHIMHEVLKQG
NTDB id 136629 RR32 RS16220 WP 016803957.1 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 136629 RR32 RS16220 WP 016803957.1 KQVLVLVPEIGLTPQTISRFKSRFNCDIALLHSGLNDSKRLQAWQQAQTGKASIILGTRSAIYTPLPRLGLIILDEEHDLSYKQQ 340
NTDB id 1072 ABD1 RS01805 WP 000156662.1 KQVLVLVPEIGLTPQTISRFKSRFNCDIALLHSGLNDSKRLQAWQQAQTGKASIILGTRSAIYTPLPRLGLIILDEEHDLSYKQQ 340
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo EGFRYHARDVALYRGHLQGCPVLLGSATPS IDSYHLVETGKLTALQLNQRAGHALLPKMHL IDLKIVKKQHGI SQPL I EQIKNTL
NTDB id 136629 RR32 RS16220 WP 016803957.1 EGFRYHARDVALYRGHLQGCPVLLGSATPSIDSYHLVETGKLTALQLNQRAGHALLPKMHLIDLKIVKKQHGISQPLIEQIKNTL 425
NTDB id 1072 ABD1 RS01805 WP 000156662.1 EGFRYHARDVALYRGHLQGCPVLLGSATPSIDSYHLVETGKLTALQLNQRAGHALLPKMHLIDLKIVKKQHGISQPLIEQIKNTL 425
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ARKEQVL I FLNRRGYAPVLVCESCGWQANCPHCDAHFTLHTQPYSYLHCHHCGTVHRLPDHCPECQQKSLKTLGAGTAKVEEHLQ
NTDB id 136629 RR32 RS16220 WP 016803957.1 ARKEQVLIFLNRRGYAPVLVCESCGWQANCPHCDAHFTLHTQPYSYLHCHHCGTVHRLPDHCPECQQKSLKTLGAGTAKVEEHLQ 510
NTDB id 1072 ABD1 RS01805 WP 000156662.1 ARKEQVLIFLNRRGYAPVLVCESCGWQANCPHCDAHFTLHTQPYSYLHCHHCGTVHRLPDHCPECQQKSLKTLGAGTAKVEEHLQ 510
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ELFPDHDVIRVDRDSTSRVGSWQKIYDR IQQNKPS I LLGTQMLAKGHHFPHVTLVAI LDIDAGLLSVDIRAPERTAQL IVQVAGR
NTDB id 136629 RR32 RS16220 WP 016803957.1 ELFPDHDVIRVDRDSTSRVGSWQKIYDRIQQNKPSILLGTQMLAKGHHFPHVTLVAILDIDAGLLSVDIRAPERTAQLIVQVAGR 595
NTDB id 1072 ABD1 RS01805 WP 000156662.1 ELFPDHDVIRVDRDSTSRVGSWQKIYDRIQQNKPSILLGTQMLAKGHHFPHVTLVAILDIDAGLLSVDIRAPERTAQLIVQVAGR 595
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo AGRGEHKGHVYLQTLRPDHPLLTTL I EKDYRAVAKQTLAERKVALLPPYRYAVL IRAESKDRDYTLHFLNEAAEQLRQIAGDIVD
NTDB id 136629 RR32 RS16220 WP 016803957.1 AGRGEHKGHVYLQTLRPDHPLLTTLIEKDYRAVAKQTLAERKVALLPPYRYAVLIRAESKDRDYTLHFLNEAAEQLRQIAGDIVD 680
NTDB id 1072 ABD1 RS01805 WP 000156662.1 AGRGEHKGHVYLQTLRPDHPLLTTLIEKDYRAVAKQTLAERKVALLPPYRYAVLIRAESKDRDYTLHFLNEAAEQLRQIAGDIVD 680
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo IWGP IPAPMERKAGRYRAHMVI LSADRARLHFYLRQWWAQLVHAPQRQHQLRLS IDVDPQEFS
NTDB id 136629 RR32 RS16220 WP 016803957.1 IWGPIPAPMERKAGRYRAHMVILSADRARLHFYLRQWWAQLVHAQRQHQLRLSIDVDPQEFS 742
NTDB id 1072 ABD1 RS01805 WP 000156662.1 IWGPIPAPMERKAGRYRAHMVILSADRARLHFYLRQWWAQLVHAPRQHQLRLSIDVDPQEFS 742
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!
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