
logo MTITPKPDSVVYRVRVAVPVHLYDTFDYTLTQAQYERAHVGSRVAI SFGRQNL IG I ITEKVDPSESFTGTFQLKAI SDLL
NTDB id 230679 CCK83 RS08295 WP 005079289.1 MTITPKPDSVVYRVRVAVPVHLYDTFDYTLTQAQYERAHVGSRVAISFGRQNLIGIITEKVDPSESFTGTFQLKAISDLL 80
NTDB id 1072 ABD1 RS01805 WP 000156662.1 MTITPKPDSVVYRVRVAVPVHLYDTFDYTLTQAQYERAHVGSRVAISFGRQNLIGIITEKVDPSESFTGTFQLKAISDLL 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DEEQP I LDEQVLSLLTWSAQYYQFP IGEVMQTALPALLRQGKPMDVLFHLWKITPCDNVEALLKRSGVKQQDAYQI LKLHPA
NTDB id 230679 CCK83 RS08295 WP 005079289.1 DEEPILDEQVLSLLTWSAQYYQFPIGEVMQTALPALLRQGKPMDVLFHLWKITPCDNVEALLKRSVKQQDAYQILKLHPA 160
NTDB id 1072 ABD1 RS01805 WP 000156662.1 DEQPILDEQVLSLLTWSAQYYQFPIGEVMQTALPALLRQGKPMDVLFHLWKITPCDNVEALLKRSGKQQDAYQILKLHPA 160
consensus !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!

logo GTTENI LNLSGVETATLKALQKKGLVDCTLEPHDFSPSPVQLAQMPLTLNEDQKKATQHYVVNAQHQYQAFLLDGLTGSGK
NTDB id 230679 CCK83 RS08295 WP 005079289.1 GTTENILNLSGVETATLKALQKKGLVDCTLEPHDFSPSPVQLAQMPLTLNEDQKKATQHVVNAQHQYQAFLLDGLTGSGK 240
NTDB id 1072 ABD1 RS01805 WP 000156662.1 GTTENILNLSGVETATLKALQKKGLVDCTLEPHDFSPSPVQLAQMPLTLNEDQKKATQYVVNAQHQYQAFLLDGLTGSGK 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!

logo TEVYLHIMHEVLKQGKQVLVLVPE IGLTPQTI SRFKSRFNCDIALLHSGLNDSKRLQAWQQAQTGKAS I I LGTRSAIYTP
NTDB id 230679 CCK83 RS08295 WP 005079289.1 TEVYLHIMHEVLKQGKQVLVLVPEIGLTPQTISRFKSRFNCDIALLHSGLNDSKRLQAWQQAQTGKASIILGTRSAIYTP 320
NTDB id 1072 ABD1 RS01805 WP 000156662.1 TEVYLHIMHEVLKQGKQVLVLVPEIGLTPQTISRFKSRFNCDIALLHSGLNDSKRLQAWQQAQTGKASIILGTRSAIYTP 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LPRLGL I I LDEEHDLSYKQQEGFRYHARDVALYRGHLQGNCPVI
LLGSATPS IDSYHYLVETGKLTASLQLNQRAGHALLPKMH

NTDB id 230679 CCK83 RS08295 WP 005079289.1 LPRLGLIILDEEHDLSYKQQEGFRYHARDVALYRGHLQNCPVILGSATPSIDSYYLVETGKLTSLQLNQRAGHALLPKMH 400
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LPRLGLIILDEEHDLSYKQQEGFRYHARDVALYRGHLQGCPVLLGSATPSIDSYHLVETGKLTALQLNQRAGHALLPKMH 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!*!!!!!!!!!!!*!!!!!!!! !!!!!!!!!!!!!!!!

logo L IDLKIVKKQHGI SQPL I EQIKHNTLARKEQVL I FLNRRGYAPVLVCESCGWQANCPHCDAHFTLHTQPYSYLHCHHCGTV
NTDB id 230679 CCK83 RS08295 WP 005079289.1 LIDLKIVKKQHGISQPLIEQIKHTLARKEQVLIFLNRRGYAPVLVCESCGWQANCPHCDAHFTLHTQPYSYLHCHHCGTV 480
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LIDLKIVKKQHGISQPLIEQIKNTLARKEQVLIFLNRRGYAPVLVCESCGWQANCPHCDAHFTLHTQPYSYLHCHHCGTV 480
consensus !!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo HRLPDHCPECQQKSLKTLGAGTAKVEEHLQELFPDHYDVIRVDRDSTSRVGSWQKIYDR IHQQNKPSTI LLGTQMLAKGHHFP
NTDB id 230679 CCK83 RS08295 WP 005079289.1 HRLPDHCPECQQKSLKTLGAGTAKVEEHLQELFPDYDVIRVDRDSTSRVGSWQKIYDRIHQNKPTILLGTQMLAKGHHFP 560
NTDB id 1072 ABD1 RS01805 WP 000156662.1 HRLPDHCPECQQKSLKTLGAGTAKVEEHLQELFPDHDVIRVDRDSTSRVGSWQKIYDRIQQNKPSILLGTQMLAKGHHFP 560
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!*!!!!*!!!!!!!!!!!!!!!



logo HVTLVAI LDIDAGLLSVDIRAPERTAQL IVQVAGRAGRGEHKGHVYLQTLRPDHPLLTTL I EKDYRAVAKQTLAERKVAL
NTDB id 230679 CCK83 RS08295 WP 005079289.1 HVTLVAILDIDAGLLSVDIRAPERTAQLIVQVAGRAGRGEHKGHVYLQTLRPDHPLLTTLIEKDYRAVAKQTLAERKVAL 640
NTDB id 1072 ABD1 RS01805 WP 000156662.1 HVTLVAILDIDAGLLSVDIRAPERTAQLIVQVAGRAGRGEHKGHVYLQTLRPDHPLLTTLIEKDYRAVAKQTLAERKVAL 640
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LPPYRYAVL IRAESKDRDYTLHQFLNEAAEHQLRQIAGDE IVDIWGP IPAPMERKAGRYRAHMVI LSADRARLHFYLRQWWASQ
NTDB id 230679 CCK83 RS08295 WP 005079289.1 LPPYRYAVLIRAESKDRDYTLQFLNEAAEHLRQIAGEIVDIWGPIPAPMERKAGRYRAHMVILSADRARLHFYLRQWWSQ 720
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LPPYRYAVLIRAESKDRDYTLHFLNEAAEQLRQIAGDIVDIWGPIPAPMERKAGRYRAHMVILSADRARLHFYLRQWWAQ 720
consensus !!!!!!!!!!!!!!!!!!!!!*!!!!!!!*!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !

logo LVHAPSRQHQLRLS IDVDPQEFNS
NTDB id 230679 CCK83 RS08295 WP 005079289.1 LVHASRQHQLRLSIDVDPQEFN 742
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LVHAPRQHQLRLSIDVDPQEFS 742
consensus !!!!*!!!!!!!!!!!!!!!!
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