
logo MTITPKPDS IVVYRVRVAVPVHLYDTFDYTLTKQAQYERAHQVGSRVAI SFGRQNL IG I ITEKVDPQSESFTGNTFQLKAI SDELL
NTDB id 1006764 ABLB96 RS04530 WP 348896251.1 MTITPKPDSIVYRVRVAVPVHLYDTFDYTLTKAQYERAQVGSRVAISFGRQNLIGIITEKVDPQESFTGNFQLKAISELL 80
NTDB id 1072 ABD1 RS01805 WP 000156662.1 MTITPKPDSVVYRVRVAVPVHLYDTFDYTLTQAQYERAHVGSRVAISFGRQNLIGIITEKVDPSESFTGTFQLKAISDLL 80
consensus !!!!!!!!!*!!!!!!!!!!!!!!!!!!!!! !!!!!!*!!!!!!!!!!!!!!!!!!!!!!!! !!!!! !!!!!!!*!!

logo DDEEQP I LDEQVLSLLTWSAQYYQFP IGEVMQTALPALLRQGKPMDVLFHLWKI ITPCDNVEALLKRSGIKQQDAYQI LKLHPA
NTDB id 1006764 ABLB96 RS04530 WP 348896251.1 DDEPILDEQVLSLLTWSAQYYQFPIGEVMQTALPALLRQGKPMDVLFHLWKIIPCDNVEALLKRSIKQQDAYQILKLHPA 160
NTDB id 1072 ABD1 RS01805 WP 000156662.1 DEQPILDEQVLSLLTWSAQYYQFPIGEVMQTALPALLRQGKPMDVLFHLWKITPCDNVEALLKRSGKQQDAYQILKLHPA 160
consensus !* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!! !!!!!!!!!!!!!!

logo GTTENI LNLSGVETATLKALQKKGL IVDCTLEPHDFSPASPVQLAQMPLTLNDEDQKKATQHYVI
VNAQHQYQAFLLDGLTGSGK

NTDB id 1006764 ABLB96 RS04530 WP 348896251.1 GTTENILNLSGVETATLKALQKKGLIDCTLEPHDFSPAPVQLAQMPLTLNDDQKKATQHVINAQHQYQAFLLDGLTGSGK 240
NTDB id 1072 ABD1 RS01805 WP 000156662.1 GTTENILNLSGVETATLKALQKKGLVDCTLEPHDFSPSPVQLAQMPLTLNEDQKKATQYVVNAQHQYQAFLLDGLTGSGK 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!! !!!!!!!!!!!!*!!!!!!!*!*!!!!!!!!!!!!!!!!!!!

logo TEVYLHIMHEVLKQGKQVLVLVPE IGLTPQTI SRFKSRFNCDIALLHSGLNDSKRLQAWQQAQTGKAS I I LGTRSAIYTP
NTDB id 1006764 ABLB96 RS04530 WP 348896251.1 TEVYLHIMHEVLKQGKQVLVLVPEIGLTPQTISRFKSRFNCDIALLHSGLNDSKRLQAWQQAQTGKASIILGTRSAIYTP 320
NTDB id 1072 ABD1 RS01805 WP 000156662.1 TEVYLHIMHEVLKQGKQVLVLVPEIGLTPQTISRFKSRFNCDIALLHSGLNDSKRLQAWQQAQTGKASIILGTRSAIYTP 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LPRLGL I I LDEEHDLSYKQQEGFRYHARDVALYRGHLQGSCPVI
LLGSATPS IDSYHLVETGKLTASLQLNQRAGHALLPKMH

NTDB id 1006764 ABLB96 RS04530 WP 348896251.1 LPRLGLIILDEEHDLSYKQQEGFRYHARDVALYRGHLQSCPVILGSATPSIDSYHLVETGKLTSLQLNQRAGHALLPKMH 400
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LPRLGLIILDEEHDLSYKQQEGFRYHARDVALYRGHLQGCPVLLGSATPSIDSYHLVETGKLTALQLNQRAGHALLPKMH 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!*!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!

logo L IDLKIVKKQHGI SQPL I EQIKNTLARKEQVL I FLNRRGYAPVLVCESCGWQANCPHCDAHFTLHTQPYSYLHCHHCGTV
NTDB id 1006764 ABLB96 RS04530 WP 348896251.1 LIDLKIVKKQHGISQPLIEQIKNTLARKEQVLIFLNRRGYAPVLVCESCGWQANCPHCDAHFTLHTQPYSYLHCHHCGTV 480
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LIDLKIVKKQHGISQPLIEQIKNTLARKEQVLIFLNRRGYAPVLVCESCGWQANCPHCDAHFTLHTQPYSYLHCHHCGTV 480
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo HRLPDHCPECQQKSLKTLGAGTAKVEEHLQELFPDHDVIRVDRDSTSRVGSWQKIYDR IHQQNKPSTI LLGTQMLAKGHHFP
NTDB id 1006764 ABLB96 RS04530 WP 348896251.1 HRLPDHCPECQQKSLKTLGAGTAKVEEHLQELFPDHDVIRVDRDSTSRVGSWQKIYDRIHQNKPTILLGTQMLAKGHHFP 560
NTDB id 1072 ABD1 RS01805 WP 000156662.1 HRLPDHCPECQQKSLKTLGAGTAKVEEHLQELFPDHDVIRVDRDSTSRVGSWQKIYDRIQQNKPSILLGTQMLAKGHHFP 560
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!*!!!!!!!!!!!!!!!



logo HVTLVAI LDIDAGLLSVDIRAPERTAQL IVQVAGRAGRGEHKGHVYLQTLRPDHPLLTTL I EKDYRAVAKQTLAERKVAL
NTDB id 1006764 ABLB96 RS04530 WP 348896251.1 HVTLVAILDIDAGLLSVDIRAPERTAQLIVQVAGRAGRGEHKGHVYLQTLRPDHPLLTTLIEKDYRAVAKQTLAERKVAL 640
NTDB id 1072 ABD1 RS01805 WP 000156662.1 HVTLVAILDIDAGLLSVDIRAPERTAQLIVQVAGRAGRGEHKGHVYLQTLRPDHPLLTTLIEKDYRAVAKQTLAERKVAL 640
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LPPYRYAVL IRAESKDRDYTLHQFLNEAAEQLRQIAGDIVDIWGP IPAPMERKAGRYRAHMVI LSADRARLHFYLRQWWAQ
NTDB id 1006764 ABLB96 RS04530 WP 348896251.1 LPPYRYAVLIRAESKDRDYTLQFLNEAAEQLRQIAGDIVDIWGPIPAPMERKAGRYRAHMVILSADRARLHFYLRQWWAQ 720
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LPPYRYAVLIRAESKDRDYTLHFLNEAAEQLRQIAGDIVDIWGPIPAPMERKAGRYRAHMVILSADRARLHFYLRQWWAQ 720
consensus !!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LVHAPRQHQLRLS IDVDPQEFS
NTDB id 1006764 ABLB96 RS04530 WP 348896251.1 LVHAPRQHQLRLSIDVDPQEFS 742
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LVHAPRQHQLRLSIDVDPQEFS 742
consensus !!!!!!!!!!!!!!!!!!!!!!
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