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NTDB id 269169 C3F34 RS04900 WP 104441175.1 MPNTVSPPFVPYRIRVAVPAHVYDCFDYQISAEDYAQAKVGARVAVPFGSRNLIGVIMQKLTPDTPENPKFKLKPIQALL 80
NTDB id 1072 ABD1 RS01805 WP 000156662.1 MTITPKPDSVVYRVRVAVPVHLYDTFDYTLTQAQYERAHVGSRVAISFGRQNLIGIITEKVDPSESFTGTFQLKAISDLL 80
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logo DDEDQAP I LDENKQVLSTLLTWASAQYYQFP IGEVMQSTALPATLLRQGKPMYDLVLAFHLMWKL ILLTDPCQDHNAVEADKL ILKRSEGKQQDHAYKQI LKLHPAV
NTDB id 269169 C3F34 RS04900 WP 104441175.1 DDDAILDNKVLTLLTWAAQYYQFPIGEVMQSALPTLLRQGKPYDLLAHMWLLLDQ.HAEDKIKRSEKQQHAYKILKLHPV 159
NTDB id 1072 ABD1 RS01805 WP 000156662.1 DEQPILDEQVLSLLTWSAQYYQFPIGEVMQTALPALLRQGKPMDVLFHLWKITPCDNVEALLKRSGKQQDAYQILKLHPA 160
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NTDB id 269169 C3F34 RS04900 WP 104441175.1 GTSENILNLAGIETATLKALEKKGICEAYLEQKDFSPQALSLAQMPLTANPDQKHAIQQVLKSLSSYHAYLLDGLTGSGK 239
NTDB id 1072 ABD1 RS01805 WP 000156662.1 GTTENILNLSGVETATLKALQKKGLVDCTLEPHDFSPSPVQLAQMPLTLNEDQKKATQYVVNAQHQYQAFLLDGLTGSGK 240
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logo TEVYLHQIMHYEVLKQGKQVLVLVPE IGLTPQTI SRFKQSRFHNCDHIALLHSGLNTDASKRLQAWQQSAQMTGKAS I I LGTRSAIYTP
NTDB id 269169 C3F34 RS04900 WP 104441175.1 TEVYLQIMYEVLKQGKQVLVLVPEIGLTPQTISRFQSRFHCHIALLHSGLTDAKRLQAWQSAQMGKASIILGTRSAIYTP 319
NTDB id 1072 ABD1 RS01805 WP 000156662.1 TEVYLHIMHEVLKQGKQVLVLVPEIGLTPQTISRFKSRFNCDIALLHSGLNDSKRLQAWQQAQTGKASIILGTRSAIYTP 320
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NTDB id 269169 C3F34 RS04900 WP 104441175.1 LHNLGLIILDEEHDLSFKQQEGFRYHARDVALYRAHLENCPIILGSATPSMESYALADQGKLTRLELNERAGTALLPKLH 399
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LPRLGLIILDEEHDLSYKQQEGFRYHARDVALYRGHLQGCPVLLGSATPSIDSYHLVETGKLTALQLNQRAGHALLPKMH 400
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NTDB id 269169 C3F34 RS04900 WP 104441175.1 ILDLKVGRKQYGFSQFLLDEMHKRLARKEQVLIFLNRRGYAPVLICESCAWQAKCPHCDANFTLHTQPYQHLHCHHCGTI 479
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LIDLKIVKKQHGISQPLIEQIKNTLARKEQVLIFLNRRGYAPVLVCESCGWQANCPHCDAHFTLHTQPYSYLHCHHCGTV 480
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NTDB id 269169 C3F34 RS04900 WP 104441175.1 HRMPDHCPQCHHTELKPIGMGTAKVEESLKELFPEFEVIRVDRDSTSRVGSWQKIYDRIQKSEPIILLGTQMLAKGHHFP 559
NTDB id 1072 ABD1 RS01805 WP 000156662.1 HRLPDHCPECQQKSLKTLGAGTAKVEEHLQELFPDHDVIRVDRDSTSRVGSWQKIYDRIQQNKPSILLGTQMLAKGHHFP 560
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NTDB id 269169 C3F34 RS04900 WP 104441175.1 YVSLVAILDIDSGLLSVDFRAPERTAQLIVQVAGRAGRGEKKGDVYLQTLRPEHPLLHTLVDGDYRQFARQTLKERLQAL 639
NTDB id 1072 ABD1 RS01805 WP 000156662.1 HVTLVAILDIDAGLLSVDIRAPERTAQLIVQVAGRAGRGEHKGHVYLQTLRPDHPLLTTLIEKDYRAVAKQTLAERKVAL 640
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NTDB id 269169 C3F34 RS04900 WP 104441175.1 FPPYRYAALIRCESKSQEQNQQYLTEHAQQLRQISELNIDIWGPIPAPMERKAGRYQAHMVLFSQDRARLHYYLRAWWQN 719
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LPPYRYAVLIRAESKDRDYTLHFLNEAAEQLRQIAGDIVDIWGPIPAPMERKAGRYRAHMVILSADRARLHFYLRQWWAQ 720
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NTDB id 269169 C3F34 RS04900 WP 104441175.1 MLQH.KPSSMKLSLDIDPQELS 740
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LVHAPRQHQLRLSIDVDPQEFS 742
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