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NTDB id 1155274 ONG87 RS01730 WP 122480449.1 .....MPD...VILRLALPSPLRRLFDYKAPANTAHTVFMPGMRLRVPFGRREMIGILIEVASHSDVPA..DKLKPAIAL 70
NTDB id 1072 ABD1 RS01805 WP 000156662.1 MTITPKPDSVVYRVRVAVPVHLYDTFDYTLTQAQY.ERAHVGSRVAISFGRQNLIGIITEKVDPSESFTGTFQLKAISDL 79
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NTDB id 1155274 ONG87 RS01730 WP 122480449.1 LDAVSPLPPALFKLCLWTSQYYQHGLGDTLSWALPVLLRQGEPAEARQERFWHAAADARLDDPRIARAPKQRDALKTLAQ 150
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LDEQPILDEQVLSLLTWSAQYYQFPIGEVMQTALPALLRQGKPMDVLFH.LWKITPCDN.VEALLKRSGKQQDAYQILKL 157
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NTDB id 1155274 ONG87 RS01730 WP 122480449.1 HPHGVAHQLLSKLQLNKDSLDLLLAKQLVSVEVRRHGPGPRAEHWLAQPELPLNEEQRAAFEAIRASLGGFHAFLLAGVT 230
NTDB id 1072 ABD1 RS01805 WP 000156662.1 HPAGTTENILNLSGVETATLKALQKKGLVDCTLEPHDFSPSPV.QLAQMPLTLNEDQKKATQYVVNAQHQYQAFLLDGLT 236
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NTDB id 1155274 ONG87 RS01730 WP 122480449.1 GSGKTEVYLQLIHECLEAGKQALVLIPEINLGPQTLARFEQRFNARIALVHSAVNDRDRLDAWLAARDGEADIIIGTRSA 310
NTDB id 1072 ABD1 RS01805 WP 000156662.1 GSGKTEVYLHIMHEVLKQGKQVLVLVPEIGLTPQTISRFKSRFNCDIALLHSGLNDSKRLQAWQQAQTGKASIILGTRSA 316
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NTDB id 1155274 ONG87 RS01730 WP 122480449.1 LFTPMKNPGLIIIDEEHDGSYKQQEGLRYHARDLALVRASQENIPIVLGSATPSLESLHNAHTGRYGLLRIDHRAGGAQQ 390
NTDB id 1072 ABD1 RS01805 WP 000156662.1 IYTPLPRLGLIILDEEHDLSYKQQEGFRYHARDVALYRGHLQGCPVLLGSATPSIDSYHLVETGKLTALQLNQRAGHALL 396
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NTDB id 1155274 ONG87 RS01730 WP 122480449.1 PKFMRLDVKSRPLDSGISGPMQQAIGQTLANGQQVLVFLNRRGFAPTLLCHDCGWLSECPRCDARTTVHQR.SGELRCHH 469
NTDB id 1072 ABD1 RS01805 WP 000156662.1 PKMHLIDLKIVKKQHGISQPLIEQIKNTLARKEQVLIFLNRRGYAPVLVCESCGWQANCPHCDAHFTLHTQPYSYLHCHH 476
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NTDB id 1155274 ONG87 RS01730 WP 122480449.1 CGHVERVPRQCPKCGTVDLRPVGAGTERAEERLAILFPDYPVLRVDRDSTSRKDAMNQLFATIQKGHPCILVGTQMLAKG 549
NTDB id 1072 ABD1 RS01805 WP 000156662.1 CGTVHRLPDHCPECQQKSLKTLGAGTAKVEEHLQELFPDHDVIRVDRDSTSRVGSWQKIYDRIQQNKPSILLGTQMLAKG 556
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NTDB id 1155274 ONG87 RS01730 WP 122480449.1 HHFPRVTLVSILDADGGLFSGDFRASERMAQLIVQVAGRAGRAEEPGKVIIQTHLADHPLLVQLTEQGYFAFAEQALAER 629
NTDB id 1072 ABD1 RS01805 WP 000156662.1 HHFPHVTLVAILDIDAGLLSVDIRAPERTAQLIVQVAGRAGRGEHKGHVYLQTLRPDHPLLTTLIEKDYRAVAKQTLAER 636
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NTDB id 1155274 ONG87 RS01730 WP 122480449.1 RGAGLPPFAHLALLRAEAHKPGQAEAFLDEACAAAEVLVAQLALGGLELLGPVPAPMERRAGRYRAQLLVQATLRAPLHR 709
NTDB id 1072 ABD1 RS01805 WP 000156662.1 KVALLPPYRYAVLIRAESKDRDYTLHFLNEAAEQL....RQIAGDIVDIWGPIPAPMERKAGRYRAHMVILSADRARLHF 712
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NTDB id 1155274 ONG87 RS01730 WP 122480449.1 LLNAWMLQLEQLPSGRQVRWSLDVDPVDLY 739
NTDB id 1072 ABD1 RS01805 WP 000156662.1 YLRQWWAQLVHAPRQHQLRLSIDVDPQEFS 742
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