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Method for sequencing and analyzing huge plant genomes
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We developed methods and know-how for determining the genome sequence of the
Japanese cedar genome, whose huge size is approximately three times that of the human genome and is
extremely rich in repeat sequences, with high continuity and accuracy at the lowest possible cost
and efforts. We were able to accurately correspond the majority of the Japanese cedar genome to
eleven chromosomes, and developed a systematic method for identifying genes on genomes rich in
repeat sequences. To our knowledge, this became the world®s highest precision genome sequence
determination (in terms of continuity and gene discovery) for coniferous trees.
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