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Epigenetics analysis for determination of floral patterns in each cell

Hirakawa, Hideki
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In saintpaulia, various flower mutants could be generated by the
adventitious shoot in tissue culture. The purpose of this study is to investigate that the mutants
were generated by changes of gene expression patterns or epigenetic controls and to clarify the
mechanisms of forming the flower patterns. The genome sequence of saintpaulia cultivar “Kilauea® has

been determined by using the long-reads sequenced by Sequel. The 2,200 contigs (total length: 708.7
Mb, N50 length: 1.3 Mb) were determined as draft genome sequence. The genes were predicted by using
RNA-Seq data sampled from several kinds of tissues. The phased genome sequence of the cultivar "
Kilauea™ was also constructed by using 10x Genomic linked-reads, but currently the analyses for
comparisons of alleles and construction of co-expression networks were not performed.
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