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Development of genetic analysis methods for hexaploid chrysanthemum
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Many of the phenotypes of higher polyploids may be controlled not only by
genotype but also by allele-specific transcription. Using chrysanthemum, a hexaploid plant, as a
model, this study aimed to elucidate the mechanisms that cause allele-specific transcription in the
polyploid genomes. We cultivated a mapping population of chrysanthemum to collect phenotype data.
Simultaneously, transcriptome and epigenome data were also obtained. Using the genome sequence of
Chrysanthemum seticuspe, a closely related diploid wild species, as a reference sequence, we mapped
the data and quantified the transcription levels of genes while revealing the distortion of allele
frequencies in transcripts. Additionally, we constructed the reference genome sequence of hexaploid

chrysanthemum.
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