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Cultivated chrysanthemums are one of the most important cut flowers in
Japan, although an autohexaploidy and self-incompatiblity have prevented the application of genetic
analysis. In this report, we attempted to isolate the gene of variegated leaf from Chrysanthemum
using model strain Gojo-0 (C. seticuspe) which is a diploid and self-compatible pure line. As a
result of map-based cloning with SSR primers, we found a linkage group presumed to contain the
responsible locus of variegated leaf of Chrysanthemum and estimated candidate gene region in the

range of 30Mb. Futhermore, we performed MutMap analysis using next-generation sequencers to identify
the responsible gene of variegated leaf of Chrysantyemum.
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The complete sequence of the chloroplast genome of <i>Chrysanthemum rupestre</i>, a diploid 2022
disciform capitula species of <i>Chrysanthemum</i>
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