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Characterization of the causative gene of Cscl, an self-compatible locus of
Chrysanthemum seticuspe
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Genetic analysis of important traits in Chrysanthemum has not progressed due

to polyploidy and self-incompatibility. Our group isolated the self-compatible mutant line AEV02
from the genetic resources of Chrysanthemum seticuspe. To determine the molecular function of Cscl,
a single recessive locus that determines self-compatibility in AEVO2, we performed genetic analysis
using the recently determined genome sequence of Gojo-0. As a result of genetic analysis using
segregating populations, the candidate genomic region was redefined but 862 kb of the previously
narrowed genomic region was excluded. In the redefined genomic region, an LTR-type retrotransposon
was inserted into an LRK gene, which was highly expressed in the style. We considered it a candidate
for an important causative gene and are undergoing transformation experiments. In addition, genetic
analysis of whether the Cscl gene is an S gene or a modifier gene revealed that Cscl acts as an S
gene.
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