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In this study, we aimed to clarify the molecular mechanism related to Cscl,
a self-compatibility locus found in a strain AEVO2 of Chrysanthemum seticuspe. Using the BC1F1
population derived from crosses a cross between self-incompatible(Sl) strain and AEV02-derived
self-compatible(SC) strain, the candidate region for the Cscl locus was narrowed to 850 kb. This
region contains 18 genes, including two homologs of SRK, which encodes the S locus in Arabidopsis.
One of those SRK homologs, SLPK_R expressed in the style of Sl strains, but not expressed in the
style of SC strains. Furthermore, SLPK R had a possible nonsense mutation specifically for SC
strains in the coding region. These results indicated SLPK R is an important candidate for the Cscl
locus.
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