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Molecular mechanism for breaking down self-incompatibility in buckwheat
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In this project, we tried to elucidate the molecular mechanism of the
heterostylous self-incompatibility gene to enable self-fertilization of buckwheat. By developing a
functionally deficient allele of S-ELF3 (S-ELF3-PS1), we have demonstrated that S-ELF3 regulates
both style length and self-incompatibility of pistils in buckwheat. We also succeeded in
identifying FePG1l, which is considered to function under the control of S-ELF3.
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