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Verification of epigenetic abnormalities in hybrid endosperm and estimation of
its mechanism
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The interspecific crossing between cultivated rice and wild rice shows
lethal phenotypes in hybrid seeds due to the hybrid endosperm abnormality. Our study revealed that
almost paternally imprinted genes were de-repressed in the hybrid endosperm. We also revealed a
repressive histone mark, H3K27me3, controls the mono-allelic expression pattern of paternally
imprinted genes in rice endosperm. In addition, we succussed in overcoming the hybridization barrier

using mutant rice of OsEMF2a involved in catalytic H3K27me3. These results show that H3K27me3
involves the hybridization barrier in rice endosperm.
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