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Characterization of interspecific cross incompatibility in the genus Prunus
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We attempted to unveil the molecular mechanism to cause inter-crossing male
sterility, with a cross of Japanese apricot and Japanese plum. In this study, we performed
morphological observation with microscope, transcriptome and methylome analyses, using anthers from
a representative cross of Japanese plum cv. Soldam x Japanese apricot cv. Jizo-ume, and its
offspring sel. Sumomo-ume no. 1.

The inter-crossed sel. Sumomo-ume no. 1 showed specific irregularity in tapetum development and no
degradation of tapetum layers, which is indispensable for pollen fertility. Transcriptome analysis
suggested that expression imbalances between nuclei genome and organelle genome, and some
non-additive regulatory ?enes, which showed unexpected expression patterns from those in the
parents, involved the male sterility in this inter-specific crossing.
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