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Identification of genes and their functions involved in post-zygotic hybrid
inviability in Japanese flowering cherries
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Hybrid incompatibility: HI
HI HI

To understand post-zygotic hybrid incompatibility (HI), we explored genes
associated with the lethal growth failure of hybrid cherry seedlings and inferred the mechanism of
weak growth by comprehensive expressed gene analysis. The fine-mapping approach allowed us to
determine the genomic regions involved In Hl and candidate genes for Hl. Furthermore, genes that are

specifically up or down-regulated in the seedlings were identified. Finally, we concluded that the
growth failure of seedlings was caused by the high expression of genes associated with plant defense
responses to pathogens.
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