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One of the rice cultivar "Hitomebore" has Pii gene, which is a resistance
gene, and shows resistance to rice blast fungus. However, it is still unknown what genes are
important and involved when the Pii gene activates the resistance response.

In this research project, we identified the regulatory relationship of genes that are considered to
be important in the resistance response activated by the Pii gene. Specifically, we conducted an
eQTL analysis targeting gene expression levels and found that OsWRKY77, one of the WRKY-type

transcription factors in rice, was found to induce the expressions of 10 genes related to resistance
responses when the Pii gene was activated.
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Genotype of chr01_22705298bp. (Hitomebore: 44 samples, KALUHEENATI: 56 samples)
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