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In plants, local defense activation at pathogen recognition sites leads to
systemic acquired resistance (SAR). During SAR activation, subsets of defense-related genes are
primed for faster and/or greater activation upon subsequent infection, a process known as systemic
defense priming. Our previous research indicated that several epigenetic regulations might play a
role in defense priming and SAR. To identify additional mechanisms underlying defense priming
regulation, we conducted reverse genetics analysis using Arabidopsis mutant plants. We found that
mutant plants with defects in small RNA biosynthesis exhibited lower defense priming, suggesting
that the small RNA biosynthesis pathway positively regulates systemic defense priming. To identify
the target genes primed in a small RNA-dependent manner, we are currently conducting transcriptome
analysis using WT and mutant plants induced for systemic defense priming.
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