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Figure S7. AGO4 binding overlaps genomic regions containing stress-induced differential CHH methylation.

A. Percentages of AGO4 peaks overlapping differentially methylated regions (DMRs) identified upon treatment
with biotic stress (Dowen et al., 2012). Average overlaps of AGO4 peaks with 1000 random genomic regions are
shown as controls (light grey bars). All enrichments are statistically significant (p < 0.001).

B. Percentages of differentially methylated regions (DMRs) identified upon treatment with biotic stress (Dowen et
al., 2012) overlapping AGO4 peaks. Average overlaps of DMRs with 1000 random genomic regions are shown as
controls (light grey bars). All enrichments are statistically significant (p < 0.001).





