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Supplemental Figure S7. Up-regulation of H3K9me2 at COPIA family loci in ddm1rdr6 as compared 
to ddm1. H3K9me2 signal at transposable elements from multiple COPIA families was analyzed across 
wild-type (WT), ddm1, and ddm1rdr6 genotypes and correlated with previously published small RNA data 
(Creasey et al., 2014).


