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Figure S6: Schematic overview of the 2 kb defence gene promoters that contain one or more TEs, have three or more hyper-
methylated cytosines in the ros7 mutant, and/or have three or more hypo-methylated cytosines in the nrpe7 mutant. Cytosine
methylation is indicated by vertical ticks/lines. Grey vertical lines: cytosines for which 220% of the reads indicate methylation (i.,e. Cto T
conversion after bisulfite treatment); Blue ticks: cytosines that are hypo-methylated in nrpe; Red ticks: cytosines that are hyper-
methylated in ros71. Green horizontal bars: TEs. Purple bars: other gene models that fall into the 2 kb region upstream from the
transcriptional start site of the gene. Teal histograms indicate association with NRPE1 as deternined by ChIP-seq (Zhong et al., 2015);

the superimposed darker colour indicates background levels (ChIP-seq data obtained from the nrpe1-12 mutant).



