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Figure S1. Distribution of the number of DMRs of each control (red dots) and test (blue dots) 

library compared to all the other control libraries. 

The vertical and horizontal axes represent the methylation level of the genome and the number of 
hypo/hyper-DMRs defined in each library, respectively. The top panel indicates DMRs that have at 
least one supporting control library, while the bottom panel indicates DMRs that have at least 33 out of 
54 supporting control libraries.
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Figure S2. Selection of high-confidence Differentially Methylated Regions. 

Correlation between deceleration of number of DMRs identified in control libraries with number of 
supporting control libraries. The inner plot is the zooming in of subset (c = 15-53) of the whole plot, 
while the black arrow point the inflexion where the deceleration of number of DMRs becomes flat (c
= 33). 
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Figure S3. genomic MORC6-FLAG complementation of morc6.
A. Western blot of T1 (transgenic generation 1) gMORC6pro::gMORC6-9xFLAG 
tagged line in the morc6-3 mutant background (genomic construct as described in 
Moissiard et al., 2012 ).
B. Boxplot of RNAseq from the T1 MORC6 plant, showing complementation by 
re-silencing of genes differentially expressed in the morc6 mutant background.






