SUPPLEMENTARY INFORMATION
Supplementary methods. Expanded descriptions of the materials and methodology used in this study.
Figure S1. Violin plots indicating the DNA methylation β-value distribution of CpGs within a distance of 100 bp to different repeat elements, for the different conditions (technical replicates have been collapsed).

Table S1. Gene ontology enrichment analysis of genes exclusively containing high-methylation or low-methylation CpG sites in the BEAS-2B cell line. All of the analyses include “molecular function”, “cellular component” and “biological process” terms.

Table S2. Primer sequences for bisulfite pyrosequencing of the different repetitive DNA families.

Table S3. DNA methylation measurements obtained by bisulfite pyrosequencing of the different repetitive DNA families.
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