Additional files 

Supplementary Table 1:
List of genes containing a DMC and a regulatory element annotated as CTCF, enhancer distal (EnhD) or proximal (EnhP), H3K4me3 (K4m3) or promoter (prom). This table lists genomic regions where DMC coincides with H3K4me3 histone marks or promoter regions. For each region, the following information is provided: chromosome, start position, q-value and methylation difference (Methyl.diff), along with the associated gene ID and name, coordinates of the gene (start and end), and the type of overlapping regulatory element (reg_name). NA: non attributed.
 
Supplementary Table 2:
Functional enrichment analysis of differentially methylated CpG (DMC). List of the Gene Ontology (GO) biological process (BP), cellular component (CC), and molecular function (MF) functional annotation categories, KEGG pathways and Reactome regrouping the genes differentially methylated between WL and CTRL samples. The terms of genes with p-value<0.05 are listed. Term specifies the enriched pathway or process. Count and % denote the number and percentage of genes associated with each term. PValue represents the nominal significance of enrichment. Genes lists the contributing genes. List Total and Pop Total correspond to the total number of genes in the input and background datasets, respectively, while Pop Hits indicates the number of background genes associated with the term. Fold Enrichment reflects the ratio of observed to expected term frequency. Bonferroni, Benjamini, and FDR provide multiple testing corrections for statistical significance. Pathways discussed in the Results are shown in bold. 

Supplementary Table 3: 
[bookmark: _GoBack]Summary of differentially methylated regions (DMRs) and associated genes.
The table lists the chromosome number, DMR start and end, methylation status, number of DMCs per region, corresponding gene annotations (ID, name and description). The type and position (start and end) of overlapping regulatory elements (reg_name) is given.
