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Figure S1. χ2 test and correlation plot of the standardised residues for the significant CpG sites distribution across genomic regions. In red and at a larger scale are shown the genomic regions where significant hypermethylated or hypomethylated CpG sites are most abundant. Abbreviations: 1stExon: first exon, ExonBnd: Exon boundary, IGR: intergenic region. TSS1500: transcriptional start site 1500, TSS200: transcriptional start site 200. 
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Figure S2.Top ten significant DMRs karyo plot. Abbreviations: DMR: differentially methylated region.
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