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[bookmark: _GoBack]Figure S1. Enrichment of differentially methylated positions (DMPs) in different gene- and CpG island (CGI)-features. Enrichment or depletion of DMPs in a specific feature was tested against the 450K design (Design) using the Fisher’s exact test (* indicates p-value < 0.05). Significant DMPs were selected from the analyses in individual cell types (adj. p-value < 0.05) and various shared omicsNPC analyses (Liptak-Stouffer p-value < 0.0001 and FDR < 0.2).   (A) Enrichment of DMPs in gene-features according to the 450K manifest including transcriptional start site 1500 (TSS1500), gene body (Body), intergenic region (IGR), 3’ untranslated region (3’UTR), 1st Exon, transcriptional start site 200 (TSS200) and 5’ untranslated region (5’UTR). (B) Enrichment of DMPs in in CGI-features according to the 450K manifest, including shore, open sea, island and shelf. 

Figure S2
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Figure S2. Influence of age on methylation levels in 4 cell types. Percentage of shared 1976 omicsNPC differentially methylated positions (DMPs) that display a given degree of correlation between the methylation -value and age, given as the Spearman’s rank correlation coefficient on the X-axis. Negative and positive Spearman’s rank correlation coefficients were grouped together in absolute correlation numbers. The different colored lines represent the number of cell types with observed correlation, i.e. correlation in minimum 1 (blue), 2 (orange), 3 (grey) and all 4 (yellow) cell types. Dashed line represents a Spearman’s rank correlation coefficient of 0.4. Percentage of omicsNPC DMPs that (A) display correlation with age in this cohort, (B) overlap with established age-related CpGs identified in either whole blood, T cells or monocytes (40), (C) overlap with established age-related CpGs in whole blood from a large longitudinal twin cohort (41). The DMPs between relapsing-remitting Multiple Sclerosis (MS), secondary progressive MS and healthy controls were considered shared in CD4+ T cells, CD8+ T cells, CD14+ monocytes and CD19+ B cells if they displayed the Liptak-Stouffer p-value < 0.0001 and FDR < 0.2 in the omicsNPC analysis.
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Age correlation analysis. (A) OmicsNPC probes correlating with age. (B) Probes identified as being

correlating with age in either Whole blood, ThCells or Monocytes (PMID: 29848354). (C) Probes identi-

fied as correlating with age in Whole Blood in a Twin study (PMID: 30264654).




