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Supplementary Figure 1. Illustration of DECOMICS based deconvolution of DNA methylation data. A. Parameters used in the DECOMICS

application are described. B. Scree plot illustrating the selection process for the number of components to be deconvolved (module 1, step 3: Number

of cell types). C-D. Deconvolution results are presented: (C) Component signatures are plotted, and (D) a heatmap showing component proportions

(module 1, step 5: Results). E-F. Visualization of component distribution: (E) Distribution of a specific component across the cohort, and (F) distribution

of all components within a given sample (module 2, step 7: Proportion visualization). G. Enrichment plot displaying the enrichment analysis for each

component (module 2, step 6: Enrichment analysis) ORA indicates if an Overrepresentation Analysis has been performed, GSEA indicates if a Gene Set

Enrichment Analysis has been performed for a given sample. Pval corresponds to the adjusted p-values of the Enrichment Score (ES) after correction

for multiple testing.
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