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Supplementary Figure S1. Enrichment plots from Gene Set Enrichment Analysis (GSEA) of
genes that resulted to be positively correlated with the expression of the LMNA gene based
on the results shown in Figure 1C. The KEGG database was chosen to display the results
of the enriched pathways.
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Supplementary Figure S2. Enrichment plots from Gene Set Enrichment Analysis (GSEA) of genes
that resulted to be positively correlated with the expression of the LMNA gene based on the results
shown in Figure 2B. The KEGG database was chosen to display the results of the enriched pathways.
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