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Supplementary Image 2. Reactome pathway analysis of combined metastatic vs. normal skin analyses. a) Shared significantly up- and down-regulated genes (log2FC < -
0.58, > 0.58; P-value < 0.01) derived from public datasets meta-analyses of metastatic primary tumors vs. normal skin and PRI+ vs. SES (current study). b) Dot plot of top 20
significantly enriched Reactome gene ontology (GO) terms derived using the 33 shared genes shown in a). Plotted in order of gene ratio with the size of the dots
representing the number of genes in the gene list associated with the GO term and the color of the dots representing the P-adjusted values.



