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Fig. S2. Longitudinal evaluation of microRNA (miRNA) expression 
in the plasma of patients with melanoma and healthy donors from the 
training cohort. Box-plots of let-7b, miR-185, miR-20a, miR-338-3p 
and miR-1246 plasma expression levels in healthy controls (n = 16) 
and patients with metastatic melanoma (n = 28) and results of receiver 
operating characteristic (ROC) curve analysis for each miRNA.
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