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Figure S1. The relative methylation level of DICER (A) and DROSHA (B) genes in samples from patients with

lung adenocarcinoma compared with normal solid tissue (in silico analysis of the TCGA data).
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Figure S2. ROC curves analysis to distinguish between normal solid tissue and samples from patients with

lung adenocarcinoma on the basis of the relative methylation level of DICER (A) and DROSHA (B) genes.



