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Supplementary Fig. 2. The in silico correlation of miR-363-3p with (A) NRAS, (B) E2F3, (C) CCNE2, (D) MDM2, (E) PTEN and (F)
PIK3R3. The scatter plots are downloaded from ENCORI using Pan Cancer by establishing a relation between miR-miRNA interaction using
PRAD (prostate Adenocarcinoma) database.



