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Identification of differentially expressed miRNAs in CRC using NGS
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A fi of diff P miRNAs in normal and tumor tissues colon using next generalion sequencing. B) Using
microRNA-amay data from an independent cohort (Balaguer el al. Clin Can Res 2011) overlapping miRNAs are identified. C) miRNA
expression of candidale samples were assessed in 20 CRC samples malched with normal mucosa
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