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1 Identification of differentially expressed miRNAs in CRC using NGS
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A)identification of differentially expressed miRNAs in normal and tumor tissues colon using next generation sequencing. B) Using
microRNA-array data from an independent cohort (Balaguer et al. Clin Can Res 2011) overlapping miRNAs are identified. C) miRNA
expression of candidate samples were din 20 CRC les matched with normal mucosa
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B2 miR-549a is a potential prognostic biomarker in CRC
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A) Validation of miR-549a and miR-1248 ion in an pendent cohort. B) Exp of miR-549a in various cancer staging C)

AUC curve of miIRNA-549a D) Overall survival and disease free surivial of patients with high or low miR-549a expression
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miR-549a modulates cellular proliferation, invasion, migration and anoikis
resistance in colorectal cancer
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A) miR-549a expression in CRC cell lines B) miR-549a knocked-down efficiency in HT29 and SW480 cell lines C) Proliferation of CRC cell
lines with supp miR-54%a D) miR-549a inhibition suppresses invasion and metastasis E) miR-549a inhibition enhances.
anoikis F) miR-549a overexpression efficiency in CaCO2 and HT29 cell lines G) miR-549a overexpression inhibits cellular proliferation H)
miR-549 overexpression inhibits anoikis
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