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Supplementary Figure 1. Quantification of stable over-expression of miR-183-5p and miR-
492 in non-neoplastic S1 cells through pLenti-III-miR-GPF tagged vectors using
fluorescence-activated cell sorting (FACS). After all cell lines were stably established, they were
cultured in 2D for 11 days, and FACS was performed to identify the GFP+ parent percent, as
highlighted in a red box.



