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Supplementary Figure 1. Overexpression of CASC9 promoted HFL-1 cell proliferation, migration and invasion. Expression detection of CASC9 in plasmid-transfected HFL-1 cells by real-time PCR (A). Growth curve of HFL-1 cells after CASC9 overexpression by CCK-8 assay (B). Colony formation of HFL-1 cells after CASC9 overexpression. Representative image (left) and the quantification result from three separate experiments (right) were provided (C). Representative images of the wound healing assay in CASC9-overexpressed HFL-1 cells (upper) and the quantification result (bottom) (D). Representative images of the transwell migration and invasion assays in CASC9-overexpressed HFL-1 cells (upper) and the quantification result (bottom) (E). **P<0.01, ***P<0.001.

