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Fig. S7. Proteome analysis of the molecular targets of TG2 in liver CSC. (A) Comparison of upregulated proteins upon treatment with NC9 or ACR in EpCAM+ cells and by TG2 knockdown with shTG2 in JHH7 cells, and downregulated proteins between EpCAM+ and EpCAM– cells. Five common proteins were defined. (B) Quantitative data of EXT1 detected using nLC-MS/MS in sorted EpCAM+ and EpCAM– JHH7 cells treated with vehicle control, 25 μM NC9, or 10 μM ACR for 16 h or shCtl and shTG2-transduced JHH7 cells. (C) Gene expression of LGALS1 as a negative control of the unintegrated genes. Correlation between the gene expression of TGM2 and EXT1 (D) in HCC tissues of 366 patients obtained from the liver hepatocellular carcinoma TCGA PanCancer RNA-seq database; (E) in 25 HCC cell lines in the CCLE database; and (F) in 50 HCC liver tissues as assessed by CAGE analysis in a European cohort (5). (G) Gene expression of EXT1 in sorted EpCAM+ and EpCAM- JHH7 cells treated with 25 μM NC9 and/or 10 μM ACR for 4h. The data are presented as the mean ± SD; *P < 0.05, Student’s t-test.
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