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Supplementary Figure 4.

Representative evidence of further validation in TCGA and

clonogenic formation assay. (A) (B) The top five candidate gene combinations with AUC values
in TCGA head and neck cancer (n=95) and esophageal cancer (n=17), and ROC curve of the best
prognostic model. (C) Using HCT116 and HT29 cells treated by various radiation dose. (D)
Statistics of the number of clones formed. The experiment was repeated three times for each
dose. (E) Clone formation rate of the two cells.



