Figure S1. Mutational profiles of KRAS and TP53 and their associations with the prognostic value of the Riskscore.
(A) Compositional distribution of KRAS mutation subtypes and TP53 mutation types in high‑ and low‑risk groups. Numbers inside bars represent sample counts for each category, and the y‑axis denotes the proportional composition of each mutation type within the corresponding risk group. KRAS subtypes include WT, G12C, G12D, G12R, G12V, G13X and Q61X; TP53 mutation types include WT, missense, nonsense, frameshift, splice‑site and in‑frame indel. Differences in distribution between groups were assessed using Fisher’s exact test or χ² test.
(B) Multivariate Cox proportional‑hazards regression analysis of the Riskscore. The model incorporated Riskscore, age, pathologic N stage, and overall mutation status of KRAS and TP53. Squares represent hazard ratios (HR), and horizontal lines represent 95% confidence intervals.
(C) Stratified Kaplan–Meier overall survival curves stratified by KRAS and TP53 mutation status, including subgroups of KRAS wild‑type, KRAS mutant, TP53 wild‑type and TP53 mutant. The number of patients at risk at each time point is shown below the plots. Between‑group survival differences were evaluated by two‑sided log‑rank test.
Figure S1. The association between the Riskscore and TGF-β pathway activity score.
