Supplementary Figure 1 Identification of immune-associated cell types via xCell. A-C: Univariate Cox regression analysis results between high- and low-expression cell types in the OAK, ORIENT-11 and POPLAR trials are presented in dot plots. D: Univariate Cox regression analysis results between high- and low-expression cDC in the ORIENT-11, OAK and POPLAR trials presented in a forest plot. E-G: Kaplan–Meier survival curves of cDC2 expression in the OAK, ORIENT-11 and POPLAR trials. Survival curves were compared via the log-rank test.
Supplementary Figure 2 Significant differences between the R and NR groups in CD8⁺ T Tex cells (A), CD4⁺ T Treg cells (B) and cancer cells (C).
Supplementary Figure 3 Survival analysis of immunotherapy-negative genes in specific cell types. A-J: Kaplan–Meier survival curves of PFS in high- or low-expressing immunotherapy-negative-gene groups in the OAK and POPLAR trials. PFS, progression-free survival.
Supplementary Figure 4 Determining the optimal number of clusters. A-B: Heatmaps presenting the optimal number of clusters after NMF and ConsensusCluster in the OAK trials. C-D: Heatmaps presenting the optimal number of clusters after NMF and ConsensusCluster in the POPLAR trials. NMF, nonnegative matrix factorization.
Supplementary Figure 5 ImmuneScores for predicting immunotherapy efficacy in the GSE218989 cohort. A: Kaplan–Meier survival curves of different ImmuneBetterScore groups. B: Kaplan–Meier survival curves of different ImmuneWorseScore groups. C: Kaplan–Meier survival curves of different ComprehensiveImmuneScore groups.
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