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Fig S1 Comprehensive analysis of TIME to analyze the association with EIF3C and CD8+ T

cells infiltration. (A, B, C) Comparison of the proportion of cells related to TME between

EIF3C-high and EIF3C-low groups by the EPIC algorithm (A), quantiseq algorithm (B), Xcell

algorithm (C) in GSE102349 (ns: not significant, *p < 0.05, **p < 0.01, ***p < 0.001). (D, E, F)

The spearman correlation analysis between immune cell infiltration levels of the EPIC



algorithm (D), quantiseq algorithm(E), Xcell algorithm (F) and expression levels of EIF3C in

GSE102349. (G,H) The spearman correlation analysis between immune cell infiltration levels

(MCPcounter) and expression levels of EIF3C in TCGA-HNSC(G) and GSE53819(H)

Fig S2 Construction of the EIF3C-related CD8+ T-cell signature. (A) Identification marker

genes of different cell types in the GSE150430 dataset. (B) Candidate genes for ETS was

selected by univariate Cox regression analysis in the training set. (C) Lambda distribution of

lasso regression. The left line indicated the optimal value (log lambda = -7)



Fig S3 Validation of the prognostic values of risk score in patients with anti-PD-L1 therapy.

Kaplan-Meier curves of OS between the high- and low-risk groups, and the area under the

receiver-operating characteristic (AUROC) curves depicted the performance of ETS for

predicting immunotherapy efficacy in GSE78220 (A-B) and GSE91061 (C-D), respectively


