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Figure S1. (A) Forest plot of hazard ratios show the prognosis-related immune genes
in HPV+ HNSCC patients. Red dots represent high risk genes (HR>1), green dots
represent low risk genes (HR<1). (B) Association between risk score and the
distribution of high (red) and low (green) risk groups. (C) Survival status of the HPV+
HNSCC patients in different groups; red and green dots represent deceased and
surviving patients, respectively. (D) Heat map representing the expression level of the
prognostic genes based on the high-risk group and the low-risk group. (E) The overall
survival rates of different groups of HPV+ HNSCC patients. (F) Verification of the
accuracy of the prognostic model via analysis of the area under curve (AUC) of the
receiver operating characteristic (ROC) curve.

Table S1. The list of immune-related genes

Table S2. Identification of the survival-related IRGs (The logFC means log2 |fold
change|, log F/C >1 indicated that the expression of gene was up-regulated in HPV+
HNSCC patients, while log F/C <1 indicated that expression of gene was down-
regulated in HPV+ HNSCC patients). The FDR means the false discovery rate.
Tumor mean represented the average gene expression in tumor samples and normal
mean represented the average gene expression in normal samples.

Table S3. Relationships between the expression of immune-related genes and overall
survival in HPV+ HNSCC patients. Immune-related genes were divided into high risk
and low risk the prognosis-related genes via HR value (HR>1 indicated high risk and
HR<I1 indicated low risk).



