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Abstract: Objective To construct and evaluate an immune —related prognostic model for oral cancer and explore the molecular characteristics of
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tumor immune microenvironment.Methods Based on the mRNA expression data and clinical information of HNSC cohort in TCGA database and the
list of immune-related genes in ImmPort database, the list of immune-related differentially expressed genes was obtained by R—packet limma analysis.
The immune-related prognosis model of oral cancer was constructed by single factor regression and multi—factor regression analysis, and the line
graph model was further constructed by combining the clinical characteristics to comprehensively evaluate the performance of the prognosis model.
Results A total of 1533 DEGs were obtained, of which 73 genes were immune related. Six immune-related DEGs were significantly correlated with
prognosis by univariable Cox regression and multivariate Cox regression analysis (P<0.05). The area under the ROC curve of the constructed
prognostic model was 0.678 at 3 years, 0.671 at 4 years and 0.683 at 5 years. The C—index of the constructed nomogram model increased from 0.63 to
0.67. Based on the established prognostic risk model, the prognosis of the high-risk score group was worse than that of the low-risk score group (P<
0.05). The prognostic risk score was significantly correlated with N stage (P<0.05), but not correlated with pathological stage and T stage (P>0.05). In
addition, the mutation rate of gene MUC16 in the high-risk score group was significantly higher, while NOTCHI was the opposite (P<0.05), and the
expression level of immunotherapy related target genes in the high-risk score group was significantly lower (P<0.05), and higher TMB was significantly
associated with poor prognosis (P<0.05).Conclusion The constructed prognostic model and the exploration of the molecular characteristics of tumor
immune microenvironment will help to predict the prognostic risk and immunotherapy of oral cancer patients.
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