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[Abstract] Objective To construct a risk prediction model for immune related genes (IRGs) to predict the prognosis
of oral squamous cell carcinoma (OSCC) patients. Methods Applying bioinformatics technology to analyze transcriptome se—
quencing data of OSCC and identify differentially expressed IRGs (DEIRGs). Construct a risk prediction model for DEIRGs
through Cox regression analysis and evaluate its predictive ability. Analyze the correlation between the model and clinical pa—
thology and immune cell infiltration. Results By comparing OSCC and normal samples, a total of 3634 differentially ex—
pressed genes were identified, including 330 DEIRGs (FDR <0.05, | logFC | >1). Univariate Cox regression analysis identified
20 DEIRGs related to prognosis (P <0.05), while multivariate Cox regression analysis identified 15 DEIRGs for constructing a
risk prediction model. This model can serve as an independent prognostic factor for OSCC patients (P <0.001), with high ac—
curacy in predicting patient prognosis (4 UC =0.732), and is closely related to clinical staging (r = —3.484, P <0.001), B cells
(Cor = -0.180, P=0.002), and CD4 " T cells (Cor = —0.127, P =0.026). Conclusion A risk prediction model based on 15
prognostic related DEIRGs can effectively predict the prognosis of OSCC patients and help clinicians choose personalized treat—
ment strategies for OSCC patients with different risks.
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Fig.2 Regulatory network between prognosis related DEIRGs and DETFs
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Tab.2 Multivariate Cox regression analysis of 15 prognostic related DEIRGs in the OSCC risk prediction model

FEPH 2 Fx Coef HR HR.95L HR.95H

VEGFD 0.530859772 1.700393631 1.278594478 2.261341301
SFTPA2 0.208685511 1.232057469 0.986450716 1.538815453
SEMA3A 0. 087666745 1.091624272 1. 006626636 1. 183798946
GAST 0.012001686 1.012073995 1.000748557 1. 023527602
STC1 0.009443492 1.009488222 0.999100821 1.019983619
CCL26 0.007784836 1.007815217 1.001880289 1.013785302
CXCL8 0.001318513 1.001319383 1. 000068969 1.002571360
SLURP1 -0.001600693 0.998400587 0. 996994408 0.999808750
IL36A -0.014374813 0.985728011 0.967595741 1.004200071
PDGFRB -0.016585009 0.983551765 0.965824023 1.001604900
BIRCS -0.020523714 0.979685464 0.961009842 0.998724015
PGLYRP4 -0.024620582 0.975680032 0.954881850 0.996931218
TNFRSF19 -0.100318700 0.904549092 0.809254954 1.011064630
IL17RD —-0.475553967 0. 621540648 0.401100973 0.963130990
AVPR2 -1.032424000 0.356142624 0. 116736590 1.086527958
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Fig.3 Risk prediction model for OSCC patients
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Fig.4 Analysis of the Capability of Risk Prediction Models
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Fig.5 Correlation between risk prediction model and clinical pathological features
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Fig.6 Correlation between risk prediction model and tumor immune cell infiltration
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