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Prognostic value of immune and stromal cell-related genes in tumor microenvironment in lung adenocarci-
noma

LI Shi-xiong"?, GENG Hua?, XU Mei-lin*

(1. Clinical College of Chest, Tianjin Medical University, Tianjin 300041, China;2.Department of Pathology, Tianjin Chest Hospital,
Tianjin 300300, China)

Abstract Objective: To identify prognostic stromal/immune-associated genes in lung adenocarcinoma(LUAD ). Methods: Lung adeno—
carcinoma gene expression data(501 cases) were obtained from The Cancer Genome Atlas(TCGA )database. Inmune and stromal score of lung
adenocarcinoma sample were extracted from ESTIMATE database. Chi-square test was used to analyze the correlation between stromal im—
mune score and clinicopathological characteristics of patients. Differentially expressed genes(DEGs) were screened by ¢ test and Mcode
module in Cytoscape. Kaplan—Meier method was used to draw the survival curve. Results: Stromal scores were significantly associated
with Metastasis stage (x*=6.391,P=0.011). Immune scores were significantly associated with Metastasis stage (y*=4.769,P=0.029), Tu-
mor stage (x*=11.672,P=0.009) and overall survival rate (3>=6.334,P=0.009 ). There were 262 differentially expressed genes(DEGs )
based on immune scores and 391 DEGs based on stromal scores. Functional enrichment analysis and protein—protein interaction network
assessments were employed to analyze differentially expressed genes. Functional enrichment analysis showed that DEGs were involved in
regulation of immune response, antigen binding, immune response and receptor binding. Survival analysis showed that POSTN(P=0.0181),
PLEK (P=0.0434),LY86 (P=0.0136) and HCK (P=0.0487) had prognostic value in patients with lung adenocarcinoma. Conclu—
sion: High expression of the stromal cell-associated gene POSTN is associated with poor prognosis in patients. High expression of immune
cell-related genes PLEK, LY86 and HCK predicted a good prognosis.

Key words lung adenocarcinoma; TCGA ;immune/stromal scores ; prognosis; hub genes
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Fig 2 Heat maps and Venn diagrams of gene expression based on
stromal score and immune score in lung adenocarcinoma
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