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Abstract; Objective To screen the target genes of lung adenocarcinoma based on bioinformatics analysis and evaluate the prognostic value. Methods
Three data sets (GSE118370, GSE32863, TCGA-LUAD) were used to screen differentially expressed genes in lung adenocarcinoma using limma and
edgeR packages, functional enrichment analysis of common differential genes, and protein-protein interactions were constructed by String database.
PPI) network, using Cytoscape for visual analysis and using its plug-in cytoHubba to screen key genes, Kaplan-Meier curve for overall survival
analysis. Results A total of 224 common differential genes, including 34 up-regulated genes and 190 down-regulated genes. Common differential
genes are enriched in biological processes such as angiogenesis, leukocyte regulation, and immune response. Eight key genes were screened from the
PPI network, namely 1L6, VWF, PECAM1, SPP1, CDH5, CXCL12, TIMP1, and CLDNS. Survival analysis showed that PECAM1 was associated with
the prognosis of LUAD. The expression of PECAM1 in tumor tissues was higher than that in normal tissues,the difference was statistically significant
(P<0.05). Conclusion PECAML is a new biomarker related to the prognosis of lung adenocarcinoma and is expected to be a target for the treatment of
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lung adenocarcinoma.
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