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Effect of HPRT1 Gene Expression on Overall Survival of
Patients with Lung Adenocarcinoma
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Changsha Hunan 410007, China)

[ Abstract ] Objective  To explore the expression characteristics, prognostic effect, functional activation
and immune infiltration of HPRT1 gene in lung adenocarcinoma. Methods The data of adenocarcinoma of the lung
from TCGA and multiple GEO databases were collected and analyzed. The relationship between HPRT1 expression
level and overall survival (OS) was compared and validated, and the functional enrichment of upregulated genes in
the HPRT1 high—expression group was analyzed using ClusterProfiler. Furthermore, the infiltration levels of immune
cells in lung adenocarcinoma were calculated using TIMER and CIBERSORT algorithms and compared between the
HPRT1 high- and low—expression groups. Results The expression of HPRT1 was significantly upregulated in lung
adenocarcinoma tissues, and TCGA dataset analysis showed the patients with high expression of HPRT1 gene had a
poorer overall survival ( OS) prognosis ( P < 0.01) . Validation through two GEO datasets also shows that high
expression of the HPRT1 gene is associated with a worse OS prognosis (GSE13213, P < 0.01, GSE67639, P<
0.001). Differential analysis indicates that among patients with high expression, the expression levels of 683 genes
are significantly upregulated, with these upregulated genes primarily enriched in signaling pathways related to

cancer, such as p53 and the cell cycle. Analysis of immune cell infiltration levels using TIMER and CIBERSORT
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algorithms reveals that in the group with high expression and poor prognosis, the levels of B cells and CD4 T cells

are lower (P < 0.05). Conclusion

The higher the expression level of the HPRT1 gene, the significantly worse the

overall survival of patients with lung adenocarcinoma, and in patients with high expression levels, the p53 signaling

pathway is upregulated, and the infiltration level of B cells and CDAT cells is significantly decreased.
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Fig.1 HPRT1 gene expression in lung adenocarcinoma samples
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Fig. 2 Relationship between HPRT1 gene expression and prognostic survival in patients with lung adenocarcinoma
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Fig.3 Relationship between HPRT1 gene expression and prognosis of lung adenocarcinoma patients
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