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Expression and prognostic significance of RPA3 in non-small

cell lung cancer: Evidence from data mining
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Abstract

Objective: To explore the expression and significance of replication protein A (RPA) 3 in non-small cell lung
cancer (NSCLC). Methods: Utilizing BioGPS database analyzed RPA3 expression in normal tissues. Using
Oncomine database mined the expression of RPA3 in NSCLC patients. Exploiting Kaplan-Meier Plotter database
studied the prognostic roles of RPA3 in NSCLC. The RPA3-interacting proteins were analyzed by String-DB
database. Results: The BioGPS database shows RPA3 expression in all the human normal tissues. Compared with
normal lung tissue, RPA3 gene highly expressed in NSCLC tissue at mRNA level (P<1E-5). The expression level
of RPA3 gene was negatively correlated with overall survival (OS) of NSCLC patients (HR=1.48, P=2.2E-09).
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Subgroup analysis showed that RPA3 expression level had a significant effect on OS of patients with lung

adenocarcinoma (HR=2.09, P=3.4E-09), while in squamous cell carcinoma its expression level had no significant
effect on OS (HR=0.97, P:0.77). The MCM2, ORC2, ORC3, PCNA, POLD1, PRIM1, RFC4, RPA1, RPA4 and
other genes have obvious interaction with RPA3. Conclusion: According to the information mining of tumor gene

database, RPA3 mRNA was found highly expressed in NSCLC tissue and the expression of RPA3 has a significant

impact on survival of NSCLC patients, which provides an important theoretical basis for further studying the role
of RPA3 in the occurrence and development of NSCLC.
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