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Integrative analysis to identify the unique microRNA-mRNA regulatory network in
EGFR-mutated lung adenocarcinoma: toward precision medicine
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In lung adenocarcinoma, various mutations that drive cancer progression have

emerged as druggable molecular targets. Among them, EGFR mutation is the most prevalent genetic
alterations. EGFR-mutated lung adenocarcinoma is characterized by a distinct oncogenic pathway with
unique microRNA-mRNA interactions. We investigated both microRNA and mRNA expression profiles using
microarrays in 155 cases of lung adenocarcinoma. An integrative analysis of microRNA and mRNA
expression revealed a list of microRNA-mRNA interactions in EGFR-mutated tumors. A network
structural analysis provided a comprehensive view of the complex microRNA-mRNA interactions,
including interactions of miR-500a-3p, miR-502-3p, and miR-652-3p with MUC4. Overall, this
observational study provides insight into the unique microRNA-mRNA regulatorK network in
EGFR-mutated tumors. Our findings, if validated, would inform future research examining the
interplay between microRNAs and mRNAs in EGFR-mutated lung adenocarcinoma.
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