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Exploration of molecular pathways for lung cancer with interstitial pneumonia
and development of new treatments based on understanding of functional RNA

integration
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Analysis of the microRNA expression signature of lung cancer combined with
interstitial lung disease (lung squamous cell carcinoma: LUSQ) revealed that expression of
miR-150-3p was significantly reduced in cancer tissues. The downregulation of miR-150-3p in LUSQ
tissues was confirmed by data in The Cancer Genome Atlas (TCGA). The ectopic expression of
miR-150-3p attenuated cancer cell aggressive features, e.g., cell cycle arrest, migration and
invasive abilities. Our target search strategy successfully identified a total of 49 putative
targets that were listed as subjects of miR-150-3p regulation in LUSQ cells. Interestingly, among
these targets, 17 genes were categorized as related to the “ cell cycle” based on Gene Ontology

(GO) classification.
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