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o _ In this study, we aimed to elucidate the mechanism of pathological subtype
formation in invasive lung adenocarcinoma (LUAD). Comparison of gene expression profiles between

acinar component and solid component identified 1,272 differentially expressed genes in solid
component. Genes involved in cell proliferation were abundant among the upregulated genes, and their
expression profiles were consistent with the pathological findings in solid component.
Additionally, 10 transcription factors were extracted by in silico analysis that seem to be involved
in the regulation of solid component. Among them, four transcription factors significantly
increased cell proliferation in LUAD cell lines, suggesting that these transcription factors are
involved in the formation and maintenance of solid component in LUAD.
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