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Activated lung fibroblasts play important roles in the pathogenesis of
pulmonary fibrosis by acting as major producers of extracellular matrix components. However, the
regulatory mechanisms of fibroblast responses during PF progression remain elusive. To address these

questions, we purified lung fibroblasts from fibrotic murine lungs at multiple time points, and
performed global transcriptome analysis. We identified genes of which expression kinetics was
associated with the pathological course of PF. Next, we identified 17 hub transcription factors,
including Srebfl/LXR, as novel candidates that may contribute to lung fibroblast activation and PF
pathology. We confirmed that modulation of Srebfl/LXR suppressed the activation state of lung
fibroblasts and PF ?athology. Collectively, our data provide novel insights into the transcriptional
dynamics of fibroblasts during PF progression and suggests that lipid metabolism might contribute
to lung fibroblast activation and PF pathology.
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