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[bookmark: _Hlk83635412][bookmark: _Hlk83635501]Supplementary Figure 1: Murine BALF cytokine levels from siRNA experiments. Cytokine values were compared to the vehicle/bleomycin group using a one-way ANOVA (*P<0.05; **P<0.01; ***P<0.005; *****P<0.001).[image: ] Supplementary Figure 2: Murine plasma cytokine levels from siRNA experiments. Cytokine values were compared to the vehicle/bleomycin group using a one-way ANOVA (*P<0.05; **P<0.01; ***P<0.005; *****P<0.001).
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[bookmark: _Hlk83635586]Supplementary Figure 3: Murine lung homogenate cytokine levels from siRNA experiments. Cytokine values were compared to the vehicle/bleomycin group using a one-way ANOVA (*P<0.05; **P<0.01; ***P<0.005; *****P<0.001).

[image: ]Supplementary Figure 4: Whole lung scans of murine lungs from siRNA experiments following H&E and picrosirius red staining (scale bar=2 mm).
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Supplementary Figure 5: Murine BALF cytokine levels. Cytokine values were compared to the vehicle/bleomycin group using a one-way ANOVA (*P<0.05; **P<0.01; ***P<0.005; *****P<0.001).
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Supplementary Figure 6: Murine plasma cytokine levels. Cytokine values were compared to the vehicle/bleomycin group using a one-way ANOVA (*P<0.05; **P<0.01; ***P<0.005; *****P<0.001).[image: ]
Supplementary Figure 7: Murine lung homogenate cytokine levels. Cytokine values were compared to the vehicle/bleomycin group using a one-way ANOVA (*P<0.05; **P<0.01; ***P<0.005; *****P<0.001).
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Supplementary Figure 8: Macrophage staining in (A) BALF and (B) lung sections. F4/80 and CD206 immunofluorescence staining, with quantification inset. 
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Supplementary Figure 9: Proteomic DIA analysis. (A) Increased precursor identifications where found using LibFree2Pass methodology in this study compared with prior-knowledge-based spectral library approaches (B) PCA plot showing treatment condition groupings. (C) Representative chromatograms, (D) Volcano plot displaying condition comparisons in the lung samples analyzed.
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Supplementary Figure 10: PANTHER gene ontology (GO) biological process enrichment analysis from BALF and lung homogenate protein list IDs. 
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Supplementary Figure 11: STRINGDB GO terms from lung homogenate samples. (A) Bleomycin/Bleo/TH5487, (B) Bleomycin/dexamethasone treatment conditions; false discovery rate (FDR).
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Supplementary Figure 12: STRINGDB GO terms from lung homogenate samples. (A) Bleomycin/vehicle, (B) Bleomycin/TH5487 treatment conditions; false discovery rate (FDR).
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Supplementary Figure 13: STRINGDB GO terms from lung homogenate samples analyzed using cluster analysis. 
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Supplementary Figure 14: Whole lung scans of murine lungs following H&E staining (scale bar=2 mm).
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Supplementary Figure 15: Whole lung scans of murine lungs following picrosirius red staining (scale bar=2 mm).
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Supplementary Figure 16: Lung scans of human lung explants following immunostaining for OGG1 (scale bar=6 mm).
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Supplementary Figure 17: Lung scans of human lung explants following immunostaining for SMAD7 (scale bar=6 mm).
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