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Supplementary Figures

Supplementary Figure 1 Proteomics analysis of BEAS-2B-VE and BEAS-2B-WT 
cells. (A) PCA plot of normalized proteomics data. (B) The heatmap of core enrichment 
proteins of the EMT pathway. 
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Supplementary Figure 2 Proteomics analysis of BEAS-2B-VE and BEAS-2B-WT 
cells. (A) The GSEA result (top panel) and heatmap (bottom panel) of core enrichment 
proteins of ECM receptor interaction pathway. (B) The GSEA result (top panel) and 
heatmap (bottom panel) of core enrichment proteins of focal adhesion pathway.



Supplementary Figure 3 Metabolomics analysis of BEAS-2B-VE and BEAS-2B-WT 
cells. (A) OPLS-DA plot of metabolomics data. (B) The heatmap of the differential 
metabolites, grouped by the classes to which the metabolites belong.



Supplementary Figure 4 Metabolomics analysis of BEAS-2B-VE and BEAS-2B-WT 
cells. (A) The fold changes of glycine-related differential metabolites in BEAS-2B-VE 
cells vs BEAS-2B-WT cells. (B) Western blot analysis of phospho-MEK1/2 and MEK1 
protein.


