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Figure S9

Figure S9: qPCR analysis for inflammatory, hypoxia, and metabolism-associated markers in fibroblasts 

(MRC5) treated with Met5A (MET) derived EVS (n=3; statistical analysis one-way ANOVA followed by 

Kruskal-Wallis test p<0.05). CT: Untreated fibroblast; TGF-β: fibroblast treated with TGF-β (positive 

control); MET 2.8k/10k/100k: Fibroblasts treated with EV fractions isolated by differential centrifugation 

from the indicated cell lines.
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