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[bookmark: _Hlk193649441][bookmark: _Hlk193649303]Fig. S1 Partial results from RNA sequencing, the inhibitory effect of AKT inhibitor on AKT phosphorylation and the inducing effect of lipopolysaccharide (LPS) on Wnt3a expression. (A) Number of upregulated and downregulated genes after DSG3 knockdown compared to that in the control group. (B) Following the knockdown of DSG3 in 5637 cells and subsequent RNA sequencing, the results of the Gene Ontology (GO) enrichment analysis of differentially expressed genes. (C) Enrichment analysis of RNA-seq results highlights differentially expressed genes related to the Wnt/β-catenin signaling pathway, using both GO and KEGG pathways. (D) Application of AKT inhibitor VIII (AKTi-1/2) (20 μM, 24 h) in 5637 cells demonstrated a significant inhibitory effect on both AKT protein expression and phosphorylation levels. (E) Western blot (WB) analysis revealed changes in protein expression levels of Wnt3a protein in 5637 cells induced by LPS (10 μg/mL, 24 h) treatment at a concentration of 10 μg/mL for 24 h.
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