Supplementary Materials: Description for Figure S1
Bioinformatic analysis of LPAR1 regulation under TCDCA treatment.
[bookmark: _GoBack]To further investigate the regulatory role of TCDCA on LPAR1, transcriptomic data were analyzed in depth. Differential expression analysis revealed that LPAR1 was significantly upregulated following TCDCA treatment. The subsequent protein–protein interaction (PPI) network showed strong associations between LPAR1 and several inflammation- and angiogenesis-related proteins, including TBXA2R and LPAR2. Furthermore, GO and KEGG enrichment analyses indicated that the differentially expressed genes were predominantly involved in biological processes such as cell migration, angiogenesis, and inflammatory signaling pathways. These results support the hypothesis that LPAR1 may serve as a central mediator in the TCDCA-induced functional modulation of endothelial cells. Detailed results are presented in Supplementary Figure S1.
[image: s1]
Supplementary Figure S1. Bioinformatic analysis of LPAR1 regulation under TCDCA treatment.(a) PPI network centered around LPAR1.(b, c) GO and KEGG enrichment analyses of differentially expressed genes.
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