Supplementary Fig. 1. Analysis of key DEGs related to endometriosis by using GSE23339 dataset
(A) Sample clustering tree. (B) The relationship between scale-free topology model fit or mean connectivity and soft-threshold power. The soft-threshold power was 12. (C) Cluster dendrogram of gene. Different colors represented different modules. (D) The module-trait heatmap showing Pearson correlation ecoefficiency between modules and endometriosis. (E) Venn diagram showing DEGs that related to endometriosis phenotype.
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Supplementary Fig. 2. Identification of FABP4 related biological function using GSE23339 dataset
(A) Gene set enrichment analysis (GSEA) was used to analyze the enriched GO terms of genes correlated with FABP4. Bubble plot showing top 50 enriched GO terms of genes related FABP4. Red box labeling GO terms related mitochondria function. Blue box labeling terms related angiogenesis. Green box labeling terms related to immune response. (B) GSEA analysis showing genes related to FABP4 enriched in mitochondria related function.
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Supplementary Fig. 3. Identification of primary endometrial stromal cells
Primary endometrial stromal cells morphology. Cell purity was assessed by immunofluorescence staining for vimentin (stromal cells), cytokeratin (epithelial cells), and CD45 (leukocytes). Stromal cell purity exceeded 95%, as confirmed by positive vimentin staining and negative staining for cytokeratin and CD45.
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Supplementary Fig. 4. Immunoblotting confirms FABP4 overexpression in transfected endoemtial stromal cells.
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