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Integrated transcriptomic analysis reveals dysregulated immune infiltration and pro-inflammatory cytokines in the secretory endometrium of recurrent implantation failure patients
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Figure S1. RIFs show varied numbers of altered genes in each dataset compared to controls. 
Volcano plots displaying altered genes between RIFs and controls in each dataset.

Figure S2. Altered genes between RIFs and controls in each cohort show a limited overlap. 
Upset plots of up- or down-regulated genes in RIF showing a limited overlap among datasets.

Figure S3. PPI networks of DEGs between RIFs and controls.

Figure S4. Gene expressions of hub genes and their directly interacting DEGs. 
(A, B) Non-zero MCC scores of up- or down-regulated DEGs in RIF. (C) Gene expressions of up-regulated hub genes and their directly interacting DEGs. (D) Gene expressions of down-regulated hub genes and their directly interacting DEGs.

Figure S5. Parameter selection of WGCNA and the RIF risk model. 
(A) Effects of different soft thresholds on the scale-free topology fit index (left) and the mean connectivity (right). The soft threshold power value was selected as β = 5 to ensure a scale-free network. (B) Scatter plot showing the influence of different alpha values on AUROC in training and test sets in the RIF risk model.

Figure S6. RIF endometria display altered cell compositions compared to controls. (A) Gene expressions of indicated inflammatory cytokines in RIFs and controls. Statistical significance was determined by the limma package: ns, not significant. (B) The xCell enrichment scores of endothelial cells, fibroblasts, epithelial cells, mesenchymal stem cells (MSCs), and eight types of immune cells in RIFs and controls. Statistical significance was determined by a two-sided unpaired Student’s t-test: ****P < 0.0001; ***P < 0.001; *P < 0.05; ns, not significant.

Figure S7. Gene expressions of selected hub genes in human endometrial tissues from RIFs and controls based on single-cell RNA sequencing data. 
(A) Gene expressions of selected hub genes in endometrial epithelial cells in RIFs and controls. (B) log2 fold changes of gene expressions of selected hub genes in RIFs versus controls. Statistical significance was determined by a two-sided unpaired Student’s t-test: ****P < 0.0001; ns, not significant.

Table legends
Table S1. Basic information of the analyzed cohorts.
Table S2. Genes with altered expressions identified in each cohort (RIF versus CTRL).
Table S3. DEGs identified in the integrated dataset (RIF versus CTRL).
Table S4. WGCNA modules of hub genes and their directly interacting genes.
Table S5. GO enrichment analysis (RIF versus CTRL).
Table S6. KEGG enrichment analysis (RIF versus CTRL).
Table S7. The correlations between the abundance of four types of immune cells and expressions of hub genes.
Table S8. Primers for qRT-PCR.

