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Figure S1. Quality control and integration of single-cell transcriptomic data across endometriosis and control samples.
(A) Violin plots showing the distribution of the number of detected genes (nFeature_RNA) per cell across all samples. (B) Violin plots displaying the total number of unique molecular identifiers (UMIs; nCount_RNA) per cell. (C) Violin plots of mitochondrial gene expression percentage (percent.mt) per cell. (D) UMAP projection of integrated scRNA-seq data from all samples (n = 125,899 cells).
