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Data overview and quality control metrics

Supplemental Figure 2: Exploratory cohort single cell T cell atlas.
a Quality control metrics and tissue composition across patients and cell type clusters. Violin plots show distributions of the number of genes, total counts, 
percentage of mitochondrial counts, and percentage of ribosomal counts. Barplots visualize the relative tissue composition and the total number of cells on a 
log scale. b Marker gene expression for the broad T cell annotations.
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