ATAC DiffEnrich Analysis
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To find differentially accessible regions between clusters of cells, we perform a differential accessibility (DA) test by the R package presto (version. 1.0.0)[1] which has implemented an extremely fast Wilcoxon rank sum test. Additionally, ClusterProfiler (version 4.10.1)[2] is utilized to conduct GO and KEGG functional enrichment analysis on genes adjacent to the differential peaks identified for each cell type (or cluster), with the top 20 most significant terms displayed via bar plots and bubble plots for pathway visualization.
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