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For each gene, we find the set of peaks that may regulate the gene by computing the correlation between gene expression and accessibility at nearby peaks using the Signac (version 1.14.0)[1] function LinkPeaks[2] with a p-value cutoff of p值阈值 and absolute correlation cutoff of 相关性阈值. (Additionally, we calculated the variance quantiles for both ATAC peaks and RNA genes across all samples, and only retained peak-gene links where the associated peak exhibited a variance quantile above ATAC方差阈值 and the gene showed a variance quantile above RNA方差阈值.)
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