Supplementary Tables

Table S1. Comparison of the features of three comprehensive software for processing and
analysis of single-cell chromatin accessibility sequencing data. MDS, multidimensional
scaling; NB, negative binomial; PLSA, probability latent semantic analysis; LSI, latent semantic
indexing; LDA, latent Dirichlet allocation; UMAP, uniform manifold approximation and
projection (UMAP); tSNE, t-distributed stochastic neighbor embedding.
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