[image: ]
Mut mainly uses R (Version 4.3.1) scripts to perform overall statistics on single-cell mutation matrix and mutation coverage matrix for single sample or multiple samples, to obtain the number of mutation barcode, the number of mutation UMIs, the cell population in which the mutation is located, and the cell population that covers the site for all mutation sites. After that, based on 统计细胞群, fisher's test was performed for each mutation locus and inter-sample covariate mutation loci in terms of the number of mutated cells in the target cell population, the number of non-mutated cells in the target cell population, the number of mutated cells in other cell populations, and the number of non-mutated cells in other cell populations. No more than 10 sites with pvalue less than 0.05 were selected from the significance statistics for difference enrichment analysis. In the enrichment analysis, the target cell population was used for differential gene expression analysis relative to other covered but not mutated cell populations, and go, kegg, and reactome enrichment analyses were performed after obtaining the differential genes.
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