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Figure S1. KEGG Enrichment Analysis and Cell grouping in ASFV and PRRSV Datasets. (A, B) The top 25 KEGG
terms with the most significant P-values among the cellular groups of cellular subclusters (0, 2) and cellular
subclusters (1, 3) in two datasets respectively, with each bubble in the y-axis representing each term and the x-axis
representing these terms’ RichFactor, which was calculated by the ratio of the number of genes enriched in each
term to the total number of genes in that term. The color intensity of each bubble indicated the P-values of the
corresponding KEGG term, and the size corresponded to the gene numbers enriched in each term. (C, D) The
cellular grouping results by expressing two viral capsid proteins in two datasets respectively.



