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Supplementary Figure 1. GO and KEGG enriched by 1153 aging/senescence-inducing genes. (A) The top 20 KEGG pathways are
enriched by the 1153 ASIGs. The ratio of genes enriched in each pathway is recorded on the horizontal axis. The size of each bubble
indicates the number of genes enriched in each KEGG pathway. The larger the bubble, the more genes are involved in the pathway. The
color of each bubble represents the p-value of each KEGG path. The redder the color of the term, the smaller the p-value. (B) These top
20 KEGG pathways were mainly divided into 4 categories, including environmental information processing, cellular processes, organismal
systems, and human diseases. (C) A secondary classification of all KEGG pathways. (D) The top 20 GO_Cellular Component terms enriched
by 1153 ASIGs. (E) The top 20 GO_Molecular Function terms enriched by 1153 ASIGs. (F) The top 20 GO_Biological Process terms enriched by

1153 ASIGs.
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