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Supplementary Figure S2. There are three panels in the KEGG pathway analysis plot: (A) A
bar graph shows gene counts of varies pathway. (B) A dot plot shows pathway percentages.
(C) A depiction of network interactions that shows possible linkages between pathways. The
visualization offers a thorough summary of biological processes and functional annotations by
highlighting differences in gene counts and percentages across various pathways using a viridis

color gradient.



