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Figure S1. The FPKM density distribution. The abscissa was logl0 (FPKM), the higher
the value, the higher the gene expression level. The ordinate was the density of genes,
which was equal to the number of genes corresponding to the amount of expression on
the abscissa. Different colors represented different samples. The peak of the curve

represented the region where the gene expression was most concentrated.



Figure S2. Directed Acyclic Graph of GO (BP) enrichment analysis.
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Figure S3. Directed Acyclic Graph of GO (CC) enrichment analysis.
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Figure S4. Directed Acyclic Graph of GO (MF) enrichment analysis.
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Figure S5. The KEGG pathways (ko00190) “Oxidative phosphorylation” mapped with
DEGs.



