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Supplementary Figure 1. lllustration of differentially expressed mRNAs, IncRNAs and miRNAs. (A, B) The volcano plot and
heatmaps of differentially expressed mRNAs; (C, D) The volcano plot and heatmaps of differential IncRNAs; (E, F) The volcano plot and
heatmaps of differential miRNAs. Red spots stand for up-regulated genes, while green spots stand for down-regulated genes.
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Supplementary Figure 2. Significant GO enrichment results. (A) The top 5 biological process (green), cellular component (red), and
molecular functions (blue). (B) Significant GO terms and the corresponding enriched genes. Color bar from -3 to 3 represents log,FC value.
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Supplementary Figure 3. GSEA enrichment pathways. (A) Dotplot of significant pathways. (B) Joyplot of significant pathways. (C) Up-
regulated tyrosine metabolism pathway. (D) Down-regulated base excision repair pathway. Count, the number of genes enriched in a
pathway; GeneRatio, the percentage of significantly enriched genes in all genes.
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