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Supplementary Figure 1. GO enrichment of differentially expressed genes. GO enrichment analysis in S2 vs S1; GO enrichment analysis in S3 vs S2; GO enrichment analysis in S3 vs S2; GO, gene ontology
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Supplementary Figure 2. The correlation coefficient value R of 10 genes. 
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Supplementary Figure 3. Gene expression of different potato varieties. 
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Supplementary Figure 4. Anthocyanin content in different potato varieties. 
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Supplementary Figure 5. Correlation between anthocyanin content and gene expression in different potato varieties.

