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Figure S1. DEGs identification. (A) and (B) indicate the venn diagram and cluster analysis. T-CK,
T-MSI, and T-SSI indicate the transcriptomes of control check, mild sunburn injury, serious sunburn

injury, respectively.
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Figure S2. Metabolome data assessment of Chinese olive fruits. (A) and (B) indicate the PCA analysis
and Spearman’s correlation coefficient analysis. M-CK, M-MSI, and M-SSI indicate the metabolomes

of control check, mild sunburn injury, serious sunburn injury, respectively.
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Figure S3. DAM-based enrichment analysis of KEGG pathway. (A), (B), and (C) indicate the

comparisons of M-CK vs M-MSI, M-CK vs M-SSI, and M-MSI vs M-SSI.



