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Supplementary Figure S1. Base peak chromatogram of typical sample in metabolomics.
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Supplementary Figure S2. QC and RSD of coffee cherries metabolomics.
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Supplementary Figure S3. SDS-page of coffee cherry protein in proteomics.
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Supplementary Figure S4. Length distribution, special PSM numbers, and Mw of
peptide of coffee cherries in proteomics.
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Supplementary Figure S5.

“The Most Enriched GO Terms.

=]
Z
n

‘The Most Enriched GO Terms

Humbas o1 25

GO terms of DEPs in proteomics.

Number of 05




