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Figure S1. Representative images of HZ and B8
fruits at S5.
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Figure S2. OPLS-DA analysis results of pairwise
comparison between HZ and B8 at S1, S2, S3, $4,

and S5, respectively.
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Figure S3. K-mean analysis result of metabolites interlinked with organic acid metabolism.
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Figure S5. Principal component analysis of transcriptome of HZ and B8 pulps at different development stages.
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Figure S6. Differentially expressed genes (DEGSs) between HZ and B8 during fruit repining. (A) Summary of the number of DEGs during fruit development in B8

and HZ, and between the two varieties. (B) Venn diagram of DEGs between HZ and B8 at the five fruit developmental stages. (C) and (D) KEGG annotation results

of the DEGs between B8S1 and B8S5; and between HZS1 and HZS5, respectively.
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Figure S8. qRT-PCR validation of fifteen selected candidate genes.



