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Tables (Supplementary Tables.xlIsx)

Table S1. Primers panel coordinates. The original target transcript code from Farga (Version 6, Cruz et al., 2016), the 5* end and the 3’ end position of the left
and right primers, together with the full amplified fragment ranges, are reported.

Table S2. Summary of reads filtering and alignment processes. Analysis performed on fruit samples collected during 2019 olive oil season.

Table S3. Summary of key DEGs during fruit ripening in each genotype grouped according to the principal functions included in the gene panel and to Venn
groups (Fig. 2A). FC: Fold change; FDR: adjusted p-value.

Table S4. Summary of key DEGs in 'Cellina di Nardo' vs. 'Salella’ comparison grouped according to the principal functions included in the gene panel and to
Venn groups (Fig. 2B). FC: Fold change; FDR: adjusted p-value.

Table S5. Summary of anthocyanin contents in 'Cellina di Nardo', 'Ruveia' and 'Salella’ olive extracts during ripening stages. Data for anthocyanin contents are
reported as mg/L of cyanidin 3-ritinoside. The analyses were performed as nine replicas and the standard error of the mean (s.e.m.) is reported. Different letters
indicate significant differences among mean values of the three cultivars. Asterisks indicate significant differences among mean values of the ripening stages for
each cultivar.

Table S6. Summary of key DEGs in 'Ruveia' vs. 'Salella' comparison grouped according to the principal functions included in the gene panel and to Venn groups
(Fig. 2C). FC: Fold change; FDR: adjusted p-value.

Table S7. Correlation analysis according to the threshold of Pearson’s correlation coefficient (PCC) > |0.90] among 18 Differential Accumulated Metabolites
(DAMs) and 90 significant DEGs (Table 4 CdN vs. S comparison).
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Table S8. Correlation analysis according to the threshold of PCC > |0.90| between 10 DAMs and 93 significant DEGs (Table 5 Ru vs. S comparison)
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Table S9. HPLC-MS/MS analysis parameters: equation for external calibration curve, correlation coefficient R%, molecular ion [M-H]"' monitored on the first
quadrupole and major fragments monitored on the third quadrupole for each phenolic compound analysed by LC-MS/MS.
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Figure S1. Ripening drupes (n = 50) of each cultivar, ‘Cellina di Nardo’ higher phenolic and aldehyde compounds of oleuropein and ligustroside
(polyphenols) contents, ‘Ruveia’ higher oleic acid content, ‘Salella’ lower content of both chemical families, were randomly collected from three
different 20-years-old trees, at turning (Jaén index between 2.0 and 2.5), and ripe stages (11 days after Turning).



