Supplementary Fig. S1. Physiological responses across the TDZ concentration screen.
[image: Supplementary Fig. S1. Physiological responses across the TDZ concentration screen]
A–C, Firmness, soluble solids and titratable acidity in CK and TDZ treatments T1–T5, corresponding to 200, 400, 600, 800 and 1,000 mg L−1 TDZ, respectively. T3 (600 mg L−1), selected for RNA sequencing, is highlighted in red. Small symbols represent individual biological replicates, and larger symbols with error bars indicate means ± s.d. Biological replicate numbers were n ≥ 4 per group, with firmness averaged from two technical measurements per replicate; the shared 0 DAH baseline is shown once. No CK measurements were available at 40 DAH. Axes reflect the actual storage intervals, with lines connecting cross-sectional means. The dashed line indicates the eating-ripe firmness threshold (7.21 N), and the shaded region denotes the post-20-DAH interval.

Supplementary Fig. S2. Sequencing quality and analysis concordance.
[image: Supplementary Fig. S2. Sequencing quality and analysis concordance]
A, Q30, unique alignment rate and read-pair metrics for the 36 RNA-seq libraries. B, Pearson correlations between genome-wide FPKM profiles. C, Concordance of log2 fold-change estimates between the provider analysis and independent count-based DESeq2 reanalysis across matched TDZ–CK contrasts. Rectangular bins show gene density, coloured by log10(gene count + 1). Each comparison includes genes shared between the two analyses with finite effect estimates. The diagonal indicates perfect agreement.
Supplementary Fig. S3. Transcriptional change across adjacent storage intervals.
[image: Supplementary Fig. S3. Transcriptional change across adjacent storage intervals]
Up- and downregulated DEG counts across successive storage intervals within CK and TDZ. Each contrast compares the later time point with the preceding time point, using thresholds of FDR < 0.01 and |log2 fold change| ≥ 1. Sampling intervals are displayed at equal spacing.

Supplementary Fig. S4. GSEA identified time-dependent functional responses.
[image: Supplementary Fig. S4. GSEA identified time-dependent functional responses]
Fourteen KEGG gene sets across matched TDZ–CK contrasts at 4–20 DAH. Gene sets were ranked by the number of contrasts with q < 0.05, followed by minimum q and maximum absolute NES. Colour denotes NES, and point area denotes −log10(q). Full and reduced opacity indicate q < 0.05 and q ≥ 0.05, respectively. Colour scales and point sizes were mapped to the underlying values without truncation.

Supplementary Fig. S5. Expression-filter coverage in the WGCNA analysis.
[bookmark: _GoBack][image: Supplementary Fig. S5. Expression-filter coverage in the WGCNA analysis]
Gene retention under the strict filter (FPKM > 1 in all 36 libraries) and relaxed filter (FPKM > 1 in at least three libraries). Percentages are calculated relative to the indicated gene sets. The strict filter retained eleven of twelve candidate genes, whereas the relaxed filter retained all twelve.

Supplementary Fig. S6. Original network dendrograms and blockwise TOM.
[image: Supplementary Fig. S6. Original network dendrograms and blockwise TOM]
A, Four original blockwise WGCNA dendrograms with module-colour tracks in leaf order. Blocks 1–4 contain 5,615, 5,260, 4,193 and 3,149 genes, respectively. B, Blockwise signed TOM for 18,217 filtered genes using a soft-thresholding power of 20 and the original within-block leaf order. Within-block TOM values were aggregated by two-dimensional arithmetic means into a 3,200 × 3,200 display matrix without gene sampling. The fourth-root colour transformation improves visibility, while the legend reports raw TOM similarity. Grey off-diagonal regions indicate uncomputed between-block TOM.
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