Supporting Information description
Figure S1–S8: Global heatmaps of all detected features for each culture medium, including analyses performed with and without quality-control samples (JPG).
Runlog S1: Statistical workflow for principal component analysis, PERMANOVA, and dispersion testing (TXT).
Runlog S2: Statistical workflow for heatmap generation and identification of top PCA features (TXT).
Runlog S3: Statistical workflow for one-factor univariate analysis (TXT).
Runlog S4: Statistical workflow for integrative pseudo-volcano analysis (TXT).
Runlog S5: Statistical workflow for global heatmap generation (TXT).
Table S1: Normalized metabolite peak-area data annotated by culture medium (XLSX).
Table S2: PCA outputs by culture medium, including analyses performed with and without quality-control samples (XLSX).
Table S3: PERMANOVA and dispersion-test outputs by culture medium (XLSX).
Table S4: One-factor univariate analysis results, including analyses performed with and without quality-control samples (XLSX).

Supplementary Figures S3–S10. Global abundance heatmaps of LC–HRMS features detected in Fusarium verticillioides extracts obtained from the four culture media (CMA, CZA, MEA and PDA) under the three extraction conditions. Heatmaps were generated separately for each medium after removal of all-zero features, log10(area + 1) transformation, and row-wise z-score scaling. Rows represent LC–HRMS features and columns represent individual samples. Both rows and columns were hierarchically clustered. Figures 3–6 show the complete datasets including QC samples, whereas figures 7–10 show the corresponding datasets after QC removal. Column annotation indicates extraction group: QC (grey), S1 (green), S2 (orange), and S3 (purple). Color intensity reflects the relative abundance of each feature within each heatmap, from lower (blue) to higher (red) standardized signal. These heatmaps provide an overview of global abundance structure and sample clustering within each culture medium.

