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Supplementary Figure 1. Sample-to-sample Pearson Correlation matrix of pitaya RNA-
seq libraries under control (CK), melatonin (M), drought (D), drought+melatonin (DM),
nickel (Ni), nickel+melatonin (NiM), drought+nickel (DNi), drought+nickel+melatonin
(DNiM) treatments. Correlation coefficients were calculated from FPKM values, and each
cell shows the pairwise correlation between two libraries. Samples 1 and 2 represent the
first and second biological replicates, respectively, for the eight treatments. Uniformly high

correlations (/‘?2 = (.85) indicate excellent concordance among replicates and support the
robustness of downstream differential expression and co-expression analysis.



