
Figure S1. SW620, RT/HT/RT+HT. Comparisons at 0 h and 24 h post-treatment show the number of genes with higher (red) or lower (blue)
transcription relative to the matched control for each condition. Track length and terminal marker area encode the total gene count per direction, enabling
direct between-condition comparison of transcriptional impact over time. Cutoffs: | log2 FC| > 1, gene adjusted p < 0.05, gene-set FDR < 0.05.


