Figure S1. Venn diagram illustrating the overlap of DEGs across different time points for each treatment.

Figure S2. Pie charts showing the proportion of each gene type.

Figure S3. Chromosomal distribution of each gene category. 
The genome was divided into non-overlapping 3 Mb windows, and hypergeometric tests were performed to assess the enrichment of each gene category within each window relative to the genomic background. The red dashed line indicates the significance threshold (adjusted P = 0.05).

Figure S4. Co-expression network visualization under salt and combined salt-cold stress. 
Modules significantly associated with each stress treatment (P < 0.05) were selected for co-expression network visualization. Each node represents a gene, colored by module membership. Node size is proportional to intramodular connectivity (kIM), indicating gene centrality within the module. Networks include DEGs among the top 100 genes ranked by kIM within each module. Hub DEGs, defined as DEGs among the top 10 genes ranked by kIM within each module, are highlighted and labeled.

Figure S5. Hierarchical TF cascade network under salt and combined salt-cold stress. 
Directed graph showing a three-layer TF regulatory cascade inferred under salt and combined salt-cold stress: TFs activated at 6 h regulate those at 12 h, which in turn regulate TFs at 24 h. Nodes represent TFs colored by family, and edges indicate predicted regulatory interactions. Edge width and transparency correspond to the frequency of predicted interactions, and arrows indicate regulatory direction.



