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Figure S1. Differential expression analysis of M. sinostellata transcripts under waterlogging stress. Volcano plots display differentially expressed genes (DEGs) from pairwise comparisons of root (R), stem (S), and leaf (L) tissues between control (CK) and waterlogging (WL) conditions at 0, 6, and 72 hours. Significantly upregulated and downregulated genes are highlighted in red and blue, respectively.
Figure S2. K-means clustering of MsNAC gene expression patterns. Expression profiles of MsNAC genes across root, stem, and leaf tissues at different time points (0 h, 6 h, 72 h) under waterlogging stress are grouped into distinct clusters based on similar expression trends.
Figure S3. Co-expression network of MsNAC genes. Correlation analysis among MsNAC genes in M. sinostellata. Blue and red connecting lines represent significant positive and negative correlations (p-value < 0.05), respectively.
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Figure S3. Co-expression network of MsNAC genes. Correlation analysis among MsNAC genes in M. sinostellata. Blue and red connecting lines represent significant positive and negative correlations (p-value < 0.05), respectively.
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