


Supplementary Fig. 1 Gene Ontology (GO) functional classification analysis of differentially expressed genes (DEGs) in E. urophylla × E. grandis and E. cloeziana. A GO functional classification analysis of DEGs in E. urophylla × E. grandis. B GO functional classification analysis of DEGs in E. cloeziana.GO terms are grouped into three major categories: Biological Process, Cellular Component, and Molecular Function. The Y-axis indicates the GO functional terms, and the X-axis indicates the number of genes.



Supplementary Fig. 2 Expression patterns of highly expressed genes in the MEblack module of E. urophylla × E. grandis and E. cloeziana. A Expression heatmap and median FPKM distribution of highly expressed genes in the MEblack module of E. urophylla × E. grandis. B Expression heatmap and FPKM median distribution of highly expressed genes in the MEblack module of E. cloeziana. In the heatmaps, the color scale represents gene expression levels, with red indicating high expression and blue indicating low expression. The bar charts display the median FPKM distribution of genes in this module, with the X-axis indicating median FPKM intervals and the Y-axis indicating the proportion of genes.
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