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Fig. S1: Assembly results of the E. urograndis genome. (A) Genomescope analysis of heterozygosity; (B) Scatter diagram of GC content and sequencing depth. (C) Hi-C interaction heatmap of E. urograndis. The darker the red color, the stronger the interaction intensity. The interaction intensity within the same chromosome is more pronounced than between staining, and the chromosome boundary is more obvious, resulting in an ideal mounting effect.
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Fig. S2: Annotation quality comparison of protein-coding genes. The messenger RNA (mRNA) length, CDS length, exon length, and intron length among 5 species: E. urograndis, E. grandis, P. granatum, P. trichocarpa, H. brasiliensis.
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Fig. S3: The KEGG enrichment (A) and GO annotation (B) results of the E. urograndis genome.
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Fig. S4: The 20 significantly enriched pathways with p-values of annotated and enriched genes in the E. urograndis genome.
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[bookmark: _GoBack]Fig. S5: The results of three major main wood chemical compositions components of in the immature xylem of E. urophylla, E. urograndis and E. grandis. The same letters in the figure indicate no significant difference, and the different letters indicate significant differences. The date was subjected to the method of multiple comparison of LSD. Error bars indicate standard error derived from three replicates.
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