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Supplemental Figure 1. Comparison of tracheid morphology between wild-type and mutant plants. (a) The length of tracheid. (b) The width of tracheid. (c) The length-width ratio of tracheid. The error bars represent standard error. ‘*’ on error bars indicate significant differences at p < 0.05, ‘**’ on error bars indicate significant differences at p < 0.01. 
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Supplemental Figure 2. Comparison of pith cell and tracheid morphology between wild-type (N') and mutant plants (V') from L. olgensis parent trees. (a) The inside diameter of pith cell. (b) The double wall thickness of pith cell. (c) The inside diameter of tracheid. (d) The double wall thickness of tracheid. The error bars represent standard error. ‘*’ on error bars indicate significant differences at p < 0.05, ‘**’ on error bars indicate significant differences at p < 0.01.
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Supplemental Figure 3. Comparison of photosynthetic indicators and hormone content between wild-type and mutant plants. (a) Net photosynthetic rate. (b) Stomatal conductivity. (c) Intercellular carbon dioxide concentration. (d) Transpiration rate. (e) Water use efficiency. (f) IAA content. (g) GA3 content. (h) ABA content. (i) ETH content. The error bars represent standard error. ‘*’ on error bars indicate significant differences at p < 0.05, ‘**’ on error bars indicate significant differences at p < 0.01. 

[image: ]  

Supplemental Figure 4. qRT-PCR verification of expression level of 16 DEGs obtained by RNA sequencing. The X-axis represents the wild-type (N) and bud mutant (V) plants. The Y-axis on the left represents the expression data of qRT-PCR. The Y-axis on the right represents the relative expression levels of DEGs validated by RNA-seq.
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