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Note: Inner diameter was defined as stomatal aperture.

Supplementary Figure 1. The measurement of stomatal aperture. The inner diameter was defined as
stomatal aperture in leaves.
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Supplementary Figure 2. The KEGG enrichment analysis of up-regulated genes in F3 vs. H3 (A) and
F4 vs. H4 (B). Pink arrows pointed to significantly enriched pathways, which were associated with
drought response. F3, and F4 indicate FJ samples in 9d and 15d under drought stress; H3 and H4
indicate HJ samples in 9 and 15d under drought stress.
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Supplementary Figure 3. Adjacency heatmap of eleven modules in weighted gene co-expression
network analysis.
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Supplementary Figure 4. KEGG annotations of 150 core genes in the green (A), purple (B) and cyan

modules (C).
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Supplementary Figure 5. The expression level of 19 selected photosynthesis genes in green and
purple co-expression networks. D1, D2, D3, and D4 indicate 0d, 6d, 9d and 15d under drought stress,

respectively.




