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Figure S1 Quantitative reverse transcription polymerase chain reaction of fifteen genes. 
[image: 65998c5accdf23797b01b444f0a2291d]
Figure S2 Identification of co-expression modules in Kentucky bluegrass under drought stress.
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Figure S3 Correlation study of co-expressed genes in the tan module.
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Figure S4 Correlation study of co-expressed genes in the purple module.
[image: D:/1/小论文/草地早熟禾/投稿/新建文件夹 (2)/S5.pngS5]
Figure S5 Correlation study of co-expressed genes in the brown module.
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Figure S6 Correlation study of co-expressed genes in the black module.
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Figure S7 Correlation study of co-expressed genes in the turquoise module..
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Figure S8 Correlation study of co-expressed genes in the magenta module.
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Figure S9 Correlation study of co-expressed genes in the green module.
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Figure S10 Correlation study of co-expressed genes in the cyan module.
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Figure S11 Correlation study of co-expressed genes in the red module.
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Figure S12 Correlation study of co-expressed genes in the yellow module.
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Figure S13 Correlation study of co-expressed genes in the salmon module.
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Figure S14 Correlation study of co-expressed genes in the greenyellow module.
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Figure S15 Correlation study of co-expressed genes in the pink module.
[image: S2]
Figure S16 Topological overlap matrix (TOM) heatmap visualizing the highly interconnected co-expression network within drought-responsive modules.
[bookmark: _GoBack][image: s4 WGCNA蓝色模块，那些基因的Kegg富集通路]
Figure S17 KEGG pathway enrichment analysis of the blue co-expression module.
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Figure S18 Validation of ABA signaling pathway gene expression by qRT‑PCR.. 
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Network heatmap plot for selected genes
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