Transcriptome and WGCNA reveal hub genes in sugarcane tiller seedlings in response to drought stress
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Supplementary Figure 1. Endogenous hormones changes of “Guire 2” tiller seedlings under drought stress (treated group) or well watering treatment (control group). Different letters (a–c) represent significant differences (LSD, P < 0.05). (A) Abscisic Acid (ABA) content. (B) Gibberellin A3 (GA3) content. (C) Indoleacetic acid (IAA) content. (D) Zeatin (ZT) content. (E) Strigolactones (SLs) content. 
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Supplementary Figure 2 The clustering dendrogram of genes identifying the WGCNA modules.
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Supplementary Figure 3 Graph of Power value. Left: the abscissa represents the power value, the ordinate represents the correlation coefficient, the blue line represents the correlation coefficient of 0.8, and the red line represents the correlation coefficient of 0.9. Right: the abscissa represents the power value, and the ordinate represents the average connectivity of genes.
