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Figure 1. The pipeline describing the discovery of novel master regulators in drought.
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Figure S2. The gene ontology enrichment analysis of Arabidopsis unique DEGs on each (Day 3 and Day 5) after drought stress (p-value ≤0.05).
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Figure S3. (A, B) The weighted gene co-expression network analysis (WGCNA) parameters for Arabidopsis drought transcriptome analysis and module identification. (C, D) The violin plot of clustering coefficient and connectivity to identify the most significant modules of ADGCN based on the cutoff of an average value of 0.43 and 144 for clustering coefficient and connectivity, respectively.
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Figure S4. The iDREM analysis identified significantly enriched pathways and several TFs associated with the regulation of gene profiles in those pathways.
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Figure S5. (A-D) The SQUAD simulation of gene activity upon the activation of TFs (AT4G14770, AT1G51140, AT2G36270, AT3G09600) in drought stress.
Supplementary Tables (uploaded as separate files):
Table S1: Gene expression, co-expression and network centrality analyses
Table S2: iDREM and SQUAD analyses
Table S3: Arabidopsis transcription factors and their targets included in experimental analyses; PCR primers list
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50:0050896: response tostimulus.
0:0002376: immune system process.

G0:0006213: pyrimidine nucleoside metabolic process
G0:0048583: regulation of response tostimulus.

G0:0010646: regulation of cell communication

G0:0001666: response to hypoxia

G0:0009785: biue light signaling pathway

G0:0009627: systemic acquired resistance

G0:0042762: regulation of sulfur metabolic process
60:0009072: aromatic aminoacid family metabolic process
G0:0030422: production of SIRNA Involved in RNA interference.
G0:0043269: regulation of fon transport
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