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Fig. 1: (A) Germination percentage (%) of soybean genotypes at different PEG concentration (B) Germination percentage (%) of soybean genotypes at four time intervals (1st until 4th day) under control and (C) drought stress, (D) Root length of all genotypes under control and 15% PEG
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Fig. 2: Distribution and Venn diagram display of differentially expressed genes (DEGs) in soybean root responses to water-deficit. (A) Number of DEGs among different genotypes under water-deficit treatments in the root. (R value<0.05 and genes with the regulation ratio log2≥2 or≤-2 were selected) Orange: down-regulated. Blue: Up-regulated. (B)Venn diagram showing the overlapping number of DEGs among different genotypes in the root (Pink: DTL, Blue:DSL, Orange :DSP, Cyan:DTP) (C) Circos diagram showing overlapping and specific response of comparative DEGs of all genotypes under control and PEG-induced drought stress conditions.
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Fig. 3: (A)Principal component analysis (PCA) of all four genotypes under control and drought stress. The scatter plots were based on PCA scores of the first two principle components (PCs) (B) Dendogram showing correlation among different samples based on global expression profiles.
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Fig. 4: Diagram showing Gene ontology (GO) enrichment analysis for Biological processes(BP), Cellular components (CC), and Molecular function (MF) ) in drought tolerant line DTL (A), drought sensitive line DSL (B), drought tolerant parent DTP (C) and drought sensitive parent DSP (D) using agriGO software.
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Fig. 5: GO enrichment analyses summarized and visualized using REVIGO: Significantly enriched GO terms related to Biological Processes BP (A), Molecular Function MF (B) and Cellular Component CC (C) in drought tolerant line (DTL), drought sensitive line (DSL). GO terms (Plant GO slims) are represented by circles and are clustered according to semantic similarities to other GO terms in the gene ontology. Circle size is proportional to the frequency of the GO term, whereas color indicates the log size for the enrichment derived from the AgriGO analysis (red higher, blue lower). 
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Fig. 6: GO enrichment analyses summarized and visualized using REVIGO: Significantly enriched GO terms related to Biological Processes BP (A), Molecular Function MF (B) and Cellular Component CC (C) in drought tolerant parent (DTP) and drought sensitive parent (DSP). GO terms (Plant GO slims) are represented by circles and are clustered according to semantic similarities to other GO terms in the gene ontology. Circle size is proportional to the frequency of the GO term, whereas color indicates the log size for the enrichment derived from the AgriGO analysis (red higher, blue lower). 




  
[image: ]

[bookmark: _GoBack]Fig. 7: Mapman visualization of drought responsive DEGs in, (A) drought tolerant line (DTL) vs drought sensitive line (DSL), (B) drought tolerant parent|(DTP) vs drought sensitive parent (DSP). The up- and down-regulated DEGs are represented in blue and red color, respectively. Color brightness indicates the degree of difference, as shown in the scale.






[image: ]
Fig. 8: Protein-protein interactions of drought responsive transcription factor MYB184(A), MYB127(B) and MYB78(C). Seventeen different TF families representing number of genes in drought tolerant line DTL, drought sensitive line DSL, drought sensitive parent DSP and drought tolerant parent DTP. 
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Fig. 9: Root gene expression profile clustering showed six groups with normalization values between 2 and -2. Standardized expression levels are shown on y-axis and genotypes on x-axis.
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Fig. 10: qRT-PCR validation of 12 selected diﬀerentially expressed genes (DEGs) responding to PEG-induced drought treatment by RNA-seq. Error bars represent the Standard error for two biological and three technical replicates
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Fig. 11: Schematic representation of drought stress tolerance mechanism in plants mediated by several transcription factors. Red and green arrows illustrate up- and downregulated DEGs. MAPK- Mitogen activated protein kinase, CaBPs- Calcium binding proteins, CDPKs- Calcium dependent protein kinase, CaMs- Calmodulin binding protein, POD- Peroxidase, SOD- Superoxide dismutase, GST- Glutathione S-transferase, CAT- catalase. XTHs- Xyloglucan endotransglucosylase/hydrolases, PE-Pectinesterase, SM-Secondary metabolites,
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