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Supplementary Figure S1. Mean relative water content (RWC%) of drought stressed and control
leaves. Data is showing average of six replicates of control and drought stressed plants.
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Supplementary Figure S2: Common metabolites and there pattern in three different stress conditions A) Venn
diagram representing number of shared and unique metabolites in three stress conditions B)Co-relation between
various stresses. B) Hierarchical cluster analysis of control and treatment values for 63 metabolites detected in salt,
drought and heat experiments. C) Pierson correlation graph represent co-relation between log, fold change value of
common metabolite in heat and drought stress; salt and drought stress and salt and heat stress..
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Supplementary Figure S3 GO category enrichment of genes upregulated in heat, drought and salt stressed
leaves. GO term enrichments were determined for 174 genes upregulated in all three stress treatments using
the Pathway Enrichment tool (Reimand et al., 2019). No enriched categories were detected for genes down
regulated in all three treatments.
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