
Supplementary Figure S1. Total ion chromatograms (TIC) of metabolites in different crops and 

tissues obtained via HPLC-ESI-QTOF-MS/MS analysis.  

 

 

 

 

 

 

 

 

 

 

 

 



Supplementary Figure S2. Heatmap of metabolite accumulation across different categories among 

the three crop species.  

 

 

 

 

 

 

 

 

 

 



Supplementary Figure S3. Bar chart showing the number of DAMs for different classes of 

metabolites in maize, rice, and tomato under drought stress. 

 

  

 

 

 

 

 

 

 

 

 



Supplementary Figure S4. Gene-metabolite correlation networks in maize and tomato under 

drought stress. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



Supplementary Figure S5. Molecular Docking of Four Proteins. 

 

 

 

 

 

 

 

 

 

 

 

 



 

Supplementary Figure S6. Multiple Sequence Alignment of Amino Acid Sequences of Four 

Proteins and Structural Localiza-tion of Active Center Mutations in ZmASFT . Regions with a red 

background indicate the highly conserved amino acid residues among the different proteins. 

 

 

 



 

Supplementary Figure S7. Comparison of response magnitude and accumulation levels of 
selected drought-responsive metabolites in maize, rice, and tomato. 
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