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Supplementary Figure S1: The metabolic network of flaxseed embryos cell.   

The illustration was designed with Omix [41].        



[41] Droste, P.; Nöh, K.; Wiechert, W. Omix – A Visualization Tool for Metabolic Networks with 
Highest Usability and Customizability in Focus. Chemie Ingenieur Technik 2013, 85, 849–862.                 
The reactions are detailed in the Supplementary Table S3. Abbreviations of reactions and metabolites 
are respectively detailed in the Supplementary Table S3 and S4. For better clarity, the cofactors, and 
the reaction of protein and triacylglyceride synthesis have not been modeled. You will find the details 
of these reactions in the Supplementary Table S3 and S4.     
        


