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Supplemental Figure S1. Sub networks generated using the MCODE 
Cytoscape plugin applied to the global isoprenoid network of Figure 8, and 
ordered according the descending density (a: cluster 1; b: cluster 2; c-c: 
clusters 3). Each node represents a transcript or metabolite of one of the 
isoprenoid classes under study (chlorophylls, carotenoids, tocochromanols, 
quinones and ABA). Lines joining the nodes represent positive (red) and 
negative (blue) correlations. Only correlations with |ρ|>0.70 are shown (p-
value 0.05). 
 

 

 

  


