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PLEASE NOTE: 
Due to this is a full-page �gure, the caption will be placed in the following page.  
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Please con�m if the changes I made for panel C are acceptable. 
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NOTE TO AUTHOR:  
Would it be helpful to add a key to describe di�erent components illustrated in this �gure, as shown? 
If so, please provide labels for di�erent structures.
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Would it be useful to provide descriptions/explanations for di�erent shades of nodes and matrices in caption or 
legend as you have it in Figure 8?
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Query from Production Editor:
Is it possible to turn these insights into short phrases with subjects and verbs and removing the 
quotation marks, as they are not direct quotes from the papers cited? He thinks readers need a little 
more help understanding what these pithy phrases mean.  e.g., "E. coli GRN has a robust architecture, 
unlike software designed for e�cient reuse of functions." 
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