
 

 

 

Figure S2. Comparison between flux profiles obtained through aminoacid and peptide-based 
13

C 

MFA for different peptide numbers. 10 aminoacid long peptides were chosen for the fit and 

confidence interval has been estimated for (a) 1 peptide (b) 3 peptides (c) 5 peptides and (d) 15 

peptides.  
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