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This supplement contains: 

 

Supplementary Material and Methods 

 

MetaCoreTM analysis. The target proteins of curcumin identified with iTRAQ were analyzed with 

MetaCoreTM network building tool (GeneGo Inc., St. Joseph, MI) to identify the possible pathways 

involved. MetaCore™ is formed by an annotated database of protein interactions and metabolic 

reactions. The databases consist of millions of relationships between proteins that are derived from 

literature publications on proteins and small molecules. The Uniprot ID of the identified genes were 

imported into MetaCoreTM. Hypothetical networks of proteins from our experiment were then built 

using the shortest paths algorithm, one of the several algorithms integrated within MetaCore. The 

results (the maps with the list of proteins from the uploaded data set) were then compared with all 

the possible pathway maps for all the proteins in the database, and the p value (the probability of 

randomly obtaining an intersection of a certain size between the uploaded proteins and the proteins 

on the pathway maps follows a hypergeometric distribution) was calculated based on 

hypergeometric distribution probability test. The relevant pathway maps were then prioritized based 

on their statistical significance with respect to the uploaded data sets. 


