
 



 

Statistically significant protein complexes of the primary FA-specific network predicted by the MCODE algorithm (score >2 and at least 4 edges). 

Proteins indicated by bold and higher font letters are members of the original gene list, while when these are highlighted in light blue, there exists no 

functional annotation for the corresponding genes. MCODE complexes marked by light blue include proteins encoded by genes being present in the 

original gene list, while complexes in light grey do not contain such proteins. For the subsequent analysis steps, only MCODE complexes 1-3 and 6-9 

(light blue highlighted) have been used to derive the so-called ACTMOD network. The functional annotation of the identified MCODE complexes has 

been studied in terms of biological process (BP) over-representation by applying the BiNGO plug-in of Cytoscape. The annotation significance for these 

complexes is reported by means of corrected p-values, while this analysis was performed only for complexes 1-3 and 6-9. The 7
th
 column of the table 

shown above indicates how many proteins (nodes) are included in the reported functional enrichment for a given complex, while the total number of 

complex members is shown in parenthesis (same number as in the 3
rd

 column). BiNGO could not recognize some protein names in two cases (complex 

2 and 6), hence at the 7
th
 column the number of nodes written in the parenthesis is higher than the one written directly after the “/” symbol.  

 

 

 


