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CRG Human Interactome 
(Bossi et al. 2009) 

1.  Mann-Whitney test for degree distributions of gene subsets  
2.  Spearman's rank correlation test of gene degrees  
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Selection of the cut-off at the 98th percentile 
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Repeating until the number of FP 
equals TP  
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Biomolecular sub-networks  
(by shared genes with PSGN) 
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Randomizations 
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Significance of the similarity 
(based on resulting intersections) 

Jaccard coefficient Hypergeometric test 

NETWORK ANALYSIS COMPARISON 

Between interactomes and PSGN subnetworks Between random interactomes and PSGN 
subnetworks 

Test between ROC curves of each interactome and ROC 
curves of the integrated interactome (union of three 

interactomes)  

Average Area Under de Curve (AUC) 

PERFORMANCE VALIDATION AND ROC CALCULATIONS 

ROC curve of similarity scores

False positive rate
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1.  CONSTRUCTION OF INTERACTOMES AND SEMANTIC SIMILARITY 
BASED NETWORKS  

2. STATISTICAL THRESHOLD AND CUT-OFF SELECTION 

3. NETWORK ANALYSIS 
    COMPARISON 

4. CALCULATION OF ROC CURVES BY INTERSECTED 
    GENE PAIRS 


