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Supplemental Figures 

Figure S1. 
R-plots showing that pathways with pcent < 0.05 are likely to have low pmed. The plots 
comparable to that in Figure 2b for all combinations of disease and pathway collections are 
included here. Black bars highlight the pathways with pcent<0.05  

Figure S2.  
Venn diagrams for disease gene sets and differentially expressed genes.  
a. Overlap between disease genes for three pulmonary diseases. 
b. Overlap between differentially expressed genes in three pulmonary diseases.  
 
Figure S3.  
Number of genes in buckets generated using a size threshold of 20 for random sampling in pcent 
calculation. All nodes are sorted by degree and placed into one bucket, until the size of bucket is greater 
than 20. The size of buckets is not always 20, as all same-degree nodes are placed in the same bucket.  
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Figure S1. 
R-plots showing that pathways with pcent < 0.05 are likely to have low pmed. The plots comparable to that in 
Figure 2b for all combinations of disease and pathway collections are included here. Black bars highlight the 
pathways with pcent<0.05 
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Figure S2.  
Venn diagrams for disease gene sets and differentially expressed genes. 
a. Overlap between disease genes for three pulmonary diseases.  
b. Overlap between differentially expressed genes in three pulmonary diseases.   

 



 
 
Figure S3. 

Number of genes in buckets generated using a size threshold of 20 for random sampling in pcent 

calculation.  All nodes are sorted by degree and placed into one bucket, until the size of bucket is greater 

than 20. The size of buckets is not always 20, as all same-degree nodes are placed in the same bucket.  


