
Figure S2 – The distribution of dc between all gene pairs in DKEGG 

 

This figure shows the distribution of 𝑑𝐶 between all gene pairs in DKEGG excluding gene 

pairs having an infinite distance which means that there is no path from node A to node B or 

the numbers of ‘activation-like paths’ and ‘inhibition-like paths’ from node A to B are same. 

The number of genes pairs having an infinite distance value is 7,710,274 among total 

10,936,249 gene pairs. The median of 𝑑𝐶 excluding gene pairs having infinite distance 

values is 4. It shows there are more ‘activation-like paths’ between genes than ‘inhibition-like 

paths’. The median of the absolute values of 𝑑𝐶 excluding gene pairs having infinite 

distance values is 5.7. 



Figure S3 – The distribution of PDOD scores between all drugs and nine diseases we 
used 

 

This figure shows the distribution of PDOD scores between 898 drugs and nine diseases we 

used, total 8082 pairs. The highest PDOD score (between Tetracycline and oligodendroglioma) 

is 0.5. Top 1% (the 81th drug) in PDOD scores is about 0.26 and top 5% (the 404th drug) in 

PDOD scores is about 0.17. The median of PDOD scores is zero. 

 


