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Supplementary Figure 1 

 

This Supplementary Figure provides the profiles of the genes included in the clusters 

C1 and C2 at the tightness levels of DTB with δ = 0.3 and 0.2 respectively. The 

profiles below are provided from all of the forty considered datasets. 

 

 

  



 C1 – 257 genes C2 – 47 genes 
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