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Overall ENCODE presentation as a 
Structured Hierarchy  
of huge amount of Genomic Data 

•  Raw data (reads) at the bottom 
•  Progressive Processed 

Summaries  
–  Signals (e.g. how much DNA 

is bound by TFs) 
–  Site locations 
–  Reg. networks, chromatin 

states & stat. models  
•  Code & VMs + Result Stats 
•  Many linked publications are 

near top, documenting 
everything & forming metadata  

•  Abstract of Consortium paper 
sits at pinnacle  

Reader/User goes Top-Down 
Creator/Author builds Bottom-up  

[PLOS	
  CB	
  	
  4:e1000158;	
  	
  
Nature.com/encode	
  +	
  Nature	
  489:	
  208]	
  



Papers authored by ENCODE consortium members vs. those  
that use ENCODE data but were not funded by ENCODE 
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Coalesced into single module due to 
ENCODE consortium papers in 2007

Some separation but retention of a 
unified modular structure
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