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Objective: To give a presentation of about 40-90 minutes at the end of the week covering the key aspects of 

genomic dark matter – the part of the genome under purifying selection, but with no functional 

characterisation.   

 
Characterizing and understanding the genome is very important.  The last decade has been faced with a 
challenge in relationship to this.   Protein coding genes constitute 1.5%, RNA coding genes probably less 
than this.   The amount of DNA under selection is at least 5% and would be declared functional, but 
what does the remaining percentage do? 
 
The Big Questions: 
 

 What is the overall structure of the human genome? 
 How do you classify the different components of the human genome? 
 How do you detect purifying selection?   
 How does the fraction under negative selection change over evolutionary time?   
 Does a sequence lose/gain function? 
 How is the percentage of functional DNA 
 How is function assigned to a sequence? 
 Find special classes of sequences that have been assigned function in recent years. 
 

Recommended literature is only meant to get you started. You might very well be able to find papers more 

suited for your purpose.   
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