





    
      Skip to main content
    

        
      
    
  
    
  
        
            
        [image: bioRxiv]      

                

          



  
    
  
                
    
      	Home
	About
	Submit
	ALERTS / RSS

    

  



  
                
    
      
  
    
  
      
  
  
    
  Search for this keyword 
 







  


  
  



  
      
  
  
    Advanced Search  


  
  



  



    

  


  


  

  
  
  	      

    
      
    
      
        
    
  
    
                        
  
                
    
      
	  
  
		
		
			
			  
  
      
  
  
    

      
        New Results    
  
        On the importance of skewed offspring distributions and background selection in viral population genetics
  
      Kristen K. Irwin,  View ORCID ProfileStefan Laurent,  View ORCID ProfileSebastian Matuszewski, Séverine Vuilleumier, Louise Ormond, Hyunjin Shim,  View ORCID ProfileClaudia Bank, Jeffrey D. Jensen

  
      doi: https://doi.org/10.1101/048975 

  
  
  

Kristen K. Irwin 
1École Polytechnique Fédérale de Lausanne (EPFL), School of Life Sciences, Lausanne, Switzerland
2Swiss Institute of Bioinformatics (SIB), Lausanne, Switzerland

	Find this author on Google Scholar
	Find this author on PubMed
	Search for this author on this site


Stefan Laurent 
1École Polytechnique Fédérale de Lausanne (EPFL), School of Life Sciences, Lausanne, Switzerland
2Swiss Institute of Bioinformatics (SIB), Lausanne, Switzerland

	Find this author on Google Scholar
	Find this author on PubMed
	Search for this author on this site
	ORCID record for Stefan Laurent


Sebastian Matuszewski 
1École Polytechnique Fédérale de Lausanne (EPFL), School of Life Sciences, Lausanne, Switzerland
2Swiss Institute of Bioinformatics (SIB), Lausanne, Switzerland

	Find this author on Google Scholar
	Find this author on PubMed
	Search for this author on this site
	ORCID record for Sebastian Matuszewski


Séverine Vuilleumier 
1École Polytechnique Fédérale de Lausanne (EPFL), School of Life Sciences, Lausanne, Switzerland
2Swiss Institute of Bioinformatics (SIB), Lausanne, Switzerland

	Find this author on Google Scholar
	Find this author on PubMed
	Search for this author on this site


Louise Ormond 
1École Polytechnique Fédérale de Lausanne (EPFL), School of Life Sciences, Lausanne, Switzerland
2Swiss Institute of Bioinformatics (SIB), Lausanne, Switzerland

	Find this author on Google Scholar
	Find this author on PubMed
	Search for this author on this site


Hyunjin Shim 
1École Polytechnique Fédérale de Lausanne (EPFL), School of Life Sciences, Lausanne, Switzerland
2Swiss Institute of Bioinformatics (SIB), Lausanne, Switzerland

	Find this author on Google Scholar
	Find this author on PubMed
	Search for this author on this site


Claudia Bank 
1École Polytechnique Fédérale de Lausanne (EPFL), School of Life Sciences, Lausanne, Switzerland
2Swiss Institute of Bioinformatics (SIB), Lausanne, Switzerland
3Instituto Gulbenkian de Ciência (IGC), Oeiras, Portugal

	Find this author on Google Scholar
	Find this author on PubMed
	Search for this author on this site
	ORCID record for Claudia Bank


Jeffrey D. Jensen 
1École Polytechnique Fédérale de Lausanne (EPFL), School of Life Sciences, Lausanne, Switzerland
2Swiss Institute of Bioinformatics (SIB), Lausanne, Switzerland
4Arizona State University (ASU), School of Life Sciences, Center for Evolution & Medicine, Phoenix, USA

	Find this author on Google Scholar
	Find this author on PubMed
	Search for this author on this site




  


  
  



  
      
  
  
    	Abstract
	Full Text
	Info/History
	Metrics
	 Preview PDF


  


  
  



  
      
  
  
    [image: Loading]

  
    
  
      
  
  
    1 Abstract
Many features of viral populations make them excellent candidates for population genetic study, including a very high rate of mutation, high levels of nucleotide diversity, exceptionally large census population sizes, and frequent positive selection. However, these attributes also mean that special care must be taken in population genetic inference. For example, highly skewed offspring distributions, frequent and severe population bottleneck events associated with infection and compartmentalization, and strong purifying selection all affect the distribution of genetic variation but are often not taken in to account. Here, we draw particular attention to multiple-merger coalescent events and background selection, discuss potential mis-inference associated with these processes, and highlight potential avenues for better incorporating them in to future population genetic analyses.
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