





    
      Skip to main content
    

        
      
    
  
    
  
        
            
              

                

          



  
    
  
                
    
      	Home
	About
	Submit
	ALERTS / RSS

    

  



  
                
    
      
  
    
  
      
  
  
    
  Search for this keyword 
 







  


  
  



  
      
  
  
    Advanced Search  


  
  



  



    

  


  


  

  
  
  	      

    
      
    
      
        
    
  
    
                        
  
                
    
      
	  
  
		
		
			
			  
  
      
  
  
    

      
        New Results    
  
        UCHIME2: improved chimera prediction for amplicon sequencing
  
      Robert C. Edgar

  
      doi: https://doi.org/10.1101/074252 

  
  
  

Robert C. Edgar 
Independent Investigator Tiburon, California, USA. 

	Find this author on Google Scholar
	Find this author on PubMed
	Search for this author on this site
	For correspondence: 
robert@drive5.com




  


  
  



  
      
  
  
    	Abstract
	Full Text
	Info/History
	Metrics
	 Preview PDF


  


  
  



  
      
  
  
    

  
    
  
      
  
  
    Abstract
Amplicon sequencing generates chimeric reads which can cause spurious inferences of biological variation. I describe UCHIME2, an update of the popular UCHIME chimera detection algorithm with new modes optimized for high-resolution biological sequence reconstruction (“denoising”) and other applications. I show that chimera frequency correlates inversely with divergence, that error-free chimera prediction from sequence is impossible in principle, and that UCHIME2 achieves higher detection accuracy than previous methods.
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