





    
      Skip to main content
    

        
      
    
  
    
  
        
            
        [image: bioRxiv]      

                

          



  
    
  
                
    
      	Home
	About
	Submit
	ALERTS / RSS

    

  



  
                
    
      
  
    
  
      
  
  
    
  Search for this keyword 
 







  


  
  



  
      
  
  
    Advanced Search  


  
  



  



    

  


  


  

  
  
  	      

    
      
    
      
        
    
  
    
                        
  
                
    
      
	  
  
		
		
			
			  
  
      
  
  
    

      
        New Results    
  
        Tunable Genotyping-By-Sequencing (tGBS®) Enables Reliable Genotyping of Heterozygous Loci
  
      Alina Ott, Sanzhen Liu, James C. Schnable, Cheng-Ting “Eddy” Yeh, Cassy Wang, Patrick S. Schnable

  
      doi: https://doi.org/10.1101/100461 

  
  
  

Alina Ott 
1Department of Agronomy, Iowa State University, Ames 50011-3650, IA, USA

	Find this author on Google Scholar
	Find this author on PubMed
	Search for this author on this site
	For correspondence: 
schnable@iastate.edu
liu3zhen@ksu.edu


Sanzhen Liu 
1Department of Agronomy, Iowa State University, Ames 50011-3650, IA, USA
2Department of Plant Pathology, Kansas State University, Manhattan, KS 66506, USA
4Data2Bio LLC, Ames, IA 50011-3650, USA

	Find this author on Google Scholar
	Find this author on PubMed
	Search for this author on this site
	For correspondence: 
schnable@iastate.edu
liu3zhen@ksu.edu


James C. Schnable 
3Department of Agriculture and Horticulture, University of Nebraska-Lincoln, Lincoln 68588, NE,
4Data2Bio LLC, Ames, IA 50011-3650, USA

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


Cheng-Ting “Eddy” Yeh 
1Department of Agronomy, Iowa State University, Ames 50011-3650, IA, USA
4Data2Bio LLC, Ames, IA 50011-3650, USA

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


Cassy Wang 
4Data2Bio LLC, Ames, IA 50011-3650, USA

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


Patrick S. Schnable 
1Department of Agronomy, Iowa State University, Ames 50011-3650, IA, USA
4Data2Bio LLC, Ames, IA 50011-3650, USA

	Find this author on Google Scholar
	Find this author on PubMed
	Search for this author on this site
	For correspondence: 
schnable@iastate.edu
liu3zhen@ksu.edu




  


  
  



  
      
  
  
    	Abstract
	Full Text
	Info/History
	Metrics
	 Preview PDF


  


  
  



  
      
  
  
    [image: Loading]

  
    
  
      
  
  
    ABSTRACT
Most Genotyping-by-Sequencing (GBS) strategies suffer from high rates of missing data and high error rates, particularly at heterozygous sites. Tunable genotyping-by-sequencing (tGBS®), a novel genome reduction method, consists of the ligation of single-strand oligos to restriction enzyme fragments. DNA barcodes are added during PCR amplification; additional (selective) nucleotides included at the 3’-end of the PCR primers result in more genome reduction as compared to conventional GBS methods. By adjusting the number of selective bases different numbers of genomic sites can be targeted for sequencing. Because this genome reduction strategy concentrates sequencing reads on fewer sites, SNP calls are based on more reads than conventional GBS, resulting in higher SNP calling accuracy (>97-99%) even for heterozygous sites and less missing data per marker. tGBS genotyping is expected to be particularly useful for genomic selection, which requires the ability to genotype populations of individuals that are heterozygous at many loci.
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