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    Abstract
Genome assembly projects typically run multiple algorithms in an attempt to find the single best assembly, although those assemblies often have complementary, if untapped, strengths and weaknesses. We present our metassembler algorithm that merges multiple assemblies of a genome into a single superior sequence. We apply it to the four genomes from the Assemblathon competitions and show it consistently and substantially improves the contiguity and quality of each assembly. We also develop guidelines for metassembly by systematically evaluating 120 permutations of merging the top 5 assemblies of the first Assemblathon competition. The software is open-source at http://metassembler.sourceforge.net.

	Abbreviations
	CEGMA -
	Core Eukaryotic Genes Mapping Approach
	CE-statistic -
	Compression/Expansion statistic
	Comp Ref Bases -
	Compressed Reference Bases
	Ctg NG50 -
	Contig N50 size relative to the estimated/reference genome size
	Ctg GC-NG50 -
	Contig GAGE Corrected N50, relative to the reference genome size Ctg RC-NG50 - Contig REAPR Corrected N50, relative to the estimated genome size Dup Ref Bases - Duplicated Reference Bases
	GAGE -
	Genome Assembly Gold Standard Evaluation
	GAM-NGS -
	Genomic Assemblies Merger for Next Generation Sequencing
	ICA -
	Independent Component Analysis
	PCA -
	Principal Components Analysis
	REAPR -
	Recognising Errors in Assemblies using Paired Reads
	Scf NG50 -
	Scaffold N50 size relative to the estimated/reference genome size
	Scf GC-NG50 -
	Scaffold GAGE Corrected N50, relative to the reference genome size
	Scf RC-NG50 -
	Scaffold REAPR Corrected N50, relative to the estimated genome size







  


  
  



  
      
  
  
    Copyright 
The copyright holder for this preprint is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made available under a CC-BY-NC-ND 4.0 International license.


  


  
  



  





  


  
  



  
      
  
  
    View the discussion thread.


  


  
  



  
      
  
  
     Back to top  


  
  



			

		

		
		
			
			  
  
      
  
  
     PreviousNext 
  


  
  



  
      
  
  
    Posted March 10, 2015.  


  
  



  
      
  
  
    
	  
  
		
          
            
  
      
  
  
     Download PDF  


  
  



  
      
  
  
    Supplementary Material 
  


  
  



          

        

        
        
          
            
  
      
  
  
     Email

  
    
  
      
  
  
    
 Thank you for your interest in spreading the word about bioRxiv.
NOTE: Your email address is requested solely to identify you as the sender of this article.




  Your Email *
 



  Your Name *
 



  Send To *
 

Enter multiple addresses on separate lines or separate them with commas.




  You are going to email the following 
 Metassembler: Merging and optimizing de novo genome assemblies



  Message Subject 
 (Your Name) has forwarded a page to you from bioRxiv



  Message Body 
 (Your Name) thought you would like to see this page from the bioRxiv website.



  Your Personal Message 
 








CAPTCHAThis question is for testing whether or not you are a human visitor and to prevent automated spam submissions.










  


  
  



  





  


  
  



  
      
  
  
     Share  


  
  



  
      
  
  
    


		  
		  
  
      
  
  
    

      
      Metassembler: Merging and optimizing de novo genome assemblies
    

  
      Alejandro Hernandez Wences, Michael C. Schatz

  
      bioRxiv 016352; doi: https://doi.org/10.1101/016352 

  
  
  


  


  
  



	  

	
  
  	
  
      
  
  
    
  
    Share This Article:
  
  
    
  
  
    Copy
  


  


  
  



  

	
		  
	    
  
      
  
  
    [image: Reddit logo] [image: Twitter logo] [image: Facebook logo] [image: LinkedIn logo] [image: Mendeley logo]
  


  
  



	  

	


  


  
  



  
      
  
  
     Citation Tools

  
    
  
      
  
  
      
  
      

      
      Metassembler: Merging and optimizing de novo genome assemblies
    

  
      Alejandro Hernandez Wences, Michael C. Schatz

  
      bioRxiv 016352; doi: https://doi.org/10.1101/016352 

  
  
  


  

  
  	      Citation Manager Formats

        
      	BibTeX
	Bookends
	EasyBib
	EndNote (tagged)
	EndNote 8 (xml)
	Medlars
	Mendeley
	Papers
	RefWorks Tagged
	Ref Manager
	RIS
	Zotero

    

  



  


  
  



  





  


  
  



          

        

	
 	
	
	


  


  
  



  
      
  
  
    	Tweet Widget
	Facebook Like
	Google Plus One



  


  
  



  
        Subject Area

    
  
  
    	Bioinformatics




  


  
  



  
      
  
  
    


  

  
      
  
  
    
  
      
  
    Subject Areas  




  


  
  



  
      
  
  
    
  
      
  
    All Articles  




  


  
  



  
      
  
  
    	Animal Behavior and Cognition (5179)

	Biochemistry (11649)

	Bioengineering (8683)

	Bioinformatics (29027)

	Biophysics (14867)

	Cancer Biology (12002)

	Cell Biology (17274)

	Clinical Trials (138)

	Developmental Biology (9367)

	Ecology (14089)

	Epidemiology (2067)

	Evolutionary Biology (18208)

	Genetics (12187)

	Genomics (16708)

	Immunology (11796)

	Microbiology (27875)

	Molecular Biology (11486)

	Neuroscience (60509)

	Paleontology (449)

	Pathology (1860)

	Pharmacology and Toxicology (3215)

	Physiology (4917)

	Plant Biology (10342)

	Scientific Communication and Education (1678)

	Synthetic Biology (2869)

	Systems Biology (7318)

	Zoology (1635)


  


  
  

  







  


  
  



			

		

	
	
 	
	
	


    

  


      


  

    
  
  
    
  
      







  