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    Abstract
The maize cultivar Dan340 is an excellent backbone inbred line of Luda Red Cob Group with several desirable characters, such as disease resistance, lodging resistance, high combining ability, wide adaptability and so on. In this study, we constructed a high-quality chromosome-level reference genome for Dan340 by combining PacBio long HiFi sequencing, Illumina short reads and chromosomal conformational capture (Hi-C) sequencing reads. The final assembly of Dan340 genome was 2,348.72 Mb, including 2,738 contigs and 2,315 scaffolds with a N50 of 41.49 Mb and 215.35 Mb, respectively. The percent of reads mapped to the reference genome was up to 97.48%. The completeness and continuity of the genome were comparable to those of other important maize inbred lines. The assembly and annotation of this genome will not only facilitate our understanding about intraspecific genome diversity in maize, but also provides a novel resource for maize breeding improvement.
Key findings
	The final assembly of Dan340 genome was 2,348.72 Mb, including 2,738 contigs and 2,315 scaffolds with a N50 of 41.49 Mb and 215.35 Mb, respectively.

	The percent of reads mapped to the reference genome was up to 97.48%.

	The results showed that 96.84% of the plant single-copy orthologues were complete. Complete single-copy and multi copy genes accounted for 87.36% and 9.47% of the genes, respectively. Taken together, these results indicated that our Dan340 genome assembly presented high quality and coverage.




Competing Interest Statement
The authors have declared no competing interest.



  


  
  



  
      
  
  
    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 April 26, 2021.  


  
  



  
      
  
  
    
	  
  
		
          
            
  
      
  
  
     Download PDF  


  
  



          

        

        
        
          
            
  
      
  
  
     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 
 A chromosome-level genome assembly and annotation of a maize elite breeding line Dan340



  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  


  
  



  
      
  
  
    


		  
		  
  
      
  
  
    

      
      A chromosome-level genome assembly and annotation of a maize elite breeding line Dan340
    

  
      Yikun Zhao, Yuancong Wang, De Ma, Guang Feng, Yongxue Huo, Zhihao Liu, Ling Zhou, Yunlong Zhang, Liwen Xu, Liang Wang, Han Zhao, Jiuran Zhao, Fengge Wang

  
      bioRxiv 2021.04.26.441299; doi: https://doi.org/10.1101/2021.04.26.441299 

  
  
  


  


  
  



	  

	
  
  	
  
      
  
  
    
  
    Share This Article:
  
  
    
  
  
    Copy
  


  


  
  



  

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


  
  



	  

	


  


  
  



  
      
  
  
     Citation Tools

  
    
  
      
  
  
      
  
      

      
      A chromosome-level genome assembly and annotation of a maize elite breeding line Dan340
    

  
      Yikun Zhao, Yuancong Wang, De Ma, Guang Feng, Yongxue Huo, Zhihao Liu, Ling Zhou, Yunlong Zhang, Liwen Xu, Liang Wang, Han Zhao, Jiuran Zhao, Fengge Wang

  
      bioRxiv 2021.04.26.441299; doi: https://doi.org/10.1101/2021.04.26.441299 

  
  
  


  

  
  	      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

    
  
  
    	Genomics




  


  
  



  
      
  
  
    


  

  
      
  
  
    
  
      
  
    Subject Areas  




  


  
  



  
      
  
  
    
  
      
  
    All Articles  




  


  
  



  
      
  
  
    	Animal Behavior and Cognition (5178)

	Biochemistry (11644)

	Bioengineering (8682)

	Bioinformatics (29022)

	Biophysics (14866)

	Cancer Biology (12002)

	Cell Biology (17269)

	Clinical Trials (138)

	Developmental Biology (9365)

	Ecology (14086)

	Epidemiology (2067)

	Evolutionary Biology (18205)

	Genetics (12185)

	Genomics (16706)

	Immunology (11794)

	Microbiology (27860)

	Molecular Biology (11481)

	Neuroscience (60501)

	Paleontology (449)

	Pathology (1860)

	Pharmacology and Toxicology (3215)

	Physiology (4917)

	Plant Biology (10342)

	Scientific Communication and Education (1678)

	Synthetic Biology (2867)

	Systems Biology (7317)

	Zoology (1635)


  


  
  

  







  


  
  



			

		

	
	
 	
	
	


    

  


      


  

    
  
  
    
  
      







  