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    Abstract
Viruses exert profound evolutionary pressure on bacteria by interacting with receptors on the cell surface to initiate infection. While the majority of bacterial viruses, phages, use chromosomally-encoded cell surface structures as receptors, plasmid dependent-phages exploit plasmid-encoded conjugation proteins, making their host range dependent on horizontal transfer of the plasmid. Despite their unique biology and biotechnological significance, only a small number of plasmid-dependent phages have been characterized. Here we systematically search for new plasmid-dependent phages using a targeted discovery platform, and find that they are in fact common and abundant in nature, and vastly unexplored in terms of their genetic diversity. Plasmid-dependent tectiviruses have highly conserved genetic architecture but show profound differences in their host range which do not reflect bacterial phylogeny. Finally, we show that plasmid-dependent tectiviruses are missed by metaviromic analyses, showing the continued importance of culture-based phage discovery. Taken together, these results indicate plasmid-dependent phages play an unappreciated evolutionary role in constraining horizontal gene transfer.

Competing Interest Statement
The authors have declared no competing interest.
Footnotes
	
https://github.com/baymlab/2023_QuinonesOlvera-Owen







  


  
  



  
      
  
  
    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 4.0 International license.


  


  
  



  





  


  
  



  
      
  
  
    View the discussion thread.


  


  
  



  
      
  
  
     Back to top  


  
  



			

		

		
		
			
			  
  
      
  
  
     PreviousNext 
  


  
  



  
      
  
  
    Posted March 19, 2023.  


  
  



  
      
  
  
    
	  
  
		
          
            
  
      
  
  
     Download PDF  


  
  



  
      
  
  
    Supplementary Material 
  


  
  



  
      
  
  
     Data/Code  


  
  



          

        

        
        
          
            
  
      
  
  
     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 
 Diverse and abundant viruses exploit conjugative plasmids



  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  


  
  



  
      
  
  
    


		  
		  
  
      
  
  
    

      
      Diverse and abundant viruses exploit conjugative plasmids
    

  
      Natalia Quinones-Olvera, Siân V. Owen, Lucy M. McCully, Maximillian G. Marin, Eleanor A. Rand, Alice C. Fan, Oluremi J. Martins Dosumu, Kay Paul, Cleotilde E. Sanchez Castaño, Rachel Petherbridge, Jillian S. Paull, Michael Baym

  
      bioRxiv 2023.03.19.532758; doi: https://doi.org/10.1101/2023.03.19.532758 

  
  
  


  


  
  



	  

	
  
  	
  
      
  
  
    
  
    Share This Article:
  
  
    
  
  
    Copy
  


  


  
  



  

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


  
  



	  

	


  


  
  



  
      
  
  
     Citation Tools

  
    
  
      
  
  
      
  
      

      
      Diverse and abundant viruses exploit conjugative plasmids
    

  
      Natalia Quinones-Olvera, Siân V. Owen, Lucy M. McCully, Maximillian G. Marin, Eleanor A. Rand, Alice C. Fan, Oluremi J. Martins Dosumu, Kay Paul, Cleotilde E. Sanchez Castaño, Rachel Petherbridge, Jillian S. Paull, Michael Baym

  
      bioRxiv 2023.03.19.532758; doi: https://doi.org/10.1101/2023.03.19.532758 

  
  
  


  

  
  	      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

    
  
  
    	Microbiology




  


  
  



  
      
  
  
    


  

  
      
  
  
    
  
      
  
    Subject Areas  




  


  
  



  
      
  
  
    
  
      
  
    All Articles  




  


  
  



  
      
  
  
    	Animal Behavior and Cognition (5180)

	Biochemistry (11652)

	Bioengineering (8683)

	Bioinformatics (29029)

	Biophysics (14872)

	Cancer Biology (12005)

	Cell Biology (17275)

	Clinical Trials (138)

	Developmental Biology (9368)

	Ecology (14093)

	Epidemiology (2067)

	Evolutionary Biology (18212)

	Genetics (12189)

	Genomics (16713)

	Immunology (11799)

	Microbiology (27882)

	Molecular Biology (11489)

	Neuroscience (60527)

	Paleontology (449)

	Pathology (1860)

	Pharmacology and Toxicology (3217)

	Physiology (4921)

	Plant Biology (10346)

	Scientific Communication and Education (1678)

	Synthetic Biology (2869)

	Systems Biology (7318)

	Zoology (1635)


  


  
  

  







  


  
  



			

		

	
	
 	
	
	


    

  


      


  

    
  
  
    
  
      







  