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    Abstract
Microbial communities are often studied by sequencing marker genes such as 16S ribosomal RNA. Marker gene sequences can be used to assess diversity and taxonomy, but do not directly measure functions arising from other genes in the community metagenome. Such functions can be predicted by algorithms that associate marker genes with experimentally determined traits in well-studied species. Typically, such methods use ancestral state reconstruction. Here I describe SINAPS, a new algorithm that predicts traits for marker gene sequences using a fast, simple word-counting algorithm that does not require alignments or trees. A measure of prediction confidence is obtained by bootstrapping. I tested SINAPS predictions from 16S V4 query sequences for traits including energy metabolism, Gram-positive staining, presence of a flagellum, V4 primer mismatches, and 16S copy number. Accuracy was >90% except for copy number, where a large majority of predictions were within +/−2 of the true value.




  


  
  



  
      
  
  
    Copyright 
The copyright holder for this preprint is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. All rights reserved. No reuse allowed without permission.


  


  
  



  





  


  
  



  
      
  
  
    View the discussion thread.


  


  
  



  
      
  
  
     Back to top  


  
  



			

		

		
		
			
			  
  
      
  
  
     PreviousNext 
  


  
  



  
      
  
  
    Posted April 04, 2017.  


  
  



  
      
  
  
    
	  
  
		
          
            
  
      
  
  
     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 
 SINAPS: Prediction of microbial traits from marker gene sequences



  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  


  
  



  
      
  
  
    


		  
		  
  
      
  
  
    

      
      SINAPS: Prediction of microbial traits from marker gene sequences
    

  
      Robert C. Edgar

  
      bioRxiv 124156; doi: https://doi.org/10.1101/124156 

  
  
  


  


  
  



	  

	
  
  	
  
      
  
  
    
  
    Share This Article:
  
  
    
  
  
    Copy
  


  


  
  



  

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


  
  



	  

	


  


  
  



  
      
  
  
     Citation Tools

  
    
  
      
  
  
      
  
      

      
      SINAPS: Prediction of microbial traits from marker gene sequences
    

  
      Robert C. Edgar

  
      bioRxiv 124156; doi: https://doi.org/10.1101/124156 

  
  
  


  

  
  	      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 (14868)

	Cancer Biology (12003)

	Cell Biology (17275)

	Clinical Trials (138)

	Developmental Biology (9368)

	Ecology (14090)

	Epidemiology (2067)

	Evolutionary Biology (18211)

	Genetics (12188)

	Genomics (16710)

	Immunology (11798)

	Microbiology (27876)

	Molecular Biology (11487)

	Neuroscience (60516)

	Paleontology (449)

	Pathology (1860)

	Pharmacology and Toxicology (3216)

	Physiology (4918)

	Plant Biology (10342)

	Scientific Communication and Education (1678)

	Synthetic Biology (2869)

	Systems Biology (7318)

	Zoology (1635)


  


  
  

  







  


  
  



			

		

	
	
 	
	
	


    

  


      


  

    
  
  
    
  
      







  