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    Abstract
Background Nucleotide and protein sequence feature annotations are essential to understand biology on the genomic, transcriptomic, and proteomic level. Using Semantic Web technologies to query biological annotations, there was no standard that described this potentially complex location information as subject-predicate-object triples.

Description We have developed an ontology, the Feature Annotation Location Description Ontology (FALDO), to describe the positions of annotated features on linear and circular sequences. FALDO can be used to describe nucleotide features in sequence records, protein annotations, and glycan binding sites, among other features in coordinate systems of the aforementioned “omics” areas. Using the same data format to represent sequence positions that are independent of file formats allows us to integrate sequence data from multiple sources and data types. The genome browser JBrowse is used to demonstrate accessing multiple SPARQL endpoints to display genomic feature annotations, as well as protein annotations from UniProt mapped to genomic locations.

Conclusions Our ontology allows users to uniformly describe – and potentially merge – sequence annotations from multiple sources. Data sources using FALDO can prospectively be retrieved using federalised SPARQL queries against public SPARQL endpoints and/or local private triple stores.


	List of abbreviations
	BED
	Browser Extensible Data (file format)
	DDBJ
	DNA Data Bank of Japan
	EMBL
	European Molecular Biology Laboratory
	FALDO
	Feature Annotation Location Description Ontology
	GFF
	Generic Feature Format
	GFF3
	Generic Feature Format version 3
	GTF
	Gene Transfer Format, a variant of GFF
	GVF
	Genome Variation Format, an extension to GFF3
	INSDC
	International Nucleotide Sequence Database Collaboration
	OWL
	Web Ontology Language (note acronym is OWL, not WOL)
	RDF
	Resource Description Framework
	SPARQL
	SPARQL Protocol and RDF Query Language
	UniProtKB
	Universal Protein Knowledgebase
	VCF
	Variant Call Format







  


  
  



  
      
  
  
    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-ND Unported 3.0 license.


  


  
  



  





  


  
  



  
      
  
  
    View the discussion thread.


  


  
  



  
      
  
  
     Back to top  


  
  



			

		

		
		
			
			  
  
      
  
  
     PreviousNext 
  


  
  



  
      
  
  
    Posted January 31, 2014.  


  
  



  
      
  
  
    
	  
  
		
          
            
  
      
  
  
     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 
 FALDO: A semantic standard for describing the location of nucleotide and protein feature annotation



  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  


  
  



  
      
  
  
    


		  
		  
  
      
  
  
    

      
      FALDO: A semantic standard for describing the location of nucleotide and protein feature annotation
    

  
      Jerven Bolleman, Christopher J Mungall, Francesco Strozzi, Joachim Baran, Michel Dumontier, Raoul J. P. Bonnal, Robert Buels, Robert Hoehndorf, Takatomo Fujisawa, Toshi-aki Katayama, Peter J. A. Cock

  
      bioRxiv 002121; doi: https://doi.org/10.1101/002121 

  
  
  


  


  
  



	  

	
  
  	
  
      
  
  
    
  
    Share This Article:
  
  
    
  
  
    Copy
  


  


  
  



  

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


  
  



	  

	


  


  
  



  
      
  
  
     Citation Tools

  
    
  
      
  
  
      
  
      

      
      FALDO: A semantic standard for describing the location of nucleotide and protein feature annotation
    

  
      Jerven Bolleman, Christopher J Mungall, Francesco Strozzi, Joachim Baran, Michel Dumontier, Raoul J. P. Bonnal, Robert Buels, Robert Hoehndorf, Takatomo Fujisawa, Toshi-aki Katayama, Peter J. A. Cock

  
      bioRxiv 002121; doi: https://doi.org/10.1101/002121 

  
  
  


  

  
  	      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 (5175)

	Biochemistry (11637)

	Bioengineering (8678)

	Bioinformatics (29011)

	Biophysics (14859)

	Cancer Biology (11996)

	Cell Biology (17261)

	Clinical Trials (138)

	Developmental Biology (9359)

	Ecology (14079)

	Epidemiology (2067)

	Evolutionary Biology (18197)

	Genetics (12183)

	Genomics (16700)

	Immunology (11788)

	Microbiology (27848)

	Molecular Biology (11469)

	Neuroscience (60459)

	Paleontology (449)

	Pathology (1860)

	Pharmacology and Toxicology (3212)

	Physiology (4913)

	Plant Biology (10342)

	Scientific Communication and Education (1678)

	Synthetic Biology (2865)

	Systems Biology (7315)

	Zoology (1634)


  


  
  

  







  


  
  



			

		

	
	
 	
	
	


    

  


      


  

    
  
  
    
  
      







  