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BioXSD has been developed as a universal data model and exchange format for basic bioinformatics 

types of data: sequences, alignments, features and related values, inferred or measured. The BioXSD 

data model is rich enough to enable loss-less capture of diverse data that would otherwise require 

use of multiple different formats, and often even introduction of new formats for untypical features, 

classifications, or measured values. In BioXSD, an innovatively broad range of experimental data, 

annotations, and alignments can be recorded in an integrated chunk of data, together with 

provenance metadata, documentation, and semantic annotation with concepts from ontologies of 

user's choice. 

BioXSD has so far been released in form of a machine-understandable XML Schema (XSD). Ongoing 

developments concentrate on providing BioXSD in form of JSON Schema and XML Schema 1.1, 

which may in the future be supplemented by RelaxNG, or even OWL and other data-modelling 

languages or frameworks. This will enable using BioXSD as a common data model supporting 

serialisation of bioinformatics data into XML, JSON, RDF, or binary (EXI and BSON) as desired, while 

maintaining consistent and smooth validation, conversions, and parsing into objects for 

programming. The semantics of BioXSD is defined via SAWSDL references to EDAM 

(http://edamontology.org) and to a few main Semantic-Web vocabularies. 
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