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Biological Pathways Exchange

RRID:SCR_001681
Type: Tool

Proper Citation

Biological Pathways Exchange (RRID:SCR_001681)

Resource Information

URL: http://www.biopax.org/

Proper Citation: Biological Pathways Exchange (RRID:SCR_001681)

Description: Community standard for pathway data sharing. Standard language that aims
to enable integration, exchange, visualization and analysis of biological pathway data.
Supports data exchange between pathway data groups and thus reduces complexity of
interchange between data formats by providing accepted standard format for pathway
data. Open and collaborative effort by community of researchers, software developers,
and institutions. BioPAX is defined in OWL DL and is represented in RDF/XML
format.Uses W3C standard Web Ontology Language, OWL.

Synonyms: BioPAX, BioPAX: Biological Pathways Exchange

Resource Type: data or information resource, project portal, ontology, controlled
vocabulary, portal

Defining Citation: PMID:20829833

Keywords: Standard language, community standard, pathway data sharing, biological
pathway data, data exchange, W3C standard, Web Ontology Language, OWL,

Funding: U.S. Department of Energy Workshop ;
NHGRI P41HG004118

Availability: Free, Available for download, Freely available
Resource Name: Biological Pathways Exchange
Resource ID: SCR_001681

Alternate IDs: SCR_009881, nix_157327, nif-0000-10171

Alternate URLSs: http://purl.bioontology.org/ontology/BP
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Record Creation Time: 20220129T080209+0000

Record Last Update: 20260729T044022+0000

Ratings and Alerts
No rating or validation information has been found for Biological Pathways Exchange.

No alerts have been found for Biological Pathways Exchange.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 90 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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