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Proper Citation

Ontodog: A Web-based Ontology View Generator (RRID:SCR_005061)

Resource Information

URL: http://ontodog.hegroup.org/index.php

Proper Citation: Ontodog: A Web-based Ontology View Generator (RRID:SCR_005061)

Description: Ontodog is a web-based ontology view generator. It can generate inSubset
annotation ontology, user preferred label annotation ontology and subset of source
ontology. Simply provide Ontodog input term file (Microsoft Excel file or tab-delimited text
file), select one source ontology or enter your own source ontology and SPARQL
endpoint, then set the settings for Ontodog output files and get the OWL (RDF/XML)
Output files. Ontodog performs the basic ontology modularization-like function, i.e.,it
automatically extracts all axioms and related terms associated with user-specified
signature term(s). In addition, Ontodog includes extra features: (1) extracting all instance
data associated with the retrieved class terms and annotations; and (2) recursively
extracting all axioms and related terms indirectly associated with signature terms. More
features are being added to Ontodog, such as relabeling preferred names for various
ontology terms to fit in with the needs from a specific community. The Ontodog input data
requires a source ontology and a list of user-specified signature terms in tab-delimited
format. Ontodog provides the template files for generating the signature terms as the input
terms file to download. There are several output options that the users can choose based
on their needs. With more and more ontologies being developed, Ontodog offers a timely
web-based package of solutions for ontology view generation. Ontodog provides an
efficient approach to promote ontology sharing and interoperability. It is easy to use and
does not require knowledge of SPARQL, script programming, and command line
operation. Ontodog is developed to serve the ontology community for ontology reuse. It is
freely available under the Apache License 2.0. The source code is made available under
Apache License 2.0.

Abbreviations: Ontodog

Resource Type: source code, service resource, software resource, production service
resource
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Ratings and Alerts

No rating or validation information has been found for Ontodog: A Web-based Ontology
View Generator.

No alerts have been found for Ontodog: A Web-based Ontology View Generator.
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