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Resource Information

URL.: http://biomodels.net/

Proper Citation: BioModels.net (RRID:SCR_010525)

Description: For computational modeling to become more widely used in biological
research, researchers must be able to exchange and share their results. The development
and broad acceptance of common model representation formats such as SBML is a crucial
step in that direction, allowing researchers to exchange and build upon each other"s work
with greater ease and accuracy. The BioModels.net project is another step: an international
effort to: 1. define agreed-upon standards for model curation 2. define agreed-upon
vocabularies for annotating models with connections to biological data resources 3. provide a
free, centralized, publicly-accessible database of annotated, computational models in SBML
and other structured formats To facilitate assembling useful collections of quantitative
models of biological phenomena, it is crucial to establish standards for the vocabularies used
in model annotations as well as criteria for minimum quality levels of those models. The
BioModels.net project aims to bring together a community of interested researchers to
address these issues. We are working towards defining these standards through white
papers and process definitions. All of the products of our efforts are open and freely available
through this site.

Resource Type: narrative resource, portal, international standard specification, data or
information resource, topical portal, standard specification

Funding:
Resource Name: BioModels.net

Resource ID: SCR_010525
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Alternate IDs: nlx_20867
Record Creation Time: 20220129T080259+0000

Record Last Update: 20250507T060730+0000

Ratings and Alerts
No rating or validation information has been found for BioModels.net.

No alerts have been found for BioModels.net.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 18 mentions in open access literature.

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