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Bionemo

RRID:SCR_007565
Type: Tool

Proper Citation

Bionemo (RRID:SCR_007565)

Resource Information

URL.: http://bionemo.bioinfo.cnio.es

Proper Citation: Bionemo (RRID:SCR_007565)

Description: Bionemo stores manually curated information about proteins and genes
directly implicated in biodegradation metabolism. The database includes information on
seguence, domains and structures for proteins; and sequence, regulatory elements and
transcription units for genes. Bionemo complements other biodegradation databases such
as the University of Minessota Biocatalysis/Biodegradation Database, or Metarouter,
which focus on the biochemical aspects of biodegradation. Bionemo has been built by
manually associating sequences databases entries to biodegradation reactions, using the
information extracted from published articles. Information on transcription units and their
regulation was also extracted from the literature for biodegradation genes, and linked to
the underlying biochemical network.

Synonyms: Bionemo
Resource Type: data or information resource, database

Keywords: gene sequence, biodegradation, metabolism, protein domain, protein
sequence, protein structure, regulatory elements, transcription unit

Resource Name: Bionemo

Resource ID: SCR_007565

Alternate IDs: nif-0000-02610

Record Creation Time: 20220129T080242+0000

Record Last Update: 20260729T044148+0000

Ratings and Alerts


https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_007565/resolver
http://bionemo.bioinfo.cnio.es

No rating or validation information has been found for Bionemo.

No alerts have been found for Bionemo.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 12 mentions in open access literature.

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