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Proper Citation

BiGG Database (RRID:SCR_005809)

Resource Information

URL.: http://bigg.ucsd.edu/

Proper Citation: BIGG Database (RRID:SCR_005809)

Description: A knowledgebase of Biochemically, Genetically and Genomically structured
genome-scale metabolic network reconstructions. BiGG integrates several published
genome-scale metabolic networks into one resource with standard nomenclature which
allows components to be compared across different organisms. BiGG can be used to browse
model content, visualize metabolic pathway maps, and export SBML files of the models for
further analysis by external software packages. Users may follow links from BiGG to several
external databases to obtain additional information on genes, proteins, reactions, metabolites
and citations of interest.

Abbreviations: BiGG

Synonyms: BiGG: a Biochemical Genetic and Genomic knowledgebase of large scale
metabolic reconstructions, BiGG - a Biochemical Genetic and Genomic knowledgebase

Resource Type: database, data or information resource

Defining Citation: PMID:20426874

Keywords: biochemical, genetics, genomics, genome, metabolic network, reconstruction,
model, metabolic pathway, gene, protein, reaction, metabolite, metabolic reconstruction,
compound, pathway, FASEB list
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Resource Name: BiGG Database

Resource ID: SCR_005809

Alternate IDs: nix_149299

Record Creation Time: 20220129T080232+0000

Record Last Update: 20250428T053204+0000

Ratings and Alerts

No rating or validation information has been found for BiGG Database.

No alerts have been found for BiGG Database.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 114 mentions in open access literature.

Listed below are recent publications. The full list is available at FD| Lab - SciCrunch.org.
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