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Proper Citation
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Resource Information

URL: http://biocyc.org/

Proper Citation: BioCyc (RRID:SCR_002298)

Description: A collection of Pathway/Genome Databases which describes the genome
and metabolic pathways of a single organism. The BioCyc collection of Pathway/Genome
Databases (PGDBs) provides an electronic reference source on the genomes and
metabolic pathways of sequenced organisms. BioCyc PGDBs are generated by software
that predicts the metabolic pathway complements of completely sequenced organisms
from their genome sequences. They also include the results of a number of other
computational inference procedures applied to these genomes, including predictions of
which genes code for missing enzymes in metabolic pathways, and predicted operons.
The BioCyc Web site provides a suite of software tools for database searching and
visualization, for omics data analysis, and for comparative genomics and comparative
pathway questions. The databases within the BioCyc collection are organized into tiers
according to the amount of manual review and updating they have received. Tier 1 PGDBs
have been created through intensive manual efforts, and receive continuous updating. Tier
2 PGDBs were computationally generated by the PathoLogic program, and have
undergone moderate amounts of review and updating. Tier 3 PGDBs were
computationally generated by the PathoLogic program, and have undergone no review
and updating. There are 967 DBs in Tier 3. The downloadable version of BioCyc that
includes the Pathway Tools software provides more speed and power than the BioCyc
Web site.

Synonyms: BioCyc Database Collection

Resource Type: data or information resource, database

Defining Citation: PMID:16246909

Keywords: database, pathway/genome databases, PGDB, genome, metabolic pathway,
microbiome, FASEB list
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Funding: NIGMS GM080746

Availability: Restricted

Resource Name: BioCyc

Resource ID: SCR_002298

Alternate IDs: nif-0000-00369, r3d100011259

Alternate URLs: https://doi.org/10.17616/R36G8H

License URLs: http://www.sri.com/privacy

Record Creation Time: 20220129T080212+0000
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Ratings and Alerts

No rating or validation information has been found for BioCyc.

No alerts have been found for BioCyc.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 970 mentions in open access literature.
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