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Proper Citation

EcoCyc (RRID:SCR_002433)

Resource Information

URL: http://ecocyc.org/

Proper Citation: EcoCyc (RRID:SCR_002433)

Description: Database for the bacterium Escherichia coli K-12 MG1655, the EcoCyc
project performs literature-based curation of the entire genome, and of transcriptional
regulation, transporters, and metabolic pathways. The long-term goal of the project is to
describe the molecular catalog of the E. coli cell, as well as the functions of each of its
molecular parts, to facilitate a system-level understanding of E. coli. EcoCyc is an
electronic reference source for E. coli biologists, and for biologists who work with related
microorganisms.

Abbreviations: EcoCyc, EcoCyc REF

Synonyms: EcoCyc REF

Resource Type: database, data or information resource

Defining Citation: PMID:23143106, PMID:21097882

Keywords: genome, metabolic pathway, transcription, transporters, escherichia coli,
transcriptional regulation, metabolism, pathway, FASEB list

Funding: NCRR ;
NIGMS GM077678;
NIGMS GM71962

Availability: Free, Freely available

Resource Name: EcoCyc

Resource ID: SCR_002433

Alternate IDs: OMICS_01645, nif-0000-02783, r3d100011277

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_002433/resolver
http://ecocyc.org/
https://pubmed.ncbi.nlm.nih.gov/23143106
https://pubmed.ncbi.nlm.nih.gov/21097882


Alternate URLs: https://doi.org/10.17616/R34K99

Record Creation Time: 20220129T080213+0000

Record Last Update: 20260821T042551+0000

Ratings and Alerts

No rating or validation information has been found for EcoCyc.

No alerts have been found for EcoCyc.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 511 mentions in open access literature.

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