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Proper Citation

MetaCyc (RRID:SCR_007778)

Resource Information

URL.: http://metacyc.org/

Proper Citation: MetaCyc (RRID:SCR_007778)

Description: MetaCyc is a database of nonredundant, experimentally elucidated
metabolic pathways. MetaCyc contains more than 1,200 pathways from more than 1,600
different organisms, and is curated from the scientific experimental literature. MetaCyc
contains pathways involved in both primary and secondary metabolism, as well as
associated compounds, enzymes, and genes.

Abbreviations: MetaCyc

Resource Type: database, data or information resource

Keywords: bio.tools, FASEB list

Resource Name: MetaCyc

Resource ID: SCR_007778

Alternate IDs: r3d100011294, nif-0000-03114, biotools:metacyc

Alternate URLSs: https://bio.tools/metacyc, https://doi.org/10.17616/R32K7X
Record Creation Time: 20220129T080243+0000

Record Last Update: 20260807T042658+0000

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

No alerts have been found for MetaCyc.



https://rrid.site
https://rrid.site/data/record/nlx_144509-1/SCR_007778/resolver
http://metacyc.org/

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 2050 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID .
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pilot study. npj aging, 12(1).

Chen Y, et al. (2026) Akkermansia Muciniphila Ameliorates Imiquimod-Induced Skin
Thickening, Colitis, and Gut Microbiota Alterations: A Metagenome Association Study.
Inflammation, 49(1), 78.

Yoo S, et al. (2026) Functionally distinct core microbes of Tricholoma matsutake revealed
by cross-study analysis. Microbiome, 14(1), 58.

Mora-Martinez C, et al. (2026) Gut microbiome signatures associated with depression and
obesity. mSystems, 11(3), e0126325.
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Li Y, et al. (2026) Adjunctive probiotic therapy sustains symptom relief in
gastroesophageal reflux disease through gut microbiome-metabolome remodeling.
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https://rrid.site/rin/sources/SCR_005400
https://rrid.site/data/record/nlx_144509-1/SCR_007778/resolver/mentions

Sung H, et al. (2026) Unraveling the diagnostic and prognostic signatures of oral
microbiota in head and neck cancer. BMC biology, 24(1).
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