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Proper Citation

MetaNetX (RRID:SCR_015882)

Resource Information

URL: https://www.metanetx.org/

Proper Citation: MetaNetX (RRID:SCR_015882)

Description: Web application to perform automated model construction and genome
annotation for large-scale metabolic networks. Platform for accessing, analyzing and
manipulating genome-scale metabolic networks (GSM) as well as biochemical pathways.

Synonyms: MNXref, MetaNetX: Automated Model Construction and Genome Annotation
for Large-Scale Metabolic Networks

Resource Type: software resource, data access protocol, web service

Defining Citation: PMID:26527720, PMID:23357920, PMID:23172809

Keywords: automated model construction, genome annotation, model, construction,
genome, annotation, metabolic network, repository, gsm, biochemical, pathway

Funding: Swiss National Science Foundation ;
Swiss Federal Government ;
SIB Swiss Institute of Bioinformatics

Availability: Free, Freely available

Resource Name: MetaNetX

Resource ID: SCR_015882

Record Creation Time: 20220129T080327+0000

Record Last Update: 20260808T190045+0000

Ratings and Alerts

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_015882/resolver
https://www.metanetx.org/
https://pubmed.ncbi.nlm.nih.gov/26527720
https://pubmed.ncbi.nlm.nih.gov/23357920
https://pubmed.ncbi.nlm.nih.gov/23172809


No rating or validation information has been found for MetaNetX.

No alerts have been found for MetaNetX.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 94 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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Otte A, et al. (2025) High-resolution multiomics links nutrients and mixotrophy to toxicity in
a harmful bloom of the haptophyte Chrysochromulina leadbeateri. Science advances,
11(26), eadv3390.
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Metabolic Reaction Sets. Biotechnology and bioengineering, 122(8), 2251.
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