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Proper Citation

MBRole (RRID:SCR_014684)

Resource Information

URL: http://csbg.cnb.csic.es/mbrole/

Proper Citation: MBRole (RRID:SCR_014684)

Description: Software program for overrepresentation (enrichment) analysis of categorical 
annotations for a set of compounds. These categorical annotations correspond to biological 
and chemical information found in public databases and software. Annotations can be 
biological (pathways, enzyme interactions, pharmacological action) or chemical (taxonomy 
and chemical groups).

Resource Type: data processing software, data analysis software, web application, software 
resource, software application

Defining Citation: PMID:21208985

Keywords: metabolomics, metabolomics tool, overrepresentation analysis, enrichment 
analysis, chemical annotation, biological annotation, enzyme interactions, pharmacological 
action, chemical taxonomy, data analysis, software, FASEB list

Funding:

Availability: Freely available

Resource Name: MBRole

Resource ID: SCR_014684

Record Creation Time: 20220129T080321+0000

Record Last Update: 20250426T060419+0000

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_014684/resolver
http://csbg.cnb.csic.es/mbrole/
https://pubmed.ncbi.nlm.nih.gov/21208985


Ratings and Alerts

No rating or validation information has been found for MBRole.

No alerts have been found for MBRole.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 83 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF.
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based on untargeted metabolomics and machine learning. Scientific reports, 14(1), 25755.
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healing: metabolomic profiling and molecular insights into mechanisms. Scientific reports, 
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species: comparative evaluation of protease activity, glycoconjugates, resistance to 
complement and metabolome composition. Memorias do Instituto Oswaldo Cruz, 119, 
e230243.

Hong Y, et al. (2024) NAD+ deficiency primes defense metabolism via 1O2-escalated 
jasmonate biosynthesis in plants. Nature communications, 15(1), 6652.
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Abdik E, et al. (2024) Transcriptome-based biomarker prediction for Parkinson's disease 
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15(1), 8979.
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tuberculosis. Metabolites, 12(6).
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