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KOBAS

RRID:SCR_006350
Type: Tool

Proper Citation

KOBAS (RRID:SCR_006350)

Resource Information

URL: http://kobas.cbi.pku.edu.cn/

Proper Citation: KOBAS (RRID:SCR_006350)

Description: Web server to identify statistically enriched pathways, diseases, and GO terms
for a set of genes or proteins, using pathway, disease, and GO knowledge from multiple
famous databases. It allows for both ID mapping and cross-species sequence similarity
mapping. It then performs statistical tests to identify statistically significantly enriched
pathways and diseases. KOBAS 2.0 incorporates knowledge across 1327 species from 5
pathway databases (KEGG PATHWAY, PID, BioCyc, Reactome and Panther) and 5 human
disease databases (OMIM, KEGG DISEASE, FunDO, GAD and NHGRI GWAS Catalog). A
standalone command line version is also available

Abbreviations: KOBAS
Synonyms: KEGG Orthology Based Annotation System

Resource Type: analysis service resource, data analysis service, software resource,
production service resource, service resource

Defining Citation: PMID:21715386

Keywords: ortholog, pathway, disease, gene, protein, annotation, command line, FASEB list
Funding:
Availability: Acknowledgement requested

Resource Name: KOBAS



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/RRID:SCR_006350/resolver
http://kobas.cbi.pku.edu.cn/
https://pubmed.ncbi.nlm.nih.gov/21715386

Resource ID: SCR_006350
Alternate IDs: OMICS 02228
Record Creation Time: 20220129T080235+0000

Record Last Update: 20250423T060306+0000

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

No alerts have been found for KOBAS.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 4397 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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microflora. International journal of molecular medicine, 55(1).
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