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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, THIS
RESOURCE IS NO LONGER IN SERVICE. Documented on September 16,2025.

Abbreviations: KOBAS
Synonyms: KEGG Orthology Based Annotation System

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

Defining Citation: PMID:21715386

Keywords: ortholog, pathway, disease, gene, protein, annotation, command line, FASEB
list

Availability: THIS RESOURCE IS NO LONGER IN SERVICE
Resource Name: KOBAS
Resource ID: SCR_006350

Alternate IDs: OMICS 02228



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

Record Creation Time: 20220129T080235+0000

Record Last Update: 20260805T044134+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 4787 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .

Engel K, et al. (2025) Segment specific loss of NFAT5 function in the kidneys is sufficient
to induce a global kidney injury like phenotype. FASEB journal : official publication of the
Federation of American Societies for Experimental Biology, 39(2), e70352.

Yuan J, et al. (2025) A telomere-to-telomere genome assembly of koi carp (Cyprinus
carpio) using long reads and Hi-C technology. GigaScience, 14.

Hu F, et al. (2025) The systemic wrinkled skin phenotype involves aberrant expression
and variation of genes related to the oxidative stress and extracellular matrix in Xiang pigs.
BMC genomics, 26(1), 1034.

Jiang D, et al. (2025) The telomere-to-telomere genome of flowering cherry (Prunus
campanulata) reveals genomic evolution of the subgenus Cerasus. GigaScience, 14.

Cao C, et al. (2025) A near telomere-to-telomere genome assembly of the Jinhua pig:
enabling more accurate genetic research. GigaScience, 14.

Liu F, et al. (2025) The telomere-to-telomere gapless genome of grass carp provides
insights for genetic improvement. GigaScience, 14.

Wang T, et al. (2025) Multiomics analysis provides insights into musk secretion in muskrat
and musk deer. GigaScience, 14.

Caudal A, et al. (2025) Transcriptomic Profiling of Human Myocardium at Sudden Death to
Define Vulnerable Substrate for Lethal Arrhythmias. JACC. Clinical electrophysiology,
11(1), 143.

Li H, et al. (2025) Integrated multi-omics demonstrates enhanced antitumor efficacy of
donafenib combined with FADS2 inhibition in hepatocellular carcinoma. Translational
oncology, 51, 102142.



https://neuinfo.org/rin/sources/SCR_005400
https://neuinfo.org/data/record/nlx_144509-1/SCR_006350/resolver/mentions

Lin Z, et al. (2025) The mechanism by which oriented polypropylene packaging alleviates
postharvest 'Black Spot' in radish root (Raphanus sativus). Journal of advanced research,
72, 1.

Li Z, et al. (2025) Integrated Metabolome, Transcriptome, and Physiological Analysis of
the Flavonoid and Phenylethanol Glycosides Accumulation in Wild Phlomoides rotata
Roots from Different Habitats. International journal of molecular sciences, 26(2).

Shu L, et al. (2025) Comparative Transcriptomic Analysis Reveals New Insights into
Spawn Aging in Agaricus bisporus: Mitochondrial Dysfunction. International journal of
molecular sciences, 26(2).

Chen D, et al. (2025) Sempervirine inhibits proliferation, invasion and metastasis of
ovarian cancer cells and induces ultrastructural changes in vivo. Journal of ovarian
research, 18(1), 17.

Shao B, et al. (2025) Identifying insulin-responsive circRNAs in chicken pectoralis. BMC
genomics, 26(1), 148.

Yu R, et al. (2025) Whole-Genome Methylation Sequencing Analysis and Functional
Verification of LIM-Homeobox Family Genes in Cervical Cancer. International journal of
general medicine, 18, 87.

You H, et al. (2025) Unravelling distinct patterns of metagenomic surveillance and
respiratory microbiota between two P1 genotypes of Mycoplasma pneumoniae. Emerging
microbes & infections, 14(1), 2449087.

Bergmann T, et al. (2025) Identification of Quantitative Trait Loci (QTLs) and candidate
genes for trichome development in Brassica villosa using genetic, genomic, and
transcriptomic approaches. Molecular genetics and genomics : MGG, 300(1), 13.

Liu X, et al. (2025) Staphylococcus aureus nt5 gene mutation through CRISPR RNA-
guided base editing weakens bacterial virulence and immune evasion. Virulence, 16(1),
2451163.

Zhang R, et al. (2025) Proteomics and metabolomics analyses of mechanism underlying
bovine sperm cryoinjury. BMC genomics, 26(1), 63.

Wang L, et al. (2025) Three regulatory elements upstream of LMO4 are strongly
associated with intermittent fertilization intensity in Chicken. Poultry science, 104(3),
104769.




