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RRID:SCR_001503
Type: Tool

Proper Citation

ToppCluster (RRID:SCR_001503)

Resource Information

URL: http://toppcluster.cchmc.org/

Proper Citation: ToppCluster (RRID:SCR_001503)

Description: A tool for performing multi-cluster gene functional enrichment analyses on 
large scale data (microarray experiments with many time-points, cell-types, tissue-types, 
etc.). It facilitates co-analysis of multiple gene lists and yields as output a rich functional map 
showing the shared and list-specific functional features. The output can be visualized in 
tabular, heatmap or network formats using built-in options as well as third-party software. It 
uses the hypergeometric test to obtain functional enrichment achieved via the gene list 
enrichment analysis option available in ToppGene.

Abbreviations: ToppCluster

Synonyms: ToppCluster: A multiple gene list feature analyzer for the dissection of biological 
systems

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

Defining Citation: PMID:20484371

Keywords: term enrichment, gene, analysis, gene enrichment analysis, connectivity, 
heatmap, ortholog, microarray, function, bio.tools

Funding: NIDDK 1U01DK70219;
NIDDK P30DK078392;
NCRR U54 RR025216;
NIDCR U01DE020049

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_001503/resolver
http://toppcluster.cchmc.org/
https://pubmed.ncbi.nlm.nih.gov/20484371


Availability: Free

Resource Name: ToppCluster

Resource ID: SCR_001503

Alternate IDs: OMICS_02225, nlx_152801, biotools:toppcluster

Alternate URLs: https://bio.tools/toppcluster

Record Creation Time: 20220129T080207+0000

Record Last Update: 20250517T055503+0000

Ratings and Alerts

No rating or validation information has been found for ToppCluster .

No alerts have been found for ToppCluster .

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 137 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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