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Proper Citation

ToppGene Suite (RRID:SCR_005726)

Resource Information

URL: http://toppgene.cchmc.org/

Proper Citation: ToppGene Suite (RRID:SCR_005726)

Description: ToppGene Suite is a one-stop portal for gene list enrichment analysis and 
candidate gene prioritization based on functional annotations and protein interactions 
network. ToppGene Suite is a one-stop portal for (i) gene list functional enrichment, (ii) 
candidate gene prioritization using either functional annotations or network analysis and (iii) 
identification and prioritization of novel disease candidate genes in the interactome. 
Functional annotation-based disease candidate gene prioritization uses a fuzzy-based 
similarity measure to compute the similarity between any two genes based on semantic 
annotations. The similarity scores from individual features are combined into an overall score 
using statistical meta-analysis.

Synonyms: ToppGene

Resource Type: resource, data or information resource, portal, service resource, data 
analysis service, analysis service resource, database, production service resource

Defining Citation: PMID:19465376

Keywords: gene portal, enrichment analysis, functional annotation, gene prioritization, 
protein interaction, bio.tools, FASEB list

Funding: State of Ohio Computational Medicine Center ODD TECH 04-042;
NIDDK 1U01DK70219;
NIDDK P30DK078392

Availability: Free for academic use

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_005726/resolver
http://toppgene.cchmc.org/
https://pubmed.ncbi.nlm.nih.gov/19465376


Resource Name: ToppGene Suite

Resource ID: SCR_005726

Alternate IDs: nlx_149183, biotools:toppgene_suite

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

Record Creation Time: 20220129T080232+0000

Record Last Update: 20250421T053515+0000

Ratings and Alerts

No rating or validation information has been found for ToppGene Suite .

No alerts have been found for ToppGene Suite .

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 930 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF.
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Society ... [et al.], 74(1), 31.
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Choi J, et al. (2024) Molecular targets of glucocorticoids that elucidate their therapeutic 
efficacy in aggressive lymphomas. Cancer cell, 42(5), 833.
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tumor microenvironment. Cell metabolism.
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Sciences of the United States of America, 121(25), e2219137121.
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