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Proper Citation

Clust (RRID:SCR_025283)

Resource Information

URL.: https://github.com/BaselAbujamous/clust

Proper Citation: Clust (RRID:SCR_025283)

Description: Software package for automatic extraction of optimal co-expressed gene
clusters from gene expression data. Automatic and optimised consensus clustering of one
or more heterogeneous datasets.

Resource Type: software toolkit, software resource, source code

Defining Citation: PMID:30359297

Keywords: automatic extraction, optimal co-expressed gene clusters, gene expression
data,

Funding: Bill and Melinda Gates Foundation ;
Royal Society ;
European Union Horizon 2020

Availability: Free, Available for download, Freely available
Resource Name: Clust

Resource ID: SCR_025283

License: GNU LGPL v3.0

Record Creation Time: 20240426T053251+0000

Record Last Update: 20260813T055322+0000

Ratings and Alerts


https://rrid.site
https://rrid.site/data/record/nlx_144509-1/SCR_025283/resolver
https://github.com/BaselAbujamous/clust
https://pubmed.ncbi.nlm.nih.gov/30359297

No rating or validation information has been found for Clust.

No alerts have been found for Clust.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 24 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID .
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