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Type: Tool

Proper Citation

GeneProf (RRID:SCR_012927)

Resource Information

URL: http://www.geneprof.org/GeneProf/

Proper Citation: GeneProf (RRID:SCR_012927)

Description: A database of curated, integrated and reusable high-throughput genomics
experiments and a web-based, graphical software suite that allows users to analyse data
produced using high-throughput sequencing platforms (RNA-seq and ChIP-seq; Next-
Generation Sequencing or NGS). Algorithm developers and computer programmers can
develop their own modules and extend the functionality of GeneProf. Existing software can
be easily wrapped and integrated in the GeneProf framework and data from GeneProf
may be used externally.

Abbreviations: GeneProf

Resource Type: service resource, data analysis service, database, web service, analysis
service resource, software resource, production service resource, data access protocol,
data or information resource

Defining Citation: PMID:22205509, PMID:24174536

Keywords: next-generation sequencing, bio.tools

Funding: MRC ;
European Union Framework 7 Project EuroSyStem

Availability: Acknowledgement requested

Resource Name: GeneProf

Resource ID: SCR_012927

Alternate IDs: biotools:geneprof, OMICS_00442

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

https://scicrunch.org/nidm-terms
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https://pubmed.ncbi.nlm.nih.gov/22205509
https://pubmed.ncbi.nlm.nih.gov/24174536


Record Creation Time: 20220129T080313+0000

Record Last Update: 20260728T043418+0000

Ratings and Alerts

No rating or validation information has been found for GeneProf.

No alerts have been found for GeneProf.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 15 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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