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Proper Citation

Computational Genomics Analysis Tools (RRID:SCR_006390)

Resource Information

URL.: http://www.cgat.org/~andreas/documentation/cgat/cgat.html

Proper Citation: Computational Genomics Analysis Tools (RRID:SCR_006390)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on January 3,
2023. A collection of tools for the computational genomicist written in the python language to
assist in the analysis of genome scale data from a range of standard file formats. The toolkit
enables filtering, comparison, conversion, summarization and annotation of genomic
intervals, gene sets and sequences. The tools can both be run from the Unix command line
and installed into visual workflow builders, such as Galaxy. Please note that the tools are
part of a larger code base also including genomics and NGS pipelines. Everyone who uses
parts of the CGAT code collection is encouraged to contribute. Contributions can take many
forms: bugreports, bugfixes, new scripts and pipelines, documentation, tests, etc. All
contributions are welcome.

Abbreviations: CGAT

Synonyms: Computational Genomics Analysis Toolkit, CGAT - Computational Genomics
Analysis Tools

Resource Type: software resource, software toolkit

Defining Citation: PMID:24395753

Keywords: computational genomics, genomics, command-line, next-generation sequencing,
python, pipeline, functional enrichment, clustering, metagenomic, contig, variant, analysis,
filter, compare, conversion, summarization, annotation

Funding:



https://scicrunch.org/ASWG
https://scicrunch.org/ASWG/data/record/nlx_144509-1/SCR_006390/resolver
http://www.cgat.org/~andreas/documentation/cgat/cgat.html
https://pubmed.ncbi.nlm.nih.gov/24395753

Availability: THIS RESOURCE IS NO LONGER IN SERVICE
Resource Name: Computational Genomics Analysis Tools
Resource ID: SCR_006390

Alternate IDs: OMICS 02209

Record Creation Time: 20220129T080235+0000

Record Last Update: 20250429T055049+0000

Ratings and Alerts

No rating or validation information has been found for Computational Genomics Analysis
Tools.

No alerts have been found for Computational Genomics Analysis Tools.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 26 mentions in open access literature.
Listed below are recent publications. The full list is available at ASWG.
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sex chromosomes. Scientific reports, 14(1), 16548.

Fléchon A, et al. (2024) Association of Tumor Mutational Burden and PD-L1 with the Efficacy
of Pembrolizumab with or without Chemotherapy versus Chemotherapy in Advanced
Urothelial Carcinoma. Clinical cancer research : an official journal of the American
Association for Cancer Research, 30(23), 5353.
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19(1), 50.
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