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Proper Citation

Genomic Association Tester (RRID:SCR_020949)

Resource Information

URL: https://gat.readthedocs.io/en/latest/

Proper Citation: Genomic Association Tester (RRID:SCR_020949)

Description: Software tool as simulation framework for testing association of genomic
intervals. Used for estimating significance of overlap between multiple sets of genomic
intervals. Estimates statistical significance based on simulation and controls for multiple
tests using false discovery rate.

Abbreviations: GAT

Resource Type: simulation software, software application, data processing software,
software resource, data analysis software

Defining Citation: PMID:23782611

Keywords: Genomic intervals, genomic intervals association testing, overlap significance
estimation, genomic intervals sets, segment length distribution, chromosomal location,
isochores

Funding: UK Medical Research Council

Availability: Free, Available for download, Freely available

Resource Name: Genomic Association Tester

Resource ID: SCR_020949

Alternate URLs: https://github.com/AndreasHeger/gat

Old URLs: http://code.google.com/p/genomic-association-tester

License: MIT License
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Record Creation Time: 20220129T080353+0000

Record Last Update: 20260813T055227+0000

Ratings and Alerts

No rating or validation information has been found for Genomic Association Tester.

No alerts have been found for Genomic Association Tester.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 31 mentions in open access literature.

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