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RRID:SCR_001073
Type: Tool

Proper Citation

Qvalue (RRID:SCR_001073)

Resource Information

URL: http://www.bioconductor.org/packages/release/bioc/html/gvalue.html

Proper Citation: Qvalue (RRID:SCR_001073)

Description: R package that takes a list of p-values resulting from the simultaneous
testing of hypotheses and estimates their g-values. It is designed to measure the
proportion of false positives when a test is significant. The software is capable of
generating plots for visualization. It can be applied to problems in genomics, brain
imaging, astrophysics, and data mining.

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

Keywords: p value, false positive, null hypothesis, genomics, brain imaging, astrophysics,
data mining, r, visualization

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

Resource ID: SCR_001073

Alternate IDs: OMICS 00624

Alternate URLSs: https://github.com/jdstorey/gvalue
License: LGPL

Record Creation Time: 20220129T080205+0000

Record Last Update: 20260728T043107+0000

Ratings and Alerts


https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_001073/resolver
http://www.bioconductor.org/packages/release/bioc/html/qvalue.html

No rating or validation information has been found for Qvalue.

No alerts have been found for Qvalue.

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 nidm-terms .
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research communications, 4(11), 2888.
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cell, 37(1), 21.
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and Metastasis. Cell metabolism, 29(1), 141.
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