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Proper Citation

NOISeq (RRID:SCR_003002)

Resource Information

URL: http://bioinfo.cipf.es/noiseq/doku.php?id=start

Proper Citation: NOISeq (RRID:SCR_003002)

Description: Software used for the identification of differentially expressed genes from
count data or previously normalized count data. It empirically models the noise distribution
of count changes by contrasting fold-change differences (M) and absolute expression
differences (D) for all the features in samples within the same condition. This reference
distribution is then used to assess whether the M-D values computed between two
conditions for a given gene is likely to be part of the noise or represent a true differential
expression.

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

Defining Citation: DOI:10.1101/gr.124321.111

Keywords: differentially expressed genes, gene identification

Availability: Available for download, Acknowledgement requested

Resource Name: NOISeq

Resource ID: SCR_003002

Alternate IDs: OMICS_01311

Record Creation Time: 20220129T080216+0000

Record Last Update: 20260731T042646+0000

Ratings and Alerts

https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/RRID:SCR_003002/resolver
http://bioinfo.cipf.es/noiseq/doku.php?id=start
https://dx.doi.org/10.1101/gr.124321.111


No rating or validation information has been found for NOISeq.

No alerts have been found for NOISeq.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 668 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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