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Proper Citation

sSeq (RRID:SCR_001719)

Resource Information

URL.: http://bioconductor.org/packages/2.13/bioc/html/sSeq.html

Proper Citation: sSeq (RRID:SCR_001719)

Description: Software package to discover the genes that are differentially expressed
between two conditions in RNA-seq experiments. Gene expression is measured in counts
of transcripts and modeled with the Negative Binomial (NB) distribution using a shrinkage
approach for dispersion estimation. The method of moment (MM) estimates for dispersion
are shrunk towards an estimated target, which minimizes the average squared difference
between the shrinkage estimates and the initial estimates. The exact per-gene probability
under the NB model is calculated, and used to test the hypothesis that the expected
expression of a gene in two conditions identically follow a NB distribution.

Abbreviations: sSeq

Synonyms: sSeq - Shrinkage estimation of dispersion in Negative Binomial models for
RNA-seq experiments with small sample size

Resource Type: software resource

Defining Citation: PMID:23589650

Keywords: rna-seq, differential expression

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

Resource ID: SCR_001719

Alternate IDs: OMICS 01962

License: GNU General Public License, v3 or newer
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Record Creation Time: 20220129T080209+0000

Record Last Update: 20260725T190508+0000

Ratings and Alerts
No rating or validation information has been found for sSeq,.

No alerts have been found for sSeq.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 47 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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