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Proper Citation

QuasiSeq (RRID:SCR_001715)

Resource Information

URL: https://cran.r-project.org/src/contrib/Archive/QuasiSeq/

Proper Citation: QuasiSeq (RRID:SCR_001715)

Description: Software package to apply the QL, QLShrink and QLSpline methods to
quasi-Poisson or quasi-negative binomial models for identifying differentially expressed
genes in RNA-seq data.

Abbreviations: QuasiSeq

Resource Type: software resource

Defining Citation: PMID:23104842

Keywords: differential expression, gene, rna-seq, next generation sequencing, gene
expression, mrna

Availability: Free, Available for download, Freely available

Resource Name: QuasiSeq

Resource ID: SCR_001715

Alternate IDs: OMICS_01963

Old URLs: http://cran.r-project.org/web/packages/QuasiSeq/index.html

License: GNU General Public License, v2, v3

Record Creation Time: 20220129T080209+0000

Record Last Update: 20260725T190507+0000

Ratings and Alerts

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_001715/resolver
https://cran.r-project.org/src/contrib/Archive/QuasiSeq/
https://pubmed.ncbi.nlm.nih.gov/23104842


No rating or validation information has been found for QuasiSeq.

No alerts have been found for QuasiSeq.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 20 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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Kambakam S, et al. (2016) PTOX Mediates Novel Pathways of Electron Transport in
Etioplasts of Arabidopsis. Molecular plant, 9(9), 1240.

Lanubile A, et al. (2015) Transcriptome profiling of soybean (Glycine max) roots
challenged with pathogenic and non-pathogenic isolates of Fusarium oxysporum. BMC
genomics, 16, 1089.

Nguyen Y, et al. (2015) Detecting Differentially Expressed Genes with RNA-seq Data
Using Backward Selection to Account for the Effects of Relevant Covariates. Journal of
agricultural, biological, and environmental statistics, 20(4), 577.

Wilkins KE, et al. (2015) TAL effectors and activation of predicted host targets distinguish
Asian from African strains of the rice pathogen Xanthomonas oryzae pv. oryzicola while
strict conservation suggests universal importance of five TAL effectors. Frontiers in plant
science, 6, 536.

Wang X, et al. (2014) Histone lysine methyltransferase SDG8 is involved in
brassinosteroid-regulated gene expression in Arabidopsis thaliana. Molecular plant, 7(8),
1303.
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Coble DJ, et al. (2014) RNA-seq analysis of broiler liver transcriptome reveals novel
responses to high ambient temperature. BMC genomics, 15(1), 1084.


