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Proper Citation

betr (RRID:SCR_001332)

Resource Information

URL: https://rdrr.io/bioc/betr/man/betr.html#heading-0

Proper Citation: betr (RRID:SCR_001332)

Description: Software package that implements the Bayesian Estimation of Temporal
Regulation algorithm to identify differentially expressed genes in microarray time-course
data.

Abbreviations: betr
Synonyms: Bayesian Estimation of Temporal Regulation
Resource Type: software resource

Defining Citation: PMID:20003283

Keywords: differentially expression, gene, microarray, time-course

Availability: Free, Available for download, Freely available

Resource Name: betr

Resource ID: SCR_001332

Alternate IDs: OMICS 01997

Alternate URLSs: http://www.bioconductor.org/packages/release/bioc/htmli/betr.html
License: GNU Lesser General Public License, v2 or newer

Record Creation Time: 20220129T080206+0000

Record Last Update: 20260725T190503+0000

Ratings and Alerts


https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/RRID:SCR_001332/resolver
https://rdrr.io/bioc/betr/man/betr.html#heading-0
https://pubmed.ncbi.nlm.nih.gov/20003283

No rating or validation information has been found for betr.

No alerts have been found for betr.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 17 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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Macrophage Migration Inhibitory Factor Gene Network in Duchenne Muscular Dystrophy.
Genes, 10(11).
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2016, 9181702.
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Aminaphtone on ECV304 endothelial cells. Data in brief, 8, 836.

Michna A, et al. (2016) Natural Cubic Spline Regression Modeling Followed by Dynamic
Network Reconstruction for the Identification of Radiation-Sensitivity Gene Association
Networks from Time-Course Transcriptome Data. PloS one, 11(8), e0160791.
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genetics, 11(7), e1005325.
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