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Proper Citation

betr (RRID:SCR_001332)

Resource Information

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

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
Funding:

Availability: GNU Lesser General Public License

Resource Name: betr

Resource ID: SCR_001332

Alternate IDs: OMICS 01997

Record Creation Time: 20220129T080206+0000

Record Last Update: 20250420T014026+0000
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Ratings and Alerts
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 16 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.

Zahroh RI, et al. (2024) Rising caesarean section rates and factors affecting women's
decision-making about mode of birth in Indonesia: a longitudinal qualitative study. BMJ
global health, 9(6).

Rienecke RD, et al. (2022) Treatment Outcome for Adults in a Residential Program for Binge
Eating Spectrum Disorders: Protocol for a Prospective Pragmatic Single-Arm Trial. IMIR
research protocols, 11(5), e32270.
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Aging Based on Microarray Data of Adipocytes from Mice. BioMed research international,
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11(7), e1005325.
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