
Resource Summary Report

Generated by dkNET on Apr 30, 2025

MCMC.qpcr
RRID:SCR_001721
Type: Tool

Proper Citation

MCMC.qpcr (RRID:SCR_001721)

Resource Information

URL: http://cran.r-project.org/web/packages/MCMC.qpcr/

Proper Citation: MCMC.qpcr (RRID:SCR_001721)

Description: Software package that implements generalized linear mixed model analysis of 
qRT-PCR data based on lognormal-Poisson model fitted using MCMC. Control genes are 
not required but can be incorporated as Bayesian priors or, when template abundances 
correlate with conditions, as trackers of global effects (common to all genes). Also 
implemented are the lognormal model for higher-abundance data and a classic model 
involving multi-gene normalization on a by-sample basis. Several plotting functions are 
included to extract and visualize results.

Synonyms: MCMC.qpcr: Bayesian analysis of qRT-PCR data

Resource Type: software resource

Defining Citation: PMID:23977043

Keywords: standalone software, mac os x, unix/linux, windows, r

Funding:

Availability: GNU General Public License, v3

Resource Name: MCMC.qpcr

Resource ID: SCR_001721

Alternate IDs: OMICS_03934

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/RRID:SCR_001721/resolver
http://cran.r-project.org/web/packages/MCMC.qpcr/
https://pubmed.ncbi.nlm.nih.gov/23977043


Record Creation Time: 20220129T080209+0000

Record Last Update: 20250420T014036+0000

Ratings and Alerts

No rating or validation information has been found for MCMC.qpcr.

No alerts have been found for MCMC.qpcr.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 22 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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20.
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13(1), 48.
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and hypercapnia. Marine genomics, 45, 48.

Abram QH, et al. (2019) Effect of suboptimal temperature on the regulation of endogenous 
antigen presentation in a rainbow trout hypodermal fibroblast cell line. Developmental and 
comparative immunology, 100, 103423.

Castaño-Ortiz JM, et al. (2019) PFOS mediates immunomodulation in an avian cell line that 
can be mitigated via a virus infection. BMC veterinary research, 15(1), 214.
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Biswas T, et al. (2018) Cross-Resistance: A Consequence of Bi-partite Host-Parasite 
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Brachyspira hyodysenteriae: a leap into disease pathophysiology. Metabolomics : Official 
journal of the Metabolomic Society, 13(7), 83.

Kim SY, et al. (2017) Transcriptional mechanisms underlying life-history responses to climate 
change in the three-spined stickleback. Evolutionary applications, 10(7), 718.


