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Proper Citation

PVCA (RRID:SCR_001356)

Resource Information

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

Proper Citation: PVCA (RRID:SCR_001356)

Description: Software package that contains the function to assess the batch sourcs by 
fitting all sources as random effects including two-way interaction terms in the Mixed Model 
(depends on lme4 package) to selected principal components, which were obtained from the 
original data correlation matrix. This package accompanies the book Batch Effects and Noise 
in Microarray Experiements, chapter 12.

Abbreviations: PVCA

Synonyms: Principal Variance Component Analysis

Resource Type: software resource

Keywords: microarray

Funding:

Availability: GNU Lesser General Public License, v2 or newer

Resource Name: PVCA

Resource ID: SCR_001356

Alternate IDs: OMICS_01983

Record Creation Time: 20220129T080207+0000

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_001356/resolver
http://www.bioconductor.org/packages/release/bioc/html/pvca.html


Record Last Update: 20250420T014027+0000

Ratings and Alerts

No rating or validation information has been found for PVCA.

No alerts have been found for PVCA.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 19 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF.
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Nature communications, 15(1), 2500.
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Varma S, et al. (2020) Blind estimation and correction of microarray batch effect. PloS one, 
15(4), e0231446.
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Williamson LM, et al. (2019) Genomic characterization of a well-differentiated grade 3 
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warning and early action from Nicaragua and Ethiopia. Disasters, 43 Suppl 3(Suppl 3), S345.

Le Sciellour M, et al. (2019) Effect of chronic and acute heat challenges on fecal microbiota 
composition, production, and thermoregulation traits in growing pigs1,2. Journal of animal 
science, 97(9), 3845.

Stinkens R, et al. (2018) The effects of angiotensin receptor neprilysin inhibition by 
sacubitril/valsartan on adipose tissue transcriptome and protein expression in obese 
hypertensive patients. Scientific reports, 8(1), 3933.

Lim FY, et al. (2018) Fungal Isocyanide Synthases and Xanthocillin Biosynthesis in 
Aspergillus fumigatus. mBio, 9(3).

Rojas-Peña ML, et al. (2018) Individualized Transcriptional Resolution of Complicated 
Malaria in a Colombian Study. Journal of personalized medicine, 8(3).

Le Sciellour M, et al. (2018) Effect of dietary fiber content on nutrient digestibility and fecal 
microbiota composition in growing-finishing pigs. PloS one, 13(10), e0206159.

Brezina S, et al. (2015) Immune-Signatures for Lung Cancer Diagnostics: Evaluation of 
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162.
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