Microarray analysis with R: a review
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Study the best packages of R project Bioconductor, which
provides tools for the analysis and comprehension of high-
throughput genomic data, to analyse microarrays. Compare the
algorithms behind them and propose a workflow to improve the
quality of the information.

Methods:
The top downloaded Bioconductor packages related to
microarrays were investigated. The vignettes of these packages,
where the functions and algorithms are described, were analysed
and the number of citations they received was studied to analyse
their usage. 4
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Packages and tools were listed by capabilities, citations and
downloads and the main functions of the relevant packages
described.

Discussion

Packages share similar schema but differ on the algorithms. They
also differ on the scope of their functions; many of them are
addressed to a single step, while few provide functions for several
analysis steps.
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CO n CI us | on: Figure 2 :Example of a MIAME compliant heatmap. Adapted from Heatplus vignette, consulted at
. http://www.bioconductor.org/packages/r /bioc/vignettes/Heatplus/inst/doc/annHeatmap.pdf the 8/05/2015.
With just two packages a complete analysis of microarrays canbe . .
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