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Goal

Implement a normalization method for AFFYMETRIX© data using a parlalel computer archi-
tecture.

Materials and Methods

A very widespread microarray technology is the AFFYMETRIX® technology (http://wwww.
affymetrix.com). It is a short olginucleotide microarray platform.

One of the most used normalization method for this platform is the RMA method [Irizarry et al., 2003,
Bolstad et al., 2003]. An implementation of the RMA method is available under R [Team, 2004]
through the BIOCONDUCTOR project [Bates et al., 2004].

The amount of data generated by microarray technology is large due to the huge number of
gene expression measures for each experiment. Moreover the number of microarray exper-
iments is increasing rapidly and traditional programming methods show their limits. It is
the reason why it would be very interesting to implement the RMA normalization method
on a parallel architecture in order to treat a large number of samples with high density
AFFYMETRIX® chips.

Such a parallel computer architecture is available at the Computer Science Department at the
Université Libre de Bruxelles. An R interface to Parallel Virtual Machine (PVM) is installed
on LIT5 (http://www.1lit5.ulb.ac.be).

Good Work !
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