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Abstract

Studies in genetics involving microarray experiments
allow simultaneous comparison and quantification of
gene expression on a large scale. There are many
sources of variation which play an important role on
the analysis of data coming from such experiments.

The source of variation one is usually interested in
is the biological one, but in order to infer appropri-
ate conclusions from it, the other sources of varia-
tion must first be controlled. This is particularly im-
portant when dealing with microarray experiments
because the source of variation due to the technical
procedures is considerably large [2].

In order to address this issue techniques which aim
to control the technical variation were developed [1].
In this work, we evaluate these procedures, known as
’normalization techniques’, analyzing their properties
and comparing their performances.

As a result of this study we propose a new normal-
ization technique, based on scatter plot smoothing
via smoothing splines [3], which up to the moment
has shown good results in controlling the technical
variation. More specifically, this new method appears
to be more successful in this control than the other
methods currently available [5].

We also propose and apply two different methods
to compare different normalization techniques and to
assess which is better, based on a union/intersection
metric [4].
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