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Abstract

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

A proper experimental design and subsequent de-
velopment of suitable models for analysis are essen-
tial steps in order to assure the identification of sig-
nificant genes, helping researchers distingish between
variations which are due to actual biological changes
from random noise [3].

In this work, we evaluate some of the various re-
gression modelling strategies proposed in the litera-
ture, such as the use of mixed-effects models [4], [1]
and the issue of variable selection in microarray gene
expression profiling [2].

We apply the models studied to data from a study
of the Laboratory of Genetics and Molecular Cardiol-
ogy, Heart Institute, University of São Paulo Medical
School (InCor-USP) based on strains of rat, which
aims to identify genes that have a regulatory role on
the mechanism of hypertension.
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