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Training courses

Introduction to microarray gene expression analysis

From raw data to gene selection
Ana M Rojas, Eduardo Andreés, Cb

(IBIS)

Francisco J. Moron, Genomics Unit (IBIS)
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This introductory course on microarray
analysis is targeted to people without previ-
ous knowledge on this field.

We will cover the basic steps that should be
followed to obtain a list of differentially ex-
pressed genes, starting from raw expres-
sion data.

The theoretical part of the course will be
comprehensive and the similarities and dif-
ferences between one- and two-co lor arrays
will be discussed.

For the practical part, an already published
public dataset of Agilent two- color arrays
will be used for all subsequent hands- on
work.

Students will get familiar with raw data for-
mat, background subtraction and normaliza-
tion procedures that are needed before any
differential expression analysis.

Some notions on experimental design and
statistical tests will be given, and attendees
will learn the value of biological replicates
and the importance of multiple testing cor-
rections.

Finally, we will present some useful tools to
visualize the results and review the cluster-
ing methods, making emphasis on the in-
terpretation of the results.
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