Affymetrix quality controls

Our arrays were submitted to the quality controls established by Affymetrix [1]. These
results were obtained through the examination of the .dat and .rpt files, which were done
by the software provided by Affymetrix MAS 5.0.

1.- Probe Array Image Inspection

A general visual inspection of the different arrays (.dat files) was done without
observing any evident problems (scratches, saturation areas, etc.).

2.- B2 Oligo Performance

The pattern of intensities (border and corner pattern and the array name) done by B2
Oligo was observed clearly in the arrays.

3.- Average Background and Noise Values

The Average Background and Noise (RawQ) was similar among the arrays, ranged
between 2.13 and 3.15 and with a median of 2.54.

4.- Hybridization Controls: bioB, bioC, bioD and cre.

All hybridization controls were called “Present” and bioB, bioC, bioD and cre have
respectively increasing signal values.

5.- Internal Control Genes: GAPDH and (-actin.

The ratio of the 3’ to the 5> GAPDH and B-actin probe set was always no more than 3.
GAPDH: range between 1.04 and 1.62 with a median of 1.435. B-actin: range between
0.94 and 1.93 with a median of 1.315.

6.- Percent Present

The percentage of genes called Present remained consistent across the arrays, being into
the range of 29.2 and 34.9 with a median of 31.9.

7.- Scaling and Normalization Factors

Applying a global scaling with a Target Intensity value of 150 the scaling factor was
similar among all the arrays, ranged between 1.257 and 2.705 and with a median of
2.090.

Therefore, we could conclude that arrays had passed all the Affymetrix quality controls.
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