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An Effective Method of Selecting Probes for Gene
Expression Arrays
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Abstract: To reduce the calculation in the process of probe selection for gene expression arrays, the amount of
candidate probes is reduced with the longest common sequence rule. In the same time, the effect of probe
design is guaranteed by continuously increasing the probe number calculated. Applying to test data, it shows
that the method is effective, and the result of probes selected is satisfied.
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Fig. 5 The relation between the longest common sequence of probe and temperature difference
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