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ABSTRACT

After a brief introduction to the challenges of molecular diagnostics and the associated
pattern discovery, | will describe a novel genetic algorithm for this task. | will briefly touch
on some of our observations about how different classifiers interact with genetic search. The
main conclusion of our initial experiments is that the deep challenge is not pattern discovery
per se, but how to overcome the limits of small clinical sample sets.

Biography
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Philips SMD assembly equipment. He has also been involved in the development of
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