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Implementation of massive Bar@llel Evolutionaly Computation from Biological
experiment data analysis obtained by wetGA

Yamamura, Masayuki
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Evolutionary Computation is an optimization search technique inspired by
Biological Evolution. We inversely developed a molecular implementation of Evolutionary
Computation, called wet GA, and applied it in Protein Engineering. This research shows the next
stage of this Biology / Computer spiral. We improved conventional Evolutionary Computation models
with the knowledge obtained by wet GA. We found the fact that can be hard to achieve expected
performance even with massive parallelism. There is a trade-off between the population size, i.e.
the degree of parallelism, and the generation number, i.e. the time to find the optimum. We
examined the trade-off by using travelling salesman problems and typical function optimization
problems. The results show that too much parallelism will become wasteful when the problem has a
simple search landscape.
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