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Predicting a foreign gene expression by using decision trees

Satoshi Kira

abstract: Recently many biotechnologies have been heated up. Among them there is a special research field
about foreign gene expression. Useful proteins are produced by using a host cell(e.g. E.coli, yeast). However,
this technology is unstable and inadequate, thinking of practical situations. One reason which makes it difficult
is that each host cell has its own likes. Experts try the huge number of experiments when they face these
situations. These are really hard work and basically they depend only their intuitions. So we propose a
prediction system of foreign gene expression by using decision tree techniques for the purpose of reducing their
efforts. Using instances very few, so we apply Cross-Validation and Bootstrap methods for error estimation
and model selection, and use transfomed instances into binary classes. Finally We apply and evaluate it on
some real problems offered by AGC(Asahi Glass Company). The results agreed with usual researches and

these were useful informations for experiments with a foreign gene expression.
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' . AUG —> M
AminoAcid: MCPARSL. . . .. UGu —> ¢
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