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ABSTRACT

The eukaryotic genome consists of two kinds of regions. One is coding region that operates to

synthesize protein. The other is non-coding region that does not operate to synthesize protein. Most of

DNA base sequences of eukaryotic genome are non-coding region. To find embedded information in

non-coding region is one of the most important tasks for clarifying evolution of species.

We analyze DNA base sequences of Dictyostelium Discoideum and ribosomal protein gene with 1/f

noise in chaos theory.
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