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Abstract

In the field of biotechnology, computer can play varied roles such as the ordinal analysis,
ordianl comparison, nutation tracing, analogy comparison for drug design, estimation of protein
function, cell mechanism, and verifying the role of a gene for preventing diseases. Additionally,
by constructing database, it can provide an application for the cloning process in other data
researches, and be used as a basis for the comparative genetics. For the most of researcher
about biotechnology, they need to use the tool that can do all of job above.

This study is focused on looking into problems of existing systems to analysis bio data, and
designing an improved analyzing system that can propose a solution. In additional, it has been
considered to improve the performance of each constituent, and all the constituents, which have
been separately processed, are combind in a single system to get over old problems of the
existing system.
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