Proceeding of International Medical Informatics Symposium in Taiwan 2007

FF I EERE 27T
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Abstract

We can understand the phylogeny of different species by
calculating the evolutionary distance which is important
to biology. The application of estimating evolutionary
rates methods includes the design of phylogenetic
analysis and phylogenetic tree. In the past, long-term
evolutionary analyses were almost applied to unrealistic
strong assumptions which only conformed to some
situations, such  as

stationary,  non-stationary,
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homogeneity, and heterogeneity. The point in our study is
to derive a new method for estimating evolutionary rates
which generally adapts to stationary, non-stationary,
homogeneity, heterogeneity situations. We give a name to
our evolutionary distance calculating  method
TP(Two-Phase method). Comparing the results with JC -
K2P ~K3P ~GTR -LogDet, TP for estimating evolutionary
rates has the remarkable accuracy than others, and the
for

technology of the study is a sufficient tool

evolutionary distance calculating.
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