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In this paper, we present an encoding method of tertiary protein structures, and using this codes we
attempt to predict tertiary protein structures from amino acid residues. In our approach, first, we select
proteins which have common local patterns in amino acid sequences as a data set. Second, we compute
statistics of tertiary protein structure codes and four successive amino acid residues from the data set.
Third, using the statistics we attempt to predict the tertiary structure from an amino acid sequence
which has the same common local patterns.
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