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The identification of coding segments has been one of the most difficult problems in
bioinformatics. We propose probability models and methods, allowing to increase accuracy of
prediction of protein-coding segments of eukaryotic DNA sequences.

At the present time the large amount of methods proposed and the number of software
systems developed for prediction of protein-coding segments of eukaryotic DNA sequences. The
basic lacks of the methods proposed and the programs developed are missing and concatenation of
coding segments, as well as errors in determining the boundaries of the coding segments.

We propose probability models of protein-coding segments of eukaryotic DNA based on:

1. n-dimensional (n=3, 4, 5, 6) probability distribution of nucleotides.

2. parsimonious high order Markov chains.

We also present mathematical methods for prediction of protein-coding segments in
eukaryotic DNA sequences based on our models





