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In recent work, the possible relationship between protein synthesis pro-
cesses and digital transmission systems has been successfully investigated.
Advances in this area could lead to conclusions about evolution and the con-
nection between species. Based on the Code Theory, biological sequences
have been identified as BCH code words to verify the validity of this model.
In the article Construction of Cyclic Codes over Z20 for Identifying Proteins1,
three algorithms were designed to identify odd-length biological sequences of
amino acids as keywords of cyclic codes. In this talk, we will present some
aspects of the mathematical background of the algorithms through which
we have been able to detect possible improvements for some steps of the
above-mentioned algorithms.
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