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Do Nucleotide Sequences Contain More Information
About Protein Structures
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Abstract It is generally accepted that amino acid sequences determine the spatial structures of pro-
teins. Protein structure prediction methods are explicitly or implicitly based on this assumption. How-
ever recent researches show that there do exist some specific correlations between the synonymous
codon usage and protein secondary structure which is meaningful to protein folding theory and genetic
engineering. Recent advances on this subject are briefly reviewed.
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Tab.1 The dataset of coding sequences and corresponding protein secondary structures
E. coli B. subtilis S. cerevisiae Homo sapiens
1 54 14 107 77 12 465
2 31 7297 35 6 304
3 28 28 29 79
4 191 55 763 117 25 882
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