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Analysis of the Constraints on Amino Acid Pairs
in Proteins

Matsuyuki Shirota’ and Kengo Kinoshita™'"

Various constraints are imposed on amino acid sequences of native proteins in order to
maintain their structures and functions. To clarify these constraints, we analyzed the
propensities of amino acid pairs at particular sequence separations. As results, we
found that identical amino acid pairs in local amino acid sequence occur more frequently
than random in intrinsically disordered proteins, and that the occurrence of amino acid
pairs are strongly dependent on the order of the two amino acids.
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