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Advances in genome sequencing technology are providing the sequenced human
genomes and exomes of large numbers of individuals, thereby identifying regions under
evolutionary pressure. Although signs of such pressures manifest throughout the genome,
the mechanisms responsible are often unclear. Allostery serves as a plausible mechanism
in many cases. We take a generalized approach to this problem by using protein
conformational changes to identify potential allosteric residues in large numbers of
proteins, and then evaluating their conservation using various measures and sources of
data, including human genomes. These residues are conserved both among humans and
across species, and they may sometimes aid in interpreting disease-associated mutations.

We also introduce a user-friendly software tool for implementing this method.



