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Development of information system for functional annotation of genomic sequence
alterations by using protein 3D structures

Shirota, Matsuyuki
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In this study, we developed an annotation system of nonsynonymous variants
in the human genome to select those variants that can affect protein structure and function by
evaluating various atomic interactions including hydrophobic interactions, protein-protein
interactions, disulfide bonds, hydrogen bonds, and interactions with DNA, RNA, ions and other small
ligands in the three-dimensional protein structures in Protein Data Bank. We applied this
annotation system to known single nucleotide variants to facilitate interpretation of their
functional roles and provided a web system that can annotate the variants of user”s interest.
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