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ABSTRACT: Amino acid network is a new approach on the relationship between protein structure and function by using the tech-
nology of complex network. In this article, we reviewed the computational methods of mainly network parameters in amino acid network,
such as the degree distribution, the clustering coefficient and the average minimal distance. Combining the research groups works, we
introduced the commonly used constructing and analyzing methods of amino acid network. Meanwhile, we concluded the application on
protein folding and protein docking. Finally, the existing major questions of amino acid network were analyzed and the prospects of the
future study were made.
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