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A new algorithm for finding a maximum clique in an undirected graph is
described. An approximate coloring algorithm has been improved and used
to provide bounds to the size of the maximum clique in a basic algorithm
which finds a maximum clique. This basic algorithm was then extended to
include dynamically varying bounds. The resulting algorithm is significantly
faster than the comparable algorithm. This algorithm is used for compar-
ing protein structures, to provide the information about protein function
and also the information about possible interactions between proteins. The
principles of graph theory are adopted to investigate protein structures and
predicting protein binding sites.
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