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This book constitutes the refereed proceedings of the 17th Annual
Symposium on Combinatorial Pattern Matching, CPM 2006, held in
Barcelona, Spain, July 2006. The book presents 33 revised full papers
together with 3 invited talks, organized in topical sections on data
structures, indexing data structures, probabilistic and algebraic
techniques, applications in molecular biology, string matching, data
compression, and dynamic programming.


