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F o r e w o r d  

The papers contained in this volume were presented at the Sixth Annual Sym- 
posium on Combinatorial Pattern Matching (CPM 95), held July 5-7, 1995, at 
Hanasaari, a congress center located in Espoo, Finland, a few kilometers from 
Helsinki. They were selected from 44 papers submitted in response to the call of 
papers. In addition, invited lectures were given by Uzi Vishkin (On a Technique 
for Parsing a String) and H. W. Mewes (Genome Analysis: Pattern Search in 
Biological Sequences). 

Combinatorial Pattern Matching addresses issues of searching and matching 
strings and more complicated patterns such as trees, regular expressions, exten- 
ded expressions, etc. The goal is to derive non-trivial combinatorial properties for 
such structures and then to exploit these properties in order to achieve improved 
performance for the corresponding computational problems. 

In recent years, a steady flow of high-quality research on this subject has 
changed a sparse set of isolated results into a full-fledged area of algorithmics 
with important applications. This area is expected to grow even further due 
to the increasing demand for speed and efficiency that comes especially from 
molecular biology, but also from areas such as information retrieval, pattern 
recognition, compiling, data compression, and program analysis. The objective 
of annual CPM gatherings is to provide an international forum for the research 
in combinatorial pattern matching. 

The general organization and orientation of CPM Conferences is coordinated 
by a Steering Committee composed of A. Apostolico, M. Crochemore, Z. Galil, 
and U. Manber. 

The first five meetings were held in Paris (1990), London (1991), ~hcson 
(1992), Padova (1993), and Pacific Grove (1994). After the first meeting a selec- 
tion of the papers appeared as a special issue of Theoretical Computer Science. 
Since the third meeting the proceedings have appeared as volumes 644, 684, and 
807 of the present series. 

CPM 95 was organized by the Department of Computer Science at the Uni- 
versity of Helsinki. The Local Organizing Committee of CPM 95 consisted of 
P. Kilpel~inen, J. K~kkginen, E. Sutinen, and J. Tarhio. The conference was 
supported in part by the Academy of Finland, Ministry of Education (Finland), 
and the University of Helsinki. The efforts of all are gratefully acknowledged. 

Helsinki and New York, April 1995 Zvi Galil 
Esko Ukkonen 
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