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5 Sorting- and FFT-Based Techniques in the Discovery of Biopatterns 93
Sudha Balla, Sanguthevar Rajasekaran, and Jaime Davila

v

CO
PYRIG

HTED
 M

ATERIA
L



vi CONTENTS

6 A Survey of Seeding for Sequence Alignment 117
Daniel G. Brown

7 The Comparison of Phylogenetic Networks: Algorithms
and Complexity 143
Paola Bonizzoni, Gianluca Della Vedova, Riccardo Dondi, and
Giancarlo Mauri

PART II GENOME AND SEQUENCE ANALYSIS 175

8 Formal Models of Gene Clusters 177
Anne Bergeron, Cedric Chauve, and Yannick Gingras

9 Integer Linear Programming Techniques for Discovering
Approximate Gene Clusters 203
Sven Rahmann and Gunnar W. Klau

10 Efficient Combinatorial Algorithms for DNA
Sequence Processing 223
Bhaskar DasGupta and Ming-Yang Kao

11 Algorithms for Multiplex PCR Primer Set Selection with
Amplification Length Constraints 241
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