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Detecting Repeat Families in Incompletely Sequenced Genomes
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S. Oehm, D. Gilbert, A. Tauch, J. Stoye, A. Goesmann
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HP Distance via Double Cut and Join
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Gecko and GhostFam - Rigorous and Efficient Gene Cluster Detection in Prokaryotic Genomes
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An Incomplex Algorithm for Fast Suffix Array Construction
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J. Comp. Biol. 13(7), 1340-1354, 2006.

A Unifying View of Genome Rearrangements
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An Incomplex Algorithm for Fast Suffix Array Construction
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Linear Time Algorithms for Finding and Representing all the Tandem Repeats in a String
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Lecture Notes in Informatics, P-53, Bonn, 2004.
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A. Bergeron, J. Mixtacki, J. Stoye
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Quadratic Time Algorithms for Finding Common Intervals in Two and More Sequences
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Algorithmic Complexity of Protein Identification: Combinatorics of Weighted Strings
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Benchmarking Tools for the Alignment of Functional Noncoding DNA
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Divide-and-conquer Multiple Alignment with Segment-based Constraints
M. Sammeth, B. Morgenstern, J. Stoye
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Efficient Implementation of Lazy Suffix Trees
R. Giegerich, S. Kurtz, J. Stoye
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QAlign: Quality-Based Multiple Alignments with Dynamic Phylogenetic Analysis
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R. Giegerich, J. Stoye
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On the Similarity of Sets of Permutations and its Applications to Genome Comparison
A. Bergeron, J. Stoye
Proceedings of COCOON 2003, Springer Verlag, LNCS 2697, 68-79, 2003.
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A Novel Approach to Remote Homology Detection: Jumping Alignments
R. Spang, M. Rehmsmeier, J. Stoye
J. Comp. Biol. 9(5), 747-760, 2002.

Common Intervals and Sorting by Reversals: A Marriage of Necessity
A. Bergeron, S. Heber, J. Stoye
Bioinformatics 18(Supplement 2), S54-S63, 2002. (Proceedings of ECCB 2002)

Index Structures for Large Sequence Data: Suffix Trees and Affix Trees (invited abstract)
J. Stoye
Gl Jahrestagung (Erganzungsband), LNI P-20, 67, 2002.

Algorithmic Complexity of Protein Identification: Searching in Weighted Strings
M. Cieliebak, Zs. Liptak, E. Welzl, T. Erlebach, J. Stoye
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Resampling Methods in Physical Mapping
S. Heber, J. Stoye, M. Frohme, J. Hoheisel, M. Vingron
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Simple and Flexible Detection of Contiguous Repeats Using a Suffix Tree
J. Stoye, D. Gusfield
Theor. Comput. Sci. 270(1-2), 843-856, 2002.
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Algorithms for Finding Gene Clusters
S. Heber, J. Stoye
Proceedings of WABI 2001, Springer Verlag, LNCS 2149, 252-263, 2001.

Finding all Common Intervals of k Permutations
S. Heber, J. Stoye
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REPuter: the Manifold Applications of Repeat Analysis on a Genomic Scale
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Finding Maximal Pairs with Bounded Gap
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In: M. Crochemore, L. Ggsieniec (eds.): Matching Patterns (Journal of Discrete Algorithms), 77-104, 2000.
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Logos Verlag, Berlin, 2000.

An lterative Method for Faster Sum-of-Pairs Multiple Sequence Alignment
K. Reinert, J. Stoye, T. Will
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Contig Selection in Physical Mapping
S. Heber, J. Stoye, M. Frohme, J. Hoheisel, M. Vingron
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Computation and Visualization of Degenerate Repeats in Complete Genomes
S. Kurtz, E. Ohlebusch, C. Schleiermacher, J. Stoye, R. Giegerich
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Sequence Database Search Using Jumping Alignments
R. Spang, M. Rehmsmeier, J. Stoye
Proceedings of ISMB 2000, 367-375, 2000.

Contig Selection in Physical Mapping
S. Heber, J. Stoye, J. Hoheisel, M. Vingron
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A. Krause, J. Stoye, M. Vingron
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Combining Divide-and-Conquer, the A*-Algorithm, and Successive Realignment Approaches to
Speed up Multiple Sequence Alignment
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Efficient Implementation of Lazy Suffix Trees
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Simple and Flexible Detection of Contiguous Repeats Using a Suffix Tree (Preliminary Version)
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The Number of Standard and of Effective Multiple Alignments
A. Dress, B. Morgenstern, J. Stoye
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J. Stoye, D. Evers, F. Meyer
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