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Conf. on Bioinformatics and Biomedicine (BIBM2018) doi: 10.1109/BIBM.2018.8621093, 2018.
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16. R. Uricaru, A. Mancheron, E. Rivals, Novel definition and algorithm for chaining fragments with proportional
overlaps, RECOMB Comparative Genomics, Lecture Notes in Computer Science (LNCS), Springer-Verlag, Vol.
6398, p. 161-172, 2010.

15. E. Rivals, L. Salmela, P. Kiiskinen, P. Kalsi, J. Tarhio, MPSCAN: fast localisation of multiple reads in genomes,
Proc. 9th Workshop on Algorithms in Bioinformatics, Lecture Notes in BioInformatics (LNBI), Springer-Verlag,
Vol. 5724, p. 246-260, 2009.

14. E. Adebiyi, E. Rivals, On the Detection of Recombination in Minisatellite Data, Proc. of the 1st Southern African
Bioinformatics Workshop, p. 25-32, S. Hazelhurst, M. Ramsay editors, Johannesburg, 28-30 Jan 2007.

13. O. Bodini, E. Rivals, Tiling an Interval of the Discrete Line, Proc. 17th Annual Symposium on Combinatorial
Pattern Matching (CPM), LNCS vol. 4009, p. 117-28, G. Valiente, M. Levenshtein editors, Springer-Verlag,
Berlin, 2006.

12. F. Nicolas, E. Rivals, Hardness of Optimal Spaced Seed Design, Proc. 16th Annual Symposium on Combinatorial
Pattern Matching (CPM), LNCS vol. 3537, p. 144-55, A. Apostolico, M. Crochemore, K. Park editors, Springer-
Verlag, Berlin 2005.

11. O. Delgrange, E. Rivals, Modular Data Compression to Optimally Locate Regular Segments in Sequences. Appli-
cation to DNA Sequence Analysis au 26th Symposium on Information Theory in the Benelux (IT05), p. 105-12, J.
Cardinal, N. Cerf, O. Delgrange, O. Markowich Eds, ISBN 90-71048-21-7, Bruxelles, Mai 2005.

10. F. Nicolas, E. Rivals, Complexities of the Median and Center String Problems, Proc. 14th Annual Symposium on
Combinatorial Pattern Matching (CPM), LNCS vol. 2676, p. 315-27, R. Baeza-Yates, E. Chavez, M. Crochemore
editors, Springer-Verlag, Berlin, 2003.

9. S. Bérard, E. Rivals, Comparison of Minisatellites, 6th International Conference on Computational Molecular
Biology (RECOMB02), p. 67-76, ACM Press, Washington, 2002.

8. Eric Rivals, Sven Rahmann, Combinatorics of Periods in Strings Proc. 28th International Colloquium on Au-
tomata, Languages, and Programming, Lecture Notes in Computer Science vol. 2076, p. 615-26., P. Orejas, P. G.
Spirakis, J. van Leuween editors, Springer Verlag, Berlin, 2001.

7. Sven Rahmann, Eric Rivals, Exact and Efficient Computation of the Expected Number of Missing and Common
Words in Random Texts, Proceedings of the 11th Annual Symposium on Combinatorial Pattern Matching, Lecture
Notes in Computer Science, Number 1848, p. 375-87, Springer-Verlag, Berlin, 2000.

6. S. Burkhardt, A. Crauser, P. Ferragina, H.-P. Lenhof, E. Rivals, M. Vingron, q-gram Based Database Searching
Using a Suffix Array (QUASAR), Proc. of the 3rd International Conference on Computational Molecular Biology
(RECOMB99), p. 77-83, ACM Press, Washington, 1999.

5. O. Delgrange, M. Dauchet, E. Rivals, Location of Repetitive Regions in Sequences By Optimizing A Compression
Method, Proc of the 4th Pacific Symposium on Biocomputing (PSB), p. 254-65, Hawai, 4-9 janvier 1999.

4. J.-S. Varré, J.-P. Delahaye, E. Rivals, The Transformation Distance: a Dissimilarity Measure Based on Movements
of Segments, à la German Bioinformatics Conference, Cologne, du 7-11 octobre 1998.

3. E. Rivals, M. Dauchet, J-P. Delahaye, O. Delgrange, Fast Discerning Repeats in DNA Sequences with a Compres-
sion Algorithm, Proc. of the 8th Workshop on Genome and Informatics (GIW97), vol. (8), p. 215-26, Universal
Academic Press, Tokyo, Japan 1997.

2. E. Rivals, J-P. Delahaye, M. Dauchet, O. Delgrange, A Guaranteed Compression Scheme for Repetitive DNA Se-
quences, Proceedings of the 6th Data Compression Conference, p. 453, IEEE Computer Science Press, Snowbird,
Utah, 1996.
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1. E. Rivals, O. Delgrange, J-P. Delahaye, M. Dauchet, A First Step Towards Chromosome Analysis by Compression
Algorithms, Proc. of the IEEE Symposium on Intelligence in Neural and Biological Systems (INBS), p. 233-9,
IEEE Computer Science Press, Herndon (VA), 1995.

5 Chapter in a book (2)
2. Eric Rivals, L. Salmela, J. Tarhio, Exact Search Algorithms for Biological Sequences, pages 1-22 dans ALGO-

RITHMS IN COMPUTATIONAL MOLECULAR BIOLOGY: TECHNIQUES, APPROACHES AND APPLICATIONS, Edi-
teurs scientifiques M. Elloumi, A.Y. Zomaya, ISBN : 978-0470505199, Wiley Series in Bioinformatics, Wiley,
2010.

1. Eric Rivals, Apports futurs de la bioinformatique, pages 65-75 dans DES MODÈLES BIOLOGIQUES À L’AMÉLIORATION
DES PLANTES, Editeur scientifique S. Hamon, ISSN : 0767-2896, ISBN : 2-7099-1472-7, IRD Editions Collection
”Colloques et Séminaires”, 892 pages Paris, 2001.

6 Softwares (20)
20. AQUAPONY: an interactive visualisation tool for phylogenies with ancestral annotations and trait evolution sce-

narios
access http://www.atgc-montpellier.fr/aquapony; publication: (52).

19. Motif : a web-service for searching binding sites in whole genomes
access http://www.atgc-montpellier.fr/motif; Communication: (29).

18. SAVAGE: a de novo assembly for viral quasispecies
access https://bitbucket.org/jbaaijens/savage; publication (46).

17. RSCURS: an R program for assessing synonymous codon usage bias from Ribo-sequencing data
access http://www.lirmm.fr/˜rivals/rscu; publication (45).

16. YOC: pairwise whole genome alignment https://github.com/ruricaru/YOC; publication (38).

15. LoRDEC: hybrid, accurate, and efficient long read error correction
access http://www.atgc-montpellier.fr/lordec; publication (36).

14. GS check: an application framework for comparing automatically the results of NGS data analyses.

13. Compressed Gk arrays: a C++ library implementing a compressed indexing data structure for NGS reads.
communication (18)

12. CRAC: a program to analyse RNA sequencing reads obtained from deep sequencing.
access http://crac.gforge.inria.fr/; publication (31)

11. Gk arrays: a C++ library for indexing huge collection of Next Generation Sequencing read collections.
access http://www.atgc-montpellier.fr/gkarrays/; see publication (27)

10. QOD: Comparison of complete genomes based on segmentation by similarity.
access http://www.atgc-montpellier.fr/qod/; see publication (26)

9. MPscan: fast localisation of multiple reads in genomes, related to publication Rivals et al., WABI, LNCS 2009
access http://atgc.lirmm.fr/mpscan; see communication (27)

8. TandemSAGE: identification of SAGE tags in tandem in genomes
access http://www.lirmm.fr/˜rivals/GENOMICS; see publication (18)

7. PPR: detection and annotation of protein PPR motifs with Hidden Markov models
access http://atgc.lirmm.fr/PPR; see communication (27)
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6. MS Align: alignement of variable tandem repeat sequences
access http://atgc.lirmm.fr/ms align; see publications (7), (14)

5. STAR (Search for Approximate Tandem Repeats): locate tandem repeats in genomes
access http://atgc.lirmm.fr/star; see publication (11)

4. GeneNest: gene index and EST clustering for Human, mouse, C. elegans, and Arabidopsis
access http://genenest.molgen.mpg.de; see publication (6)

3. Transformation Distance: alignment free sequence comparison with rearrangements
access http://www.lifl.fr/˜varre/TD; see publication (5)

2. 2ZIP: detection ”Leucine zipper” protein domains
access http://2zip.molgen.mpg.de; see publication (4)

1. QUASAR: fast local similarity search tool; see communication (7)

7 Doctoral and habilitation thesis
2. E. Rivals, Algorithmes d’analyse de séquences en bioinformatique. Périodicité et répétitions, Habilitation thesis

in computer science, Université de Montpellier II, 2005.

1. E. Rivals, Algorithmes de compression et applications à l’analyse de séquences génétiques, Doctoral thesis in
computer science, Université de Lille I, 1996.
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