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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.
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AQUAPONY: an interactive visualisation tool for phylogenies with ancestral annotations and trait evolution sce-
narios
access http://www.atgc-montpellier. fr/aquapony; publication: (52).

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

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

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

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

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

GS_check: an application framework for comparing automatically the results of NGS data analyses.

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

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

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)

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

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)

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

PPR: detection and annotation of protein PPR motifs with Hidden Markov models
access http://atgc.lirmm. £r/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.1lifl. 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)
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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 a ’analyse de séquences génétiques, Doctoral thesis in
computer science, Université de Lille I, 1996.
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