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1. M. Méchali, C. Cayrou, P. Coulombe, E. Rivals, Purification process of nascent DNA, patent n◦ US 61/238 315.

2 International journals (29 + 4)
29. C. Cayrou, P. Coulombe, A. Vigneron, S Stanojcik, O Ganier, I Peiffer, E. Rivals, A Puy, S. Laurent-Chabalier, R.

Desprat, M. Mechali, Genome-scale analysis of metazoan replication origins reveals their organization in specific
but flexible sites defined by conserved features, Genome Research, 21(9), p. 1438-49, Sep. 2011.

28. R. Uricaru, A. Mancheron, E. Rivals, Novel definition and algorithm for chaining fragments with proportional
overlaps, J. of Computational Biology, Vol. 18(9), p. 1141-54, 2011.
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Montpellier, septembre 2002.

1. Eric Rivals, Apports futurs de la bioinformatique, Colloque AUF-AUPELF ”Des modèles biologiques à l’amélioration
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