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Preface

This issue of the journal reports some selected contributions from the workshops
BioConcur 2004 chaired by Anna Ingolfsdottir and Hanne Riis Nielson and
BioConcur 2005 chaired by Bud Mishra and Corrado Priami.

There are three contributions from BioConcur 2004. The first one is by
Calder, Gilmore and Hillston on the modelling of signalling pathways using the
stochastic process algebra PEPA. The second contribution is by Kuttler and
Niehren on gene regulation in π-calculus. The last contribution is by Remy, Ruet,
Mendoza, Thieffry and Chsouiya on the relationships between logical regulator
graphs and Petri nets.

There are five contributions from BioConcur 2005. The first contribution is
by Eccher and Lecca on the automatic translation of SBML models to stochastic
π-calculus. The second paper is by Blinov, Yang, Faeder and Hlavacek on the
use of graph theory to model biological networks. The third contribution, by
Jha and Shyamasundar, introduces biochemical Kripke structures for distributed
model checking. The fourth paper is by Phillips, Cardelli and Castagna on a
graphical notation for stochastic π-calculus. The last paper is by Remy and
Ruet on differentiation and homeostatic behaviour of boolean dynamic systems.

The volume ends with a regular contribution by Margoninsky, Saffrey, Het-
herington, Finkelstein and Warner that describes a specification language and a
framework for the execution of composite models.

July 2006 Corrado Priami
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