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reactive systems: Aceto, L., Ingólfsdóttir, A., Larsen, K. and Srba, J., Reactive Systems Mod-
elling, Specification and Verification, Cambridge Univeristy Press, 2007.

CSP: Hoare, C.A.R., Communicating Sequential Processes, Prentice Hall, 1985.
http://www.usingcsp.com/

ACP: Fokkink, W., Introduction to Process Algebr, Springer, 2000.

CCS: Milner, R., A Calculus of Communicating Systems, Springer 1980.

• Slide 5

π-calculus: Milner, R., Communicating and Mobile Systems: the Pi-Calculus, Cambridge Uni-
versity Press, 1999

PEPA: Hillston, J., A Compositional Approach to Performance Modelling, Cambridge University
Press, 1996. http://www.dcs.ed.ac.uk/pepa/book.pdf
For additional PEPA references, see http://www.dcs.ed.ac.uk/pepa/papers/.
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general approach: Regev, A., Silverman, W. and Shapiro, E., Representing biomolecular pro-
cesses with computer process algebra: pi-calculus programs of signal transduction path-
waysm, 2000. http://www.wisdom.weizmann.ac.il/˜biospi/pi_draft.ps
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reagent-centric and pathway-centric: Calder, M., Gilmore, S. and Hillston, J., Modelling the
influence of RKIP on the ERK signalling pathway using the stochastic process algebra PEPA.
Transactions on Computational Systems Biology VII, LNCS 4230, 1-23, 2006.
http://dx.doi.org/10.1007/11905455_1

analyses: Calder, M., Gilmore, S., Hillston, J, and Vyshemirsky, V., Formal methods for bio-
chemical signalling pathways, to appear, 2007.
http://www.dcs.ed.ac.uk/pepa/formalmethodsbiochemical.pdf

ODEs: Calder, M., Gilmore, S. and Hillston, J., Automatically deriving ODEs from process alge-
bra models of signalling pathways, Plotkin, G. (ed), Proceedings of Computational Methods
in Systems Biology (CMSB 2005), 204-215, Edinburgh, Scotland, April 2005.
http://www.dcs.ed.ac.uk/pepa/highlowodes.pdf
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model of RKIP influence: Calder, M., Gilmore, S. and Hillston, J., Modelling the influence of
RKIP on the ERK signalling pathway using the stochastic process algebra PEPA. In Trans-
actions on Computational Systems Biology VII, LNCS 4230, 1-23, 2006.
http://dx.doi.org/10.1007/11905455_1

model of MAP Kinase cascade: Calder, M., Duguid, A., Gilmore, S. and Hillston, J., Stronger
computational modelling of signalling pathways using both continuous and discrete-state
methods, Priami, C. (ed), Proceedings of the Fourth International Conference on Computa-
tional Methods in Systems Biology (CMSB 2006), LNCS 4210, 63-77, 2006.
http://dx.doi.org/10.1007/11885191_5

Bio-PEPA: Ciocchetta, F. and Hillston, J., Bio-PEPA: a framework for the modelling and analysis
of biological systems, Technical Report EDI-INF-RR-1231, School of Informatics, Univer-
sity of Edinburgh, 2008. http://www.inf.ed.ac.uk/publications/report/1231.
html

• Slide 11

stochastic π-calculus: Priami, C., Regev, A., Shapiro, E. and Silverman, W., Application of a
stochastic name-passing calculus to representation and simulation of molecular processes,
Information Processing Letters, 80:25-31, 2001.
http://dx.doi.org/10.1016/S0020-0190(01)00214-9

model of cell cycle control: Lecca, P. and Priami, C., Cell Cycle Control in Eukaryotes: A BioSpi
model, Electronic Notes in Theoretical Computer Science, 180(3):51-63, 2007.
http://dx.doi.org/10.1016/j.entcs.2004.08.072

model of lymphocyte-endothelial interactions: Lecca, P., Priami, C., Laudanna, C. and Con-
stantin, G. A Biospi Model of Lymphocyte-Endothelial Interactions in Inflamed Brain Venules,
Pacific Symposium on Biocomputing 9:521-532, 2004.
http://helix-web.stanford.edu/psb04/lecca.pdf

VIrtual CEll: Chiarugi, D,. Curti, M., Degano, P. and Marangoni, R., VICE: A VIrtual CEll.
CMSB 2004, LNCS 3082, 207-220, 2005. http://dx.doi.org/10.1007/b107287

Brane Calculus: Cardelli, L., Brane Calculi: Interactions of Biological Membranes, CMSB 2004,
LNCS 3082, 257-278, 2005. http://dx.doi.org/10.1007/b107287
Danos, V. and Pradalier, S., Projective Brane Calculus, CMSB 2004, LNCS 3082, 134-148,
2005. http://dx.doi.org/10.1007/b107287
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beta binders: Priami, C. and Quaglia, P., Beta Binders for Biological Interactions, CMSB 2004,
LNCS 3082, 20-33, 2005. http://dx.doi.org/10.1007/b107287

Bio-Ambients: Regeva, A., Paninab, E., Silverman, W., Cardelli, L. and Shapiro, E., BioAmbi-
ents: an abstraction for biological compartments, Theoretical Computer Science, 325:141-
167, 2004. http://dx.doi.org/10.1016/j.tcs.2004.03.061

κ-calculus: Danos, V. and Laneve, C., Formal molecular biology, Theoretical Computer Science
325:69-110, 2004. http://dx.doi.org/10.1016/j.tcs.2004.03.065
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ten principles of systems biology: Noble, D., Claude Bernard, the first systems biologist, and the
future of physiology, Experimental Physiology, 2008. Published online 19th October 2007,
expphysiol.2007.038695v1
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