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Transformation into component bacteria

Fig. 1. Flow diagram for the construction of synthetic organisms
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Table 1, Example simulation programs,

Name(details) Descriptors* | Website

E-Cell KWUS http://www e-cell.org/

BioSim qWMU http://www molgen mpg.de/~biosim/BioSim/
BioSimHome html

MCell rsU http://www mcell cnl salk edu/

Virtual Cell ksDFWMU | http://www nrcam uchc edu/

Gepasi/Copasi | fkFW http://gepasi.dbs .aber ac uk/softw/gepasi html

Neuron ksFWMUS | http://neuron duke.edu/

Genesis ksUS http://www genesis-sim org/GENESIS/

Plas kfbFW http://correio cc fc ul pt/

Ingeneue kfFMWUS | http://rusty fhl washington edu/ingeneue/
index_html

DynaFit kfw http://www biokin com/dynafit/

T7 Simulator kUS http://virus, molsci.org/t7/

Molecularizer

/Stochastirator krUS http://www molsci org/Dispatch

The deescriptors are as follows: b, bifurcation analysis and steady-state
calculation; f, flux balance/metabolic control and related analyses; k, deterministic
kinetic simulation; g, qualitative simulation; r, stochastic process models; s, spatial
processes; D, database connectivity; F, fitting, sensitivity and optimization code;
M, runs on Macintosh; S, source code available; U, runs on linux or unix; W, runs
on windows,
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1) Demonstrating a design property of a network

2) Developing an understanding of endogenous control

3) Developing a strategy for control or design

4) Proving necessity and/or sufficiency

5) Explaining the contradictory or exotic behavior of complex networks
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Fig. 2. A hypothetical cell-like structure
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