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Biochemical reaction network models give rise to polynomial dynamical systems that are usually high dimensional,

nonlinear, and have many unknown parameters. Due to the presence of these unknown parameters (such as reaction rate

constants) direct numerical simulation of the chemical dynamics is practically impossible. On the other hand, we will

show that important properties of these systems are determined only by the network structure, and do not depend on

the unknown parameters. Also, we will point out connections with classical problems in algebraic geometry, such as the

real Jacobian conjecture. (Received January 29, 2008)
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