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Analysis of driven nodes in control of metabolic pathways
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The maximum matching (MM) approach was proposed to control complex networks by using a small number of driver nodes. The
targets of such driver nodes are called driver nodes. However, the MM model may underestimate the number of driver nodes
because it allows configurations of multi-signal driver nodes. Moreover, because the solution of a MM model is not unique new
algorithms are needed. Here we propose a new algorithm that identifies unique driven nodes in large-scale biological networks.
The developed algorithm does not only demonstrate that the MM model underestimates the number of driver nodes in most of the

analyzed metabolic networks but also shows the biological importance of the targeted driven molecules.
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