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Bioinformatics for Macre- structural and Topological
Properties of Metabolic Networks

WANG Zheng-hua, ZHOU Ting ting
(National Key Laboratory for Parallel and D stributed Processing, National Univ. of Defense Technology, Changsha 410073, China)
Abstract: In the field of bioinformatics, recently more and more researches are launched on the studies of the gructure and topology
of metabolic networks. We first review the progress for metabolic network reconstruction and representation. Then we look into the macre-
stiuctural and topological properties of metabolic networks which are meaningful for uncovering how metabolic networks evolve and why
they are wbust. Finally we expound our viewpoints on the current issues and the prospective studies in this field.
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