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Qualitative analysis of a gene regulatory network

CHEN Shaobai'  LUO Jia'
1 College of Science, Wuhan University of Science and Technology, Wuhan 430081

Abstract Based on the Banach contraction mapping principle ,the existence and uniqueness of the solution of a class of
gene regulatory network with SUM logic was discussed. Combined with the actual background of gene regulatory net-
works , the equilibrium point of the Lyapunov stability was analyzed and several sufficient conditions were obtained.
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