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Abstract
Glycolysis is central pathway and it has very important function that connected with other

metabolic pathways (TCA cycle, pentose phosphate pathway, fatty acid synthesis, amino acid
synthesis, oxidation, respiratory chain). The study of glycolysis pathway is very actively being
investigated more than others in the metabolic pathways. So, its reaction mechanisms,
metabolites, and reaction steps have been examined in many other researches. But most of
these researches have been studied not overall study but individual steps independently.

Therefore we need clearly examination and elucidation of glycolysis metabolic mechanism. In
this study, first we have investigated for construction of glycolysis metabolic network and
second we tried to collect all the variables as much as possible which might affect the
glycolysis metabolic pathway. Also we could know a time course glycolysis’ metabolites with

simulation
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