Computer Engineering and Applications HEMIRENE 2009,45(33) 193

FCH i@t o B koS ik Jog B 3L L A

TR EEEF LA CK 2, T RE!
DING De-wu'?,LU Ke-zhong',XU Wen-bo?, FANG Kang-nian'

LB B SitEyURHE R, 280 M 247000

TR AR TRESBE 155 T8 214036

1.Department of Mathematics and Computer Science,Chizhou College, Chizhou, Anhui 247000, China
2.School of Information Technology, Jiangnan University, Wuxi, Jiangsu 214036, China

E-mail : dwding@yahoo.com.cn

DING De-wu,LU Ke-zhong,XU Wen-bo,et al.Advance in metabolic pathway analysis and its application.Computer
Engineering and Applications,2009,45(33):193-196.

Abstract: Due to the absence of detailed kinetic parameters,one of the most important methods,network topology based metabolic
pathway analysis has been developed.The paper firstly introduces the brief history of network based on pathway analysis.Then,two
such network based methods are emphasized:Elementary modes and extreme pathways,with their similarities, differences and ap-—

plications.At last,extreme pathways are employed to analyze PHB metabolism of B.thuringiensis.Except for “historical” biochemical

pathways, the results also suggest that there are some novel pathways.
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