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A method for extracting conserved subnetworks from metabolic network

based on phylogenetic profile

Shoko Miyake, Yoichi Takenaka and Hideo Matsuda
Department of Bioinformatic Engineering,
Graduate School of Information Science and Technology, Osaka University

g o

This article presents a method to extract metabolic sub-networks conserved among or-
ganisms based on similarity between phylogenetic profiles of enzymatic reactions. We for-
mulated a profile similarity score based on the phylogenetic profile. By using the score,
we perform a connected component search algorithm. By applying our approach to the
metabolic networks of 19 representative organisms selected from bacteria, archaea, and eu-
karyotes in the KEGG database, we detected some highly conserved sub-networks among
the organisms. We obtained one of hte sub-network conserved among most of the organisms
and the tryptophan biosynthesis pathway conserved between bacteria and archaea.
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