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A method for Species Comparison of
Metabolic Network using Reaction Profile

Yukako Tohsato
Department of Bioscience and Bioinformatics,
College of Information Science and Engineering, Ritsumeikan University

Comparative analyses of the metabolic pathways among species give important
information on evolution and on pharmacological targets. In this paper, we propose a
method to compare the metabolic networks among species based on enzymatic reaction. By
applying our method to the metabolic networks of 33 representative organisms selected
from bacteria, archaea, and eukaryotes in the MetaCyc database, we reconstructed the
phylogenetic tree that represents the similarity of metabolic network based on metabolic

phenotypes.
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