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We propose a new method for comparing the metabolic pathways with reaction substructures. In
this paper, we use subgraphs which include important enzymes, or elementaly flux modes which are
minimal sets of enzyme reactions that can each generate valid steady states as feature. By applying
the proposed method to the metabolic networks of organisms selected from archaea, eubacteria and

eukaryote, we succeed in reconstructing a phylogenetic tree, and confirm the effectiveness of the

method.
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