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Identification of the nucleoside degradation system in Archaea

Sato, Takaaki

3,400,000

Archaea are microorganisms forming the third domain of life distinct from
Eucarya and Bacteria. Archaeal members possess many unique metabolic pathways. Some
hyperthermophilic archaea, growing at high temperature, utilize a pentose “ bis” phosphate pathway
to degrade nucleosides. However, a nucleoside degradation pathway has been unclear in many
halophilic archaea which grow under high salt concentration and harbor a part of genes in the
pentose bisphosphate pathway. In this study, we selected candidate enzymes to constitute a
nucleoside metabolic pathway in the halophilic archaea by utilizing genomic information and by
purifying an enzyme displaying relevant activity from cell extract of halophilic archaea. By
identifying the enzyme activities of these enzymes, we could find out a previously unrecognized
nucleoside degradation pathway in some halophilic archaea.
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