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Establishment of isolation method for non-culturable soil bacteria and genome
analyses of the isolates - to support metagenomic studies.

Otsuka, Shigeto
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By using a newly developed polysaccharide containing medium, the present study
isolated strains belonging to the phylum Verrucomicrobia, a representative non-culturable group of soil
bacteria, and analyzed genome data of three strains. The genome data are going to be registered and
published in genome databases in the near future.

The characteristics of the gene compositions of Verrucomicrobia based on the new data as well as
already-known data available in genome databases. As the result, it was revealed that Verrucomicrobia
generally harbor more carbohydrate-active enzymes than other bacteria, and have genes of many
saccharide-degrading enzymes that other bacteria rarely have. It was indicated that Verrucomicrobia is a
group of bacteria that has a high metabolic potential for diverse saccharides.
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