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In this stud¥, microbial diversity in peat pond was studied by using a
culture-independent 16S rRNA gene amplicon analysis. The results showed that several bacterial
families (Clostridiaceae, Ruminococcaceae, Veillonellaceae, Holophagaceae, and Spirochaetaceae) to
which previously reported homoacetogens belonged were detected. In addition, cultivation of the
syntrophic acetate-oxidizing bacteria was attempted. Although the attempt was not successful,
several homoacetogens and other bacteria have been successfully cultivated and isolated. The 16S
rRNA gene analysis showed that one strain related to the homoacetogens was likely to be
phylogenetically novel at the species-level. Also, the other strain was considered as belonging to a

novel family of the order Bacteroidales. The findings in this study will contribute to the studies
of microbial diversity and function in the peat ecosystems.
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