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Marine sediments have been recognized as good natural environment to look for useful bacteria. It is true that
very limited numbers of bacteria in the marine sediments are culturable in the laboratory condition. The best
way to utilize bacterial resources in the marine sediments at this moment is to isolate useful genes from
metagenome DNA. We found that metagenome preparation and multiple displacement amplification with phi29
DNA polymerase worked well for metagenome library construction from marine sediment at Uranouchi bay in
Kochi. In this study, we tried to screen dissimilatory sulfite reductase (DSR) genes, dsrAB, from the
metagenome using PCR. dsrAB gene fragments were amplified with degenerate primers designed on dsrA and
dsrB genes and cloned using USER Friendly cloning system. Topology of phylogenetic trees based on deduced
amino acid sequences of partial DsrA+DsrB and DsrA was same, indicating that no chimeric genes were
formed in the PCR process. Among DSR clones, only two clones were clustered in the phylotypes of
sulfate-reducing bacteria, and most of clones formed a clade of deeply branching DSR sequences related to
environmental clones from marine sediments in Gulf of California. From this result, we concluded that gene

fragments could be isolated from marine sediment metagenome.




