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Reconstruction of marine fishery resource transitions using environmental DNA
analysis of submarine cores

Kuroki, Mari
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To develop a method for reconstructing historical changes in fishery
resources based on eDNA metabarcoding of sea sediment cores, sampling surveys were carried out to
collect fishes with a beam trawl net, seawater, and bottom sediment cores in Tokyo Bay, where a
long-term benthic ichthyofauna monitoring survey has been conducted. The eDNA metabarcoding detected

about 90 fish taxa in the water samples, which is a greater number of species compared to the fish
species collected during the 34-years trawling surveys. It was revealed that the pelagic fish and
reef fish species were only detected by the eDNA metabarcoding, but the detection sensitivity of
eDNA was low for cartilaginous fish. The eDNA of fish taxa was detected from the surface to a depth
of several tens of centimeters of the sediment core, suggesting that eDNA might be preserved for a
long time considering the sedimentation rate in Tokyo Bay.
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Field surveys, research, and outreach activities for public awareness of the conservation of diadromous fishes
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