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eDNA, an abbreviation for environmental DNA, means DNA derived from organisms
inhabiting in a specific environment. The utilization of eDNA extracted from environmental

Accepted: October 11, 2023 samples allows for efficient and accurate monitoring of organisms inhabiting the respective
environment. Specifically, eDNA obtained from seawater samples can be used to analyze
marine biodiversity. After collecting seawater samples and extracting eDNA, metagenome
analysis enables the taxonomic and diversity analysis among marine organisms inhabiting
the sampled area. This review proposed an overall process of marine biodiversity analysis
by utilizing eDNA from seawater. Currently, the application of eDNA for analyzing marine
biodiversity in domestic setting is not yet widespread. This review can contribute to
establishment of marine eDNA research methods in Korea, providing valuable assistance

in standardizing the use of eDNA in marine biodiversity studies.
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Fig. 2. Water samplers (A) 2 L water sampling bottle and (B) CTD Rosette composed with Niskin™ bottles (Photo by Chris La Rosa,
https://research.csiro.au/educator-on-board/not-your-ordinary-bottled-water) are generally used for seawater sampling. (C) Seawater
sampling by using vertical water sampler and 2 L water sampling bottle.
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Fig. 3. Schematic representation of the aligned nucleotide se-
quences from a hypervariable region of the mitochondrial 12S
rRNA gene located between the two conserved regions; priming
sites of MiFish primers (Miya et al, 2015).
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