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Investigation of Genetic Diversity of Asari or Short Necked Clams (Ruditapes philippinarum) Imported
from the Coasts of the Korean Peninsula and Adjacent Areas
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*Central Customs Laboratory, Ministry of Finance
6-3-5, Kashiwanoha, Kashiwa, Chiba 277-0882 Japan

Analysis of the genetic diversity of Asari or short necked clams (Ruditapes philippinarum) imported

from the coasts of the Korean peninsula and adjacent areas may be important for helping to identify

clams from a certain designated exporting country of this region. In the present work, the 565 nucleotide

partial sequence of the mitochondrial cytochrome oxidase subunit I was sequenced for 69 clam samples

from populations collected at eight sites along the Korean and Chinese coasts. Comparison of the

sequences gave 28 haplotypes, one of which demonstrated as many as seven substitutions. A

phylogenetic analysis of these haplotypes, made using a different kind of clam as the outgroup, showed

that Asari clams of this region could be roughly divided into two clusters, those living in the area

contained between the eastern coast of China and the western coast of the Korean peninsula, and those

living along the southern and eastern coasts of the Korean peninsula. This suggests that Asari clams

originated from the coast facing the open sea into the western embayment of the Korea peninsula.
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Fig. 1 Location of sampling site of Ruditapes Philippinarum in
Korea Peninsula and its neighborhood
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Table 1 Alignment of the 33 variable site in the 565 nucleotide fragment of the mitochondrial CO I gene sequenced for 28 Ruditapes

Philippinarum CO 1 haplotypes
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Table 2 Frequency distribution of mitochondrial DNA
haplotypes detected in Ruditapes Philippinarum
((1),(2),(3),(4),(5),(6),(7) and (8) indicate locations
where samples were captured.)
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Fig. 2 Phylogenetic relationship of CO I gene estimated using neighbor-joining method with evaluated by Kimura's two-parameter method
(*: inside of Korean Bay specific haplotypes)
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