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Fast Discrimination of Crassostrea nippona and
C. gigas Based on PCR-RFLP of mtDNA

LIU Kai-Kai, LI Qi
(The Key Laboratory of Mariculture (Ocean University of China), Ministry of Education, Qingdao 266003, China)

Abstract: The Iwagaki oyster (Crassostrea nip pona) and the Pacific oyster (C. gigas) are important spe-
cies of shellfish in the world. C. nippona and C. gigas are similar in shell characteristics and difficult to
discriminate morphologically. There was no quick and reliable method to discriminate these two oysters.
In this study, we developed a PCR-RFLP assay for the rapid and effective identification of C. nippona and
C. gigas at the molecular level for the first time. Amplifications of the 16S rDNA and COI genes were
performed using the universal primers and the primers newly developed in this study, respectively. The
amplified target fragments were sequenced and sequences were further analyzed for the selection of restric-
tion enzymes using a software. The PCR product was digested by the selected restriction enzyme Alu I and
the digestion result were examined through electrophoresis in 2% agarose gel. Digestion of 16S rDNA and
COI with Alu 1 generated distinct restriction patterns for C. nippona and C. gigas, allowing a clear iden-
tification. In conclusion, this simple, reliable and cost-effective method can provide technical support for
the development of C. nippona.
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