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Fig. 1 Results of neibour-joining analysis and multi-plex PCR
WE, RE, HL s la s Genbank
b w o
WE, RE, and HL represent white-eye oyster, red-eye oyster and Haoli, respectively. The numerical values on the branches denote the bootstrap
values in the Fig.1a. The bold fonts are used to mark the specimen numbers and Genbank accession numbers of the detected samples. The letter
“C” in the Fig.1b indicates the negative control
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2 (WE),
Fig. 2 Morphological characteristics of white-eye oyster, red-eye oyster and “Haoli”

(RE) (HL)

The positions pointed by the arrow heads can be used for the recognition of the species identities.
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Molecular identification of the common oysters from the
Maowei sea in Guangxi, China
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Abstract: The CO barcodes were used to identify three common oysters from the Maowei sea in Guangxi. Their

ethnic names are white-eye oyster, red-eye oyster, and “Haoli”. Our results suggested that the three oysters should
be classified as genus Crassostrea within the family Ostreidae, with the scientific names being C. hongkongensis, C.
ariakensis, and C. sikamea, respectively. The exploited multiplex PCR assays were able to identify the three oysters
fast and reliably, and proved to us that C. hongkongensis was the predominant species of the Maowei sea. Moreover,
the combination of the molecular and morphological evidences clarified the confusion of the ethinic names con-
cerned with Ostrea rivularis.
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