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Fig. 1 The Amplification results of mtDNA CO / sequence s
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Tab. 1 Base composition(%) of mtDNA CO / fragment sequences in 37 Blackfoot abalones
T C A G A+T
1 24 28.2 28.2 25.6 17.9 53.8 524
14 26 29 28.4 27.9 25.4 18.3 53.8 524
2~13  15~25 30~37 27 28 28.2 28.1 25.6 18.1 53.8 524
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Tab. 2 Variable sites within the sequences of the Blackfoot abalone and the distributions of haplotypes among different

individuals
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Fig. 2 Neighbor-Joining Tree of Phylogenetic Relationships of Blackfoot abalone Haplotypes in the experiment and other
abalones submitted in GenBank based on CO /

, GenBank
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Abstract: Genetic analysis of 37 Blackfoot abalones from New Zealand was studied based on cytochrome ¢ oxi-
dase subunit I (CO ) of mitochondrial DNA (mtDNA). In 524 base pairs, three variable sites and three haplotypes

were detected. The haplotype and nucleotide diversity were 0.249 and 0.000 79, respectively, indicating that the
genetic diversity of Blackfoot abalone was very low. Blackfoot abalone lies in the middle position of the phyloge-
netic tree constructed with Mussel (Mytilus edulis) as outgroup. It was expected that these results can be used for
further studies of genetic background and CO gene of Blackfoot abalone.
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