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Fig. 1 Diagram of amplification of COI sequence of Urechis
unicinctus using specific primers (CXF, CXR)
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Fig. 2 Phylogenetic tree of Urechis unicinctus of three populations in Laizhou Bay
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Tab.3 Genetic variation parameters of three populations of Urechis unicinctus

S EE AR LAY FLRE I Z R BAT R HE PRI IR 225
1 79 18 0.984+0.024 0.01273 16.705
2 32 19 0.945+0.027 0.01010 8.8182
14 22 0.978+0.021 0.01326 13.422
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Analysis of the genetic diversity of Urechis unicinctus in
Laizhou Bay based on the mitochondrial COI gene sequence
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Abstract: Urechis unicinctus has a unique taxonomic status and a broad economic prospect. The mitochondrial COI
gene sequences of U. unicinctus from three populations in Laizhou Bay of Shandong province were evaluated to
analyze the genetic diversity of this species. A total of 70 pieces of fragments with a length of 1 309 bp were ob-
tained in this analysis. There were 115 mutation sites in U. unicinctus, including 43 single mutation loci, 82 mini-
malism information loci, 77 double mutation minimalism information loci, and 5 triple mutation loci. The diversity
index of the haplotypes was 0.977, and the nucleotide diversity index was 0.01048. The mean difference in the
number of nucleotides was 13.725. These results indicate that U. unicinctus in Laizhou Bay has a high genetic di-
versity. The findings of this study provide basic information that could be useful for the conservation and develop-

ment of U. unicinctus in Laizhou Bay of Shandong province.
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