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Tab.3 Molecular diversity indices of five Mytiluscoruscus populations
(h) (m) (k)
26 11 0.868+0.042 12 0.00503+0.00051 2.895+1.571
39 13 0.883+0.031 12 0.00427+0.00028 2.459+1.359
16 12 0.942+0.048 11 0.00535+0.00062 3.083+1.691
30 14 0.929+0.023 29 0.00890+0.00193 5.126+2.556
45 16 0.855+0.033 17 0.00442+0.00038 2.547+1.395
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Tab. 4 Genetic distances between populations (below diagonal), genetic distances within populations (in bold values), and genetic
net distance between populations (above the diagonal) of the five Mytiluscoruscus populations based on CO1 gene

DL NJ SD YS ZS
DL 0.0050 0.0000 0.0000 0.0005 —0.0001
NJ 0.0046 0.0043 0.0001 0.0004 —0.0001
SD 0.0052 0.0049 0.0054 0.0010 0.0001
YS 0.0074 0.0070 0.0081 0.0089 0.0003
ZS 0.0047 0.0043 0.0050 0.0070 0.0044
DL Ccol (0.7%-~
. 2.4%/MY)™ : A/B
0.0052, A/C 0.0149,
NJ B/C 0.0088; A/B
21~74 . A/C 62~
zs 212 5 B/C 36.67~
125.7
YS
2 5 NJ DNA ;
Fig. 2 Neighbor-joining tree of five Mytiluscoruscus popu- > >
lations based on genetic distance
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Fig. 4 The median joining network of Mytiluscoruscus haplotypes
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Genetic resources assessment of mussel Mytilus coruscus based
on CO1 gene in Yushan Island
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Abstract: Partial nucleotide sequences of mitochondrial DNA COlgene were sequenced and analyzed to estimate
the genetic diversity and genetic structure of Mytiluscoruscus populations in Yushan island, Zhangzi island of Da-
lian, Nanji island, Nanhuangcheng islands of Shandong, and Shengsi island of Zhoushan populations. In the mtDNA,
homologous fragments of CO1 gene were detected in 39 polymorphic sites, including 39 parsimony informative
sites, no single mutation, 40 haplotypes were identified. The results of the genetic diversity level ranging from high
to low were as follows: Yushan, Shandong, Dalian, Zhoushan, and Nanji populations. The haplotype diversity
ranging from high to low was as follows: Shandong, Yushan, Nanji, Dalian, and Zhoushan populations. Three ge-
nealogical clades (A, B, C) were checked in the Mytiluscoruscus populations in NJ and MST analyses. Genealogical
clade-A was found to have 15 haplotypes, 13 in genealogical clade-B, and 2 in genealogical-C (all of them are hap-
lotypes of the Yushan Island). The Yushan island’s haplotypes were disturbed in three genealogical clades, the ge-
netic distances among the clades ranged from 0.0099 to 0.0268. The genetic differentiation of Yushan population
was higher than that of the other four populations.
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