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Fig. 1 NJ-Tree of A. latus constructed with A. schlegelii as outgroup and its distribution of haplotypes

among three A. latus populations

x1 AREREEERFIFENEESHEESH

Tab. 1

Genetic diversity parameters of A. latus populations across different years

LN KA (8] B b Bkt B T

LA 2 AR

WH IR Z A P R 7 B

Populations Sampling time No. of samples No. of haplotypes Haplotype diversity Nucleotide diversity Mean number of pairwise differences

HQ 2015-09 24 22
XM 2019-10 23 17
XMA 2022-09 19 19
%1 Total 66 58

0.996 4+0.013 3
0.988 1+0.016 3
1.000 0+0.017 1

0.994 4+0.004 3

0.018 3+0.009 7 9.558 0+4.542 2

0.016 2+0.008 7 8.426 9+4.047 3
0.015 7+0.008 5 8.187 14£3.973 0

0.016 7+0.008 6 8.699 3+4.067 4
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Genetic characteristics of Acanthopagrus latus among generations
in the coastal waters of Xiamen, Fujian Province

FANG Yan'?, LU Chenyang', WANG Yihong®, LIU Xiande', HU Zhanbiao?,

CAl Zizi*, LI Yuan**, ZHANG Jing"*"
(1. Fisheries College, Jimei University, Xiamen 361021, China;
2. Third Institute of Oceanography, Ministry of Natural Resources, Xiamen 361005, China;
3. Zhangzhou Fisheries Technical Extension Station, Zhangzhou 363000, China;

4. Fujian Provincial Key Laboratory of Marine Fishery Resources and Eco-environment, Xiamen 361021, China)

Abstract: [Background] Stock enhancement has been widely used as an important resource restoration measure
in global fisheries management. However, its long-term impact on the genetic characteristics of target species
still requires further investigation. Acanthopagrus latus, an important commercial fish species in the coastal wa-
ters of Xiamen, Fujian Province, has genetic stability that is crucial for maintaining the health of its population.
[Objective] This study aims to evaluate the impact of recent stock enhancement on the genetic characteristics
of A. latus in the coastal waters of Xiamen and to determine whether it has caused any significant effects on the
germplasm resources of the population. [Methods] Mitochondrial DNA control region sequences were used to
sequence samples of A. latus collected at different time points in the coastal waters of Xiamen. Genetic di-
versity analysis, phylogenetic tree construction, and analysis of molecular variance (AMOVA) were employed
to assess the genetic variation within the populations. [Results] The analysis revealed 66 mitochondrial DNA
control region sequences obtained from 3 A. latus populations, with 82 polymorphic sites, defining 58 haplo-
types, 54 of which were unique. The overall genetic diversity level of the populations was high. The NJ-Tree
based on 58 mitochondrial control region haplotypes showed that all 4. latus clustered into one group. AMOVA
analysis indicated that the majority of genetic variation in the populations came from within the groups, with
only 1.23% of the variation attributed to differences between groups. [Conclusion] The recent stock enhance-
ment activities in the coastal waters of Xiamen have not significantly affected the genetic diversity of 4. latus,
and the population’s genetic structure remains stable. This finding supports the optimization of future stock en-
hancement strategies and the sustainable management of 4. lafus resources.

Key words: Xiamen coastal waters; Acanthopagrus latus; stock enhancement; genetic diversity; genetic structure;

germplasm resources
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