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The genetic diversity of wild and hatchery-released Opleg-
nathus fasciatus from inshore water of Zhoushan revealed by
AFLP
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Abstract: The genetic variations of wild and hatchery-released Oplegnathus fasciatus from inshore water of Zhou-
shan were analyzed using amplified fragment length polymorphism (AFLP) to provide basic genetic information for
the population enhancement and genetic resource protection and utilization in this fish species. A total of 316 loci
were generated in the two populations using 8 primer combinations, among which 162 (51.67% ) were polymorphic.
The percentages of polymorphic loci in the wild or hatchery-released populations were 46.75% or 44.67%, respec-
tively. The genetic diversities in terms of Nei’s gene diversity and Shannon’s diversity index in the wild population
were 0.097 and 0.16, respectively. The corresponding values in hatchery-released population were 0.089 and 0.15,
respectively. These results showed that the genetic diversity in the wild population was slightly higher than that in
the hatchery-released population, but the difference in genetic diversity of the two populations was not significant
(P>0.05). The genetic similarity coefficient and genetic distance between the two populations were 0.99 and 0.0073,
respectively. The value of Gst coefficient was 0.036, which indicated no significant genetic differentiation between
the two populations (P>0.05). The analysis of molecular variance (AMOVA) showed that 96.82% of the genetic
variation occurred among individuals within populations, which also revealed no significant genetic variation be-
tween the two populations (P>0.05). The genetic diversity of hatchery-released population was at a reasonable level
of state and genetic differentiation was not significant between the wild and hatchery-released populations. It was
noticeable to take approaches to avoid the potential negative genetic effects of hatchery-released on wild popula-
tions. The number of parental fish should increase and the genetic variation level of hatchery-released population

ought to be continuously monitored in the future.
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