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Abstract: We used 11 pairs of microsatellite loci to investigate the genetic polymorphism of two breeding populations of golden pompa-
no ( Trachinotus ovatus) in Sanya, Hainan and Daya Bay, Guangdong. The average numbers of alleles (/NV,) at each microsatellite lo-
cus of the populations were 5.0 and 3. 6, respectively; the average numbers of valid alleles (N,) were 2. 965 and 2. 244, respective-
ly. The observed heterozygosities (H,) were 0.292 ~0. 814 and 0. 207 ~0. 840, respectively; the expected heterzygosities (H,) were
0.307 ~0. 813 and 0. 189 ~0. 761, respectively. The PIC value ranged from 0. 014 to 0. 719 in Sanya population with an average of
0.509, while that of the Daya Bay population ranged from 0. 168 to 0. 711 with an average of 0. 436. In Sanya population, five loci
deviated from Hardy-Weinberg equilibrium (P <0.05), while only two loci deviated from Hardy-Weinberg equilibrium in Daya Bay
population. The Nei’s genetic similarity coefficient of the two populations was 0. 561 and their genetic distance was 0. 578. The genetic

differentiation index of the two breeding populations (F,) was 0. 152. Structure analysis indicates that the two T. ovatus populations,
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which had higher genetic differentiation, were divided into two groups and could be managed as two breeding populations. Good genetic

progress could be achieved by hybridization between the two breeding populations.
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Tab.1 Genetic diversity of 11 microsatellite loci in two breeding populations of 7. ovatus

e @ﬁiﬂﬁﬁﬁ% fﬁkﬂgﬁﬁﬁﬁ
No. breeding population of Sanya breeding population of Daya Bay
N, N, H, H, d PIC N, N, H, H, d PIC
TO12 3 2.290 0.511 0.569 -0.102 0.468 3 1.834  0.469 0.408 0.015 0.386
TO24 4 2.520 0.787 0.611 0.288 0.014 2 1.557 0.467 0.364 0.103 0.294
TO28 2 1.492 0.333 0.333 0.000 0.275 2 1.228 0.207 0.189 0.096 0.168
TO33 4 2.378 0.417 0.524 -0.204 0.422 3 2.590 0.774 0.624 0.240 0.536
TO41 6 3.192  0.617 0.694 -0.111 0.652 5 3.631 0.750 0.736  0.019 0.676
TO67 10  3.904 0.609 0.752 -0.190 0.719 7 3.777 0.778 0.761 0.022 0.711
TO80 5 1.436  0.292 0.307 -0.708 0.278 2 1.547  0.344 0.289 0.187 0.244
TO87 6 3.486 0.609 0.721 -0.155 0.663 3 2.119 0.623 0.538 0.196 0.421
TO127 6 5.101 0.814 0.813 0.001 0.777 5 1.975 0.613 0.502 0.221  0.433
TO129 4 3.320  0.792  0.706 0.122 0.641 5 1.608 0.438 0.384 0.140 0.356
TO132 5 3.796 0.792 0.744 0.065 0.693 3 2.822 0.840 0.659 0.275 0.570
15 average 5 2.965 0.598 0.616 -0.090 0.509 3.6 2.244 0.573 0.496 0.138  0.436
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