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Tab.1 Sequence information in the present study
F1 FZ
/- (bp) 48/484 12/484 12/484 24/484
53 35 32 31
/ 2 1 1 1
/ 5.5 5.8 6.7 5.0
25 12 9 10
(h) 0.916+0.028 1.000+0.034 0.955+0.047 0.797+0.070
(k) 8.850+4.153 10.015+4.929 8.727+4.335 6.859+3.345
(n) 0.018+0.010 0.021+0.012 0.018+0.010 0.014+0.008
0.018 0.021 0.018 0.014
A+T (%) 67.00 67.12 67.00 66.94
<« Oplegnathus fasciatus (P =029
OpAP011066 )
0.15 0.10 0.05 0.00
H20 (Dst) 0.105,
H23 R 89.46%
H4 .
H16
(Dcr)
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Fig.1 Neighbor-joining tree of O. fasciatus resulted from

mtDNA control region
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Fig.2 Mismatch analyses of nucleotide for wild and cultured ( 1) h)
populations of O. fasciatus
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Fig.2 Distribution of haplotypes between wild and cultured populations of O. fasciatus (H indicated the haplotype)
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HS8 0 0 1 H21 1 0 0
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H11 1 0 0 H24 0 1 0
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H13 1 0 0
*3 FAHTERKSRERENS THEAMOVA)S T
Tab.3 Hierarchical analysis of AMOVA for wild and cultured populations of O. fasciatus
Dst Dsc Der (%) (%)
0.105 — — 10.54 89.46
0.167 0.005 0.163 16.33 83.26
: Dgr: , Dsc: , Dcr
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Abstract
estimate genetic differentiations between cultured (F, and F,) and wild rock bream (Oplegnathus fasciatus) populations.
The result showed that the haplotype diversity of cultured population (F;) (h = 0.955+0.047) was just a little below that of
wild population (h = 1.000+£0.034), but which was significantly higher than that of F, (h = 0.797+0.070) based on the
length of 484bp sequence. Significant decline trend of nucleotide diversity was detected from wild population (7= 0.021+
0.012) to cultured population F; (7= 0.018+£0.010) and F, (z= 0.014£0.008), the same results were also checked in the

Mismatch analysis and average number of nucleotide differences analysis in the present study. Significant population ge-

Partial nucleotide sequences of mitochondrial DNA control region fragment were sequenced and analyzed to

netic differentiations were detected between cultured population (F; and F,) and wild population based on the analyses of
AMOVA, conventional @sr and the exact test. No significant genealogical structure corresponding to the cultured and wild
populations was detected in the species based on the MST and NJ analyses.

Key words Oplegnathus fasciatus, Cultured population, Wild population, mtDNA control region, Genetic

variation



