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Tab.1 Parameters of genetic diversity from Pomadasys maculatus populations
() (H) (S) (Hd) (P1)
(ZP) 15 14 22 0.9905+0.0281 0.0070+0.0039
(WS) 15 13 21 0.9714+0.0389 0.0066+0.0037
(DX) 12 10 27 0.9697+0.0443 0.0080+0.0045
(TM) 19 17 28 0.9883+0.0210 0.0088+0.0047
61 47 35 0.9884+0.0060 0.0076+0.0040
22 REEFHEGEE HRAM ~0-0057,
K2P ! +
TCS (2 33.76,
AMOVA (D
, , 81 47 4
,39 , 4 ; (2) 4
2 , 2
0.0077(0.0065~0.0085), ,
0.0066~0.0089, ; )
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Fig. 2 Parsimony network of 47 haplotypes
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Tab. 2 Neutrality tests and parameters of mismatch distribution for four populations of Pomadasys maculatus in

southern coastal waters

Tajima’s D Fu’s Fs
D Fs T 0 0, SSD Rg
ZP ~0.084 -6.91" 3.26 0.00 99999.00 0.140 0.042
WS -0.035" -5.18" 3.74 0.00 20.35 0.023 0.034
DX —0.049 —2.08" 3.18 0.00 99999.00 0.019 0.048
™ 0.034 717 4.86 0.00 99999.00 0.020 0.017
-0.23 -5.34" 3.76 0.00 99999.00 0.110 0.006
s, (P<0.05), **. (P<0.01)
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Genetic diversity of Pomadasys maculatus in coastal waters of
South China Sea via mtDNA control region partial sequences
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Abstract: This study determined 993bp mtDNA control region sequences of 61 individuals collected in Dongxing,
Wushi, Tanmen, and Zhapo where 35 variable sites defined 47 haplotypes. Global haplotype (Hd) and nucleotide
diversity (Pi) were 0.9884 and 0.0076, respectively thus indicating a pattern of high haplotype diversity and low
nucleotide diversity. A combination of the significant negative neutral test values of Fu’s Fs (=5.34, P = 0.03), the
mismatch distribution pattern, and the network analysis revealed that a historical population expansion occurred at
about 47400-11800 years ago. The genetic distance between populations (0.0065-0.0089) was at a similar level to
the genetic distance within populations (0.0066-0.0089); the overall genetic differentiation index (Fst) was —0.0057
(P > 0.05), the gene flow coefficient (Nm) among four populations was 33.76, and the analysis of molecular vari-
ance showed that most of the genetic variations of the four populations was distributed throughout the populations.
In addition, genetic diversity was low and genetic divergence was inconspicuous between populations of Pomadasys
maculatus. 1t is thus suggested that P. maculatus in the coastal waters of the South Sea should be maintained as a
single management unit and that the Tanmen population within contains a relatively high genetic diversity and

should thus be a priority for protection.
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