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Tab. 1 Nucleotide frequencies of COI sequences in three Pampus species
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Tab. 2 Genetic distances among haplotypes of three Pumpus species based on Kimura 2-parameter method
PAl A2 PA3 PMI1 PM2 PM3 PM4 PM5 PM6 PM7 PCl PC2 PC3 PC4 PC5 PC6 PC7 PC8 PCY9 PClO
PAI 0.0015 0.0027 0.0191 0.0192 0.0189 0.0190 0.0185 0.0192 0.0191 0.0186 0.0190 0.0186 0.0189 0.0182 0.0187 0.0188 0.0183 0.0187 0.0189
PA2 0.0016 0.00300.0191 0.01920.0189 0.0190 0.0185 0.0192 0.0191 0.0185 0.0189 0.0185 0.0188 0.0181 0.0186 0.0187 0.0182 0.0186 0.0188
PA3 0.0047 0.0063 0.01930.01950.0191 0.0192 0.0187 0.0194 0.0194 0.0191 0.0195 0.0191 0.0194 0.0187 0.0192 0.0193 0.0188 0.0192 0.0194
PM1 0.18480.1848 0.1870 0.00150.0015 0.0015 0.0022 0.0021 0.0015 0.0195 0.0197 0.0196 0.0196 0.0192 0.0197 0.0197 0.0194 0.0198 0.0200
PM2 0.18700.1870 0.1892 0.0016 0.0022 0.0021 0.0026 0.0015 0.0022 0.0194 0.0196 0.0197 0.0195 0.0191 0.0195 0.0196 0.0195 0.0197 0.0201
PM3 0.18270.1827 0.1848 0.0016 0.0031 0.0021 0.0027 0.0026 0.0022 0.0197 0.0200 0.0198 0.0198 0.0195 0.0199 0.0200 0.0196 0.0200 0.0202
PM4 0.18700.1870 0.1892 0.0016 0.0031 0.0031 0.0026 0.0026 0.0022 0.0195 0.0197 0.0196 0.0196 0.0192 0.0197 0.0197 0.0194 0.0198 0.0200
PM5 0.1806 0.1806 0.1827 0.0031 0.0047 0.0047 0.0047 0.00300.0025 0.0192 0.0194 0.0192 0.0192 0.0189 0.0193 0.0193 0.0190 0.0195 0.0196
PM6 0.18480.1848 0.1870 0.0031 0.0016 0.0047 0.0047 0.0063 0.0026 0.0193 0.0195 0.0196 0.0194 0.0190 0.0194 0.0195 0.0194 0.0195 0.0200
PM7 0.18700.1870 0.1892 0.0016 0.0031 0.0031 0.0031 0.0047 0.0047 0.01960.0199 0.0197 0.0197 0.0193 0.0198 0.0198 0.0195 0.0199 0.0201
PC1 0.17620.17410.18270.1970 0.1948 0.1992 0.1948 0.1926 0.1926 0.1992 0.0025 0.0034 0.0021 0.0015 0.0016 0.0030 0.0015 0.0021 0.0036
PC2 0.18050.1784 0.1871 0.2015 0.1992 0.2037 0.1992 0.1970 0.1970 0.2037 0.0047 0.00310.0016 0.0030 0.0021 0.0027 0.0029 0.0025 0.0035
PC3 0.17620.1741 0.1827 0.1970 0.1992 0.1992 0.1948 0.1926 0.1970 0.1992 0.0078 0.0063 0.0027 0.0037 0.0036 0.0015 0.0030 0.0038 0.0015
PC4 0.17840.1762 0.1849 0.1992 0.1970 0.2015 0.1970 0.1948 0.1948 0.2015 0.0031 0.0016 0.0047 0.0026 0.0025 0.0022 0.0025 0.0028 0.0031
PC5 0.17410.1719 0.1805 0.1948 0.1926 0.1970 0.1926 0.1904 0.1904 0.1970 0.0016 0.0063 0.0094 0.0047 0.0022 0.0034 0.0021 0.0026 0.0039
PC6 0.17840.1762 0.1849 0.1992 0.1970 0.2015 0.1970 0.1948 0.1948 0.2015 0.0016 0.0031 0.0094 0.0047 0.003 1 0.0033 0.0021 0.0015 0.0039
PC7 0.17840.1762 0.1849 0.1992 0.1970 0.2015 0.1970 0.1948 0.1948 0.2015 0.0063 0.0047 0.0016 0.0031 0.0078 0.0078 0.0034 0.0035 0.0021
PC8 0.17410.1719 0.1805 0.1948 0.1970 0.1970 0.1926 0.1904 0.1948 0.1970 0.0016 0.0063 0.0063 0.0047 0.0031 0.0031 0.0078 0.0026 0.0033
PC9 0.17840.1762 0.1849 0.2015 0.1992 0.2037 0.1992 0.1970 0.1970 0.2037 0.0031 0.0047 0.0110 0.0063 0.0047 0.0016 0.0094 0.0047 0.0041
PC100.17840.17620.1849 0.1992 0.2015 0.2015 0.1970 0.1948 0.1992 0.2015 0.0094 0.0078 0.0016 0.0063 0.0110 0.0110 0.0031 0.0078 0.0126
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Fig. 2 NI phylogenetic tree based on COIl haplotypes of three Pumpus species
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Tab. 3 Nucleotide diversity and nucleotide diversity of three Pampus species
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Abstract: Sequence variation and population genetic structure of Pampus argenteus, P. minor and P. chinensis in
the South China Sea were evaluated using a 643 base pair fragment of mitochondrial cytochrome c oxidase subunit
[ (COl) gene. The average contents of A, T, G and C were 25.4%, 33.6%, 18.9%, and 22.1%, respectively. The
content of A+T was much higher. In 64 COI sequences, a total of 152 polymorphic sites (including 148 parsimony
informative sites and 4 singleton variable sites) formed 169 mutations, and defined 20 distinct haplotypes. P. minor
and P. chinensis had the largest genetic divergence, whereas P. argenteus and P. chinensis had the least genetic di-
vergence. All three pampus populations presented low level of genetic diversity. Therefore, certain efficient meas-
ures should be made to avoid further decline of genetic diversity in those species. The present results provide basic

information for the conservation and sustainable exploitation of Pampus species.
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