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Tab.1 Statistical parameters of mtDNA COI gene in the three species of Nemipterus genus

1%

. number of  number of serial number of ~ percentage of haplotype diversity, 7  nucleotide difference
population samples haplotype haplotype haplotype X £SD diversity, P between
’ haplotypes, K
. 11 9 Hap1-Hap9 82.8 0.96364+0.051 0.00475 3.30909
N. Japonicus
18 14 Hap2, Hap7, 77.8 0.93464+0.028 0.00369 256863
N. nemurus Hap10-Hap21
. 19 8 Hap22-Hap29 42.1 0.61404+0.042 0.00457 3.18129
N. mesoprion
x2 3MELKBLKKIKCOI FHIERBMEN
Tab.2 Percentage of divergence for mtDNA COI sequences between the three species of Nemipterus genus %
population N. japonicus N. nemurus N. mesoprion

N. japonicus
N. nemurus 0.445
N. mesoprion 10.969 10.748

*3 3MELALNK COIlERAFIRNEXREEZES

Tab.3 Minimum/maximum genetic distance of mtDNA COI sequences between the three species of Nemipterus genus

population N. japonicus N. nemurus N. mesoprion

N. japonicus
N. nemurus 0/0.0146
N. mesoprion 0.112/0.139 0.112/0.135
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Fig.1 Reconstruction of MP(a) and NJ(b) phylogenetic trees of the three Nemipterus spp. based on mitochondrial COI gene fragment
R—Nemipterus japonicus; SD—N. nemurus; D-N. mesoprion. Numbers beside nodes represent bootstrap value (%) after 1 000 replicates.
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Tab. 4 Neutrality tests of the three species of Nemipterus genus

population Tajima D Tajima's D statistic P
N. japonicus —-0.89199 P>0.10
N. nemurus —-1.77006 0.05> P>0.10
N. mesoprion -1.91970" P <0.05
¥ (P<0.05).

Note: Asterisk stands for significant in neutrality test(P<0.05).
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Sequence analysis of mitochondrial COI gene in three Nemipterus
species from Beibu Gulf
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Abstract: In order to identify the phylogenetic relationship among three Nemipterus species (N. japonicus, N. ne-
murus and N. mesoprion) caught from Beibu Gulf, we amplified their mitochondrial cytochrome oxidase subunit I
(COI) gene fragments by PCR, and examined 696 base-pair nucleotide sequences of COI. The results show that all
48 sequences are grouped into 29 haplotypes and there are 104 variable nucleotide positions in COI gene frag-
ments. Haplotypes analysis indicates that N. japonicus and N. nemurus have obvious gene flow and closer rela-
tionship and have no significant genetic difference based on sequence divergences and genetic distances analysis.
Molecular phylogenetic trees are constructed with Scolopsis taenioptera and Eucinostomus currani as outgroups
using maximum-parsimony and neighbor-joining, which suggests that the three Nemipterus species cluster into
two clades. Specifically, N. japonicus and N. nemurus cluster into one clade, while N. mesoprion into another.
Thus, it could be concluded that the relationship between N. japonicus and N. nemurus is so close that they may be
the same species, while the relationship between N. mesoprion and N. japonicus and that between N. mesoprion
and N. nemurus in pairwise is far, which provides molecular biology evidence that N. nemurus and N. mesoprion
are two different species.
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