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Fig. 3 Neighbor-joining trees of Gobiopterus lacustris based on mitochondrial COI gene (A) and control region (B)sequences
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Fig. 4 Mismatch distribution for all pairwise combinations of mitochondrial COI gene and control region data sets of Go-
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Abstract: We compared two Gobiopterus lacustris populations collected from the eastern and western Leizhou
Peninsula based on COI gene and D-loop region. The partial sequences of COI gene from 44 individuals (21 from
eastern Jiulongshan population and 23 from western Gaoqiao population) and D-loop region from 53 individuals
(25 from JLS and 28 from GQ) were cloned. Based on COI gene, the results were as follows: there were 29 variable
sites in 619 bp COI sequences. The frequencies of T, C, A, and G were 27.8%, 31.0%, 23.7%, and 17.5%, respec-
tively, with more A + T (51.5%) than C + G (48.5%). The haplotype diversity of Jiulongshan population (0.695) was
higher than that of Gaoqiao population (0.324). Genetic differentiation analysis indicated that the eastern and west-
ern populations were differentiated significantly (Snn = 0.591, 0.01 < P < 0.05). The correlative values of Nm, Gst,
Fst, Kxy, and Dxy were 5.37, 0.147, 0.042, 2.547, and 0.004, respectively. However, much more variable sites (133 bp)
were observed in D-loop regions with 563 bp length. In addition, there were higher frequencies of A + T (67.8%)
than COI, and the haplotype diversity of Jiulongshan population (0.797) was higher than that of Gaoqiao population
(0.661). Genetic differentiation of the eastern and western populations was highly significant (Snn = 0.970, P <
0.001). The values of Nm, Gst, Fst, Kxy, and Dxy were 0.157, 0.315, 3.506, and 0.006, respectively. Analysis of
molecular variance revealed that the percentage of variation within populations was higher than that among popula-
tions. Cluster analysis showed the presence of clustering phenomenon, which gathered by the collected sites of
sample based on COI gene and D-loop region, but D-loops were more apparent. In summary, a significant differen-

tiation occurred between eastern and western Leizhou Peninsula.
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