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STUDIES ON POPULATION GENETIC DIVERSITY OF THAMNACONUS
TESSELLATUS FROM NANSHA ISLANDS OF SOUTH CHINA SEA

GAO Tian-Xiang', WANG Zhi-Yang?, SONG Na’, SONG Lin*

(1. Fishery College, Zhejiang Ocean University, Zhoushan 316022, China; 2. Ocean College, Yantai University, Yantai 264005, China;
3. Key Laboratory of Mariculture (Ocean University of China), Ministry of Education, Qingdao 266003, China; 4. Eastern Liaoning
University, Dandong 118001, China)

Abstract Thamnaconus tessellatus is a common marine fish distributed in the South China Sea. To determine the
genetic diversity of 7. tessellatus, a control region segment of mitochondrial DNA was sequenced for three
populations collected from the Nansha Islands. Thirty-eight polymorphic sites were detected among 86 individuals,
showing a high genetic variation. These polymorphic sites defined 28 haplotypes. The three populations showed a
similar high haplotype diversity and nucleotide diversity. No significant population genetic differentiation was
detected among the three populations. The results show that the proportion of genetic variation was 99.67%
within-populations and only 0.33% among-populations. The topology of the Bayesian inference tree and maximum
likelihood tree were shallow, showing no significant genealogical branches or clusters corresponding to the sampling
localities. Both mismatch distribution analysis and neutrality tests showed that 7. tessellatus has experienced a recent
population expansion.

Key words Thamnaconus tessellatus; Nansha Islands; control region; genetic diversity; population genetic

structure



