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Abstract
sources of Bufo gargarizans population. [ Method] Based on the sequencing analysis of partial sequence of the mitochondrial control region of B.
gargarizans, the genetic diversity of different geographical population of B. gargarizans in the coastal wetland of Jiangsu Province was studied.

[ Objective | The research aimed to provide theoretical basis for the protection and reasonable development and utilization of wild re-

[ Result] Six haplotypes were detected from three geographical populations in the coastal wetland of Jiangsu Province. The individuals in Dongtai
population, Dafeng population and Sheyang population shared the same haplotypes. But the other haplotypes were exclusive. The results of phylo-
genesis analysis showed that no obvious geographic distribution pattern was found among three geographical populations of B. gargarizans. [ Con-

clusion] A certain degree of gene flow and genetic differentiation existed among different geographical populations.
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