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[Abstract] Objective Molecular phylogeography is a new discipline emerging with the development of mi-

ence and Technology Projects

tochondrial DNA in the middle 1970’s, providing a new method and idea for the study on population genetic
differentiation of Oncomelania hupensis. The history and research methods of molecular phylogeography were

introduced, and the application in population genetic differentiation of Oncomelania hupensis was analyzed, as
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well as the future research direction was addressed in this paper.
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