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EDUCATION

Ph.D. (Environmental Science). “Molecular Phylogeny of Rhinolophidae bats in China.” (Jiang
Feng, advisor). Northeast Normal University, Changchun, Jilin Province, 2008.

B.A. (Ecology). Northeast Normal University, Changchun, Jilin Province, 2003.

RESEARCH INTERESTS

The main research focuses on molecular and evolutionary ecology of animals, using bats as a
model organism to systematically investigate speciation, adaptive evolution, and
host-microbe-pathogen interaction mechanisms.

PROFESSIONAL POSITIONS

Professor. Northeast Normal University, Department of Ecology. 2018.6-present.

Associate Professor. Northeast Normal University, Department of Ecology. 2013 — 2018.6.

Ph. D. Advisor. Northeast Normal University, Department of Ecology. 2014-present.

Assistant Professor. Northeast Normal University, Department of Environmental Sciences. 2010 —
2012.

Lecturer. Northeast Normal University, Department of Environmental Sciences. 2008 - 2010.

Visiting Scholar. University of Florida, Department of Biology. 2012-2013.

Visiting Scholar. University of Maryland, Department of Biology. 2019-2020.
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GRANTS

2022.01-2025.12.

Research on dynamic variations and potential functions of skin microbial communities of greater

horseshoe bats, funded by National Natural Science Foundation of China (leader).

2018.1-2021.12.

Research on adaptive differentiation of Rhinolophus macrotis species complex, funded by
National Natural Science Foundation of China (leader).

2014.1-2017.12.

Speciation and Differentiation of sister species in Rhinolophus bats, funded by National Natural

Science Foundation of China (leader).

2010.1-2012.12.



Population genetic structure and molecular phylogeoraphy of Rhinolophus ferrumequinum in
China, funded by National Natural Science Foundation of China (leader).

2008.1-2010.12.

Population genetic structure and molecular phylogeoraphy of the endemic bats of Myotis in China,
funded by National Natural Science Foundation of China (participator).

HONORS

The First Prize for Technology Progress of Jilin Province, The third contributor. 2009.
Talent Plan in Jilin Province in the New Century. 2013.

ACADEMIC POSITIONS
Members of the Chinese Zoological Society

Executive Council Member of the Jilin Provincial Society of Zoology
Vice Chairperson of the Changchun Society of Zoology



