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Research advances and perspectives of conservation genetics of threatened

mammals in China

WEI Fuwen”  MA Tianxiao HU Yibo
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China)

Abstract: China is one of the world’ s mega—diverse countries. There are diverse terrestrial and marine mammals in China
including endemic and flagship species like the giant panda snub-nosed monkey South China tiger Milu and
Baiji. However habitat loss and fragmentation poaching pollution and climate change imposed direct threats to mam-
mals’ survival which resulted in the genetic diversity loss of species. Genetic diversity is the basic component of biodiver—
sity and affects the long-term survival of species and populations. Therefore conservation genetics was established as an im—
portant branch subject of conservation biology aiming to investigate the population genetic variation and genetic mecha—
nisms of species endangerment and extinction. With rapid development in research techniques and methods great progress
has been made in China in the past 40 years in the evaluation of genetic diversity and inbreeding landscape genetics eco—
logical genetics and genetic management on threatened mammals. Meanwhile the threats to mammals’ survival caused by
human activities still exist. The further development of new techniques such as high-throughput sequencing could deepen
our understanding of the genetic adaptation and endangerment processes of threatened mammals  and lead to more effective
management and conservation.
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