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PROGRESS ON THE ORIGIN, EVOLUTION AND BIOGEOGRAPHIC PATTERN OF
MEGAFAUNA BIODIVERSITY IN DEEP-SEA CHEMOSYNTHETIC ECOSYSTEMS

CHENG Jiao', SHA Zhong-Li"*? ~ SUN Shao-E', HUI Min'

(1. Institute of Oceanology, Chinese Academy of Sciences, Qingdao 266071, China; 2. Center for Ocean Mega-Science, Chinese
Academy of Sciences, Qingdao 266071, China; 3. Laboratory for Marine Biology and Biotechnology, Qingdao National Laboratory for
Marine Science and Technology, Qingdao 266237, China)

Abstract The deep sea is the largest and least explored habitat on the Earth. Exploitation of the Earth’s last place will
meet a part of human demand for future resources. In addition, the unique ecosystems and extreme life processes have been
discovered in the deep ocean. Most ecosystems on the Earth use photosynthesis to sustain life cycles, while in the deep
ocean the chemosynthetic ecosystems are based on chemical synthesis. In the present paper, the research progress of the
origin, evolution, and biogeography of megafauna biodiversity in deep-sea chemosynthetic ecosystems in the world was
reviewed systematically, and the prospect of the further studies on the deep-sea biodiversity in Indo-Pacific region was
discussed specifically.

Key words deep-sea chemosynthetic ecosystems; origin of biodiversity; adaptive evolution; biogeographic
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