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Figure 2. Novel active substances produced by marine extremophiles®”.
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Diversity of extremophiles and metabolites in the deep-sea

Wei Tang'?, Jun Zhang', Guangshan Li*, Yue Wang', Zengguo He'*

' School of Medicine and Pharmacy, Ocean University of China, Qingdao 266000, Shandong Province, China
 Marine Microbiological Engineering & Research Center, Marine Biomedical Research Institute of Qingdao, Qingdao 266000,
Shandong Province, China

Abstract: Nowadays, studies are increasingly emerging on the extremophiles inhabiting the extreme environments
on earth. Covering 3/4 of the Earth's surface area, the ocean nurtures a variety of extremophiles found in extreme
marine environments such as hydrothermal vents, hot springs, saline lakes and deep sea. These extremophiles can
adapt to extreme high temperature, extreme low temperature, high pressure, high salinity, high radioactivity and
extreme acidity and alkalinity. Their special biodiversity, together with their genetic background and unique
metabolic pathways have evoked vast interests of scientist and industries. Research on extremophiles from variety
of submarine geological landforms will be helpful to gain the knowledge on the origin of life, biodiversity,
discovery and utilization of new natural resources, and geobiology. On the other hand, application orientated
studies on panel of enzymes and variety of other unique active substances with extremophiles, have already been
attempted with their potency well revealed. This review covers the latest progress on the studies covering the
diversity of extremophiles, the development and utilization of new resources, research methods and techniques,
respectively.
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