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Abstract This article reviews emerging topics in red tide development by focusing on typical red tide incidences and
major research progresses in China and other countries in the recent decade. In particular, progresses are overviewed in
active research fields with emphases on the application of omics technologies in red tide research, food safety and public
health, red tide biology, red tide surveillance, monitoring, and forecasting, and red tide emergency response. In addition,
milestones in red tide research in China are outlined. At last, by introducing the “Mechanisms of Red Tide Development,
Monitoring, and Mitigation Technology Assessment in China” project supported by Ministry of Science and Technology of
the People’s Republic of China, our view of red tide research in future is discussed and prospected.
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