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GENETIC EVOLUTION OF ANEW RECORD OF PHAEOCYSTIS REX IN CHINA

SONG Hui-Yin"*** WANG Yi-Qi"**° ~ZHANG Meng-Jia"**°, CHEN Nan-Sheng"**

(1. CAS Key Laboratory of Marine Ecology and Environmental science, Institute of Oceanology, Chinese Academy of Sciences, Qingdao
266071, China; 2. School of Life Sciences, Jianghan University, Wuhan 430056; 3. Functional Laboratory for Marine Ecology and
Environmental science, Pilot National Laboratory for Marine Science and Technology (Qingdao), Qingdao 266237, China; 4. Center for
Ocean Mega-Science, Chinese Academy of Sciences, Qingdao 266071, China; 5. University of Chinese Academy of Sciences, Beijing
100049, China)

Abstract The genus Phaeocystis is a member of the Phylum Haptophyta, Class Prymnesiophyceae, Order
Phaeocystales, and Family Phaeocystaceae. Phaeocystis globosa, which is a species that frequently causes harmful algal
blooms, is the only species in the genus Phaeocystis that has been isolated and characterized in coastal waters in China.
The strain CNS01077, which was isolated from the South China Sea, was identified as Phaeocystis rex, according to
morphological characterization and 18S rDNA-based phylogenetic analysis. This is the first record of the species P. rex in
China. We assembled and analyzed the chloroplast genome (cpDNA) and the mitochondrial genome (mtDNA) of P. rex for
the first time in this study. Comparative analysis showed that the cpDNA and the mtDNA of P. rex are substantially
rearranged compared to those of P. globosa and P. antarctica. The isolation and characterization of Phaeocystis species in
China provide a support to studies on biological and geographical distribution of genus Phaeocystis.

Key words Phaeocystis; haptophyte; phylogeny; organelle genome



