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Fig. 1 Ecological and biogeochemical roles of protists in the marine plankton
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Fig. 2 Locations of stations where protist diversities were investigated using high-throughput sequencing. (a) seawater sam-
pling sites; (b) sea ice sampling sites; (c) melt pond sampling sites
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Abstract: The term protist refers to a diverse array of eukaryotic organisms capable of living as single cells, al-
though many species form colonies ranging from a few to many cells. Early protist diversity studies usually applied
conventional methods such as microscopic observation and flow cytometry. However, due to the limitations associ-
ated with these approaches, the diversity of protists as a whole cannot be studied thoroughly. Recent advances in
sequencing-based techniques, e.g., high-throughput sequencing, have enabled in-depth assessment of protist diver-
sity from diverse environments. The Arctic Ocean has received much attention because it is one of the most vul-
nerable environments affected by global warming. However, compared with their prokaryotic counterparts, our un-
derstanding of the diversity, community composition, and environmental driving factors of protists has largely
lagged behind. In this review, published articles on protist diversity from diverse Arctic environments (e.g., sea-
water, sea ice, melt ponds, etc.) have been synthesized, and we intend to provide useful data for future studies on the

diversity of Arctic protists, especially in the context of global warming.
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