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Figure 1.
figure is modified from Spang et al., 2017
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The phylogenetic tree of Archaea. The archaeal groups introduced in this study are marked in bold. This
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Distribution and metabolic features of some common archaeal
groups in marine sediments

Xinxu Zhang, Meng Li’

Shenzhen Key Laboratory of Marine Microbiome Engineering, Institute for Advanced Study, Shenzhen University,
Shenzhen 518060, Guangdong Province, China

Abstract: Archaea are important components of marine microorganisms and widely distributed in various marine
environments. They play vital roles in the biogeochemical cycles and the evolution of life on Earth. Up to now,
archaea include 4 superphyla (Euryarchaeota, TACK, Asgard, and DPANN) and about 30 different phyla. To
provide clues and ideas for further research on archaea from coastal or hadal sediments, this review summarizes the
recent progresses on the distribution and metabolic features of four common archaeal groups, including
Bathyarchaeota, Woesearchaeota, Asgard archaea, and Thermoprofundales (Marine Benthic Group D).
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