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Tab.1 Distribution of SAR86 in the global ocean
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Abstract: Proteobacteria are the most important marine microbes. The marine bacteria SAR86 (genus, y-proteobacteria)
is one of the recent hot research topics. This paper reviews the progress in research regarding the phylogenetic di-
versity, ecological distribution, and genomics of SAR86. The study also reviews its roles in marine biogeochemical

cycles and forecasts the trends of future research.
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