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Phylogenomics of 10,575 genomes reveals evolutionary proximity between domains Bacteria and
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Metagenomic discovery of polybrominated diphenyl ether biosynthesis by marine sponges. Nature
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Seasonal fluctuations in ionic concentrations drive microbial succession in a hypersaline lake 0.8 o1
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The metabolic potential of the single cell genomes obtained from the Challenger Deep,
<scp>Mc<[scp>ariana <scp>T</scp>rench within the candidate superphylum <scp>P</scp>arcubacteria
(<scp>OD</[scp>1). Environmental Microbiology, 2017, 19, 2769-2784.
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Metabolic potential and <i>in situ</i> transcriptomic profiles of previously uncharacterized key
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