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environmental conditions without causing population sweeps. ISME Journal, 2021, 15, 1178-1191.
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Diversity of microbial communities and genes involved in nitrous oxide emissions in Antarctic soils
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Effects of timber harvesting on the genetic potential for carbon and nitrogen cycling in five North
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Year-Round Shotgun Metagenomes Reveal Stable Microbial Communities in Agricultural Soils and
Novel Ammonia Oxidizers Responding to Fertilization. Applied and Environmental Microbiology, 2018, 14 121
84, .
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Global response of Acidithiobacillus ferrooxidans ATCC 53993 to high concentrations of copper: A
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