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Attenuation of antibiotic resistance genes in livestock manure through vermicomposting via
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7 Short-term cellulose addition decreases microbial diversity and network complexity in an Ultisol
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9 Proximity to subsurface drip irrigation emitters altered soil microbial communities in two
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13 Unravelling the ecological complexity of soil viromes: Challenges and opportunities. Science of the
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15 Environmental filtering controls soil biodiversity in wet tropical ecosystems. Soil Biology and
Biochemistry, 2022, 166, 108571. 4.2 3
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20 Distribution of soil viruses across China and their potential role in phosphorous metabolism.
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Agricultural Soils. MSystems, 2022, 7, e0133721. 1.7 12

27 Effect of straw incorporation and nitrification inhibitor on nitrous oxide emission in three cropland
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in an alkaline agricultural soil. Applied Soil Ecology, 2022, 175, 104456. 2.1 10

29 The overlap of soil and vegetable microbes drives the transfer of antibiotic resistance genes from
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31 Soil bacterial communities triggered by organic matter inputs associates with a high-yielding pear
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Semi-solid state promotes the methane production during anaerobic co-digestion of chicken manure
with corn straw comparison to wet and high-solid state. Journal of Environmental Management,
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34 Natural selenium stress influences the changes of antibiotic resistome in seleniferous forest soils.
Environmental Microbiomes, 2022, 17, 26. 2.2 8

35 Temperature has a strong impact on the abundance and community structure of comammox Nitrospira
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36 Diversity and potential biogeochemical impacts of viruses in bulk and rhizosphere soils.
Environmental Microbiology, 2021, 23, 588-599. 1.8 62
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54 Termite mound formation reduces the abundance and diversity of soil resistomes. Environmental
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57 Agricultural land-use change and rotation system exert considerable influences on the soil antibiotic
resistome in Lake Tai Basin. Science of the Total Environment, 2021, 771, 144848. 3.9 27
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64 Precipitation increases the abundance of fungal plant pathogens in <i>Eucalyptus</i> phyllosphere.
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66 Divergent responses of wetland methane emissions to elevated atmospheric CO2 dependent on water
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67 Seasonal dynamics of soil microbial diversity and functions along elevations across the treeline.
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Speciation, transportation, and pathways of cadmium in soil-rice systems: A review on the
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69 Ammonia-oxidizing bacteria play an important role in nitrification of acidic soils: A meta-analysis.
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71 Influence of Legacy Mercury on Antibiotic Resistomes: Evidence from Agricultural Soils with
Different Cropping Systems. Environmental Science &amp; Technology, 2021, 55, 13913-13922. 4.6 19

72 Growth of comammox Nitrospira is inhibited by nitrification inhibitors in agricultural soils. Journal
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Characterization of the copper resistance mechanism and bioremediation potential of an
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