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22 Hostâ€“microbiota interactions and responses to grass carp reovirus infection in
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30 Toxic and protective mechanisms of cyanobacterium Synechocystis sp. in response to titanium dioxide
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Spatial Distribution, Bioconversion and Ecological Risk of PCBs and PBDEs in the Surface Sediment of
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32 Light modulates the effect of antibiotic norfloxacin on photosynthetic processes of Microcystis
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33 Substrate-dependent competition and cooperation relationships between <i>Geobacter</i> and
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39 Bacteria-driven phthalic acid ester biodegradation: Current status and emerging opportunities.
Environment International, 2021, 154, 106560. 4.8 66
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51 Protection of Siganus oramin, rabbitfish, from heavy metal toxicity by the selenium-enriched seaweed
Gracilaria lemaneiformis. Ecotoxicology and Environmental Safety, 2020, 206, 111183. 2.9 10
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Science of the Total Environment, 2020, 720, 137570. 3.9 40
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72 Functional structures of soil microbial community relate to contrasting N2O emission patterns from
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