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15445 <scp>eDNA</scp> metabarcoding from aquatic biofilms allows studying spatial and temporal
fluctuations of fish communities from Lake Geneva. Environmental DNA, 2023, 5, 570-581. 3.1 3
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2023, 95, .

1.3 0
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receptor to promote osteoarthritis in a rat model. International Immunopharmacology, 2023, 118,
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15459 Sustained detoxification of 1,2-dichloroethane to ethylene by a symbiotic consortium containing
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microecology in growth stages. Microbiological Research, 2023, 270, 127349. 2.5 1

15462
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against dibutyl phthalate toxification. Environmental Pollution, 2023, 324, 121328. 3.7 3

15464 Gut microbial and metabolic characterization of Atlantic salmon (Salmon salar) challenged with
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First insight into the sex-dependent accumulation, tissue distribution and potential toxicities of
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Deciphering endemic rhizosphere microbiome communityâ€™s structure towards the host-derived heavy
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Frontiers in Microbiology, 0, 14, .
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15499 Characterization and Hydrocarbon Degradation Potential of Variovorax sp. Strain N23 Isolated from
the Antarctic Soil. Microbiology Research, 2023, 14, 91-103. 0.8 1
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15500 Microbial Communities on Samples of Commercially Available Fresh-Consumed Leafy Vegetables and
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Fate, uptake and gut toxicity of two colloidal silver products in mice: how micro X-ray fluorescence,
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15503 Microbiological profile of periâ€•implantitis: Analyses of microbiome within dental implants. Journal of
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15504 â€” Invited Review â€” Assessment of the gastrointestinal microbiota using 16S ribosomal RNA gene
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15505 Oregano extract fed to pre-weaned dairy calves. Part 1: Effects on intake, digestibility, body weight,
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2023, 332, 117375.

3.8 8

15512 Non-Surgical Periodontal Treatment Impact on Subgingival Microbiome and Intra-Oral Halitosis.
International Journal of Molecular Sciences, 2023, 24, 2518. 1.8 3
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15518 Gut microbiota variation between climatic zones and due to migration strategy in passerine birds.
Frontiers in Microbiology, 0, 14, . 1.5 2
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15533 Microbial community stratification in scale-up Anaerobic Fluidized Bed Reactor applied for
4-Nonylphenol degradation. Bioresource Technology Reports, 2023, 21, 101359. 1.5 0
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15540 Additive fungal interactions drive biocontrol of Fusarium wilt disease. New Phytologist, 2023, 238,
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Frontiers in Cellular and Infection Microbiology, 0, 13, . 1.8 3

15542 Growth Stages and Inter-Species Gut Microbiota Composition and Function in Captive Red Deer
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15543 Gut microbiota of Parkinsonâ€™s disease in an appendectomy cohort: a preliminary study. Scientific
Reports, 2023, 13, . 1.6 2

15544
Galacto-oligosaccharides fed during gestation increase Rotavirus A specific antibodies in sow
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15555 Effect of chlorantraniliprole on soil bacterial and fungal diversity and community structure.
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15556 Temporal variability of microbial response to crude oil exposure in the northern Gulf of Mexico.
Frontiers in Ecology and Evolution, 0, 11, . 1.1 0
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15558 Plant communities regulated by water-level gradient in Caohai aquaticâ€“terrestrial ecotones affect
bacterial and fungal structures and co-occurrence networks. Rhizosphere, 2023, 25, 100674. 1.4 5
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15561 Compositional and functional diversities of core microbial communities in wild and artificial
Ophiocordyceps sinensis. International Microbiology, 2023, 26, 791-806. 1.1 1
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15593 High-throughput microbial culturomics using automation and machine learning. Nature
Biotechnology, 2023, 41, 1424-1433. 9.4 39
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