65

papers

67

all docs

87723

6,817 38
citations h-index
6/ 67
docs citations times ranked

102304
66

g-index

7772

citing authors



10

12

14

16

18

ARTICLE IF CITATIONS

454 Pyrosequencing analyses of forest soils reveal an unexpectedly high fungal diversity. New
Phytologist, 2009, 184, 449-456.

Mineral weathering by bacteria: ecology, actors and mechanisms. Trends in Microbiology, 2009, 17,
378-387. 85 556

Soil networks become more connected and take up more carbon as nature restoration progresses.
Nature Communications, 2017, 8, 14349.

The role of ectomycorrhizal communities in forest ecosystem processes: New perspectives and

emerging concepts. Soil Biology and Biochemistry, 2010, 42, 679-698. 42 412

Ancestral alliances: Plant mutualistic symbioses with fungi and bacteria. Science, 2017, 356, .

Pyrosequencing reveals a contrasted bacterial diversity between oak rhizosphere and surrounding

soil. Environmental Microbiology Reports, 2010, 2, 281-288. 1o 309

Quorum Sensing and Quorum Quenching: The Yin and Yang of Bacterial Communication.
ChemBioChem, 2009, 10, 205-216.

Effect of the Mycorrhizosphere on the Genotypic and Metabolic Diversity of the Bacterial
Communities Involved in Mineral Weathering in a Forest Soil. Applied and Environmental 1.4 248
Microbiology, 2007, 73, 3019-3027.

The Ti Plasmid of Agrobacterium tumefaciens Harbors an attM-Paralogous Gene, aiiB, Also Encoding
N-Acyl Homoserine Lactonase Activity. Applied and Environmental Microbiology, 2003, 69, 4989-4993.

A <i>Rhodococcus gsdA</i> -Encoded Enzyme Defines a Novel Class of Large-Spectrum

Quorum-Quenching Lactonases. Applied and Environmental Microbiology, 2008, 74, 1357-1366. 14 177

Soil conditions and land use intensification effects on soil microbial communities across a range of
European field sites. Soil Biology and Biochemistry, 2015, 88, 403-413.

Functional Assays and Metagenomic Analyses Reveals Differences between the Microbial Communities

Inhabiting the Soil Horizons of a Norway Spruce Plantation. PLoS ONE, 2013, 8, e55929. L1 147

Ecology of the forest microbiome: Highlights of temperate and borealAecosystems. Soil Biology and
Biochemistry, 2016, 103, 471-488.

Black truffle<i>a€«/i>associated bacterial communities during the development and maturation of
<scp><i>T<[i><[scp> <i>uber melanosporumc</i> ascocarps and putative functional roles. 1.8 133
Environmental Microbiology, 2014, 16, 2831-2847.

The Mineralosphere Concept: Mineralogical Control of the Distribution and Function of
Mineral-associated Bacterial Communities. Trends in Microbiology, 2015, 23, 751-762.

The bacterial genus <i>Collimonas«</i>: mycophagy, weathering and other adaptive solutions to life in

oligotrophic soil environments. Environmental Microbiology, 2010, 12, 281-292. 1.8 118

N-hexanoyl--homoserine lactone, a mediator of bacterial quorum-sensing regulation, exhibits

plant-dependent stability and may be inactivated by germinating Lotus corniculatus seedlings. FEMS
Microbiology Ecology, 2005, 52, 13-20.

Degradation of N-acyl homoserine lactone quorum sensing signal molecules by forest

root-associated fungi. FEMS Microbiology Ecology, 2008, 65, 271-278. L3 104



20

22

24

26

28

30

32

34

36

STEPHANE UROZ

ARTICLE IF CITATIONS

Specific impacts of beech and Norway spruce on the structure and diversity of the rhizosphere and
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