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Fire frequency drives decadal changes in soil carbon and nitrogen and ecosystem productivity.
Nature, 2018, 553, 194-198.

DNA metabarcodingd€”Need for robust experimental designs to draw sound ecological conclusions. 3.9 300
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Contrasting primary successional trajectories of fungi and bacteria in retreating glacier soils. 3.9 208
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Soil fungal community assembly in a primary successional glacier forefront ecosystem as inferred
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Species abundance distributions and richness estimations in fungal metagenomics - lessons learned
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Massively parallel 4544€sequencing of fungal communities in <i>Quercus</i> spp. ectomycorrhizas
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for host specificity. New Phytologist, 2011, 191, 515-527.

Utilization of major detrital substrates by dark-septate, root endophytes. Mycologia, 2000, 92, 230-232. 1.9 133

Improving ITS sequence data for identification of plant pathogenic fungi. Fungal Diversity, 2014, 67,
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Seasonal and temporal dynamics of arbuscular mycorrhizal and dark septate endophytic fungi in a

tallgrass prairie ecosystem are minimally affected by nitrogen enrichment. Mycorrhiza, 2008, 18,
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Fungal Community Shifts in Structure and Function across a Boreal Forest Fire Chronosequence. a1 119
Applied and Environmental Microbiology, 2015, 81, 7869-7880. :

Vertical distribution of fungal communities in tallgrass prairie soil. Mycologia, 2010, 102, 1027-1041.
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Isolation and morphological and metabolic characterization of common endophytes in annually
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Vertical and seasonal dynamics of fungal communities in boreal Scots pine forest soil. FEMS 07 84
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Nitrogen enrichment causes minimal changes in arbuscular mycorrhizal colonization but shifts
community composition?evidence from rDNA data. Biology and Fertility of Soils, 2005, 41, 217-224.

Fungal colonization of shrub willow roots at the forefront of a receding glacier. Mycorrhiza, 2004, 0.8 -
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Rootstocks Shape the Rhizobiome: Rhizosphere and Endosphere Bacterial Communities in the Grafted

Tomato System. Applied and Environmental Microbiology, 2019, 85, .

Septate endophyte colonization and host responses of grasses and forbs native to a tallgrass prairie. 0.8 73
Mycorrhiza, 2012, 22, 109-119. ’
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Host Identity Impacts Rhizosphere Fungal Communities Associated with Three Alpine Plant Species.
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Vegetation Type and Age Drive Changes in Soil Properties, Nitrogen, and Carbon Sequestration in

Urban Parks under Cold Climate. Frontiers in Ecology and Evolution, 2016, 4, . 2.2 72

Recruitment and establishment of the gut microbiome in arctic shorebirds. FEMS Microbiology
Ecology, 2017, 93, .

Spatial and successional dynamics of microbial biofilm communities in a grassland stream ecosystem. 3.9 59
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Moth Outbreaks Alter Root-Associated Fungal Communities in Subarctic Mountain Birch Forests.
Microbial Ecology, 2015, 69, 788-797.
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Fungal Biology, 2013, 117, 250-260.
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Composition and Drivers of Gut Microbial Communities in Arctic-Breeding Shorebirds. Frontiers in
Microbiology, 2019, 10, 2258.
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across ecosystems. Ecological Monographs, 2020, 90, e01409. 5.4 47

Can rDNA analyses of diverse fungal communities in soil and roots detect effects of environmental
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Spatial distribution of discrete RAPD phenotypes of a root endophytic fungus, Phialocephala fortinii,
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Analyses of ITS and LSU gene regions provide congruent results on fungal community responses.

Fungal Ecology, 2014, 9, 65-68.
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Tallgrass prairie soil fungal communities are resilient to climate change. Fungal Ecology, 2014, 10,
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day-care children. Environment International, 2021, 157, 106811.
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EcM fungal community structure, but not diversity, altered in a Pb-contaminated shooting range in a
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Context dependent fungal and bacterial soil community shifts in response to recent wildfires in the

Southern Appalachian Mountains. Forest Ecology and Management, 2019, 451, 117520. 3.2 35

Woody plant encroachment, and its removal, impact bacterial and funFal communities across stream
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Ectomycorrhizal Fungi in Lyman Lake Basin: A Comparison between Primary and Secondary
Successional Sites. Mycologia, 1999, 91, 575.
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Filamentous ascomycetes inhabiting the rhizoid environment of the liverwortCephaloziella variansin

Antarctica are assessed by direct PCR and cloning. Mycologia, 2003, 95, 457-466.

Soil fungal community changes in response to long-term fire cessation and N fertilization in
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Host-Environment Interplay Shapes Fungal Diversity in Mosquitoes. MSphere, 2021, 6, e0064621.

Analysis of ribosomal RNA indicates seasonal fungal community dynamics in Andropogon gerardii
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Seedlings Planted in Forest Humus. Scandinavian Journal of Forest Research, 2004, 19, 400-408.

94 Analysis of Rhizosphere Fungal Communities Using rRNA and rDNA. Soil Biology, 2009, , 29-40. 0.8 1

Improving Instructional Fitness Requires Change. BioScience, 2020, 70, 1027-1035.

Precipitation, Not Land Use, Primarily Determines the Composition of Both Plant and Phyllosphere

96 Fungal Communities. Frontiers in Fungal Biology, O, 3, . 2.0 0



