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Fungal communities in groundwater springs along the volcanic zone of Iceland. Inland Waters, 2020,

10, 418-427.

38  i»;The curse of the uncultured fungus. MycoKeys, 2022, 86, 177-194. 1.9 9

Detection of signal recognition particle (SRP) RNAs in the nuclear ribosomal internal transcribed
spacer 1 (ITS1) of three lineages of ectomycorrhizal fungi (Agaricomycetes, Basidiomycota). MycoKeys,
0,13, 21- 33

40 Effects of FPOM size and quality on aquatic heterotrophic bacteria. Limnologica, 2016, 59, 109-115. 1.5 7

Mycobiomes of sympatric Amorphophallus albis apathus (Araceae) and Camellia sinensis (Theaceae) a€“ a
case study reveals clear tissue preferences and differences in diversity and composition. Mycological
Progress, 2018, 17, 489-500.

Large-scale sampling of the freshwater microbiome suggests pollution-driven ecosystem changes.

42 Environmental Pollution, 2022, 308, 119627. 7.5 7

Evidence for Lignocellulose-Decomposing Enzymes in the Genome and Transcriptome of the Aquatic
Hyphomycete Clavariopsis aquatica. Journal of Fungi (Basel, Switzerland), 2021, 7, 854.

44 i»;Evidence for further non-coding RNA genes in the fungal rDNA region. MycoKeys, 0, 90, 203-213. 1.9 3

Microbial retention and resistances in stormwater quality improvement devices treating road runoff.
FEMS Microbes, 2021, 2, .

SARS-CoV-2 Crisis Management With a Wastewater Early-Warning System in the Bavarian District of

46 Berchtesgadener Land, Germany. Deutsches A&amp;#x0308;rzteblatt International, 2021, 118, 479-480.

0.9 1

Community composition of aquatic fungi across the thawing Arctic. Scientific Data, 2021, 8, 221.




