251 16,275 62 123

papers citations h-index g-index

266 19,740 6.9 6.32

ext. papers ext. citations avg, IF L-index



250

248

246

244

242

240

238

236

RoNALD P DE VRIES

Paper IF Citations

The Paleozoic origin of enzymatic lignin decomposition reconstructed from 31 fungal genomes.
Science, 2012, 336, 1715-9

Genome sequencing and analysis of the versatile cell factory Aspergillus niger CBS 513.88. Nature
Biotechnology, 2007, 25, 221-31 445

Insights from the genome of the biotrophic fungal plant pathogen Ustilago maydis. Nature, 2006,
444,97-101

Aspergillus enzymes involved in degradation of plant cell wall polysaccharides. Microbiology and L 6
Molecular Biology Reviews, 2001, 65, 497-522, table of contents 3-2 79

Genomic analysis of the necrotrophic fungal pathogens Sclerotinia sclerotiorum and Botrytis
cinerea. PLoS Genetics, 2011, 7, 1002230

The plant cell wall-decomposing machinery underlies the functional diversity of forest fungi. L
Science, 2011, 333, 762-5 333 417

Finished genome of the fungal wheat pathogen Mycosphaerella graminicola reveals dispensome
structure, chromosome plasticity, and stealth pathogenesis. PLoS Genetics, 2011, 7, e1002070

Fungal enzyme sets for plant polysaccharide degradation. Applied Microbiology and Biotechnology, 3
2011, 91, 1477-92 57 39

Genome sequence of the model mushroom Schizophyllum commune. Nature Biotechnology, 2010,
28,957-63

Comparative genomic analysis of the thermophilic biomass-degrading fungi Myceliophthora
thermophila and Thielavia terrestris. Nature Biotechnology, 2011, 29, 922-7 445 324

The transcriptional activator XInR regulates both xylanolytic and endoglucanase gene expression in
Aspergillus niger. Applied and Environmental Microbiology, 1998, 64, 3615-9

Genome sequence of the necrotrophic plant pathogen Pythium ultimum reveals original

pathogenicity mechanisms and effector repertoire. Genome Biology, 2010, 11, R73 183 280

Genome sequence of the button mushroom Agaricus bisporus reveals mechanisms governing
adaptation to a humic-rich ecological niche. Proceedings of the National Academy of Sciences of the
United States of America, 2012, 109, 17501-6

Comparative genomics reveals high biological diversity and specific adaptations in the industrially

and medically important fungal genus Aspergillus. Genome Biology, 2017, 18, 28 183 261

The amsterdam declaration on fungal nomenclature. IMA Fungus, 2011, 2, 105-12

Plant-polysaccharide-degrading enzymes from Basidiomycetes. Microbiology and Molecular Biology

Reviews, 2014, 78, 614-49 13.2 242

The genome sequence of the model ascomycete fungus Podospora anserina. Genome Biology, 2008

, 9, R77




(2018-2012)

Comparative genomics of Ceriporiopsis subvermispora and Phanerochaete chrysosporium provide
234 insightinto selective ligninolysis. Proceedings of the National Academy of Sciences of the United 11.5 225
States of America, 2012, 109, 5458-63

Synergy between enzymes from Aspergillus involved in the degradation of plant cell wall
polysaccharides. Carbohydrate Research, 2000, 327, 401-10

The genomes of the fungal plant pathogens Cladosporium fulvum and Dothistroma septosporum
232 reveal adaptation to different hosts and lifestyles but also signatures of common ancestry. PLoS 6 189
Genetics, 2012, 8, 1003088

Insight into trade-off between wood decay and parasitism from the genome of a fungal forest
pathogen. New Phytologist, 2012, 194, 1001-1013

20 Trehalose is required for the acquisition of tolerance to a variety of stresses in the filamentous
3 fungus Aspergillus nidulans. Microbiology (United Kingdom), 2001, 147, 1851-1862

Complementary symbiont contributions to plant decomposition in a fungus-farming termite.

Proceedings of the National Academy of Sciences of the United States of America, 2014, 111, 14500-5

228 Mannitol is required for stress tolerance in Aspergillus niger conidiospores. Eukaryotic Cell, 2003, 2, 690-8 162

The secretome of the maize pathogen Ustilago maydis. Fungal Genetics and Biology, 2008, 45 Suppl
1,S63-70

CreA modulates the XInR-induced expression on xylose of Aspergillus niger genes involved in xylan

226 degradation. Research in Microbiology, 1999, 150, 281-5 139

Resolving the polyphyletic nature of Pyricularia (Pyriculariaceae). Studies in Mycology, 2014, 79, 85-120 22.2
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180 Microbiology and Biotechnology, 2014, 98, 5531-40 57 59

Physiological and molecular aspects of degradation of plant polysaccharides by fungi: what have
we learned from Aspergillus?. Biotechnology Journal, 2013, 8, 884-94

18 Protease and lipase activities of fungal and bacterial strains derived from an artisanal raw ewe'’s 3 3
7 milk cheese. International Journal of Food Microbiology, 2016, 237, 17-27 5 4

Heterogenic expression of genes encoding secreted proteins at the periphery of Aspergillus niger

colonies. Environmental Microbiology, 2011, 13, 216-225

Isolation and characterization of two specific regulatory Aspergillus niger mutants shows
176  antagonistic regulation of arabinan and xylan metabolism. Microbiology (United Kingdom), 2003, 2.9 48
149, 1183-1191

Horizontal gene transfer and gene dosage drives adaptation to wood colonization in a tree
pathogen. Proceedings of the National Academy of Sciences of the United States of America, 2015,
112, 3451-6

The influence of Aspergillus niger transcription factors AraR and XInR in the gene expression
174 during growth in D-xylose, L-arabinose and steam-exploded sugarcane bagasse. Fungal Geneticsand 3.9 46
Biology, 2013, 60, 29-45

Growth and hydrolase profiles can be used as characteristics to distinguish Aspergillus niger and
other black aspergilli. Studies in Mycology, 2011, 69, 19-30

172 Two glucuronoyl esterases of Phanerochaete chrysosporium. Archives of Microbiology, 2009, 191, 133-403 45

The transcriptional activator GaaR of Aspergilluslhiger is required for release and utilization of
d-galacturonic acid from pectin. FEBS Letters, 2016, 590, 1804-15

Selective Cleavage of Lignin B4 Aryl Ether Bond by EEtherase of the White-Rot Fungus. ACS 3
179 sustainable Chemistry and Engineering, 2018, 6, 2878-2882 3 43
Phylogeny of the industrial relevant, thermophilic genera Myceliophthora and Corynascus. Fungal
Diversity, 2012, 52, 197-207

168 Regulation of plant biomass utilization in Aspergillus. Advances in Applied Microbiology, 2014, 88,31-56 4.9 39

Efficient plant biomass degradation by thermophilic fungus Myceliophthora heterothallica. Applied
and Environmental Microbiology, 2013, 79, 1316-24

Occurrence and function of enzymes for lignocellulose degradation in commercial Agaricus

166 bisporus cultivation. Applied Microbiology and Biotechnology, 2017, 101, 4363-4369 57

Unique regulatory mechanism for D-galactose utilization in Aspergillus nidulans. Applied and
Environmental Microbiology, 2011, 77, 7084-7

Combinatorial control of gene expression in Aspergillus niger grown on sugar beet pectin. Scientific

164 Reports, 2017, 7, 12356 49 37

A comparison between the homocyclic aromatic metabolic pathways from plant-derived

compounds by bacteria and fungi. Biotechnology Advances, 2019, 37, 107396




(2016-2015)

Uncovering the abilities of Agaricus bisporus to degrade plant biomass throughout its life cycle.

162 poironmental Microbiology, 2015, 17, 3098-109 52 37

Expression-based clustering of CAZyme-encoding genes of Aspergillus niger. BMC Genomics, 2017,
18,900

Inverting character of alpha-glucuronidase A from Aspergillus tubingensis. Biochimica Et Biophysica

160 Acta - General Subjects, 2000, 1474, 360-4 4
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