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



RoNALD P DE VRIES

# Paper IF Citations

Fungal glycoside hydrolase family 44 xyloglucanases are restricted to the phylum Basidiomycota
and show a distinct xyloglucan cleavage pattern.. /Science, 2022, 25, 103666
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172 Aspergilli contribute to the evolution of these filamentous fungi but do not directly influence their 222 8
environmental stress tolerance. Studies in Mycology, 2018, 91, 23-36

Genomic and exoproteomic diversity in plant biomass degradation approaches among Aspergilli.
Studies in Mycology, 2018, 91, 79-99

6 Fungal Stress Database (FSD)--a repository of fungal stress physiological data. Database: the
7 Journal of Biological Databases and Curation, 2018, 2018, 5 9

Genomic and Genetic Insights Into a Cosmopolitan Fungus, (Eurotiales). Frontiers in Microbiology,

2018, 9, 3058

Dichomitus squalens partially tailors its molecular responses to the composition of solid wood.
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