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Complex effects of mammalian grazing on extramatrical mycelial biomass in the Scandes foresta€tundra

ecotone. Ecology and Evolution, 2018, 8, 1019-1030. 19 13



20

22

24

26

28

30

32

34

36

MARTIN RYBERG

ARTICLE IF CITATIONS
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High-level classification of the Fungi and a tool for evolutionary ecological analyses. Fungal 123 450
Diversity, 2018, 90, 135-159. :
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