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Arbuscular mycorrhizal symbiosis in broad-leaved deciduous forests
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The majority of terrestrial plants form symbiotic associations with
arbuscular mycorrhizal (AM) fungi, and the importance of mycorrhizal symbiosis in primary production
and nutrient cycling of ecosystems is widely recognized. However, much of our understanding of AM
symbiosis has been derived from studies conducted under experimental conditions. To comprehend the *

actual functions® of AM, it is essential to promote research in natural field settings. In this
study, we examined the reality of AM symbiosis by focusing on temperate deciduous forests in
northern Japan. Specifically, we demonstrated that AM fungal communities differ between canopy trees
and understory plants, and that in forest ecosystems, the symbiotic relationship with AM fungi
progresses gradually as plants grow.
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