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The achlorphyllous Ericaceous plant Monotropa uniflora parasitizes the mycorrhizal network of Russulaceae. (4)
Ectomycorrhizal mantle of Lactarius cf. deliciosus colonizing Populus trichocarpa. (5) Russula rugulosa in association with
hardwood trees secreting laccases and lignin peroxidases to scavenge nitrogen and phosphorus from soil organic matter for,
its plant host. (6) Populus trichocarpa colonized by Russulaceae exhibiting positive growth effects. (7) Root system of P.
trichocarpa colonized by Russulaceae. (8) Lactarius psammicola isolated in culture from sporocarp tissue. (9) Russula
redolens in association with P. trichocarpa in an axenic in vitro system.
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