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Abstract

Leucoagaricus viridiflavus, an agaric fungus newly recorded in Ibaraki Prefecture, was collected from

the ground in the coastal pine forest of Hasaki, Kamisu-shi. This is the second report of L. viridiflavus in

Japan. This paper contains a description of the fungus and the illustrations of its morphological characteristics.

By maximum parsimony analyses of the nuclear rDNA ITS region and LSU, L. viridiflavus samples collected

from Japan (Ibaraki and Hyogo) and India were placed within the same well-supported clade.
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Fig. 1. Morphological characteristics of baisidiomata of Leucoagaricus viridiflavus (INM-2-87722). A: Pileal surface. B:

Lamellae and stipes. C: Basidiospores. D: Cheilocystidia.
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Fig. 2. One of two parsimonious trees of Leucoagaricus viridiflavus derived by the maximum parsimony analysis of the nuclear rDNA

ITS region. The numbers along the branches are the nodal supports (parsimony bootstrap values).
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Fig. 3. A parsimonious tree of Leucoagaricus viridiflavus derived by the maximum parsimony analysis of the nuclear rDNA large

subunit. The numbers along the branches are the nodal supports (parsimony bootstrap values) .
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