
 AF310087 Gloeocystidiellum clavuligerum

 AF310088 Gloeocystidiellum clavuligerum

 AY048878 Gloeocystidiellum porosellum

 AY048876 Gloeocystidiellum bisporum

 AY048877 Gloeocystidiellum bisporum

 AY048875 Gloeocystidiellum bisporum

 AF506433 Gloeocystidiellum aculeatum

 FR878082 Gloeocystidiellum kenyense

 FR878083 Gloeocystidiellum kenyense

 AF441338 Gloeocystidiellum purpureum

 FR878084 Gloeocystidiellum kenyense

 AF506421 Gloeocystidiellum luridum

 AF506404 Gloeocystidiellum subasperisporum

 AF310097 Gloeocystidiellum porosum

 AF310098 Gloeocystidiellum porosum

 AY048881 Gloeocystidiellum porosum

 AF506448 Gloeomyces graminicola

 AF506443 Gloeocystidiellum wakullum

 MH858805 Gloeocystidiellum heimii

 AF506381 Gloeocystiellum heimii

 AF506442 Gloeocystidiellum triste

*OP377059 Gloeocystidiellum lojanense basidioma L05

*OP377083 Gloeocystidiellum lojanense strain B08

 AF506439 Gloeocystidiellum formosanum

 AF506432 Gloeocystidiellum aspellum

 AF506434 Gloeocystidiellum compactum

 AF506419 Lentinellus ursinus

 AF506417 Lentinellus cochleatus
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Figure S2: Maximum Likelihood phylogenetic tree for the ITS1-5.8-ITS2 region for sequence po-sitioning corresponding to 
Gloeocystidiellum lojanense sp. nov. Bar = number of expected substitu-tions per position. * Sequences generated in this study.


