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Fig. S1. Maximum-likelihood phylogenetic tree based on ITS2 rDNA sequences of the
Cyphellaceae operational taxonomic unit (OTU) detected in mycorrhizal samples of
Ephippianthus sawadanus (shown in bold), together with related sequences retrieved
from the INSDC databases. Accession numbers are indicated for all reference sequences.
The tree was rooted using Porotheleum domingense and P. omphaliiforme
(Porotheleaceae) as outgroups. Node labels indicate SH-alLRT/ultrafast bootstrap
support; values below 80% and 95%, respectively, are replaced by an em dash. The

scale bar indicates substitutions per site. Abbreviation: OrM, orchid mycorrhizal fungi.
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100/100 Tulasnella australiensis MT003730
Tulasnella violea KC152414

99.1/96

100/100 90.9/98
98.8/100

Rhizoctonia theobromae FJ763577
Rhizoctonia fusispora DQ398957

0.1

Fig. S2. Maximum-likelihood phylogenetic tree based on ITS2 rDNA sequences of the
Tulasnellaceae operational taxonomic units (OTUs) detected in mycorrhizal samples of
Ephippianthus schmidtii and E. sawadanus (shown in bold), together with related
sequences retrieved from the UNITE and INSDC databases. Accession numbers are
indicated for all reference sequences. The tree was rooted using Rhizoctonia
theobromae and R. fusispora (Ceratobasidiaceae) as outgroups. Node labels indicate
SH-aLLRT/ultrafast bootstrap support; values below 80% and 95%, respectively, are
replaced by an em dash. The scale bar indicates substitutions per site. Abbreviations:

OrM, orchid mycorrhizal fungi; EcM, ectomycorrhizal fungi.



