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FIG. S1. Phylogenetic analysis of the twelomus intraradices s. I. isolates based on exon
sequences of the large subunit of mitochondrialsiimal DNA (mtLSU). The majority rule
consensus tree of 900 most parsimonious treegsepted. Bootstrap supports higher than 50
are indicated by numbers above the branches. Aocceasimber and the respective isolate
name are provided for all analysed sequences. Woeidolates from the present study
(Chomutov, PH5) are in blue, the mtLSU sequenceghef isolates recognised &3
irregulare according to Stockinger et al. (36) are in red dhdse recognised aS.
intraradices in green. Sequences of yet unclassified isolateblack and those belonging to
other Glomus species are purple. The applicability of the mtLBa$sed qPCR assays for the
analysed isolates is indicatetitUniversal assay’ PH5 assay® Chomutov assay. Note that
mismatches in priming sites were recorded for sofmie isolates other than Chomutov or
PHS.

FIG. S2. Sequence alignment of the large subunit of nucl#aosomal DNA of G.
intraradices s. I. The sequences obtained from the cultures asemhocula in the present
study are marked as ‘PH5’ and ‘Chomutov’. Each type is represented by one sequence.

All other sequences were retrieved from GenBank.

FIG. S3. Schematic representation of the positions of thieStdat primers used in this study.
The structure of the mtLSU region as amplified g primers RNL29 (Borstler et al. 2008)
and GImt4510R is depicted for the two studied iwdafG. intraradices s. . (PH5 — isolate
PH5; CH — isolate Chomutov). Insertions specifiotdy one of the two isolates are marked
by dashed lines. The positions of the gPCR assaysnarked by black arrows, the newly
developed amplification and sequencing primers hye band red arrows, respectively.
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