Figure S1. Gel image showing samples with successful amplification of ITS region. 1-
10 represent TM1, TM2, TM3, 1TA, 2TA, 3TA, 1TB, 2TB, 3TB, 1TC, 2TC, 3TC for S1
respectively and 1A to 10A represent TM1, TM2, TM3, 1TA, 2TA, 3TA, 1TB, 2TB, 3TB,
1TC, 2TC, 3TC for S2 respectively. L-ladder and N -Negative.
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Figure S2. Evolutionary relationships of taxa resolved to species level. The
evolutionary relationships of taxa are resolved to the species level. The
Neighbor-Joining method was used to infer the evolutionary history [36]. Next to
the branches is the percentage of replicate trees in which the associated taxa
clustered together in the bootstrap test (1000 replicates) [37]. The outgroup was
Acaulospora spinosa.



