Fig. S1 50% majority-rule consensus tree from the Bayesian analysis of 45S nuc rDNA sequences of Complexispora multistratosa, C. mediterranea, Epigeocarpum japonicum, 23 other species of 17 genera of Glomeraceae, and three Diversispora species (Diversisporaceae) serving as outgroup. The three new species are in bold font. The Bayesian posterior probabilities ≥0.90 and ML bootstrap values ≥50% are shown near the branches, respectively. Bar indicates 0.1 expected change per site per branch 
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