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  u. root-assotiated c. (GQ923975 / Boutelia gracilis roots / Mexico) 

  u. Ascomycota c. (HM162309 / grass roots / Texas, USA) 

  Periconia macrospinosa (AJ246159 / Avena sativa cv. Gerald roots / UK)

  u. Ascomycota c. (HM162257 / grass roots / Texas, USA) 

  REF145 (JN859365) 

  Periconia macrospinosa (FN393421 / Holcus lanatus roots / Spain) 

  REF144 (JN859364) 

  Periconia macrospinosa (FJ536208 / C4 grass roots / Kansas, USA) 

  Massarina sp. (GQ141701 / brown rice / -) 

  Periconia sp. (DQ336713 / water sample / Puerto Rico) 

  fungal endophyte (EU818906 / Balacata baccata / Thailand) 

  u. fungus c. (GQ999275 / air filter sample / -) 

  fungal endophyte (EU685980 / Cheilolejeunea sp. / Peru) 

  Periconia sp. (FJ903341 / decayed Picea abies / Latvia) 

  u. soil fungus c. (DQ420990 / soil / Minnesota, USA) 

  Periconia sp. (HQ130695 / Warburgia ugandensis / -) 

  fungal endophyte (EU977233 / Macairea thyrsiflora / Peru) 

  Periconia sp. (HQ023130 / mangrove / Brazil) 

  u. fungus c. (GU721899 / HVAC filter dust / USA) 

  u. fungus c. (FJ820730 / air sample / Germany) 

  REF143 (JN859363) 

  Corynespora olivacea (AF163088 / - / -) 

  Corynespora olivacea (FJ852595 / Tilia sp. / Netherlands) 

  Ascomycota sp. (GU566270 / Phalaris arundinacea roots / Czech Rep.)

  Saccharicola bicolor (AF455415 / - / -) 

  Saccharicola sp. (GQ370379 / - / -) 

  u. fungus c. (AM260897 / peat / Scotland) 

  Pteris tremula (AM920398 / - / -) 

  fungal endophyte (GQ169023 / - / -) 

  Pteris tremula (GQ241293 / creosote-treated wood / Korea) 

  Ascomycota sp. (FJ810163 / - / -) 

  Corollospora intermedia (EU557363) 

  Corollospora maritima (AB361032) 
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Daniel G. Knapp
Text Box
Figure S5 The maximum likelihood (ML) tree of the ITS sequences of representatives of group DSE-8 and similar sequences from GenBank. Sequences obtained in this study are shown in bold. Corollospora intermedia (EU557363) was used as outgroup. Accession number, isolation source and geographic origin of sequences from public databases are shown. NJ bootstrap (not shown below 70%) values are above and the Bayesian posterior probabilities as percentage (not shown below 90%) are below the branches. Abbreviations: uncultured (u.), clone (c.). Bar = 0.1 expected change on one nucleotide.




