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Supplementary Figure 1. Phylogenetic trees based on maximum likelihood (ML) analysis of the ITS region for Huntiella species. Isolates in bold were obtained and sequenced in this study. Bootstrap values > 50 % for maximum parsimony (MP) and ML are presented above branches as MP/ML. Bootstrap values lower than 50 % are marked with *. Nodes without bootstrap support are marked with -. Ceratocystis cercfabiensis (CMW 43029) represents the outgroup.

Supplementary Figure 2. Phylogenetic trees based on maximum likelihood (ML) analysis of the BT1 gene for Huntiella species. Isolates in bold were obtained and sequenced in this study. Bootstrap values > 50 % for maximum parsimony (MP) and ML are presented above branches as MP/ML. Bootstrap values lower than 50 % are marked with *. Nodes without bootstrap support are marked with -. Ceratocystis cercfabiensis (CMW 43029) represents the outgroup.

[bookmark: OLE_LINK99][bookmark: OLE_LINK100]Supplementary Figure 3. Phylogenetic trees based on maximum likelihood (ML) analysis of the TEF-1α gene for Huntiella species. Isolates in bold were obtained and sequenced in this study. Bootstrap values > 50 % for maximum parsimony (MP) and ML are presented above branches as MP/ML. Bootstrap values lower than 50 % are marked with *. Nodes without bootstrap support are marked with -. Ceratocystis cercfabiensis (CMW 43029) represents the outgroup.


