[bookmark: _GoBack]Supplemental Figure S1. One of 28 most-parsimonious phylograms inferred from maximum parsimony (MP) analysis of the TEF1 dataset.  The three species in the Fusarium concolor species complex (FCOSC) were strongly supported as monophyletic by maximum parsimony (MP) and maximum likelihood (ML) bootstrapping.  Only the MP bootstrap support (BS) is shown because ML-BS support differed by ≤5% of the MP-BS value.  The phylogram is rooted on sequences of F. babinda, the sister lineage of the FCOSC.  CI = consistency index, MPTs = most-parsimonious trees, NT = neotype strain, PIC = parsimony informative character, RI = retention index, T = type strain. 
Supplemental Figure S2. One of >1000 most-parsimonious phylograms inferred via maximum parsimony (MP) analysis of the partial RPB1 dataset.  Fusarium austroafricanum and F. anguioides were strongly supported as monophyletic; however, F. concolor received poor bootstrap support, but it’s monophyly was not contradicted by MP and ML bootstrapping.  ML-BS support is not shown because it differed by ≤5% of the MP-BS value.  Sequences of F. babinda were used to root the phylogeny based on more inclusive analyses (O’Donnell et al. 2013). CI = consistency index, MPTs = most-parsimonious trees, NT = neotype strain, PIC = parsimony informative character, RI = retention index, T = type strain. 
Supplemental Figure S3. One of 44 most-parsimonious phylograms 277 steps in length inferred by maximum parsimony (MP) analysis of the RPB2 dataset. The three species in the Fusarium concolor species complex (FCOSC) were strongly supported as monophyletic by maximum parsimony (MP) and maximum likelihood (ML) bootstrapping (100% BS).  The 80% bootstrap support (BS) for a sister group relationship of F. concolor and F. austroafricanum is the only ML-BS support shown because it differed by ≥5% of the MP-BS value. Sequences of Fusarium babinda were used to root the phylogram based on more inclusive analyses (O’Donnell et al. 2013). CI = consistency index, MPTs = most-parsimonious trees, NT = neotype strain, PIC = parsimony informative character, RI = retention index, T = type strain. 

