100/89/0.906— Metarhizium robertsii ARSEF 23
100/100/1.0 Metarhizium brunneum ARSEF 3297
100/63/1.0 Metarhizium majus ARSEF 297
97/91/1.0 = Metarhizium guizhouense ARSEF 977
. Metarhizium anisopliae ARSEF 549

100/100/1.0 Metarhizium acridum CQMa 102
100/100/1.0 Metarhizium album ARSEF 1941
Fusarium graminearum PH-1
Trichoderma reesei QM6a
Colletotrichum fioriniae PJ7
Colletotrichum orbiculare MAFF 240422
Verticillium dahliae VdLs.17
Verticillium alfalfae VaMs.102
Scedosporium apiospermum
Grosmannia clavigera kw1407
— Magnaporthe oryzae 70-15
100/100/1.0 podospora anserina S mat+

100/81/1.0 100/100/1.0
100/100/1.0

100/100/1.0 71/90/1.0 Chaetomium globosum CBS 148.51
80/100/1.0 Sordaria macrospora k-hell
-/-/1.0 100/100/1.04— Neurospora crassa OR74A

— Eutypa lata UCRELI
100/100/1.0— Pestalotiopsis fici W106-1
Sclerotinia sclerotiorum 1980 UF-70

100/100/1.0— Bipolaris oryzae ATCC 44560
| E Pyrenophora teres f. teres 0-1
100/100/1.0 Cladophialophora carrionii CBS 160.54

Exophiala dermatitidis NIH/UT8656
Talaromyces marneffei ATCC 18224
Penicillium oxalicum 114-2
Aspergillus clavatus NRRL 1
Aspergillus fumigatus Af293

S4 Fig: Species tree of the 31 fungal species analyzed in Fig. 1. The species tree was
constructed using the concatenated alignment (S2 Dataset) of the 20 best scoring
single-copy genes (S7 Table). Numbers at nodes represent the bootstrap values of
Maximum Likelihood (left), Neighbor-Joining (middle), and the Bayesian posterior
probabilities (right). A hyphen (-) indicates no support value in the corresponding

method.



