
Additional file 1. Species tree constructions with three multi-gene datasets.  
 

 
 
(A) Maximum likelihood tree of 22 Sordariomycetes species using the 291-gene data. MRC tree 
and eMRC tree display the same topology. Analyses of the 585-gene data and 1453-gene data lead 
to the topology and similar branch lengths. (B) The internode statistics of the tree shown in panel 
A are based on analysis of the three multi-gene datasets. The intensity of the colors reflects the 
relative values across the rows. GSF: gene-support frequency. IC: internode certainty.  
 

0.2 substitutitions/site

Nectria haematococca

Colletotrichum gloeosporioides

Botrytis cinerea

Pseudohalonectria lignicola

Trichoderma reesei

Colletotrichum fioriniae

Diaporthe ampelina

Verticillium dahllae

Magnaporthiopsis incrustans

Colletotrichum orbiculare

Cladonia grayi

Pyricularia oryzae

Sporothrix brasiliensis

Togninia minima

Histoplasma 
capsulatum

Ophioceras dolichostomum

Podospora anserina

Grosmannia clavigera
Ophiostoma piceae

Neurospora crassa
Myceliophthora thermophila

Colletotrichum graminicola
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