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

A 1 Pyricularia oryzae B
JE Magnaporthiopsis incrustans 291-gene dataset 582-gene dataset 1453-gene dataset

Ophloceras dollqho_stomum Bootstrap GSF IC Bootstrap GSF IC Bootstrap GSF IC

6 2 Pseudohalonectria lignicola internode1 100 048 007 100 046 005 100 042 0.07
4 Sporothrix brasiliensis intemode2 100 091 0.64 100 | 084 054 100 | 070 039
45|E Ophiostoma piceae internode 3 100 097 100 099 098 100 | 090 092
Grosmannia clavigera internode 4 100 0.8 100 | 085 076 100 | 085 0.59

Togninia minima internode 5 100 097 100 [1.00 098 100 | 098 097
Diaporthe ampelina internode 6 100 056 034 100 050 036 100 036 028

Podospora anserina internode 7 100 | 0.86 0.80 100 | 078 0.5 100 059 0.61
Myceliophthora thermophila internode 8 100 042 015 100 031 008 100 021 007

Neurospora crassa internode 9 100 (079 040 100 |0.76 036 100 |0.65 0.24

Trichoderma reesei internode 10 100|099 097 100 | 098 097 100 [085 089

Nectria haematococca internode 11 100 0.75 0.58 100 0.64 047 100 046 0.38

Verticillium dahllae internode 12 100 097 100 [009 097 100 [001 086
Colletotrichum orbiculare internode 13 100 0.87 100 0.95 0.83 100 0.83 072
Colletotrichum g/oeosporioides internode 14 100 0.66 0.15 100 0.62 0.15 100 0.56 0.12
Colletotrichum fioriniae internode 15 100 0.94 081 100 092 072 100 0.80 0.56

15— Colletotrichum graminicola internode 16 100 100 100 (1000100 100 [095 091
internode 17 100 076 100 | 0.87 063 100 | 069 0.53

18 Cladlonia grayi
19!:‘ Istoplasma internode 18 100 092 100 087 100 |090 067
Botrytis cinerea capsulatum internode 19 100 097 100 095 100 092 093

0.2 substitutitions/site

(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.



