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Diaporthomycetidae Hypocreomycetidae Sordariomycetidae Xylariomycetidae
Amplistromatales _ Cephalothecales Xylariales
Diaporthales _ Sordariales

Supplementary Figure S4. Maximum-likelihood phylogenetic tree of 271 nucleotide sequences from Sordariomycetes. The
bootstrap values indicated at the nodes are based on 1,000 bootstrap replicates. Branch values lower than 50% are hidden. The
tree scale denotes the evolutionary distance expressed at the number of nucleotide substitutions per site. Clusters C1 and C2
correspond to the primary clusters illustrated in Figure 4. Accession numbers and sequences of XIP are provided in

Supplementary Table S1.



