Additional file 4. The complete set of taxa included in the phylogenetic trees shown in
Fig. 2 and Figs. 3A and 3B.
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Maximum likelihood tree of a major facilitator superfamily transporter that is shown in Fig.
2A. The tree is built using IQtree and the branch supports are UFboot (Ultrafast bootstrap)
estimated using 2,000 bootstrap replicates (see Methods in main text). Pink color indicates
Magnaporthales. Olive color indicates Colletotrichum. Black color indicates prokaryotic
species.
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Maximum likelihood tree of a putative alpha-1,2-mannosidase gene that are shown in Fig. 2B.
The tree was generated using IQtree and the branch supports are UFboot (Ultrafast boostrap)
estimated using 2,000 bootstrap replicates (see Methods in main text). Pink color indicates
Magnaporthales. Olive color indicates Colletotrichum. Blue color indicates other fungal
species. Black color indicates prokaryotic species.
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Maximum likelihood tree of a putative dimethylaniline monooxygenase that is shown in Fig.
3A. The tree was generated using IQtree and the branch supports are UFboot (Ultrafast
boostrap) estimated using 2,000 bootstrap replicates (see Methods in main text). Pink color
indicates Magnaporthales. Olive color indicates Colletotrichum. Blue color indicates other
fungal species. Black color indicates other species.
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Maximum likelihood tree of a NACHT and TPR domain-containing protein that is shown in
Fig. 3B. The tree was generated using IQtree and the branch supports are UFboot (Ultrafast
bootstrap) estimated using 2,000 bootstrap replicates (see Methods in main text). Pink color

indicates Magnaporthales. Olive color indicates Colletotrichum. Blue color indicates other
fungal species.



