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Fig. S1 Neighbor-joining tree of catalases (CATs) and catalase-peroxidases (KatGs)
In F. graminearum and other fungi. Af: Aspergillus fumigatus; An: Aspergillus
nidulans; Bm: Bipolaris maydis; Sc: Saccharomyces cerevisiae; Nc: Neurospora crassa,
Cn: Cryptococcus neoformans; Ca: Candida albicans; Mo: Magnaporthe oryzae; Fo:
Fusarium oxysporum; Cg: Colletotrichum graminicola. The accession numbers of CATSs
and KatGs are in Supplemental Table S3. Sequences were aligned with Clustal Omega,
and the phylogenetic tree was generated by MEGAG using Bootstrap confidence values
based on 1000 iterations. The evolutionary distances were computed using the P-
distance method and are in units of the number of amino acid differences per site.



