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Supplementary Figure S1



Multiple sequence alignment of the zinc-coordinating regions from o- and p-class CAs of
fungi. Protein sequences CAs from filamentous ascomycetes, hemiascomycetous yeasts and
basidiomycetes are aligned to maximized similarities. The alignment was used to generate the
phylogenetic tree given in Figure 2. Accession numbers and abbreviations are given in Table

1.



