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Supplementary Table 1. List of genomes used in this study. Classification data were obtained from Mycobank (https://www.mycobank.org/) and Index Fungorum (https://indexfungorum.org/). Candida species in square brackets were classified using the NCBI taxonomy database. 1, see Materials and Methods.

Supplementary Table 2. Distribution of OGs involved in chitin synthesis and degradation.
[bookmark: _Hlk221116977]1, N., Neolecta; Pneu., Pneumocystis; Pro., Protomyces; Sai., Saitoella; Schi., Schizosaccharomyces; T., Taphrina.
2, A., Aspergillus; B., Beauveria; C., Coprinopsis; D., Diplodia; E., Encephalitozoon; Mac., Macrophomina; Muc., Mucor; S., Saccharomyces; Schi., Schizosaccharomyces; T., Trichoderma.

Supplementary Table 3. OGs shared among clusters based on cluster analysis using Yule coefficients.

Supplementary Table 4. Tukey–Kramer test results for PC1, PC2, and PC3.

Supplementary Table 5. OGs that characterise (a) Pezizomycotina (characteristically present and characteristically absent OGs); (b) Saccharomycotina (characteristically present and characteristically absent OGs); (c) Taphnimomycotina (characteristically present OGs); (d) Agaricomycotina (characteristically present and characteristically absent OGs); (e) Pucciniomycotina (characteristically present and characteristically absent OGs); (f) Ustilaginomycotina (characteristically present and characteristically absent OGs); (g) Ascomycota (characteristically present OGs); (h) Basidiomycota (characteristically present OGs); (i) OGs present in all species.

Supplementary File
Three-dimensional plot of principal component analysis results, presented as an HTML file. Scientific names and principal component values can be accessed by hovering a cursor over the genome symbols.
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