Additional File 7. Gene family analysis in Ceratocystis and other
Sordariomycetes.
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Figure 1. Enrichment of GO terms within the expanded families in Ceratocystis.
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Figure 2. Functional annotation of extinct proteins in Ceratocystis using GO/Biological Process.
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Figure 3. Enrichment of GO terms within the exclusive families of Ceratocystis.



