Figure S3: Dendrogram constructed with the whole genome phylogenetic program andi. Dendrogram was plotted
using the distance matrix generated by andi. Input for andi was the entire de novo assembly of each fungal isolate.
The topology matches the one constructed using the concatenated gene alignment with BEAST.
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Figure S3: Dendrogram constructed with the whole genome phylogenetic program andi. Dendrogram was plotted
using the distance matrix generated by andi. Input for andi was the entire de novo assembly of each fungal isolate.
The topology matches the one constructed using the concatenated gene alignment with BEAST.
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