Challenge name: TreeFam-A - Agreement with Reference Gene Phylogenies: TreeFam-A
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Challenge name: STD_Eukaryota - Species Tree Discordance Benchmark - Eukaryota
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Challenge name: GO - Gene Ontology conservation test
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Challenge name: EC - Enzyme Classification (EC) conservation test
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Challenge name: G_STD2_Eukaryota - Generalized Species Tree Discordance Benchmark (Variant 2) - Eukaryota
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