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Genomes of energy and environment fungi are in focus of the
Fungal Genomic Program at the US Department of Energy Joint
Genome Institute (JGI). Its key project, the Genomics Encyclopedia
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sampling fungal diversity Supports genome analysis, functional genomics, user data deposition & curation Enables analysis of groups of related fungi
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Growth in 100s of conditions
3. Fungal ecosystems:
= Bioenergy crops symbionts & pathogens
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