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Abstract Algal Symbiosis: lichen (fungus+alga)

Genomics of lichen symbiosis, and its in vitro reconstitution.

Algae for Energy and Environment

Algae constitute a major component of fundamental eukaryotic diversity, play profound
roles in the carbon cycle, and are prominent candidates for biofuel production. The US
Department of Energy Joint Genome Institute (JGI) is leading the world in algal genome
sequencing (http://jgi.doe.gov/Algae) and contributes % of the algal genome projects
worldwide (GOLD database, 2012). The sequenced algal genomes offer catalogs of genes,
networks, and pathways. The sequenced ‘first of its kind’ genomes of a haptophyte
E.huxleyii, chlorarachniophyte B.natans, and cryptophyte G.theta fill the gaps in the
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metagenomes. Collectively these datasets derived from algal genomics contribute to
building a comprehensive parts list essential for algal biofuel development.
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