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ABSTRACT

Algae, defined as photosynthetic eukaryotes other than plants, constitute a major
component of fundamental eukaryotic diversity. Acquisition of the ability to conduct
oxygenic photosynthesis through endosymbiotic events has been a principal driver of
eukaryotic evolution, and today algae continue to underpin aquatic food chains as
primary producers. Algae play profound roles in the carbon cycle, can impose health and
economic costs through toxic blooms, and are candidate sources for bio-fuels; all of these
research areas are part of the mission of DOE’s Joint Genome Institute (JGI). A
collection of algal projects ongoing at JGI contributes to each of these areas and
illustrates analyses employed in their genome exploration.



