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Summary Chlamydomonas as model for algal biofuel feedstock
The diminishing reserve of fossil fuels calls for the development of Land Required to Displace All Gasoline Chlamydomonas reinhardtii as a reference model
biofuels. Biofuels are produced from renewable resources, including T Inthe United States ;
photosynthetic organisms, generating clean energy. Microalgae is one of iy | * Unicellular green algae (Chlorophyta), found all over the world, in soil, fresh water, oceans

the potential feedstock for biofuels production. It grows easily even in
waste water, and poses no competition to agricultural crops for arable
land. However, little is known about the algae lipid biosynthetic regulatory
mechanisms. Most studies relied on the homology to other plant model

* The most widely used laboratory species is Chlamydomonas reinhardtii
* Cells can grow on a simple medium of inorganic salts, using photosynthesis to provide energy
* Reference genome available
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Data mining: Searching for common players in lipid biosynthesis pathway Discussion

Multiple approaches targeting common differentially regulated components in nitrogen and sulfur depleted conditions. Here, we report a pilot attempt to

 Simple differential modified histone marks + Differential gene expression (targeting early response) understand the regulation of algae lipid
biosynthetic pathways by genome wide
chromatin landscaping. Deep sequencing of
transcriptome also provide supporting data
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