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Abstract; To modifying oleaginous Dunaliella parva for biodiesel, transcriptome of Dunalielle parva was se-

quenced under nitrogen limitation and nitrogen sufficient condition by Hlumina Hiseq 2000 platform. 1 529 differen-

tially expressed genes were obtained. Resluts indicated that many differentially expressed genes were involved in

endocylosis, glycerophospholipid metabolism, ether lipid metabolism, the biosynthesis, transport and process of ge-

netic materials, biosynthesis of secondary metabolites and nitrogen metabolism.
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