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Innovation points

» Generat a substantial fraction of D. salina transcriptional sequences for the entire
growth cycle

» Characterize the metabolic processes in D. salina with a focus on valuable metabolites

» Reduction in the substrates for spermine biosynthesis using inhibitors of S-
adenosylmethionine decarboxylase (dsAM, 4.1.1.50) and SPDS would allow
Dunaliella to achieve greater economic value in large-scale production under
environmental stress.
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