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Fig. 1 Fatty acid metabolic pathway
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Fig. 2 TAG accumulation amount under NaNOs
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Fig. 3 PDAT gene expression under NaNOs
concentration of 0, 75, 150, 225 mg/L
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Fig. 5 Acyl-CoA synthase gene expression under
NaNOs concentrationof 0, 75, 150, 225 mg/L
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