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Enzyme Activity Analysis of GmLACS in Saccharomyces Cerevisiae
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Abstract: In this paper, GmLACS was transformed into LACS-deficient Saccharomyces cerevisiae YB525 to analyze its enzymat-

ic activity. Phylogenic analysis indicated GmLACS showed a high degree of homology with other LACSs of plants. GmLLACS
could complement the YB525 mutant which was deficient in LACS showing that GmLACS belonged to the LACS family. The

transformants preferred to use long chain fatty acids indicated GmLACS could activate the free fatty acids and involve the me-

tabolism of fatty acids and lipids.
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