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Cloning and Sequence Analysis of FAS Gene in Epinephelus akaara

CHEN Si-yu, ZHANG Rui, YANG Yun-xia“~  (College of Fishery, Zhejiang Ocean University, Zhoushan,Zhejiang 316022)

Abstract [ Objective] To research the structure and expression characteristics of FAS (Fatty Acid Synthase) gene in Epinephelus akaara.
[ Method ] With the transcriptome sequence obtained in previous research as the database, PCR technology was used to obtain the cDNA sequence
of FAS gene in E. akaara. [Result] This sequence had high similarity with that of Larimichthy scrocea (87% ). The total length of FAS gene
was 8 505 bp, which included 712 bp 3'UTR, 7 548 bp open reading frame (ORF) , and 245 bp 5'UTR. A total of 2 515 amino acids were enco-
ded. The protein molecular weight was 274.03 ku, isoelectric point was 5.98, and it belonged to the hydrophilic protein. Results of Real-time
PCR showed that FAS gene had the highest expression in heart, followed with liver. Evolution of FAS gene was in accord with that of species.
[ Conclusion ] This research lays theoretical basis for the fat metabolism of E. akaara, and provides basic data for the cultivation of E. akaara.
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