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Fig.1

The morphological characteristicsin ovarian development
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Fig.2 The cDNA sequence and its deduced amino acid sequence of mPRa from O. fasciatus
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CLONING AND EXPRESSION OF MEMBRANE PROGESTIN RECEPTOR
(mPRa) IN ROCK BREAM OPLEGNATHUS FASCIATUS

SHI Bao', LIU Xue-Zhou', CHEN Sheng-Yi"?, XU Yong-Jiang', ZANG Kun"? LI Xiao-Ni'

(1. Key Laboratory of Sustainable Development of Marine Fisheries, Ministry of Agriculture, P. R. China, Qingdao Key Laboratory for
Marine Fish Breeding and Biotechnology, Yellow Sea Fisheries Research Institute, Chinese Academy of Fishery Sciences, Qingdao
266071, China; 2. College of Fisheries and Life Science, Shanghai Ocean University, Shanghai 201306, China)

Abstract A full-length ¢cDNA sequence of mPRa was cloned first time from the ovary of Oplegnathus fasciatus by
homology cloning and RACE techniques. The mPRa ¢cDNA sequence is 1222bp and its open reading frame is 1060bp,
encoding a precursor protein of 353 amino acids preceded by a signal peptide of 16 amino acids residues. Sequence
alignment of the mPRa and amino acid of other species suggested that it had seven transmembrance domains. Tertiary
structure of mPRa protein showed that it had several binding sites. Sequences comparison and phylogenetic analysis
showed the mPRa clusters with perciformes in more than 95% identity. The mPRa mRNA expression of sexually matured
rock bream was detected by quantitative real-time PCR (qQRT-PCR) method. Tissue expression analysis showed that mPRa
mRNA was expressed widely in the fish, and mPRa transcripts were highly abundant in brain, pituitary, and ovary.
Expression level of mPRa mRNA in brain and pituitary of reproductive cycle showed that mPRo mRNA were maximum at
stage . And the expression level of mPRa mRNA in the reproductive cycle showed that it significantly increased from
ovarian development stage to stage (P<0.05), then peaked in the stage . Changes in serum estrogen values of
reproductive cycle indicated that plasma estrogen values changed dramatically (P<0.05), and the estrogen values increased
rapidly and reached maximumat stage . The research may provide a reference for understanding ovarian maturation
regulation of O. fasciatus.

Key words Oplegnathus fasciatus; membrane progestin receptor; gene cloning; expression; estrogen



