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Tab. 1 Amino acid identities of GnRH-R of Chinese sturgeon and other fishes

44/ H Class/Order %4 Chinese name i ] %24 Scientific name  Identity (%) GenBank No.
i f £ /R £ AW/ Y H /8T H I i Oncorhynchus mykiss 46 NP_001117823
AR IE B 2N/ Y H PANTREER Haplochromis burtoni 51 AAK29745
B A2 204 ) I AR AR IR Callorhinchus milii 39 NP 001279833
- £ 20/ PR TV A/ M e H TR Latimeria chalumnae 59 NP_001273666
SR8 £ 0 S AN/ T B /T B FLI Pagrus major 76 BAM17648
ARt B 20/ 1 H BEAL /) il Kryptolebias marmoratus 67 ABK88281
i £ 2 /6 fif ] 1 A< {8 i Anguilla japonica 57 BAB11961
i £ 2 B AN/ T H /i T H fiyi f1 Dicentrarchus labrax 65 CAD11992
fili-g g 4/t B /b Y I fify Sebastes schlegelii 72 AFR51715
A i £ /800 H /ARG 7 H JE i Fundulus heteroclitus 72 JARS83415
(=g AE] Ity Paralichthys olivaceus 75 AAY28982
filiB /62T H TR Clarias gariepinus 53 CAA66128
fREE /Y H /I H e AR Seriola dumerili 74 CAB65407
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Fig. 1 Unrooted phylogenetic trees [Neighbour-joining (a) & Maximum parsimony (b) of the deduced amino acid sequence of GnRH-R of

Chinese sturgeon and other fishes]

i P 5T GenBank, NCBIF 15 WA 1, i T2 4 8 B4 5 R KWk

The sequences were extracted from the GenBank databases and NCBI accession no. is in Tab. 1, the abbreviation of scientific name was

used in representing the species
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Fig. 2 Relative expression of GnRH-R mRNA in heart, liver,
spleen, kidney, testis, muscle, intestine and brain of Chinese
sturgeon
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expression levels
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CLONING AND EXPRESSION ANALYSIS OF GONADOTROPIN-RELEASING
HORMONE RECEPTOR, GNRH-R IN CHINESE STURGEON (ACIPENSER
SINENSIS)

WANG Gui-Ping"*, DU He-Jun’, LENG Xiao-Qian’, LI Chuang-Ju’ and CAO Hong"’

(1. State Key Laboratory of Freshwater Ecology and Biotechnology, Institute of Hydrobiology, Chinese Academy of Sciences, Wuhan
430072, China; 2. Hubei Key Laboratory of Three Gorges Project for Conservation of Fishes, Chinese Sturgeon Research Institute,
China Three Gorges Corporation, Yichang 443100, China; 3. Key Laboratory of Freshwater Biodiversity Conservation and
Utilization of Agriculture Ministry of China, Yangtze River Fisheries Research Institute, Chinese Academy of
Fishery Sciences, Wuhan 430223, China)

Abstract: The Chinese sturgeon (Acipenser sinensis), an endangered and national protected species, is an important re-
source for sturgeon aquaculture industry. This study cloned the full-length cDNA of the gonadotropin-releasing hor-
mone receptor (GnRH-R) from pituitary cDNA library of a 24 years old female Chinese sturgeon using rapid amplifica-
tion of cDNA ends (RACE). The nucleotide sequences of 4sGnRH-R is 1530 bp in length, containing a 478 bp 5'-un-
translated region (UTR), a 473 bp 3'-UTR, and a 579 bp open reading frame (ORF) with a mature peptide of 192 amino
acids encompassing 5 putative N-glycosylation sites. Multiple sequence alignment and phylogenetic analysis of the de-
duced amino acid sequence of 4sGnRH-R indicated that the most similar ortholog was red sea bream (Pagrus major)
(76%), and that the least similar ortholog was Callorhinchus milii (39%). Real-time quantitative PCR analysis indica-
ted that the AsGnRH-R was expressed in tissues including liver, spleen, kidney, testis, muscle, intestine, and brain with
the highest level in the testis.

Key words: Chinese sturgeon; GnRH-R; Gene cloning; Gene expression



