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(FxxGxxxCxQG) ( ,2001) K
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R.norvegicus 170
Consensus
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C.mertensii 245
C.xanthurus 245
O.melastigma 245
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R.norvegicus Lo 502
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Fig.2 Multiple alignment of CYP2 amino acid sequence with other CYP2 animals
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CLONING AND EXPRESSION OF CYP2 GENE IN PORTUNUS TRITUBERCULATUS

FENG Yan-Yan"? LI Jian’, ZHANG De-Ning"?, LIU Ping?>, GE Qian-Qian?,
LV Jian-Jian?, GAO Bao-Quan®

(1. Ocean University of Shanghai, Shanghai 201306, China,
2. Yellow Sea Fisheries Research Institute, Chinese Academy of Fishery Sciences, Qingdao 266071, China)

Abstract The complete cDNA sequence of CYP2 gene in swimming crab Portunus trituberculatus was cloned first
time in RT-PCR and Smart™ Race technology. The full-length cDNA of CYP2 was 1662bp encoding a 492 amino-acid
polypeptide with the predicted molecular weight of 56.68kD and estimated isoelectric point of 6.38. The conserved K helik
sequence (ExxR) and heme-binding motif (FxxGxxxCxG) of cytochrome CYP450 monooxygenases identified in CYP2
suggested that the CYP2 belonged to the cytochrome CYP450 subgroup. Comparison of amino acid sequences showed that
the amino acid homology of CYP2 between P. trituberculatus and Carcinus maenas was >75%. Real time RT-PCR was
used to assess the mRNA expression of CYP2 in organs or tissues and its expression level of CYP2 under different
concentrations of sulfadiazine. The results show that CYP2 was widely expressed in all detected tissues, including
hepatopancreas, gills, muscle, hemolymph, and eyestalk. The expression level of CYP2 was up-regulated distinctly in the
hepatopancreas after intramuscular administration of sulfadiazine, gradually reduced with the time, and achieved the level
of the control in 72h (P<0.05). Therefore, CYP2 could be induced by sulfadiazine and might be involved in the
drug-metabolic response of P. trituberculatus.

Key words Portunus trituberculatus; CYP2; gene cloning; expression; sulfadiazine



