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AAG38505 (Anopheles dirus_delta GST), CAB03592

(Anopheles gambiae delta GST), ABG56084 (Mayetiola destructor delta GST),
CAHS58743 (Episyrphus balteatus_delta GST), ABD43203 (Anopheles dirus_epsilon
GST), NP_611323 (Drosophila melanogaster _epsilon GST), AAV68398 (Aedes ae-

gypti_epsilon GST), AAM61889 (Anopheles gambiae zeta GST), BAH24013 (Bombyx
mori_zeta GST), ACE81250 (Tigriopus japonicus_zeta GST), AAV68399 (Aedes ae-
gypti_theta GST), NP_001108463 (Bombyx mori_theta GST), AAM61893 (Anopheles

gambiae_theta GST), CAA59739 (Echinococcus multilocularis mu GST), AAX37326

(Dermatophagoides pteronyssinus_ mu GST), XP_002578870 (Schistosoma mansoni_mu

GST), NP_001108461 (Bombyx mori_omega GST), ACZ02426 (Drosophila
melanogaster omega GST), ACR43779 (Chironomu tentans_omega GST), ABA42916

(Trichinella britovi_pi GST), ABA42914 (Trichinella spiralis_pi GST), AAA21585 (Di-

rofilaria immitis_pi GST), EKC38075 (Crassostrea gigas-sigma GST), ADF32019
(Chlamys farreri-sigma GST), AFQ35983 (Mytilus galloprovincialis-sigma GST),

ACP27597 (Chironomus tentans-sigma GST), AAF81283 (Haemonchus contortus-sigma

GST), AEW46325 (Ruditapes philippinarum-sigma GST), ABO26604 (Haliotis discus
discus-sigma GST)
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MOLECULAR CLONING AND RECOMBINANT EXPRESSION OF A SIGMA-LIKE
GLUTATHIONE S-TRANSFERASE FROM SEPIELLA MAINDRONI

YU Zuo-Ben, WANG Chun-Lin, MU Chang-Kao, SONG Wei-Wei,

(School of Marine Science of Ningbo University, Ningbo, 315211)

LI Rong-Hua

Abstract

full sequence was of 838bp, containing an open reading frame (ORF) of 615bp, that encoded 204 amino acid residues and a

The sigma-like glutathione S-transferase in Sepiella maindroni was cloned by EST and RACE method. The

3’ untranslated region of 150bp and a 5" UTR of 73bp. The deduced amino acid sequence of this gene showed 39.3%—
40.3% identity to the sequences of the sigma-class GSTs from Chlamys farreri and Crassostrea gigas. This gene was ex-
pressed in Escherichia coli with the pET-21(a+) vector. The GST activity of the recombinant SmGST was (12.22+
0.92)U/mg protein.
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