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Fig.2 Multiple alignment of the deduced amino acid sequence of VpGSTR with GSTR from Laternula elliptica (ACM44933), Danio
rerio (NP001038525), Cyprinus carpio (ABD67511), Oreochromis aureus (ACT22667)
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Abstract
against oxidative stress. In this study, the full-length cDNAs of two glutathione S-transferases (GSTs) (named VpGSTR
and VpGSTMi) were cloned from Venerupis philippinarum using RACE technique. Sequence analysis showed that

Glutathione S-transferase (GST) is a family of versatile enzymes playing significant roles in cellular defense

VpGSTR comprised an open reading frame (ORF) of 705bp, encoding a polypeptide of 234 amino acids, and VpGSTMi
possessed an ORF of 450bp, encoding a polypeptide of 149 amino acids. Phylogenetic analysis showed that VpGSTR and
VpGSTMi were linked in evolution with other Rho and microsomal homologues. The VpGSTR and VpGSTMi transcript
were detected in all tissues but in the highest level in hepatopancreas. After challenged with Vibrio anguillarum, the
expression of both VpGSTR and VpGSTMi transcripts was up-regulated in 24h. These findings suggest that VpGSTR and
VpGSTMi may play an important role in cellular defense against oxidative stress caused by bacterial challenge.

Key words glutathione S-transferases; gene cloning;

Venerupis philippinarum; expression analysis



