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Abstract: Glutathione peroxidase( GPX) plays an important role in response to salt stress in plant. Through the a—
nalysis on EST sequence of Thellungiella halophila a novel gene exhibiting high homology with plant glutathione per—
oxidase was discovered and named as ThGPX6( GenBank accession number: FJ357244) . ThRGPX6 consists of 892 nu—
cleotides including a single 702bp opening reading frame which encodes a 234-amino acid peptide. Bioinformatics a—
nalysis showed that ThGPX6 had typical structures of GPX such as catalysis region( NVASKCGLT) characteristic mo—
tif( ILAFPCNQF) and PHGPX special sequence( KWNF( S/T) KFL) . Quantitative real-time PCR analysis revealed
that the gene expressed in shoot and root and could be induced by NaCl in T. halophila. These results showed that the
ThGPX6 played a crucial role under salt stress in T. halophila. ThGPX6 is most likely localized in the mitochondria
and endosome suggesting importence of ThGPX6 in the process of cleaning ROS.
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Table 1 DNA primer sequences of ThGPX6

Name Primer name Primer sequence
ThGPX6 EST ThGPX6F 5 —CAGGTCCTTCTCGATGCTGAG—3~
ThGPX6R 5 —CGACAACGGGAGCTAAACTTTC—3
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5’ ThGPX6FQ 5 —CTTTTGCAAATGCTTCGCTCCTC—3~
ThGPX6RQ 5 —GTTCCACTTGATGCCATCTCC—3~
ThGPX6FB 5 —GCAAATGCTTCGCTCCTCAATTCG—3"
ThGPX6RB 5 —CCCAAATACACTCAAGAACTCAGACAG—3~
Tublin ThtublinF1 5 —AGACGCTCCCTAAGCATTGA—3~
ThtublinR1 5 —GCAGAGATGACTGGTGCGTA—3~
PCR ThGPX6F1 5 —TCGTCCTCTTCCTTTATCGACAACG—3~
ThGPX6R1 5 —CGCATCCTTCACGGTGAAATCATAG—3"
Xho [ ThGPX 6F 5 —CCGCTCGAGAAATGTTGAGATCCTCATTTCGGC—3~
Xba | ThGPX 6R 5 —GCTCTAGATTAAGCAGTAACTCCCAACATTTTCTT—3~
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B
1 ThGPX6 PCR
Fig.1 Electrophoretogram of PCR for ThGPX6
M: DNA MarkerIll; 1 ~3 ThGPX6  3°'RACE W5
M: DNA Markerlll 1:3“end-ThGPX6 by 3"RACE tecnique 2:5°end-ThGPX6 3: the full length sequenceof the ThGPX6
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Fig.2 Nucleotide and deduced amino acid sequence of ThGPX6 and its sequence character
A: ThGPX6 GPX N
PHGPX ; B: ThGPX6

A: Nucleotide and deduced amino acid sequence of ThGPX6 the gray areas indicate in turn catalysis regions
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characteristic motif and PHGPX’ special sequence. B: Conserved domains of ThGPX6
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Fig.3 3-D deduced structure of ThGPX6
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Fig. 6 Subcellular localization of ThGPX6
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