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Cloning and Sequence Bioinformatics Analysis of
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Abstract: To obtain more wheat( Triticum aestivum L. ) stressesponse genes a phospholipase D gene named
TaPLDa was cloned by RT-PCR. And the protein of this gene was also predicted and studied through the bioinfor—
matics analysis method. The results showed that the largest open reading frame of TaPLDa gene has 2 394 bp in
length and encoded a polypeptide of 812 amino acid residues. The estimated molecular weight and isoelectric point
of the putative protein were 92 kDa and 5. 30 respectively. Sequence analysis showed that the amino acid sequence
encoded by TaPLDa gene contained N-terminal C2 domain and two HKD motifs. TaPLDa protein was a stable hy—
drophilic protein and located in the cytoplasm. The predicted secondary structure composition for the protein has a—
bout 28.82% alpha helixes 20.07% extended strand 6.03% beta turn and 45.07% random coil. The TaPLDa
had no signal peptide and transmembrane helices. Compared with rice maize and Arabidopsis amino acid sequence
encoded by TaPLDq was almost conserved. The phylogenic tree showed that TaPLDa was most similar to PLDa pro—
tein from darnel rice and maize.
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Fig.5 Predicted secondary structure of TaPLD« protein by SOPMA
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¢ and “.” represented completely identical conservative and semi-conservative amino acid residues respectively.
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Fig. 6 The Multi-alignment of TaPLDa amino acid sequences with other plant phospholipase Das
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