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Cloning and Expression Under Low Temperature Conditions
of Whirly Transcription Factor in a Wild Banana
Accession (Musa spp.)from Sanming City
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Abstract  In the paper, the open reading frame (ORF)of Whirly gene was cloned from a Sanming wild banana
accession(Musa spp.). The expression level of Whirly was studied under different temperature conditions. Whirly of
Sanming wild banana was cloned by RT-PCR and the accession number was KC127691 in GenBank. Whirly
contains a 755 —nucleotides —long open reading frame (ORF), encoding a polypeptide of 245 amino acids.
Bioinformatics analysis showed that the protein was hydrophilic and without signal peptide. Whirly belongs to plant
whirly transcription factors. The secondary structure was made of the alpha helix, beta sheet and coil. Real-time
quantitative PCR results indicated that the expression level of Whirly transcription factor is quite different under
different low temperature stress. With the temperature decreasing, the relative quantitative expression patten
presented as “M” —type. The expression of Whirly peaked at the treatment of 20 °C, and maintained a high
levels at 4 °C. Combining with previous studies, we predicted that whirly transcription factors may play an
important role in many kinds of resistance response including cold-resistance.
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ATd; Initiation codon ; TAE; Termination codon.

1  Whirly ORF
Fig. 1 Nucleotide sequence of Whirly ORF and deduced amino acid sequence
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Fig. 4 Phylogenetic tree of protein encoded by Whirly
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different temperature treatments
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