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Expression profiles of AtWRKY25, AtWRKY26 and AtWRKY33 under
abiotic stresses
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Abstract: The transcription factor WRKY family is one type of key regulatory components of plant development and
defense against stress factors. The expression profiles of three AtWRKY genes under abiotic stresses were analyzed by
Northern blotting analysis. The expression of AtWRKY25, AtWRKY26, and AtWRKY33 changed during stress treatments
including thermal factors, NaCl, abscisic acid (ABA) and osmotic stress, and significantly under NaCl and cold treatments,
suggesting a specific role of the three AtWRKY's in adaptation to environmental stresses in plants. We also found that the
three AtWRKY genes showed distinct expression patterns under thermal stresses. AIWRKY25 and AtWRKY26 were gradually
induced during heat and cold treatments, whereas AtWRKY33 was suppressed by heat treatment and induced rapidly during
cold stress, indicating that the three AtWRKY's may play different roles in response to temperature factors. In addition, we

analyzed the sequence of the promoters with bioinformatics approach, and some cis-elements involved in abiotic stresses
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and hormonal responses were revealed. The results provided important information for studying biological functions of

three AtWRKY genes.
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