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Highly expressed BZR transcription factors confer multi-tolerances in cotton
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Abstract: Brassinosteroids (BRs), as a type of steroid hormone in plants, play an important role in many
biological processes, such as plant growth and development, light morphogenesis, and the response to
abiotic stress. The BRASSINAZOLE-RESISTANT (BZR) transcription factor is a core component of the
BR signaling pathway and is involved in the development of many plant species. To explore the function of
BZR genes in cotton, we performed a bioinformatics analysis of the BZR gene family. Sixty-seven BZR
genes were identified and divided into three subfamilies through phylogenetic analysis, and this division
was verified by the analysis of conserved motifs and conserved domains. The expression level of BZR
under cold, heat, salt and drought treatments were also analyzed to predict function of BZR under abiotic
stress. Promoter analysis of BZR genes showed that light signaling can enhance the BZR transcriptional
activity. These results combined with the GhBZR protein interaction network, demonstrated that the
interaction between GhBZR and PIF4 may play an important role in the response to abiotic stress. In this
study, the related genes in the GhBZR interaction network were also discussed. These findings lay a foundation
for further understanding the function of BZR in cotton.
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