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Abstract: To survive biotic and abiotic stresses, plants have developed elaborate mechanisms to perceive external signals and
adjust metabolic pathways by modulating the expression of genes. Plant BTB/POZ protein plays a vital role in a series of bio-
logical processes. In this review, we discusse the molecular characteristics and its function in disease resistance in a variety of

plant species. Moreover, the disease resistance signaling pathways of the BTB/POZ, the mechanism of action that resist disea-

ses reaction at plant are also reviewed to provide a basis for the molecular mechanisms on the crop resistance.
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Table 1 Structure and classification of BTB family proteins
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