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Abstract: The yield and quality of crops depend on sugar transport and regulation. In this paper, we reviewed the structure,

classification, transport substrates and functions of SWEET protein, in order to lay a foundation for the study of SWEET protein in

other plants. SWEET transporter is a newly discovered sugar transporter located in membrane system, which can transport both

hexose and sucrose and belongs to Mt N3 family. SWEET proteins are conserved in different plants, and the SWEET family can be

divided into four groups according to their relatives. plant SWEET protein plays an important role in plant growth and development,

biological and abiotic stress response, such as regulating nectar secretion, pollen nutrition, seed development during grain filling,

fruit development, plant stress resistance and disease resistance. However, the transport substrates and regulatory functions of

SWEET proteins are different in different plants, and only in a few plants such as Arabidopsis thaliana had this protein been

studied in depth.
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