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Abstract: SPL( squamosa promoter-binding protein like ) genes which encoded plant-specific transcription factors, can regulate
the expression of target genes by binding to the GTAC cis-element. SPLs transcription factor play an important role in plant
growth and development, signaling and response environment stress. Recent research showed that soybean SPL transcription
factors play an important role in regulating the number of branches, yield and maturity. This review summarizes the emerging
of research work on the function of the SPL transcription factors, introduces the cloning of the SPL genes and regulation net-
work , etc. , and describes in detail on the function of the SPL genes of higher plants. This review provides a brief survey about

the regulatory network and biological function of SPLs, and a discussion of their potential applications in the agronomic produc-
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tion and the mechanism of regulating plant traits.
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Table 1 Regulatory relationships of SPL transcription factors with other genes
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