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Research Progress on Transcription Factor-Mediated Ethylene Regulation of Tomato Fruit Ripening
KANG lJing
Abstract The tomato fruit ripening process is both a complex and highly ordered process, which is also regulated by many factors.This article

(School of Biological Engineering, Chongqing University , Chongqing 400044 )

mainly summarizes the research progress of MADS—box transcription factor, NAC transcription factor, AP2/ERF transcription factor, SBP/
SPL transcription factor and other transcription factors mediated ethylene regulation of tomato fruit ripening, in order to provide a theoretical
reference for further perfecting the transcriptional regulatory network of transcription factor-mediated ethylene participation in tomato fruit ripe-

ning.
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