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Fig.2 The structural model of UFD1 protein
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Structure and Functions of Ubiquitin Fusion Degradation Protein 1

Wei Lingzhu, Cheng Jianhui, Li Lin, Wu Jiang*
(Institute of Horticulture, Zhejiang Academy of Agricultural Sciences, Hangzhou 310021, China)

Abstract Ubiquitin-26S proteasome system (UPS) is the crucial regulatory signaling for selective protein
degradation in a number of biologically important processes, such as development, cell cycle progression and stress
tolerance. UFD1 mediates ubiquitination and degradation of tagged proteins by association with Npl4 and Cdc48/
p97. Based on the simple summarization of UPS, we reviewed the structure and role of UFD1 in mitosis regulation,
transcription factor activation, and endoplasmic reticulum associated degradation.
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