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Elucidation of intracellular ubiquitin chains formation mechanism
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The ubiquitin proteasome system regulates numerous biological pathways
through target specific protein degradation and is indispensable for maintaining cellular
proteostasis. Ubiquitin monomers assemble into poly-ubiquitin chains with different linkage
topologies by conjugating with each other through one of seven lysine residues or the first
methionine of the ubiquitin molecule. Such diversity in the form of ubiquitin chains is the basis
for the functional diversity of protein ubiquitylation: the concept known as the ubiquitin code.
However, it is largely unknown how complex poly-ubiquitin architectures are efficiently generated in

cells. In this study, we analyzed ubiquitin chain elongation factors and identified proteins
co-localized with proteasomes and ubiquitin chaperons. In addition, we used a proteomics approach to
find target proteins regulated by ubiquitin chain elongation factors.
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