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INTRODUCTION

The proteasome controls a multitude of cellular processes through protein degradation and has been identified as a therapeutic target in oncology (1). However, our understanding of its function and the development of specific modulators are hampered
by the lack of a straightforward method to determine the overall proteasome status in biological samples.

Although the cylindrical a7B7B7a7 barrel-like structure of the 20S catalytic core proteasome has been preserved throughout evolution, the oligomeric protease has evolved, resulting in a higher heterogeneity of subunit compositions in mammals.

As schematically represented below, there exist at least six distinct forms of 20S proteasomes in human cells and tissues.

Given the importance of proteasome in human diseases and disorders, the development of tools for precise assessment of proteasome status in patients would be needed.
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This work has been very recently published as Menneteau T. & Fabre B. et al. Mol. Cell Proteomics. DOI: 10.1074/mcp.RA118.000958.
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