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Functional characterization of Myc-depedent ribosomes by Ribo Mega-SEC coupled
to mass spectrometry-based proteomics
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The ribosome is an intracellular machinerﬁ to translate mRNAs to proteins.
In cancer cells, ribosome biogenesis which occurs in nucleoli is highly activated to increase in the
ribosomes, leading to elevated protein synthesis enabling cell growth and proliferation. Myc, a
transcription factor, increases In the ribosomes by upregulating transcription of ribosomal protein
genes and ribosomal RNA. In this study, we hypothesized that Myc can alter ribosome biogenesis and
generate Myc-dependent specialised ribosomes, resulting in changes in mRNA translation leading to
tumorigenesis. Therefore, | aimed to identify changes in protein composition in the ribosomes
between normal cells and high Myc-expressing cells.
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