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Global aggregation analysis of eukaryotic proteins.

Niwa, Tatsuya
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To investigate the generality of the results of the comprehensive analysis of
protein aggregation in prokaryotic proteins conducted by our groups, we conducted the comprehensive
aggregation analysis in eukaryotic proteins in the same way and aimed to uncover the universal nature of
the protein aggregation and folding across biological kingdoms.

We investigated the aggregation propensity for ~500 kinds of eukaryotic proteins and analyzed these data,
resulting that from the point of view of physicochemical properties, eukaryotic proteins shared the
similar tendencies in prokaryotic proteins. However, the specific regions called “ intrinsically
disordered region” , which are found in almost only eukaryotic proteins, showed the significant
relationship with the aggregation propensity of proteins. This result may connect to the understanding of
one end of the differences between prokaryotes and eukaryotes from the evolutionary point of view.
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Molecular Chaperones & Stress Responses
at Cold Spring Harbor Laboratory (United
States of America)
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LARGE-SCALE ANALYSES OF PROTEIN
AGGREGATION AND CHAPERONE ACTION FOR
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