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There is a continuum of structure and disorder in the proteome

Dyson & Wright, 2005, Nature Reviews
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Protein disorder is a

diverse and complex phenomenon

 More prevalent in complex organisms

 33% of the residues in Human, a few % in E. coli

 Various functional roles

 Signaling, cellular regulation, nuclear localization, chaperone 

activity, RNA and DNA binding, antibody creation, multiple 

splicing

 Implicated in a variety of diseases

 Cancer, neurodegenerative and cardiovascular diseases



We structure the different functions of disorder

 Systematic analysis

 Use genetic interactions and comparative genomics

 Partition disorder into 3 classes

“Disorder”



The 3 classes are defined based on sequence and 

disorder conservation scores among the yeast clade



„Classic‟ disorder is more specifically related to flexible 

disorder



Proteins enriched in constrained disorder are involved in …

Ribosome biogenesis Protein folding
Glycolysis

Monophosphate

metabolic process
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