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Amyloids are protein aggregates characterized by their insolubility in detergents and ability 
to form fibrils. They are often associated with various diseases, including neurodegenerative 
disorders, type 2 diabetes and certain forms of cancer. Amyloids also play important roles in 
bacteria and different physiological processes in both lower and higher eukaryotes.

Together with the laboratory of Prof. Y.O. Chernoff we have developed a comprehensive 
approach for screening new potentially amyloidogenic proteins. This involves using bioinfor-
matics algorithms to predict protein amyloidogenicity and further verifying using a yeast model. 
We have created a yeast test system specifically designed to study changes in phenotype in 
genetically modified Saccharomyces cerevisiae strains [1]. This system involves the produc-
tion of recombinant amyloidogenic proteins fused with reporter proteins Sup35N or YFP. 
Using yeast assay, we have investigated 22 human proteins that were predicted to be amy-
loidogenic by ArchCandy algorithm [2]. Currently, additional in vitro biochemical tests are 
underway with proteins that have shown the potential to form amyloids in yeast models. 
There are also plans to evaluate the amyloid-forming ability of specific human proteins in 
mammalian cell cultures. These various approaches appear to be enhancing our compre-
hension of the impact of amyloid formation in health and disease.
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