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Amyloid aggregation is a key factor for the development of a series of lethal and in-
curable diseases, commonly named amyloidoses. The development of various pathologies 
might be caused by the aggregation of the same protein. This can be due to the ability of any 
particular protein to adopt several amyloid conformations, specific for the exact disease 
(Pick’s and Alzheimer’s disease-specific forms of tau protein). How the specific amyloid 
conformation is formed in each case is not fully understood.

In yeast, translation termination factor Sup35 is one of the most extensively studied 
amyloidogenic proteins. Sup35 aggregation (induction of [PSI+] prion) inactivates the protein 
and leads to the suppression of nonsense-mutation as the result of read-through.

Prionogenic domain of Sup35 protein (Sup35N) has several specific regions: N-terminal 
QN-rich region (QN), oligopeptide repeats (NR) and C-terminal region (CTN). Sup35 can form vari-
ous strains of [PSI+] with predominant involvement of different regions of Sup35N into amyloid core 
thus mimicking disease-specific strains of amyloids described for human amyloidogenic proteins.

We implemented the deletions of fragments encoding 1-39 a.a. (QN region) or 
75-123/98-123 a.a. (CTN region) into SUP35 gene of yeast Saccharomyces cerevisiae. Then, 
we induced aggregation of Sup35 protein in the strains carrying mutated SUP35 gene and got 
the strains possessing [PSIΔ39+], [PSIΔ75–123+], or [PSIΔ98–123+] prion. A set of strains possessing 
[PSI+] formed by Sup35 protein with various deletions in Sup35N may be convenient model 
to study disease-specific strains of amyloids formed by human proteins.
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