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Several neurodegenerative disorders, like Alzheimer’s or Parkinson’s diseases, are related to 

amyloid aggregation of proteins. Amyloid proteins or peptides typically form fibrils with zipper-like 

beta structures. This is preceded by the stage of oligomer aggregates, which cause cytotoxicity of 

neural cells. However, underlying mechanisms are still not fully recovered. To facilitate recognition of 

amyloidogenic sequences several bioinformatical methods have been proposed, many of them based 

on machine learning. We developed a couple of prediction methods, such as FISH, AmyloGram, and 

PATH, as well as an extensive service and database of amyloids – AmyLoad. Although efficiencies of 

the methods could be close, each method may reveal different information on the mechanisms 

involved. The efficiency of bioinformatics methods is highly dependent on accuracy of training data 

obtained from experiments. Determining amyloidogenicity is difficult and lengthy. The best results are 

from high resolution microscopy, such as EM or AFM. Other methods are often used, however they 

are not always in agreement with microscopy. The problem often concerns amyloid peptides which do 

not form regular fibrils, although readily create amyloid oligomers.   

We present amyloid prediction methods and study how robust can be different bioinformatics 

methods trained on imperfect data which may contain misclassified experimental results. To do this 

we also test how compatible are different experimental methods used to determine amyloid 

propensity of peptides, including oligomer forming peptides. 


