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Abstract

Some bioinformatics tools have a profound and evident influence on future research and
industry applications. For example, the BLAST algorithm for identifying similarities be-
tween biological sequences was cited in almost 5000 patent families. However, due to the
nature of bioinformatics (relatively low amount of resources needed to conduct the re-
search in the field), we are now dealing with the influx of low-quality, oversold tools that
wrongly claim to solve problems that they are addressing.

During the presentation, I will showcase two case studies: prediction of antimicrobial
peptides and amyloid-amyloid interactions.

Antimicrobial peptides (AMPs) are short cationic peptides with antimicrobial activity.
Based on our results, we show that existing models for antimicrobial peptide prediction
overpromise their factual accuracy. Next, we propose AMPBenchmark, a unified frame-
work for fair benchmarking of such tools.

AmyloGraph is a database of interactions between amyloids, self-aggregating proteins
which occur, among others, in neurodegenerative disorders. Due to the rigorous data
curation procedure, we can prove that the current experimental data is unsuitable for
building a robust predictor of amyloid-amyloid interactions.
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