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Bacteriophages are viral organisms infecting and killing bacteria. They contain tail fibre proteins, which can be
utilised in the diagnostics and consequent treatment of bacterial infections. The identification of these proteins
in the laboratory is expensive and time-consuming. In this work, we present a bioinformatics tool, capable of
detecting tail fibre proteins from a set of proteins with unknown functions. To create this tool, we utilised the
information from public databases, identified common features of tail fibre proteins, and used those features to
train multiple machine learning models. The models were evaluated and the best performing model was
deployed to the Anaconda cloud for the ease of installation and use. The comparison of the model’s performance
with current state-of-art models on the test set showed significant improvement in F1 score for the tail fibre
detection.


