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Information about protein 3D structure, collected in the Protein Data Bank (PDB), is a valuable input for structural bioinformatics research and other life science fields. An important topic is the quality of the data because the reliability of research results based on these protein structure data depends on their quality. For this reason, there is a strong focus on protein structure validation. Various quality criteria were published, and information about the quality of individual protein structures is summarised in the PDB validation reports [1].
Here, we utilise our tools ValTrendsDB [2] and ValidatorDB [3] and examine selected interesting trends in protein structure quality. First, we focus on the evolution of protein structure quality in time. Afterwards, we analyse the relationship between the quality of a structure and the journal in which it has been published. Last but not least, we uncover several ligand quality issues, which are not considered by common validation procedures yet.
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