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Reliable structural data in the Protein Data Bank (PDB) is essential for a wide range of biological and biomedical applications. Nonetheless, errors can still occur, particularly in models derived from low-resolution experimental data. To help address this, we previously developed a validation method that highlights inconsistencies between the residue-residue contacts and distances observed in a model and those predicted by state-of-the-art computational tools, specifically AlphaFold 2 [1]. 

In this work, we extend that approach by removing the requirement for distograms and instead derive contact maps directly from predicted atomic coordinates. This broadens compatibility with newer prediction methods such as AlphaFold 3 [2], Boltz-1 [3], and Chai-1 [4], and makes the method more accessible to users, as only a predicted model is required.
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