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MOTIVATION

Several tools have been developed for the identification of similar 3D patterns, however, usually demand a known query or only consider the
observed data (e.g. orthosteric binding sites in PDB, annotated motif, known ligands, etc.). Nevertheless, some approaches shows that 3D
amino acids conservation is a enough prove for consider these residues as part of an active site or a binding site of a protein structure, even
when no prior knowledge of functional residues are available. Thus, considering all unknown or unobserved 3D patterns (e.g. allosteric binding
sites), for the discovery, search and characterization of putative common binding sites between a set of protein structures, cold be more
informative than explore only known sites. Here, we present 3D-PP, a new free access web server to discover all conserved 3D amino acid
patterns among a set of protein structures including those coming from both, X-ray crystallographic experiments and in silico comparative
modelling. The preprocessing modules of 3D-PP were developed in Python and all data generated are processed and organized automatically
in a scalable high-performance graph database.
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