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ProteinsPlus (https://proteins .plus)! offers modelling support for numerous challenges in drug design. Its tools provide easy
access for interdisciplinary researchers and students through an intuitive user interface without installation hurdles. Users can
perform computational analyses with approx. 195k protein structures from the Protein Data Bank (PDB)? and millions of predicted
AlphaFold Protein Structure Database? models at their fingertips. Capabilities include structure quality analyses for X-ray models,
structure preparation (hydrogen and water placement, metal coordination assignment), pocket prediction, binding site
comparisons, mutation analysis, automated molecular docking, 2D interaction visualization and editing, protein-protein complex
analyses, and solvent channel visualization. All results are downloadable for further studies. With more than 600k page views per
year, ProteinsPlus is an internationally highly visible resource of the German Network for Bioinformatics Infrastructure (de.NBlI).
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ProteinsPlus Services in a Nutshell
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The NAOMI ChemBio Suite is a software collection from the AMD group (Prof. Matthias Rarey). ZBH - Center for Bioinformatics
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