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Inspect the interactions within top scored peptide-protein complexes

RANK THE TOP PEPTIDE-PROTEIN COMPLEXES AND
PREDICT ANTI-INFLAMMATORY TARGETS

Graphical representation of the selected targets for protein docking based on four major pathways: NF-kB, JAK-STAT, MAPK and PDE4. All structures were obtained from Protein Data Bank (PDB) and the
predicted binding sites were obtained using P2Rank and are represented with yellow coloring. All representations were generated with UCFS ChimeraX 1.10.1 software.
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Results: prioritizes smaller ligands with lower flexible torsions. Results: lower quality complexes, with less negative scores.
This tool is not the most suitable for peptides. This tool is more adequate for refinement.
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Results: better scores for longer Bpeps. This tool is preferable Results: more stable complexes when compared to the results
for peptide-protein docking but is ambiguous so it requires with the Bpep centered on the binding site. Better approach to [ D RSP -
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