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FFT-based Rigid Docking
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MEGADOCK
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Ohue M, et al. IPSJ TOM, 2010.
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e rPSC (real Pairwise Shape Complementarity) Ohue M, et al. IPSJ TOM, 2010.
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* Protein-Protein Docking Benchmark 4.0% %I
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PDB ID: 1BVN

(unbound Rank:
1125~ ack)

Receptor: a-amylase

Ligand: Tendamistat
(a-amylase inhibitor)
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Hydrophobicity scale*

DN 57k

*Eisenberg D, et al. J Mol Biol, 1984.
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