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[71] J. Jiménez, M. Škalič, G. Martínez-Rosell, and G. De Fabritiis, “Kdeep: Protein–
ligand absolute binding affinity prediction via 3d-convolutional neural networks,”
Journal of chemical information and modeling, vol. 58, no. 10, pp. 2071–2079,
2018.

[72] T. J. Dolinsky, J. E. Nielsen, J. A. McCammon, and N. A. Baker, “Pdb2pqr: an
automated pipeline for the setup of poisson–boltzmann electrostatics calculations,”
Nucleic Acids Research, vol. 32, no. suppl_2, pp. W665–W667, 2004.

[73] W. L. DeLano, “The pymol molecular graphics system,” http://www.pymol.org,
2002.

63

A Hybrid Protein-Protein Docking Framework by Integrating Diffusion Generative Models (DGM) Pose
Generation and FFT-Based Scoring Function
Afra Majida Hariono, Dr.Eng. Ir. Igi Ardiyanto, S.T., M.Eng., IPM., SMIEEE.; Syukron Abu Ishaq Alfarozi, S.T., Ph.D.
Universitas Gadjah Mada, 2025 | Diunduh dari http://etd.repository.ugm.ac.id/


	REFERENCES

