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GalaxyHomomer: a web server for protein homo-oligomer structure prediction from a monomer
sequence or structure. Nucleic Acids Research, 2017, 45, W320-W324.

Blind prediction of homo&€-and heterod€protein complexes: The CASP133€CAPRI experiment. Proteins:

Structure, Function and Bioinformatics, 2019, 87, 1200-1221. 2.6 29

The challenge of modeling protein assemblies: the CASP12&€CAPRI experiment. Proteins: Structure,
Function and Bioinformatics, 2018, 86, 257-273.

Deep learning and protein structure modeling. Nature Methods, 2022, 19, 13-14. 19.0 75

Assessment of protein model structure accuracy estimation in CASP13: Challenges in the era of deep
learning. Proteins: Structure, Function and Bioinformatics, 2019, 87, 1351-1360.

Force Field Optimization Guided by Small Molecule Crystal Lattice Data Enables Consistent
Sub-Angstrom Proteina€“Ligand Docking. Journal of Chemical Theory and Computation, 2021, 17, 5.3 52
2000-2010.
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