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GalaxyGemini: a web server for protein homo-oligomer structure prediction based on similarity.
7T Bioinformatics, 2013, 29, 1078-80 7z 39

LigDockCSA: protein-ligand docking using conformational space annealing. Journal of
Computational Chemistry, 2011, 32, 3226-32

Assessment of protein model structure accuracy estimation in CASP13: Challenges in the era of

69 deep learning. Proteins: Structure, Function and Bioinformatics, 2019, 87, 1351-1360 42 28

Measured and predicted affinities of binding and relative potencies to activate the AhR of PAHs
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docking. Nucleic Acids Research, 2021, 49, W237-W241




(2022-2016)

L Binding Site Prediction of Proteins with Organic Compounds or Peptides Using GALAXY Web L
9 Servers. Methods in Molecular Biology, 2016, 1414, 33-45 4 4

Accurate protein structure prediction: what comes next?. Biodesign, 2021, 9, 47-50
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