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GRaSP: a graph-based residue neighborhood strategy toApredict binding sites. Bioinformatics, 2020, 36,
i726-1734.

Emerging concepts in pseudoenzyme classification, evolution, and signaling. Science Signaling, 2019,

12, . 1.6 80
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Application of quantum mechanics/molecular mechanics methods in the study of enzymatic reaction
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Improving the Biodesulfurization of Crude Oil and Derivatives: A QM/MM Investigation of the
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