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Structure of the phosphoinositide 3-kinase (PI3K) p110i3-p101 complex reveals molecular mechanism of

GPCR activation. Science Advances, 2021, 7, . 10.3 25

Protein tertiary structure prediction and refinement using deep learning and Rosetta in
<scp>CASP14</[scp>. Proteins: Structure, Function and Bioinformatics, 2021, 89, 1722-1733.
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