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Phosphoinositide-incorporated lipida€“protein nanodiscs: A tool for studying proteina€“lipid

interactions. Analytical Biochemistry, 2011, 410, 77-83. 24 31
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The Cooperative Role of OsCnfU-1A Domain | and Domain Il in the Iron Sulphur Cluster Transfer
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Structural basis for the transforming activity of human cancer-related signaling adaptor protein
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EMBO Journal, 2003, 22, 4888-4897. )
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Solution Structure of the SH2 Domain of Grb2/Ash Complexed with EGF Receptor-Derived
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Solution structure of human acidic fibroblast growth factor and interaction with heparin-derived
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Solution structure of the SH2 domain of Grb2 complexed with the Shc-derived
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