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Ubiquitination of Alzheimer's-related tau protein affects liquid-liquid phase separation in a site- and
cofactor-dependent manner. International Journal of Biological Macromolecules, 2022, 201, 173-181.

Structural Basis for Chaperone&€independent Ubiquitination of Tau Protein by Its E3 Ligase CHIP.
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Alterations in calmodulin-cardiac ryanodine receptor molecular recognition in congenital
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Semisynthetic and Enzymea€Mediated Conjugate Preparations llluminate the Ubiquitinationd€Dependent
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Unsaturated Fatty Acid-Induced Conformational Transitions and Aggregation of the Repeat Domain of
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Semisynthetic Modification of Tau Protein with Di-Ubiquitin Chains for Aggregation Studies.
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Solution NMR insights into dynamic supramolecular assemblies of disordered amyloidogenic proteins.
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Cation and peptide binding properties of CML7, a calmodulin-like protein from Arabidopsis thaliana.
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Specific Interaction Sites Determine Differential Adsorption of Protein Structural Isomers on
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Alzheimera€™s disease-associated ubiquitin mutant Ubb+1: Properties of the carboxy-terminal domain and
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Binding of calcium and target peptide to calmodulin-like Frotein CML19, the centrin 2 of Arabidopsis
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Identification of primary and secondary <scp>UBA</scp> footprints on the surface of ubiquitin in
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The long variant of human ileal bile acid-binding protein associated with colorectal cancer exhibits
sub-cellular localization and lipid binding behaviour distinct from those of the common isoform. 2.4 6
Biochimica Et Biophysica Acta - General Subjects, 2017, 1861, 2315-2324.
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Arabidopsis calmodulin-like protein CML36 is a calcium (Ca2+) sensor that interacts with the plasma
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Ligand Binding Promiscuity of Human Liver Fatty Acid Binding Protein: Structural and Dynamic

Insights from an Interaction Study with Glycocholate and Oleate. ChemBioChem, 2013, 14, 1807-1819.

Hyper conserved elements in vertebrate mRNA 33€2-UTRs reveal a translational network of RNA-binding 145 38
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