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122-microglobulin triggers NLRP3 inflammasome activation in tumor-associated macrophages to
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of Molecular Biology, 2020, 432, 845-860.
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enamine/imine metabolic damage. Scientific Reports, 2020, 10, 10135.

Conformational Stability and Dynamics in Crystals Recapitulate Protein Behavior in Solution. 0.5 3
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Mass spectrometry characterization of light chain fragmentation sites in cardiac AL amyloidosis:
insights into the timing of proteolysis. Journal of Biological Chemistry, 2020, 295, 16572-16584.
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Modulating the cardiotoxic behaviour of immunoglobulin light chain dimers through point
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The concurrency of several biophysical traits links immunoglobulin light chains with toxicitﬁ in AL
amyloidosis. Amyloid: the International Journal of Experimental and Clinical Investigation: the 3.0 2
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Investigating the Molecular Basis of the Aggregation Propensity of the Pathological D76N Mutant of
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Conformational dynamics in crystals reveal the molecular bases for D76N beta-2 microglobulin

aggregation propensity. Nature Communications, 2018, 9, 1658.
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Decoding the Structural Bases of D76N AY2-Microglobulin High Amyloidogenicity through
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Functional and dysfunctional conformers of human neuroserpin characterized by optical
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Class | Major Histocompatibility Complex, the Trojan Horse for Secretion of Amyloidogenic
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Structure, Stability, and Aggregation of 12-2 Microglobulin Mutants: Insights from a Fourier Transform

Infrared Study in Solution and in the Crystalline State. Biophysical Journal, 2012, 102, 1676-1684.
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Da€strand perturbation and amyloid propensity in betad€2 microglobulin. FEBS Journal, 2011, 278, 2349-2358.
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