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prion protein. ELife, 2019, 8,

Microsecond sub-domain motions and the folding and misfolding of the mouse prion protein. ELife, 89 7
2019, 8, i

Ruggedness in the Free Energy Landscape Dictates Misfolding of the Prion Protein. Journal of
Molecular Biology, 2019, 431, 807-824

Mechanism of aggregation and membrane interactions of mammalian prion protein. Biochimica Et

Biophysica Acta - Biomembranes, 2018, 1860, 1927-1935 38 22

Site-specific time-resolved FRET reveals local variations in the unfolding mechanism in an
apparently two-state protein unfolding transition. Physical Chemistry Chemical Physics, 2018, 20, 321 6-32%%

Mechanistic and Structural Origins of the Asymmetric Barrier to Prion-like Cross-Seeding between

Tau-3R and Tau-4R. Journal of Molecular Biology, 2018, 430, 5304-5312 65 12

The Osmolyte TMAO Modulates Protein Folding Cooperativity by Altering Global Protein Stability.

Biochemistry, 2018, 57, 5851-5863




(2016-2018)

Structural mechanisms of oligomer and amyloid fibril formation by the prion protein. Chemical
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Defining the pathway of worm-like amyloid fibril formation by the mouse prion protein by

5t delineation of the productive and unproductive oligomerization reactions. Biochemistry, 2011, 50, 1153-87 26

Equilibrium unfolding studies of monellin: the double-chain variant appears to be more stable than
the single-chain variant. Biochemistry, 2011, 50, 2434-44
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Biology, 2008, 382, 1228-41

Multiple routes and structural heterogeneity in protein folding. Annual Review of Biophysics, 2008,

37 37,489-510 211 80

Barrierless evolution of structure during the submillisecond refolding reaction of a small protein.
Proceedings of the National Academy of Sciences of the United States of America, 2008, 105, 7998-8003

Characterization of the folding and unfolding reactions of single-chain monellin: evidence for 5 L
29 multiple intermediates and competing pathways. Biochemistry, 2007, 46, 11727-43 > 4
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