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conditions: analysis of the N-terminal domain of ribosomal protein L9. Biochemistry, 2013, 52, 2662-71
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non-native structure. Biochemistry, 2009, 48, 4707-19

Arole for helical intermediates in amyloid formation by natively unfolded polypeptides?. Physical ;
Biology, 2009, 6, 015005 3 55

Analysis of core packing in a cooperatively folded miniature protein: the ultrafast folding villin
headpiece helical subdomain. Biochemistry, 2009, 48, 4607-16
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