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5 Model of human low-density lipoprotein and bound receptor based on cryoEM. Proceedings of the 1
55 National Academy of Sciences of the United States of America, 2010, 107, 1059-64 559

Determination of the gelsolin binding site on F-actin: implications for severing and capping.
Biophysical Journal, 1998, 74, 764-72

Three-dimensional structural analysis of tetanus toxin by electron crystallography. Journal of 6
253 Molecular Biology, 1988, 200, 367-75 259

Validated near-atomic resolution structure of bacteriophage epsilon15 derived from cryo-EM and
modeling. Proceedings of the National Academy of Sciences of the United States of America, 2013,
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