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203 Crystal Structure and Function of a DARPin Neutralizing Inhibitor of Lactococcal Phage TP901-1.
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216 Efficient Selection of DARPins with Sub-nanomolar Affinities using SRP Phage Display. Journal of
Molecular Biology, 2008, 382, 1211-1227. 2.0 236



14

Andreas PlÃ¼ckthun

# Article IF Citations

217
Directed evolution of a G protein-coupled receptor for expression, stability, and binding selectivity.
Proceedings of the National Academy of Sciences of the United States of America, 2008, 105,
14808-14813.

3.3 176

218 Antitumor activity of an epithelial cell adhesion moleculeâ€“targeted nanovesicular drug delivery
system. Molecular Cancer Therapeutics, 2007, 6, 3019-3027. 1.9 87

219 Monovalent antibody scFv fragments selected to modulate T-cell activation by inhibition of
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