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Coverpicture: Photograph of a 1536-well plate showing the concentration gradients used for dynamic light scattering character-
ization of protein-protein interactions. Protein solutions were artificially colored for the sake of demonstration. Protein A is blue
and protein B is red. Self-association experiments are on the left and heteroassociation experiment are on the right. See the

article by Hanlon et al. on page 297.



