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Cover Illustration: A model of the specific ParD-DNA complex was generated from the coordinates of the solution structure of the
ParD dimer using molecular dynamics methods. The two chains of the ParD dimer are shown in blue and light blue and the two
strands of the 10 bp inverted repeat in green and pale green. Residues involved in protein-DNA interactions are shown in stick
presentation; those pointing into the major groove of the DNA (Arg3, Thr5, and Asp7) in gray; those interacting with the phosphate

backbone in yellow. The view is approximately along the twofold axis of the dimer. (See Oberer et al., pp. 1676.)
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