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In this Article, the author Andreas Düsterhöft was mistakenly
omitted: his name and affiliation (footnote 6) should have been
inserted between M. Fuchs and C. Fritzc in the author list. In
addition, the name of L. Cerutti (in the last line of the author list)
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2),

as given in the formula in the text (page 745, right column). The
correct upper limit is therefore 0.2 ms. This results in a lower limit
on the free energy barrier (D) of 2kBT, corresponding to an
activation entropy of +3kB (page 746, right column), and an
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