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The original publication of this article [1] contained
an error. This error is due to the misassignment of one
value (the molecular weight of hen egg white lysozyme
(HEWL)).
In the section “BD simulations of protein solutions”,

the concentrations of HEWL given for the simulations
are incorrect.
The incorrect and correct text is as followed.
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a. Simulations of HEWL were performed at 14, 28,
57 and 85 g/L for comparison with experimental
long-time translational self-diffusion coefficients
[35]
2. Correct

a. Simulations of HEWL were performed at 3.1,

6.1, 12.3 and 18.4 g/L for comparison with
experimental long-time translational self-
diffusion coefficients [35]
Consequently, in Figure 4, the computed normalized
HEWL translational diffusion coefficients (green and red
squares) are shown at the wrong HEWL concentrations.
They should be shown at HEWL concentrations of 3.1,
6.1, 12.3, and 18.4 g/L instead of 14.3, 28.6, 57.2 and
85.8 g/L, respectively.
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The methodology introduced in this paper and the
overall conclusions are not affected by this correction.
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