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It has come to the authors’ attention recently1 that a similar approach for embedding proteins into equilibrated lipid bilayers

described in J. Comp. Chem. 31, 2169 (2010)2 had been proposed prior to their work by Dr. Semen Yesylevskyy in J. Chem. Inf.

Mod. 47 1986 (2007)3 and implemented as a ProtSqueeze tool, which the authors have unfortunately overlooked. Although the

focus of the above paper was on the implementation of that approach in the Gromacs molecular dynamics program, the authors

want to acknowledge Dr. Yesylevskyy’s work. Users of the g_membed program should therefore include a citation to his work3 as

well.

The authors regret any inconvenience this may have caused.
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