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Figure 7. Free energy contour map versus the principal components PC1
and PC2 at 310 K in the DNA-free system (A) and DNA-

bound system (B). Deeper color indicates lower energy.
doi:10.1371/journal.pone.0076045.g007

Figure 4. The first and second slowest motion modes of the
DNA-free system (A and C) and DNA-bound system (B and D).
The length of cone is positively-correlated with motive magnitude, and
the orientation of cone indicates motive direction. The two systems
have the similar slow motions. The first slowest motion mainly appears
as the open-close movements between the two ends of the
superhelical structure (A and B). The second slowest motion shows a
twisting around each end (C and D).
doi:10.1371/journal.pone.0076045.g004



