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each simulated for 1 ps simulation time.
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DNA/RNA-RNaseH (b) PS-MOE/RNA-RNaseH (c) PS-
LNA/RNA-RNaseH (d) PS-A1/RNA-RNaseH (e) PS-
A2/RNA-RNaseH (f) PS-A3/RNA-RNaseH (g) PS-
A4/RNA-RNaseH and (h) PS-A5/RNA-RNaseH of
simulation trajectories from two data sets [Set-1 & Set-1I]
each simulated for 1 ps simulation time.

Figure 6.8 RMSF plot of ASO/RNA duplexes (a) PS-DNA/RNA- 6.26
RNaseH (b) PS-MOE/RNA-RNaseH (c) PS-LNA/RNA-
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