block mean Ca RMSD (nm)

F What a short run cannot show. Each trajectory is referenced to its OWN first analysed frame; the two must not be subtracted. F1 blocks are

descriptive; no error bar is a confidence interval here.

F1 Block means — DESCRIPTIVE only F2 Coverage: NEW = 1.8% of the upstream run

no error bars: blocked frames are correlated, so an SEM here is not a Cl same frame count is not the same information
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F3 Distributions overlap only partly
small n; no significance test is implied
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