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C1  NEW · 0.5-18 ps (36 frames)
fit on Cα of residues 810-1010 (201 atoms)
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C2  UPSTREAM · 10-1000 ps (100 frames)
(same Y scale as C1)
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C3a  NEW · 0.5-18 ps (36 frames) — radius of gyration
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C3b  UPSTREAM · 10-1000 ps (100 frames) — radius of gyration
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C4  Per-residue Cα RMSF, computed within each trajectory about its own aligned-window mean

NEW · 0.5-18 ps (36 frames) UPSTREAM · 10-1000 ps (100 frames)

C  Protein motion. Panels in a row share the Y scale only; every panel keeps its own real X axis, so the 18 ps run is never stretched to look like 1
ns. The C1/C2 RMSD panels are referenced to that trajectory's own first analysed frame (hence 0 at frame 1); Rg and RMSF are not referenced to a

single frame. The two trajectories differ in time window AND in physical parameters, so C4's difference is described, not attributed.


