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PSC : Pairwise Shape Complementarity
PSEN : Presenilin

RC : Reaction Coordinate

REMD : Replica Exchange Molecular Dynamics
Rg : Radius of Gyration
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RMSD
RMSF
SPC
SP

ss
TEM
TIP3P
US
(MY
VMD
WHAM

List of Abbreviations

Root Mean Square Deviation

Root Mean Square Fluctuation

Simple Point Charge

Senile Plaques

Short single-stranded

Transmission Electron Microscopy
Transferable Intermolecular Potential Three-point
Umbrella Sampling

Ultra Violet

Visual Molecular Dynamics

Weighted Histogram Analysis Method
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