Supporting Information

S1 Text
Abbreviations in alphabetical order

AdK, Adenylate Kinase;

ANM, Anisotropic Network Model;

CADD, Computer-Assisted Drug Discovery;
CASP, Critical Assessment of protein Structure Prediction;
cryo-EM, cryo-Electron Microscopy;

DIMS, Dynamic Importance Sampling;

EA, Evolutionary Algorithm;

ENM, Elastic Network Model;

EST, Expansive Spaces Tree;

GA, Genetic Algorithm;

IDP, Intrinsically-Disordered Protein;

IMP, Integrative Modeling Platform;

MA, Memetic Evolutionary Algorithm;

MC, Monte Carlo MC-SA, Monte Carlo-Simulated Annealing;

MD, Molecular Dynamics;

MEP, Minimum Energy Path

MFEP, Minimum Free Energy Path
MGA, Memetic Genetic Algorithm;
MM, Molecular Mechanics;

MO-EA, MultiObjective EA;

MO-GA, MultiObjective GA

MSM, Markov State Model;

MWC, Monod-Wyman-Changeaux;
NEB, Nudged Elastic Band;

NMA, Normal Mode Analysis

NMR, Nuclear Magnetic Resonance;
NOE, Nuclear Overhauser Effect;
PDB, Protein Data Bank;

PDST, Path-directed Subdivision Tree;
PNM, Plastic Network Model;

PRM, Probabilistic Road Map;

QM, Quantum Mechanics;

RDC, Residual Dipolar Coupling;
RMSD, Root-Mean-Squared Deviation;
RRT, Rapidly-exploring Random Tree;
TPS, Transition Path Sampling;

TST, Transition S Theory;

VMD, Visual Molecular Dynamics;
WEM, Weighted Ensemble Method;
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