Rhodopsin's Ultra-Fast Activation Dynamics
In Micelle and Bilayer Environments
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Abstract Calculating Light-Iinduced Solvent Contributions Light-Induced Perturbation

Dark-adapted vision in mammals starts with the absorption of a

bhoton and the activation of rhodopsin, a G protein-coupled receptor Changes from Simulations Dominate Ultra-Fast Response Propagates as Pressure Wave

The early stages of rhodopsin activation involve the cis-to-trans Protein Protein+CHAPS Protein+CHAPS+water(10A)
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