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���� Errors in the scoring functions





E-value > 1
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Refinement by energy minimization and short
MD simulations in aqueous solution





Verification of Ramachandran plot 
(allowed and forbidden regions)

Comp with X-ray (2002), 1.5 Ǻ RMSD



Free modelling: De novo or ab initio

We focus here on fragment assembly approach











L = lenght AA, normalization factor
N= number of native contacts
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