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Four Body Potential
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Advantages of the Statistical Potential

1. Now we have multiple body interaction. We have been able to derive a
general N-body interaction term.

2. Adding a weight factor to f-Mayer function corresponding to the depth of
Interaction of amino residues, we can take into account the protein-solvent
interactions.

3. f-Mayer function represents the strength of the interaction. So giving different
ranks to different kind of interactions allows us to include multiple interactions.
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