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Initial structure (PDB format)

AntiSearch

Energy separation into residues

(antigen +antibody:CDR) bond-angle-torsion
hydrophobic
hydrophilic
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Compare hydrophobicity and hydrophilicity

with the standard values of each residue
Select a low contribution residue in antigen

Search the residues within a distance
Find the residue with low contribution in antibody

Change the residue to increase the affinity
|

Y

Y
Find a strained region from bonded terms

Change, insert, ‘or delete the residue

v

if all residues have enough contribution

Output structure (PDB format)
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