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Figure 3: Covariance Cij = 〈∆ri∆rj〉/(〈∆r2
i 〉〈∆r2

j 〉)
1/2 of atomic fluctua-

tions ∆ri calculated over the HIV-1 protease structures with the consensus

sequence. Backbone and side-chain values were obtained by averaging the

atomic correlations over backbone and side-chain heavy atoms respectively

from each pair of residues i, j.


