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To_clarify the mechanism of the neutralizing antibody escape and the origin
of functional constraints in the evolution of HIV-1 Env, we estimated the structural and statistical
sectors by random matrix theory. One of the structural sectors contained the V3 tip and the
adjacent protomer V1/V2. The result suggests that masking of the neutralizing epitope of the anti-V3
antibody is controlled by the correlation motion with the adjacent protomer V1/V2. We estimated the
statistical sector located in the C-C loop in HIV-1 Env. This statistical sector would be
intolerant of mutations in order to maintain structural stability.
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