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1. 6-8th lines in the section of “Probability alignment” at the left-hand side in page 1001.
(ii) Calculate a site pair (a;,b;) such that

p(a;, bj) = max;, <k<is,ji<i<jy (P(ar,br) | p(ak,b;) > p(ax, ) and p(a, b)) > p(¢,br) ).



