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We consider the Procrustes statistics for a form arising from matching problems in Bioin-
formatics. The Procrustes statistic is related to RMSD except for a divisor. In practice, the
unlabelled (atom) points are matched and one is interested in understanding how good is the
resulting match.

We can consider this final match as drawn from ���������
	������������� for two configurations.
Thus, we can derive the p-values, giving some indication of the goodness of fit. For concentrated
data, the statistic has a � � distribution. The harder problem is finding the distribution of the
minimum Procrustes statistic when the points are unlabelled. We will discuss this problem and
the inherent difficulty. For illustrative purposes, we will use Gaussian configurations on a line.
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