sum of squared deviations from cluster mean of euler angle distance [degrees]
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S1 Fig. Bootstrapping Dendrogramm of the Clustering of the MHC bound
TCRs. Pairwise Euler-angle distances (EAD) were determined for all MHC-bound
TCR structures and the free TCR structures according to Formula 1. Structures
containing more than one biological unit were merged to one unique geometry. The
distance matrix was hierarchically clustered using the Ward update formula. For
each subtree of the dendrogram, the au (approximately biased) and the bp
(bootstrapping probability) according to the bootstrapping method [1] are provided.
We identified six siginificant clusters of an au-value greater than 95%. The clusters
are marked by colored boxes.
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