Table S3. Comparison of mathematically ideal and displayed pairwise distances between networks of the crotonase superfamily, using either full-length sequences or just the crotonase domain
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Pearson’s correlations (R) and associated Z-scores (Z) and P-values (P) describing the similarity between the relative pairwise distances between 825 crotonase superfamily sequences found in common in the large connected clusters in Fig. 5A and 5C, as assessed by all shortest paths between –log10(BLAST E-values) using the full-length or domain-only sequence (A and D), and the shortest paths between full-length and domain-only sequences as displayed by a two-dimensional graph layout algorithm (B and C). These networks were thresholded at a BLAST E-value of 1(10-30 (full length) or 1(10-29 (domain only). 1(10-30 corresponds to a median of 33% identity over alignments of 250 amino acids, and 1(10-29 corresponds to a median of 38% identity over alignments of 180 amino acids. Note that the layouts (B and C) are visual representations of the underlying distances in A and D, respectively. A and D cannot be visualized exactly in fewer than N-1 dimensions.

