Figure S2.  Genomic distribution of intergap distances in human-mouse-dog alignments.
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Histogram of intergap distance counts (log10 scale) in human-mouse-dog alignments, (a) within the whole genome and (b) within ancestral repeats.  See the caption of Figure 1 for more details.  The histograms are similar to those for human-mouse alignments, except for a steeper slope in the neutral region due to a higher combined indel rate in alignments of the three species, leading to an increased sensitivity for identification of segments under indel-purifying selection.

