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Figure S1. Alignments and mean pairwise identity graphs for the intergenic spacers between
alcohol dehydrogenase (ADH) members and the nine introns of the five members of ADH.
Length and pairwise identity is displayed to the right of each alignment. Gene sequences are
indicated by black bars, and indels are indicated by intervening black lines. Each column of the
alignment has a bar graph above it indicating the mean pairwise identity of all pairs in the
alignment. The height of each bar in the graph is proportional to the mean pairwise identity of all
pairs in that column and the color of the bar green at 100%, yellow between 30 and less than
100%, and red when less than 30%.
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