Figure S10. Sequence identity in orthologous upstream sequences is not greater than expected by

chance. See legend next page.
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S10 Figure. Sequence identity in orthologous upstream sequences is not greater
than expected by chance. Graphs showing the proportion of sequence similarity over
different window sizes for unc-25, mec-3, and elt-2. The number of identical 10 nt
blocks between each of the nematode relatives and the C. elegans upstream sequence
of the same genes shown in red, on histograms showing the number of predicted 10 nt
matches between the relatives’ sequences and 1000 reshuffled C. elegans sequences
that preserve tri-nucleotide frequencies.



