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Figure S9. Background distribution for the likelihood (LL, cf. methods) score (in bits) of the E1-E2 

model computed using the saddle point method as in [1]. The graph shows the per site probability to 

find a hit with score above the value in the x-axis. We considered single nucleotide background 

frequencies from the non-repetitive portions of the mouse (green), D. Melanogaster (blue) and fugu 

(red) genomes, which give very similar results. Agreement with empirical distributions is excellent. 
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