
Figure SF5: Neighborhood method applied to Minnesota Soil data at 3 different bitscore cutoffs. Each
column shows the method applied at a different bitscore cutoff, affecting the detection of conserved neigh-
borhoods and the stringency of the KEGG mapping used for the benchmark dataset. Row A shows a
2-dimensional histogram of the all the codirectionally transcribed neighborhoods in the dataset, binned on
the x-axis by intergenic distance and on the y-axis by evolutionary distance (see Supp Info for full descrip-
tion). Row B shows the benchmark data, at each intergenic and evolutionary distance p (the proportion of
neighborhoods where both genes are functionally related) is shown. Row C shows the interpolation of the
data in row B. Row D shows the proportion of neighborhoods with p greater than the cutoff on the x-axis
using the predictions from the interpolation in row C.
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