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The work presented in this paper relies on a database of the binding prob-
abilities of 126 transcription factors to 2557 genes shared by 23 species; a
126×2557×23 matrix (stored in binding_probability_database.txt). In the
few cases where a gene did not exist in a given species, and similarly for tran-
scription factors, the corresponding entries are set to 0.0000. In the cases where
a species had multiple copies of the same gene, one was selected at random. The
supplementary materials include a text version of the database of binding prob-
abilities. In this file, the 2557 probabilities associated to a given transcription
factor and species are separated by commas, the 126 groups of comma separated
binding probabilities associated to a given species are separated by semicolons,
and the 23 groups of semicolon separated binding probabilities are separated by
colons, as follows:

P(g=1,t=1,s=1),...,P(g=2557,t=1,s=1);...;P(g=1,t=126,s=1),...,P(g=2557,t=126,s=1)

:...:

P(g=1,t=1,s=23),...,P(g=2557,t=1,s=1);...;P(g=1,t=126,s=23),...,P(g=2557,t=126,s=23)

This is essentially the format for .csv files, with an extra dimension. As an
example, in Python one could print the binding probability corresponding to
the first species, the second transcription factor, and the third gene:

with open("regulatory_database.txt", "r") as f:

print f.read().split(":")[0].split(";")[1].split(",")[2]

Recalling that Python indexes from zero.
We have also included the file species_names.txtthat contain the scien-

tific names for the 23 species (e.g. Saccharomyces cervisiae).Additionally, we
included a document describing the gene modules
(Supplementary_all_genes_modules.docx).

In the interest of providing a complete picture of our results, we have included
a document that gives, for each module, the top scoring branch and the asso-
ciated rewiring block (Supplement_Main_Rewiring_Blocks_skew.docx). This
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document also includes the names of the genes and transcription factors involved
and the overall skew score. Finally, we have included a Supplementary Methods
document which details the methods used to generate the binding probabilities
(Supplement_method_TF_binding_probabilities.pdf).
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