IFN-(3 Enhancer

The IFN-/ enhancer consists of binding sites for HMGI, ATF-2/c-Jun, IRF-1 and NF-xB pro-
teins [1, 2, 3]. The binding sites for many of these factors are overlapping in the module, however,
so we chose to construct a module out of four motif profiles: a modified ATF-2/c-Jun profile, two
IRF-1 profiles and an NF-xB profile. The modified ATF-2/c-Jun profile was created by combin-
ing a profile for c-Jun in TRANSFAC [4] (M00041) with a profile for ATF-2 in TRANSFAC
(M00040). The two IRF-1 profiles were constructed by modifying a profile for IRF in JAS-
PAR [5] (MAO0050). The profile used for NF-xB was from JASPAR (MAO0O61). The order of
the motifs was selected as the order reported by Thanos [1]. The spacings between the individ-
ual factors as well as the individual motif p-values were learned on the human IFN-B promoter.
A cartoon of this module is shown in Figure 1. The module file that was used is also given at
http://rulai.cshl.edu/storm/SupplementaryMaterial.
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Figure 1: The module used to scan for IFN-3 occurrences. Consists of a modified ATF-2/c-Jun
profile, two IRF-1 profiles and an NF-xB profile. The distance allowed between any two sites are
listed below the spacings.

The (g, k)-table used was built from all human promoters from the CSHL mammalian promoter
database with sequence spanning -500 to +100 w.r.t TSS, with £k = 6 and g = 5.
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