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Figure S1. Notch 4 does not detectably alter the DNA binding-site
preferences of CSL-Hisg. DNA binding specificity motifs and 8-mer PBM
enrichment scores were calculated for complexes comprised of A) CSL-Hiss and
GST-Notch2, B) CSL-Hisg and GST-Notch4 and C) an empty chamber as a
negative control. Motifs were derived using the Seed-and-Wobble algorithm as

previously described [20,31].
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