Supplementary Figure 5

Control Spots Containing GCGTGGGCG
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Spots from de Bruijn Sequence with GCGTGGGCG

AAGATAGTATGCGTGGGCGAGGCTTGTCATCATTG
GAGGTACTCTCGCGTGGGCGTACTCTGCAGTATAC
TCTTGCCTGAAGACTAGTGGTTCGGGGCGTGGGCG
TAAACGCGCAGAACAGCGTGGGCGCCTGGTGGCTT
ATTGATATAAGGAAATCTAGCCGCCCACGCTCCAG
GCGGCCGTGTCTCTTGGATAAGGCTCGCCCACGCA
CACATAGTGACAACGCCCACGCCATCCCACCGTTC
TCTTGCGCCCACGCGGATTCATAATGGGCACAATG
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28 Zif268 9-mer Binding Site Variants
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Comparison of Zif268 binding site variants for fixed versus variable position, orientation,
and flanking sequence. Eight identical control probes were designed for the Zif268 consensus
binding site (GCGTGGGCQG) and each of its 27 single-mismatch variants containing the site at a
fixed position and orientation amidst constant flanking sequence. The median signal intensity of
these eight spots was compared to the median signal intensity over the eight spots in our de Bruijn
sequence that match the same 9-mer. This resulted in a Spearman rank correlation of 0.9420 over

the 28 binding sites.



