Table S5. Secondary transcription factor binding sites correlated with variants
at nearby functionally variant binding sites. Secondary sites have a posterior
probability of <0.7 and >0.2. Significant coincidence of secondary binding sites for
each other TF with each nucleotide at each functional variant position is given
according to Fisher’s exact test at a level of 0.01.
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*The GIn3 binding site overlaps with the Fkh2 binding site.
¥ The YDRO026¢ binding site overlaps with the Reb1 binding site.

Correlated
binding
site

GLN3*
GZF3
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MSN2
PHO4
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RDSH1
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MSN2
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STE12mot1
NRG1
MATalpha2

p value
0.0023
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