Cluster | Function Representative motifs Selected k-mer correlations
C1 Chromatin Rsc3: Rsc3/Rsc30: 0.956
remodeling
C2 Carbohydrate Mig1: Mig1/Mig2: 0.870 Usv1/YmIO81w: 0.167
metabolism, AATUCUUI A Mig2/Mig3: 0.823 Nrg1/Ygr067c: 0.158
:rsezznse to Ygro67c Mig1/Yml081w: 0.718  Mig1/Usv1: 0.143
A LWEC T/:\ Mig1/Ygr067c: 0.636 Mig2/Rph1: 0.0924
Nrg1: Nrg1/Usv1: 0.475 Mig3/Nrg1: 0.078
_ =AGLGTCe.. Rph1/Yer130c: 0.425
Rph1: A Mig1/Yer130c: 0.263
2L TAK = | Mig1/Rph1: 0.248
Yer130c: A A Nrg1/Yer130c: 0.236
AAl I W= | Mig1/Nrg1:0.185
C3 Stress Sip4: TCC A Hal9/Rdr1: 0.834 Ume6/Ybr239c: 0.0126
response, LLVWALD Gsm1/Ecm22: 0.83 Ume6/Oaf1: 0.012

drug response
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Rdr1/Cha4: 0.82
Hal9/Asg1: 0.82
Asg1/Aro80: 0.812
Gsm1/Put3: 0.809
Hal9/Y1l054c¢: 0.803
Put3/Rds2: 0.774
Hal9/Ykl222¢c: 0.764
YIl054¢c/Tbs1: 0.764
Leud/Gsm1:0.757
Rds1/Cha4: 0.721
Hal9/Ybr239c: 0.667
Cep3/Aro80: 0.623
Sip4/Ecm22: 0.592
YnrOo63w/Ybr239c: 0.532
Oaf1/Rds2:0.518
Yrr1/YnrO63w: 0.495
Stp4/Stp2: 0.3906
Ume6/Stp2: 0.3808
Tbs1/Oaf1:0.275
Rds1/Ynr063w: 0.181
Rds1/Yrr1: 0.035
Ume6/Ynr063w: 0.0324
Stp4/Rds2: 0.0288
Stp4/Rgt1: 0.0212
Stp2/Put3: 0.0198

Stp2/Rds2: 0.011
Stp2/0Oaf1: 0.0088
Ume6/Yrr1: -0.0259
Stp2/Ybr239c: -0.0378
Stp2/Ynr063w: -0.082
Stp2/Yrr1:-0.1402

Figure S12. Motifs and 8-mer binding profile correlations for potential co-regulatory
TFs from CRACR-predicted condition specificities. Representative motifs and k-
mer correlations shown.




Cluster | Function Representative motifs Selected k-mer correlations
C4 Cell cycle, Yox1: IAA | | A Smp1/Yox1:0.511 Pho2/Nhp6a: 0.330
sporulation ~Ll e S Smp1/Pho2: 0.507 Pho2/Nhpéb: 0.572
Nhp6a: I Smp1/Nhp6a: 0.352 Nhp6a/Nhp6éb: 0.945
T AIAT&A Smp1/Nhp6b: 0.390  Yox1/Nhp6a: 0.632
Smpf: $¢QI+J£AAII Asa Yox1/Pho2: 0.826 Yox1/Nhp6b: 0.651
C5 Cell Cycle, Fkh1: Fkh1/Fkh2:0.8612
Mating AAATATAAACAAA
Cé6 Sut2: A TCC Sut2/Ydr520c: 0.3447
AA c A Srd1/Ydr520c: 0.2755
Ydr520c: C A AIA Sut2/Srd1: 0.2053
== — 5 -
Srd1: A AICTACAA
C7 Cell fate/celll Mgai: Mgai/Mcm1:0.1788
cycle ] Aﬁ_é AA; A
Mcm1:
TTIQQ ‘i‘éI—;';‘ ;AI&.{}‘?‘ -
C8 Transport Lys14: Lys14/Sfl1: 0.376
(carb. etc) EC AAITI Ypri96w/Lys14: 0.367
st A o AA__A.W_\_ Sfl1/Ypr196w: -0.008
Ypri96w: AIIIEEICC{A
C9 AA Gen4: T A TQA Bas1/Gcn4: 0.151
metabolism Al Nce L
Bas1:
TGACTC. Cee
C10 AA and Met32: AT T C Met32/Tye7: 0.038
phosphate ~Re o Tye7/Cbf1: 0.6348
! y
metabolism | 1oz TOACCT Ax Met32/Cbf1: 0.005
CA T Met32/Pho4: 0.090
Cbf1: - W CA S Cbf1/Pho4: 0.629
Pho4: cQAQAT-.—C
C1i1 Nitrogen and Gzf3/GIn3: 0.874

sulfur
metabolism

¢ TTATC_
e _CTTATC..

Gzf3/Gat1: 0.951
GIn3/Gat1: 0.901




Cluster | Function Representative motifs Selected k-mer correlations
Ci2 AA Ypr013c: AT TAC Gat3/Gat4: 0.636 Ypr013c/Skn7:-0.008
m?|tab?|"3m’ L X A Aft1/Skn7: 0.458 Ypr013c/Tbf1: -0.005
cell wa
. ’ Tbf1: Ypr013c/Gat4: 0.285 Tbf1/Gat3: -0.0323
d
oot -AACCCTAA. Ypr013c/Aft1: 0.096 Gat4/Skn7: -0.0468
Gat3: TA ATCI Gat3/Aft1: 0.033 Tbf1/Gat4: -0.0805
o - Tbf1/Aft1: 0.031
Gatd:  TACATCTA_ __ | Toft/Skn7:0.012
Gat3/Skn7: 0.003
Aft1: IAITACACCQ\Q .
Skn7: . Ie.IEﬁC‘?é o~
C13 P.rotein . Sum1: Sum1/Sfp1: 0.6448 Rtg3/Pdr1: 0.4396
biosynthesis AAAAIIA%IIA Yrm1/Pdr1: 0.5748 Sum1/Yap6: 0.4355
response to Yap6: . .
p6: T Sfp1/Yrm1: 0.5449 Sfp1/Rtg3: 0.4235
d A AAﬂ;
f;;ess’ e TrAc..TAA Yap6/Sfp1: 0.524 Sum1/Rtg3: 0.4208
ponse
Sfp1: A_A.AA‘%I I JT-: | Yap6/Yrm1:0.5194 Sum1/Rpn4: 0.417
Yap6/Pdr1: 0.5108 Yap6/Rpn4: 0.3644
Rpn4: ,_\C CCACCCfA Sfp1/Pdr1: 0.5086 Rpn4/Pdr1: 0.3062
Yap6/Rtg3: 0.4994 Rpn4/Rtg3: 0.3027
Rig3: . ATCAC I < Rtg3/Yrm1: 0.4766
Sum1/Yrm1:0.4739
vimi: __CoUAAATAL | sumi/Pdr:0.4729
Sfp1/Rpn4: 0.4581
Pdr1: II.QC. CAA Rpn4/Yrm1: 0.4545
rRNA Pbf2: Pbf1/Pbf2: 0.928
C14 processing, -G AT Ac Pbf2/Stb3: -0.040
ribososome . ..
Sth3: AesIITTICAQT Pbf1/Stb3: -0.048




