Table S1: List of putative TFBS in pGTH1 predicted by Matinspector.

Colour code Matrix Family Detailed Family X Detailed Matrix i Opt. fart iti iti posit Strand Core sim. Matrix sim. 3 Deletion
TEA/ATTS DNA binding domain factors 1 p regulator 093 | -985 -969 977 - 1 X accctaCATTctactgg
NRG zinc finger factors 01 [T repressor Nrg1 0.89 976 964 970 + 1 0.922 g
Yeast stress response elements 1| activator for genes in multi response 1 956 942 949 - 1 1
iotropic drug resi ive elements 1 pic drug resi ive element (yeast) 0.87 944 936 -940 - 0.773 0.877 0.007 TCCCtggag
Yeast mating factors FSHMRA2.01 | Hidden Mat Right A2, a2 is one of two genes encoded by the a mating type cassette in S. cerevisiae 0.94 -939 927 933 + 1 0.947 0.007 gggaaaTGTAaaa
'Yeast MADS-Box factors FSRLM1.01 ‘Yeast MADS-Box RLM1 factor 0.78 -926 -908 -917 - 1 0.783 0.003 gtttTCT/
Core promoter initiator elements O$DINR.O1 Drosophila initiator motifs 0.94 -899 -889 -894 + 1 0.974 0.034 gcTCAGttgtc
Regulatory factor X protein, homologous to mammalia RFX1 (CRT1), acts by recruiting Ssn6 and Tup1, general repressors to the promoters of damage-
RFX1-5 F$RFX1.02 inducible genes 0.7 -896 -882 -889 - 1 0.811 0.041 ttatcctgaCAACtg
H F$YOX1.02 Yeast 1, i init ipti repressor 0.9 -889 -875 -882 - 1 0.968 0.008 aacgtaATTAtcctg
H F$YOX1.02 Yeast 1, i init ipti repressor .9 -888 -874 -88 + 1 0.992 0.032 aggataATTAcgttc
Core promoter motif ten elements OSDMTE.01 | Drosophila motif ten element .7 -888 -868 -87 - 0.938 0.79 0.02 acagtcgAACGtaattatcct
Fungal basic leucine zipper family F$CST6.01 Cl stability, bZIP iption factor of the ATF/CREB family (ACA2) .85 -885 -865 -87 - 0.865 0.015 GTaattat
'Yeast MADS-Box factors RLM1.01 ‘Yeast MADS-Box RLM1 iption_factor .7 -855 -837 -84 - 0.822 0.042 tettTCT
'Yeast mating factors IATALPHA! i ipti repressor Matalpha2 . -853 -841 -84 + 0.91 0.058 ctgtaTTGTtaga
M-box i ing with Mat1-Mc FSMAT1MC.01 |HMG-BOX protein interacts with M-box site, ity with HMG-Box STE11 protein . -852 -842 -847 + 0.89 0.025 tgtATTGttag
STP gene family TP2.01 i activated iption factor . -828 -814 -821 - 0.96 0.096 9cggcGCCGtaaaaa
STP gene family F$STP2.01 i activated iption factor . -823 -809 -816 + 0.91 0.042 acggcGCCGccatat
Yeast ic regulatol F$ADR1.01 Alcohol Dehy carbon i inc-fil iption fact 0.94 -785 =777 -781 + 1 0.984 0.044 aaCCCCact -785 to -777
Regulatory factor X protein, homologous to mammalia RFX1 (CRT1) is a DNA-binding protein that acts by recruiting Ssn and Tup, general repressors fo the
RFX1-5 FSRFX1.01 of damage-inducible genes .92 - -749 -756 - 1 0.992 0.072 AAcag
Yeast Mlu | cell cycle box SWI4.01 |DNA binding of the SBF(SCB binding factor) complex (Swi4p-Swiép) .84 E 744 E ¥ 1 0.88 0.04 tatacaCGAAcca
Activator of HAP1, S. isiae member of GAL family, regulates heme i .76 - -701 - + 1 0.77: 0.013 ctgaagtcATCGgtt
Fungal fork head iption factors :ork head ipti fac\nr Fkh1 .81 - -693 - + 0.755 0.81 0.008 tcatcgg TTAAcaatca
Repressor of hypoxic genes ional repressor of hypoxic genes .82 704 692 E - 84 .026 ttgaTTGTtaacc
'Yeast mating factors repressor Matalpha2 .86 -703 -691 - - .86 .003 cttgaTTGTtaac
M-box i ing with Mat1-Mc HMG-BOX protein interacts with M-box site, ity with HMG-Box STE11 protein .87 -702 -692 -697 - . .061 ttgATTGttaa
Yeast heat shock faclors l'rlmenc heat shock i factor .95 -678 -646 -662 - . .008 tG
Pseudoh yphal 1 factur involved in regulation of growth .98 -635 -623 -629 - .994 .014 gcaGTGCatgcaa
$MGCM Monomeric Gal4-class motifs Gl iption factor involved in ion of glucose .87 -628 -612 -620 + 0.944 0.074 cactgC! g: -628 to -612
Carbon ive element: F$CSRE.01 Carbon ive element (yeast .79 -626 -612 -619 - 0.842 0.052 ctaattctTCCGcag
Yeast i factors hi i
structure F$RSC3.01 Ce of the RSC chi i ing complex 0.82 -614 -594 -604 + 1 0.826 0.006 GCGtttcata
Aspergillus Stunted protein, (bHLH)-like structure, regulates multicellular complexity during asexual
Yeast Mlu | cell cycle box FSSTUAP.01 i .95 -609 -597 -603 - 0. 0.00 gaaaCGCGctatt
Yeast Mlu | cell cycle box F$MCB.01 Mlu | cell cycle box, activates G1/S-specifi i (yeast) .84 -608 -596 -602 + 0. 0.06: atagCGCGtttca
DAL upstream lnducllon sequence DAL82.01 | ipti activator for allantoin catabolic genes .92 -597 -589 -593 + 0. 0.04¢ cataTGCGc
Pseudoh yphal 1 F$PHD1.02 T iption factor involved in regulation of growth .97 -597 -585 -591 + 0. 0.00 cataTGCGctttt
DNA enhancer binding protein 1, termination factor for RNA polymerase | and transcription factor for
RDNA binding factor FSREB1.02 RNA 1} 0.85 -589 -577 -583 + 1 0.915 0.065 cttTTACccccte
Yeast GC-Box Proteins MIG1.02 MIG1, zinc finger protein mediates glucose i 0.83 -586 -561 -577 - 1 0.839 0.009 -586 to -568
Yeast stress response elements MSN2.01 Transcriptional activator for genes in i response 1 -586 -57. -57 - 1 1
Fungal basic leucine zipper family YAP1.02 |Yeast activator protein of the basic leucine zipper (bZIP) family .93 -585 56! 57! + 0.967 0.974 0.044 {tttGTCAageg
Fungal TALE class F$TOS8.01 Hom: i init iption factor .96 -579 -56° -57 + 1 0.962 0.002 ctcttttGTCAag
DAL upstream induction sequence DAL82.01 |Ti ipti activator for allantoin catabolic genes .92 -567 -559 -56. - 1 0.975 0.055 atttTGCGe
Yeast GC-Box Proteins F$MIG1.01 |MIG1, zinc finger protein mediates glucose i .84 -535 -544 + 1 0.852 0.012 taagatttggtG -553 to -535
Yeast activator of glycolyse genes / repressor of
mating type I FSRAP1.06 RAP1 (TUF1), activator or repressor on context .94 -546 -524 -535 - 1 0.967 0.027 ACCcccacca
Iror i activators FSAFT2.01 Activator of Fe (iron) 2, i gulated i activator .98 -543 -529 -536 - 1 1 0.02 cggctcaCACCccca
Vertebrate TATA binding protein factor O$ATATA.01 |Avian C-type LTR TATA box .78 -530 -514 -522 - 0.75 0.782 0.002 ttgtact TCAGctaacg
Ribosomal RNA ing element FSSTB3.01 _|Ribosomal RNA ing element (RRPE)-binding protein .82 504 -488 -496 - 1 0.875 0.055 tgcagtttTTTCaggga
F$MGCM Monomeric Gal4-class motifs F$RGT1.02 Gl i iption factor involved in ion of glucose .87 -442 -426 -434 - 0.793 0.893 0.023 atatcAGGAaaaacat: -442 to -426
Fungal GATA binding factors GZF3.01 GATA zinc finger protein Gzf3 .81 -434 -420 -427 + 0.817 0.007 tcctGATAtgcatca
Pseudoh yphal i 1 PHD1.0 il iption factor involved in regulation of growth .89 -430 -418 -4 + 0.926 0.036 gataTGCAtcaaa
'Yeast mating factors FSMATA1.01 |Homeodomain protein mallng factor a1 .92 -429 -417 -4 - 0.921 0.001 |tttGATGeatat
Inverted CGG triplets spaced p ially by 10 bp |FSCHA4.01 |Fungal zinc cluster factor Chad, single triplet .92 -408 -388 -39 + 0.922 0.002 CGCtat
CM ic Gal4-class motifs FSYRR1.0 Zinc cluster iption factor, activates genes involved in multidrug resi: (PDR2) .76 -403 -387 -39 - 0.807 0.047 aatagCGGAgattcagg
D of Drug Resi 1 FSRDR1.01 _|Repressor of Drug Resistance 1 ional repressor involved in the control of multidrug resi 0.89 -399 -389 -394 - 1 0.915 0.025 tagCGGAgatt
qulatory factor X protein, ) i RFX1 (CRT1), acts by recruiting Ssn6 and Tup1, general repressors to the promoters of damage-
RFX1-5 inducible genes .77 -366 -352 -35! - 0.78 0.782 0.012 AACgg
Yeast Mlu | cell cycle box DNA binding of the SBF(SCB binding factor) complex (Swi4p-Swi6p) .84 -364 | -352 -35 - 1 0.887 0.047 ttgtcaCGAAaac
Fungal basic leucine zipper family Yeast activator protein of the basic leucine zipper (bZIP) family .93 -36 -345 -35: - 0.967 0.974 0.044 {ttGTCAcgaa
ibosomal RNA ing element Ribosomal RNA ing element (RRPE)-binding protein .82 -35! -347 -35! - 0.752 0.823 0.003 aattaattTGTCacgaa
Fungal TALE in clas: H i ipti repressor Cup9 .85 -36 -341 -35 - 0.86 0.019 ttaattTGTCacg
i init Yeast 1, i init ipti repressor .81 -35 -344 -35 - 0.88 0.026 aaattAAT Ttgtcac
Yeast 1, i init ipti repressor .81 -35 -343 -35( + 0.87¢ 0.01 tgacaAATTaatttc
nverted CGG triplets spaced p ially by 10 bp Ty1 enhancer activator, zinc cluster DNA-binding protein 7 357 337 347 + 0.78¢ 0.03¢ tgacaaaT T/
IGCM ic Gal4-class motifs Zinc cluster iption factor, activates genes involved in multidrug resi: (PDR2) .7/ -352 -336 -344 - 0.753 0.76: 0.00: cccgtTGGAaattaatt
Activator of stress genes Fungal zinc cluster iption factor Asg1 .7/ -340 -324 -332 - 1 0.83! 0.04! tCC
IGCM Monomeric Gal4-class motifs FSRGT1.02 Gl i ip factor involved in ion of glucose 8 -995 -321 -329 - 1 0.88 0.01 ttatcCH -337 to -316
|[FSMGCM  |[Monomeric Gald-class motifs F$RGT1.02 |Gl i iption factor involved in ion of glucose 8 -330 -320 -325 + 1 0.885 0.015 ttgtcC
of Drug i 1 FSRDR1.01 Repressor of Drug Resistance 1 ipti repressor involved in the control of multidrug 0.89 -332 -316 -324 + 1 0.9 0.01 gtcCGGAtaag
Funga\ GATA binding factors FSGATA.01 GATA binding factor (yeast) 0.89 -329 -315 -322 + 1 0.974 0.084 tccgGATAagagaat
Transcription factor activated by a MAP kinase signaling cascade, activates genes involved in mafing o
response elements FSSTE12.01 growth pathways . -315 -309 - 1 0.875 0. taatcaAACAaaa
Fungal GATA binding factors FSGAT1.01 _|GATA1ype Zn finger protein Gat1 . 311 -304 - 1 0.831 0. aacggATAA(caaac
F$MGCM Monomeric Gal4-class motifs F$RGT1.02 i iption factor involved in ion of glucose . -310 -302 - 1 0.915 0. ccgaaCt -310 to -299
Core promoter motif ten elements O$DMTE.O1 | Drosophila mmlf ten element . -310 -30 - 0.938 0.829 0. ttatccg,
Yeast oleate response elements FSOAF1.01 Oleate-activate iption factor, acts alone and as a heterodimer with Pip2p .83 -307 -29 - 1 0.878 0.04 CC
MGCM ic Gal4-class motifs F$RGT1.02 Gl i iption factor involved in ion of glucose .87 -299 -29: + 1 0.937 0.06 ccgttCH 99
Yeast GAL4 factor F$GAL4.01 GAL4 ipti activator in response to galactose induction .75 -301 -29 - 1 0.82 0.07 CGAacgg
Zinc cluster transcriptional activator, binds to the carbon source-responsive element (CSRE) of
Carbon ive element: F$SIP4.01 ic genet 0.76 -299 -285 -292 - 1 0.991 0.231 tCCAT -293 to -285
of Drug i 1 FSRDR1.01 Repressor of Drug Resistance 1 i repressor involved in the control of multidrug resi 0.89 -301 -277 -289 + 1 0.894 0.004 gttCGGAtaaa
Yeasl GAL4 factor FSLAC9.01 LAC9 binding site, homologuus to GAL4 of Saccharomyces cerevisiae 0.75 -299 -275 -287 + 1 0.772 0.022 ttCGGAtaaatggacgcctgetce
Fungi branched amino acid biosynthesis FSLEU3.02 LEUS, S. cerevisiae, zinc cluster protein 0.82 -275 -261 -268 - 1 0.869 0.049 IaaCCGGaaaaa(al‘gg_é




[Carbon element: FSCSRE.01 _|Carbon element (yeast 0.79 276 260 268 + 1 081 0.02 CatattttTCCGgtt
Monomeric Gal4-class motifs F$RGT1.01 |Gl i iption factor involved in of glucose 0.82 275 259 267 - 1 0.982 0.162 ataacC 275 to -261
Inverted CGG triplets spaced p by 10bp |FSTEA1.01 |Ty1 enhancer activator, zinc cluster DNA-binding protein 0.75 269 249 259 - 0752 0772 0.022 T
rDNA enhancer binding protein 1, termination factor for RNA polymerase | and transcription factor for
RDNA binding factor F$REB1.02 | RNA polymerase II 085 256 + 1 0923 0073 ttaTTACcccace
Yeast cell cycle and metabolic regulator FSMCM1.02__|Yeast factor MCMT with MATalpha factors 0.75 254 - 1 0776 0.026 CTTCC:
F$YMIG Yeast GC-Box Proteins F$MIG1.01 | MIG1, zinc finger protein mediates glucose i 0.84 252 - 1 0.843 0003 | tGGGGtaal 258 to -242
Yeast metabolic regulator FSADR1.01 | Alcohol Dehydrogenase Regulator, carbon source-responsive zinc-finger transcription fact .94 -260 -242 251 + 1 1 0.06 tacCCCacc
Monomeric Gald-class motifs F$RGT1.02 |Gl i iption factor involved in fon of glucose .87 239 223 231 - 1 0.956 0.086 atcccC : 239 to -221
Yeast GC-Box Proteins MIG1.01 | MIG1, zinc finger protein mediates glucose .84 239 221 230 + 1 0.854 0.014 cagaatttt
Inverted CGG triplets spaced p by 10bp |FSTEA1.01 _|Ty1 enhancer activator, zinc cluster DNA-binding protein .75 232 224 228 0752 0774 0.024 attatccGT,
Regulator of and purine utilization pathway |[FSPPR1.01__|Pyrimidine pathway regulator 1 0.73 -231 223 227 - 075 0739 0.009 CGGaa
Pleiotropic drug ive elements F$PDRE.01 iotropic drug resi element (yeast) 087 232 216 224 - 0773 0.904 0.034 TCCCcggaa
ARPU Regulator of and purine utilization pathway |[FSPPR1.01 _|Pyrimidine pathway regulator 1 0.7 -231 21 223 + 075 798 .06 GGAta
PDRE Pleiotropic drug ive elements FSPDRE.O1 iotropic drug resi ive element (yeast) 08 230 21 223 + 1 942 .07: TCCGgggat
CYTO Activator of HAP1.01  |HAP1, S. member of GAL family, regulates heme 0.7 233 21 223 + 075 892 13 ccggggatTACGgat
YQAT crassa QAT gene activator qa-1F, required for quinic acid induction of iption in the qa gene cluster 0.7 228 20 218 + 0794 753 .00 TAATacggt
Monomeric Gal4-class motifs Gl i iption factor involved in ion of glucose 0.8 225 20 217 + 1 .906 .03 gattaC gg 220 to -209
Activator of FSHAP1.01 |HAP1,S. member of GAL family, regulates heme 0.7 221 20 214 + 075 793 03 acggataaTACGglg
Fungal basic leucine zipper family FSCINS.01  |bZIP iptional factor of the yAP-1 family that mediates pleiotropic drug and salt tolerance  0.89 -208 -188 198 + 1 0901 0011 TAATacg
Fungal basic leucine zipper family 501 |bZIP iptional factor of the yAP-1 family that mediates pleiotropic drug and salt tolerance  0.89 -203 -189 - - 1 945 055 ctiggegtatiaat TAATcca
D H i ini ipti X1.02|Yeast 1, i ini ional repressor 0.9 202 -188 - - 1 .979 .019 gtattaATTAatcca
D H X1.02|Yeast 1, repressor 0.9 203 -183 - + 1 .979 .019 ggattaATTAatacg
YABF Yeast ABF factors F1.04  |ARS plicati binding factor | 0.7 202 -184 - + 0755 794 024 ggATT,
PHRR pH F$RIM101.01 | Transcriptional repressor involved in response to pH and in cell wall 0.9 192 176 -184 + 1 1 0.01 atacGCCAagtctta
Transcription factor activated by a MAP kinase signaling cascade, activates genes involved in mating o
PRES Pheromone response elements F$STE12.01 invasive growth pathways 0. 175 -163 -169 - 0.89 0.03 gactgcAACAaaa
FKHD Fungal fork head iption factors FKH2.01 |Fork head factor Fkh2 0. 148 132 140 + 877 017 geaataaTAAAcaagat
YCAT Yeast CCAAT binding factors F$HAP234.01 | Yeast factor complex HAP2/3/5, homolog to NF-Y/CP1/CBF 0. 124 112 118 937 077 ctaatCCAAtaaa
YORE Yeast oleate response elements ORE.01 __|Oleate response element, binding motif of Oaf1 imers or Oaf1/Pip2 0. 120 96 108 - 086 745 025 c
AAAU A nidulans activator of acetate utilization genes FACBCB.01 |FACB, activator of acetate utilization genes with a GAL4-type Zn(l)2Cys6 zinc binuclear cluster 0.8 109 03 -101 + 816 016 GC
Yeast GC-Box Proteins FSMIG3.01 | Zinc finger i repressor MIG3 0.81 104 -86 95 0.86 0.05
Yeast activator of glycolyse genes / repressor of
mating type | FSRAP1.06 |RAP1 (TUF1), activator or repressor on context 094 74 52 -63 - o7 32 CCcatagca
Pseudoh yphal inant 1 F$PHD1.03 | Transcription factor involved in regulation of growth 0.98 -60 48 54 - .99 014 caaGTGCatcatc
Vertebrate TATA binding protein factor OSVTATA.01 | Cellular and viral TATA box elements 09 31 15 23 + 97 074 gagtaTAAAagatcctt
Monomeric Gal4-class motifs F$LYS14.01 | Transcriptional activator involved in regulation of genes of the lysine biosynthesis pathway 08 A7 -1 9 83 038 aagggtGGAAtittaag




