
Colour code Matrix Family Detailed Family Information Matrix Detailed Matrix Information Opt. Start positionEnd positionAnchor positionStrand Core sim. Matrix sim. Mat. sim. - opt. Sequence Deletion

F$TEAF TEA/ATTS DNA binding domain factors F$ABAA.01 Aspergillus spore/developmental regulator 0.93 -985 -969 -977 - 1 0.94 0.01 accctaCATTctactgg

F$NRGF NRG zinc finger factors F$NRG1.01 Transcriptional repressor Nrg1 0.89 -976 -964 -970 + 1 0.922 0.032 tgtAGGGtcccca

F$YSTR Yeast stress response elements F$MSN2.01 Transcriptional activator for genes in multistress response 1 -956 -942 -949 - 1 1 0 gagactaGGGGgagc

F$PDRE Pleiotropic drug resistance responsive elements F$PDRE.01 Pleiotropic drug resistance responsive element (yeast) 0.87 -944 -936 -940 - 0.773 0.877 0.007 TCCCtggag

F$YMAT Yeast mating factors F$HMRA2.01 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

F$MADS Yeast MADS-Box factors F$RLM1.01 Yeast MADS-Box RLM1 transcription  factor 0.78 -926 -908 -917 - 1 0.783 0.003 gtttTCTAttagcagtata

O$INRE Core promoter initiator elements O$DINR.01 Drosophila initiator motifs 0.94 -899 -889 -894 + 1 0.974 0.034 gcTCAGttgtc

F$RFXP

Regulatory factor X protein, homologous to mammalian 

RFX1-5 F$RFX1.02

RFX1 (CRT1), acts by recruiting Ssn6 and Tup1, general repressors to the promoters of damage-

inducible genes 0.77 -896 -882 -889 - 1 0.811 0.041 ttatcctgaCAACtg

F$HOMD Homeodomain-containing transcriptional regulators F$YOX1.02 Yeast homeobox 1, homeodomain-containing transcriptional repressor 0.96 -889 -875 -882 - 1 0.968 0.008 aacgtaATTAtcctg

F$HOMD Homeodomain-containing transcriptional regulators F$YOX1.02 Yeast homeobox 1, homeodomain-containing transcriptional repressor 0.96 -888 -874 -881 + 1 0.992 0.032 aggataATTAcgttc

O$MTEN Core promoter motif ten elements O$DMTE.01 Drosophila motif ten element 0.77 -888 -868 -878 - 0.938 0.79 0.02 acagtcgAACGtaattatcct

F$BZIP Fungal basic leucine zipper family F$CST6.01 Chromosome stability, bZIP transcription factor of the ATF/CREB family (ACA2) 0.85 -885 -865 -875 - 1 0.865 0.015 actacagtcgaACGTaattat

F$MADS Yeast MADS-Box factors F$RLM1.01 Yeast MADS-Box RLM1 transcription  factor 0.78 -855 -837 -846 - 1 0.822 0.042 tcttTCTAacaatacagat

F$YMAT Yeast mating factors F$MATALPHA2.02Homeodomain transcriptional repressor Matalpha2 0.86 -853 -841 -847 + 1 0.918 0.058 ctgtaTTGTtaga

F$MMAT M-box interacting with Mat1-Mc F$MAT1MC.01 HMG-BOX protein interacts with M-box site, cooperativity with HMG-Box STE11 protein 0.87 -852 -842 -847 + 1 0.895 0.025 tgtATTGttag

F$STPF STP gene family F$STP2.01 Proteolytically activated transcription factor 0.87 -828 -814 -821 - 1 0.966 0.096 gcggcGCCGtaaaaa

F$STPF STP gene family F$STP2.01 Proteolytically activated transcription factor 0.87 -823 -809 -816 + 1 0.912 0.042 acggcGCCGccatat

F$YADR Yeast metabolic regulator F$ADR1.01 Alcohol Dehydrogenase Regulator, carbon source-responsive zinc-finger transcription factor 0.94 -785 -777 -781 + 1 0.984 0.044 aaCCCCact -785 to -777

F$RFXP

Regulatory factor X protein, homologous to mammalian 

RFX1-5 F$RFX1.01

RFX1 (CRT1) is a DNA-binding protein that acts by recruiting Ssn6 and Tup1, general repressors to the 

promoters of damage-inducible genes 0.92 -763 -749 -756 - 1 0.992 0.072 cgtgtataGCAAcag

F$YMCB Yeast Mlu I cell cycle box F$SWI4.01 DNA binding component of the SBF(SCB binding factor) complex (Swi4p-Swi6p) 0.84 -756 -744 -750 + 1 0.88 0.04 tatacaCGAAcca

F$CYTO Activator of cytochrome C F$HAP1.01 HAP1, S. cerevisiae member of GAL family, regulates heme dependent cytochrome expression 0.76 -715 -701 -708 + 1 0.773 0.013 ctgaagtcATCGgtt

F$FKHD Fungal fork head transcription factors F$FKH1.01 Fork head transcription factor Fkh1 0.81 -709 -693 -701 + 0.755 0.818 0.008 tcatcggTTAAcaatca

F$ROX1 Repressor of hypoxic genes F$ROX1.01 Heme-dependent transcriptional repressor of hypoxic genes 0.82 -704 -692 -698 - 1 0.846 0.026 ttgaTTGTtaacc

F$YMAT Yeast mating factors F$MATALPHA2.02Homeodomain transcriptional repressor Matalpha2 0.86 -703 -691 -697 - 1 0.863 0.003 cttgaTTGTtaac

F$MMAT M-box interacting with Mat1-Mc F$MAT1MC.01 HMG-BOX protein interacts with M-box site, cooperativity with HMG-Box STE11 protein 0.87 -702 -692 -697 - 1 0.931 0.061 ttgATTGttaa

F$YHSF Yeast heat shock factors F$HSF1.01 Trimeric heat shock transcription factor 0.95 -678 -646 -662 - 1 0.958 0.008 aacacctactgaatatGGAAaggagcattcaga

F$PHD1 Pseudoh yphal determinant 1 F$PHD1.03 Transcription factor involved in regulation of filamentous growth 0.98 -635 -623 -629 - 1 0.994 0.014 gcaGTGCatgcaa

F$MGCM Monomeric Gal4-class motifs F$RGT1.02 Glucose-responsive transcription factor involved in regulation of glucose transporters 0.87 -628 -612 -620 + 1 0.944 0.074 cactgCGGAagaattag -628 to -612

F$CSRE Carbon source-responsive elements F$CSRE.01 Carbon source-responsive element (yeast) 0.79 -626 -612 -619 - 1 0.842 0.052 ctaattctTCCGcag

F$YRSC

Yeast transcription factors remodeling chromatin 

structure F$RSC3.01 Component of the RSC chromatin remodeling complex 0.82 -614 -594 -604 + 1 0.826 0.006 tagccaatagCGCGtttcata

F$YMCB Yeast Mlu I cell cycle box F$STUAP.01

Aspergillus Stunted protein, (bHLH)-like structure, regulates multicellular complexity during asexual 

reproduction 0.95 -609 -597 -603 - 1 0.951 0.001 gaaaCGCGctatt

F$YMCB Yeast Mlu I cell cycle box F$MCB.01 Mlu I cell cycle box, activates G1/S-specific transcription (yeast) 0.84 -608 -596 -602 + 1 0.903 0.063 atagCGCGtttca

F$DUIS DAL upstream induction sequence F$DAL82.01 Transcriptional activator for allantoin catabolic genes 0.92 -597 -589 -593 + 1 0.966 0.046 cataTGCGc

F$PHD1 Pseudoh yphal determinant 1 F$PHD1.02 Transcription factor involved in regulation of filamentous growth 0.97 -597 -585 -591 + 1 0.978 0.008 cataTGCGctttt

F$RDNA RDNA binding factor F$REB1.02

rDNA enhancer binding protein 1, termination factor for RNA polymerase I and transcription factor for 

RNA polymerase II 0.85 -589 -577 -583 + 1 0.915 0.065 cttTTACcccctc

F$YMIG Yeast GC-Box Proteins F$MIG1.02 MIG1, zinc finger protein mediates glucose repression 0.83 -586 -568 -577 - 1 0.839 0.009 ttgacaaaagaGGGGgtaa -586 to -568

F$YSTR Yeast stress response elements F$MSN2.01 Transcriptional activator for genes in multistress response 1 -586 -572 -579 - 1 1 0 caaaagaGGGGgtaa

F$BZIP Fungal basic leucine zipper family F$YAP1.02 Yeast activator protein of the basic leucine zipper (bZIP) family 0.93 -585 -565 -575 + 0.967 0.974 0.044 taccccctcttttGTCAagcg

F$TALE Fungal TALE homeodomain class F$TOS8.01 Homeodomain-containing transcription factor 0.96 -579 -567 -573 + 1 0.962 0.002 ctcttttGTCAag

F$DUIS DAL upstream induction sequence F$DAL82.01 Transcriptional activator for allantoin catabolic genes 0.92 -567 -559 -563 - 1 0.975 0.055 atttTGCGc

F$YMIG Yeast GC-Box Proteins F$MIG1.01 MIG1, zinc finger protein mediates glucose repression 0.84 -553 -535 -544 + 1 0.852 0.012 taagatttggtGGGGgtgt -553 to -535

F$YRAP

Yeast activator of glycolyse genes / repressor of 

mating type l F$RAP1.06 RAP1 (TUF1), activator or repressor depending on context 0.94 -546 -524 -535 - 1 0.967 0.027 gctaacggctcaCACCcccacca

F$IRTF Iron-responsive transcriptional activators F$AFT2.01 Activator of Fe (iron) transcription 2, iron-regulated transcriptional activator 0.98 -543 -529 -536 - 1 1 0.02 cggctcaCACCccca

O$VTBP Vertebrate TATA binding protein factor O$ATATA.01 Avian C-type LTR TATA box               0.78 -530 -514 -522 - 0.75 0.782 0.002 ttgtactTCAGctaacg

F$RRPE Ribosomal RNA processing element F$STB3.01 Ribosomal RNA processing element (RRPE)-binding protein 0.82 -504 -488 -496 - 1 0.875 0.055 tgcagtttTTTCaggga

F$MGCM Monomeric Gal4-class motifs F$RGT1.02 Glucose-responsive transcription factor involved in regulation of glucose transporters 0.87 -442 -426 -434 - 0.793 0.893 0.023 atatcAGGAaaaacata -442 to -426

F$GATA Fungal GATA binding factors F$GZF3.01 GATA zinc finger protein Gzf3 0.81 -434 -420 -427 + 1 0.817 0.007 tcctGATAtgcatca

F$PHD1 Pseudoh yphal determinant 1 F$PHD1.01 Transcription factor involved in regulation of filamentous growth 0.89 -430 -418 -424 + 1 0.926 0.036 gataTGCAtcaaa

F$YMAT Yeast mating factors F$MATA1.01 Homeodomain protein mating factor a1 0.92 -429 -417 -423 - 1 0.921 0.001 ttttGATGcatat

F$ICGG Inverted CGG triplets spaced preferentially by 10 bp F$CHA4.01 Fungal zinc cluster transcription factor Cha4, single triplet 0.92 -408 -388 -398 + 1 0.922 0.002 taaaacctgaatctCCGCtat

F$MGCM Monomeric Gal4-class motifs F$YRR1.01 Zinc cluster transcription factor, activates genes involved in multidrug resistance (PDR2) 0.76 -403 -387 -395 - 1 0.807 0.047 aatagCGGAgattcagg

F$RDR1 Repressor of Drug Resistance 1 F$RDR1.01 Repressor of Drug Resistance 1 (transcriptional repressor involved in the control of multidrug resistance 0.89 -399 -389 -394 - 1 0.915 0.025 tagCGGAgatt

F$RFXP

Regulatory factor X protein, homologous to mammalian 

RFX1-5 F$RFX1.02

RFX1 (CRT1), acts by recruiting Ssn6 and Tup1, general repressors to the promoters of damage-

inducible genes 0.77 -366 -352 -359 - 0.78 0.782 0.012 ttgtcacgaAAACgg

F$YMCB Yeast Mlu I cell cycle box F$SWI4.01 DNA binding component of the SBF(SCB binding factor) complex (Swi4p-Swi6p) 0.84 -364 -352 -358 - 1 0.887 0.047 ttgtcaCGAAaac

F$BZIP Fungal basic leucine zipper family F$YAP1.02 Yeast activator protein of the basic leucine zipper (bZIP) family 0.93 -361 -345 -353 - 0.967 0.974 0.044 tggaaattaatttGTCAcgaa

F$RRPE Ribosomal RNA processing element F$STB3.01 Ribosomal RNA processing element (RRPE)-binding protein 0.82 -359 -347 -353 - 0.752 0.823 0.003 aattaattTGTCacgaa

F$TALE Fungal TALE homeodomain class F$CUP9.01 Homeodomain transcriptional repressor Cup9 0.85 -361 -341 -351 - 1 0.869 0.019 ttaattTGTCacg

F$HOMD Homeodomain-containing transcriptional regulators F$YOX1.01 Yeast homeobox 1, homeodomain-containing transcriptional repressor 0.86 -358 -344 -351 - 1 0.886 0.026 aaattAATTtgtcac

F$HOMD Homeodomain-containing transcriptional regulators F$YOX1.01 Yeast homeobox 1, homeodomain-containing transcriptional repressor 0.86 -357 -343 -350 + 1 0.879 0.019 tgacaAATTaatttc

F$ICGG Inverted CGG triplets spaced preferentially by 10 bp F$TEA1.01 Ty1 enhancer activator, zinc cluster DNA-binding protein 0.75 -357 -337 -347 + 1 0.789 0.039 tgacaaaTTAAtttccaacgg

F$MGCM Monomeric Gal4-class motifs F$YRR1.01 Zinc cluster transcription factor, activates genes involved in multidrug resistance (PDR2) 0.76 -352 -336 -344 - 0.753 0.763 0.003 cccgtTGGAaattaatt

F$ASG1 Activator of stress genes F$ASG1.01 Fungal zinc cluster transcription factor Asg1 0.79 -340 -324 -332 - 1 0.835 0.045 tCCGGacaagaccccgt

F$MGCM Monomeric Gal4-class motifs F$RGT1.02 Glucose-responsive transcription factor involved in regulation of glucose transporters 0.87 -995 -321 -329 - 1 0.88 0.01 ttatcCGGAcaagaccc -337 to -316

F$MGCM Monomeric Gal4-class motifs F$RGT1.02 Glucose-responsive transcription factor involved in regulation of glucose transporters 0.87 -330 -320 -325 + 1 0.885 0.015 ttgtcCGGAtaagagaa

F$RDR1 Repressor of Drug Resistance 1 F$RDR1.01 Repressor of Drug Resistance 1 (transcriptional repressor involved in the control of multidrug resistance 0.89 -332 -316 -324 + 1 0.9 0.01 gtcCGGAtaag

F$GATA Fungal GATA binding factors F$GATA.01 GATA binding factor (yeast) 0.89 -329 -315 -322 + 1 0.974 0.084 tccgGATAagagaat

F$PRES Pheromone response elements F$STE12.01

Transcription factor activated by a MAP kinase signaling cascade, activates genes involved in mating or 

pseudohyphal/invasive growth pathways 0.86 -315 -303 -309 - 1 0.875 0.015 taatcaAACAaaa

F$GATA Fungal GATA binding factors F$GAT1.01 GATA-type Zn finger protein Gat1 0.83 -311 -297 -304 - 1 0.831 0.001 aacggATAAtcaaac

F$MGCM Monomeric Gal4-class motifs F$RGT1.02 Glucose-responsive transcription factor involved in regulation of glucose transporters 0.87 -310 -294 -302 - 1 0.915 0.045 ccgaaCGGAtaatcaaa -310 to -299

O$MTEN Core promoter motif ten elements O$DMTE.01 Drosophila motif ten element 0.77 -310 -290 -300 - 0.938 0.829 0.059 ttatccgAACGgataatcaaa

F$YORE Yeast oleate response elements F$OAF1.01 Oleate-activated transcription factor, acts alone and as a heterodimer with Pip2p 0.83 -307 -283 -295 - 1 0.878 0.048 cgtccatttaTCCGaacggataatc

F$MGCM Monomeric Gal4-class motifs F$RGT1.02 Glucose-responsive transcription factor involved in regulation of glucose transporters 0.87 -299 -289 -294 + 1 0.937 0.067 ccgttCGGAtaaatgga

F$YGAL Yeast GAL4 factor F$GAL4.01 GAL4 transcriptional activator in response to galactose induction 0.75 -301 -285 -293 - 1 0.82 0.07 agcaggcgtccatttatCCGAacgg

F$CSRE Carbon source-responsive elements F$SIP4.01

Zinc cluster transcriptional activator, binds to the carbon source-responsive element (CSRE) of 

gluconeogenic genes 0.76 -299 -285 -292 - 1 0.991 0.231 tCCATttatccgaac -293 to -285

F$RDR1 Repressor of Drug Resistance 1 F$RDR1.01 Repressor of Drug Resistance 1 (transcriptional repressor involved in the control of multidrug resistance 0.89 -301 -277 -289 + 1 0.894 0.004 gttCGGAtaaa

F$YGAL Yeast GAL4 factor F$LAC9.01 LAC9 binding site, homologous to GAL4 of Saccharomyces cerevisiae 0.75 -299 -275 -287 + 1 0.772 0.022 gttCGGAtaaatggacgcctgctcc

F$FBAS Fungi branched amino acid biosynthesis F$LEU3.02 LEU3, S. cerevisiae, zinc cluster protein 0.82 -275 -261 -268 - 1 0.869 0.049 taaCCGGaaaaatatgg

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



F$CSRE Carbon source-responsive elements F$CSRE.01 Carbon source-responsive element (yeast) 0.79 -276 -260 -268 + 1 0.81 0.02 catattttTCCGgtt

F$MGCM Monomeric Gal4-class motifs F$RGT1.01 Glucose-responsive transcription factor involved in regulation of glucose transporters 0.82 -275 -259 -267 - 1 0.982 0.162 ataacCGGAaaaatatg -275 to -261

F$ICGG Inverted CGG triplets spaced preferentially by 10 bp F$TEA1.01 Ty1 enhancer activator, zinc cluster DNA-binding protein 0.75 -269 -249 -259 - 0.752 0.772 0.022 aggtgggGTAAtaaccggaaa

F$RDNA RDNA binding factor F$REB1.02

rDNA enhancer binding protein 1, termination factor for RNA polymerase I and transcription factor for 

RNA polymerase II 0.85 -262 -250 -256 + 1 0.923 0.073 ttaTTACcccacc

F$YMCM Yeast cell cycle and metabolic regulator F$MCM1.02 Yeast factor MCM1 cooperating with MATalpha factors 0.75 -258 -250 -254 - 1 0.776 0.026 cTTCCaggtggggtaat

F$YMIG Yeast GC-Box Proteins F$MIG1.01 MIG1, zinc finger protein mediates glucose repression 0.84 -260 -244 -252 - 1 0.843 0.003 cacttccaggtGGGGtaat -258 to -242

F$YADR Yeast metabolic regulator F$ADR1.01 Alcohol Dehydrogenase Regulator, carbon source-responsive zinc-finger transcription factor 0.94 -260 -242 -251 + 1 1 0.06 taCCCCacc

F$MGCM Monomeric Gal4-class motifs F$RGT1.02 Glucose-responsive transcription factor involved in regulation of glucose transporters 0.87 -239 -223 -231 - 1 0.956 0.086 atcccCGGAaaattctg -239 to -221

F$YMIG Yeast GC-Box Proteins F$MIG1.01 MIG1, zinc finger protein mediates glucose repression 0.84 -239 -221 -230 + 1 0.854 0.014 cagaattttccGGGGatta

F$ICGG Inverted CGG triplets spaced preferentially by 10 bp F$TEA1.01 Ty1 enhancer activator, zinc cluster DNA-binding protein 0.75 -232 -224 -228 - 0.752 0.774 0.024 attatccGTAAtccccggaaa

F$ARPU Regulator of pyrimidine and purine utilization pathway F$PPR1.01 Pyrimidine pathway regulator 1 0.73 -231 -223 -227 - 0.75 0.739 0.009 atccgtaatccCCGGaa

F$PDRE Pleiotropic drug resistance responsive elements F$PDRE.01 Pleiotropic drug resistance responsive element (yeast) 0.87 -232 -216 -224 - 0.773 0.904 0.034 TCCCcggaa

F$ARPU Regulator of pyrimidine and purine utilization pathway F$PPR1.01 Pyrimidine pathway regulator 1 0.73 -231 -215 -223 + 0.75 0.798 0.068 tccggggattaCGGAta

F$PDRE Pleiotropic drug resistance responsive elements F$PDRE.01 Pleiotropic drug resistance responsive element (yeast) 0.87 -230 -216 -223 + 1 0.942 0.072 TCCGgggat

F$CYTO Activator of cytochrome C F$HAP1.01 HAP1, S. cerevisiae member of GAL family, regulates heme dependent cytochrome expression 0.76 -233 -213 -223 + 0.75 0.892 0.132 ccggggatTACGgat

F$YQA1 Neurospora crassa QA1 gene activator F$QA1F.01 qa-1F, required for quinic acid induction of transcription in the qa gene cluster 0.75 -228 -208 -218 + 0.794 0.753 0.003 ggggattacggaTAATacggt

F$MGCM Monomeric Gal4-class motifs F$RGT1.02 Glucose-responsive transcription factor involved in regulation of glucose transporters 0.87 -225 -209 -217 + 1 0.906 0.036 gattaCGGAtaatacgg -220 to -209

F$CYTO Activator of cytochrome C F$HAP1.01 HAP1, S. cerevisiae member of GAL family, regulates heme dependent cytochrome expression 0.76 -221 -207 -214 + 0.75 0.793 0.033 acggataaTACGgtg

F$BZIP Fungal basic leucine zipper family F$CIN5.01 bZIP transcriptional factor of the yAP-1 family that mediates pleiotropic drug resistance and salt tolerance 0.89 -208 -188 -198 + 1 0.901 0.011 tggtctggattaatTAATacg

F$BZIP Fungal basic leucine zipper family F$CIN5.01 bZIP transcriptional factor of the yAP-1 family that mediates pleiotropic drug resistance and salt tolerance 0.89 -203 -189 -196 - 1 0.945 0.055 cttggcgtattaatTAATcca

F$HOMD Homeodomain-containing transcriptional regulators F$YOX1.02 Yeast homeobox 1, homeodomain-containing transcriptional repressor 0.96 -202 -188 -195 - 1 0.979 0.019 gtattaATTAatcca

F$HOMD Homeodomain-containing transcriptional regulators F$YOX1.02 Yeast homeobox 1, homeodomain-containing transcriptional repressor 0.96 -203 -183 -193 + 1 0.979 0.019 ggattaATTAatacg

F$YABF Yeast ABF factors F$ABF1.04 ARS (autonomously replicating sequence)-binding factor I 0.77 -202 -184 -193 + 0.755 0.794 0.024 ggATTAattaatacgccaa

F$PHRR pH responsive regulators F$RIM101.01 Transcriptional repressor involved in response to pH and in cell wall construction 0.99 -192 -176 -184 + 1 1 0.01 atacGCCAagtcttaca

F$PRES Pheromone response elements F$STE12.01

Transcription factor activated by a MAP kinase signaling cascade, activates genes involved in mating or 

pseudohyphal/invasive growth pathways 0.86 -175 -163 -169 - 1 0.89 0.03 gactgcAACAaaa

F$FKHD Fungal fork head transcription factors F$FKH2.01 Fork head transcription factor Fkh2 0.86 -148 -132 -140 + 1 0.877 0.017 gcaataaTAAAcaagat

F$YCAT Yeast CCAAT binding factors F$HAP234.01 Yeast factor complex HAP2/3/5, homolog to vertebrate NF-Y/CP1/CBF 0.86 -124 -112 -118 - 1 0.937 0.077 ctaatCCAAtaaa

F$YORE Yeast oleate response elements F$ORE.01 Oleate response element, binding motif of Oaf1 homodimers or Oaf1/Pip2 heterodimers 0.72 -120 -96 -108 - 0.86 0.745 0.025 CGGGgtcaagctgcaactaatccaa

F$AAAU A. nidulans activator of acetate utilization genes F$FACBCB.01 FACB, activator of acetate utilization genes with a GAL4-type Zn(II)2Cys6 zinc binuclear cluster 0.8 -109 -93 -101 + 1 0.816 0.016 GCAGcttgaccccgcca

F$YMIG Yeast GC-Box Proteins F$MIG3.01 Zinc finger transcriptional repressor MIG3 0.81 -104 -86 -95 - 1 0.86 0.05 ctagctatggcGGGGtcaa

F$YRAP

Yeast activator of glycolyse genes / repressor of 

mating type l F$RAP1.06 RAP1 (TUF1), activator or repressor depending on context 0.94 -74 -52 -63 - 1 0.972 0.032 tgcatcatctaaCACCcatagca

F$PHD1 Pseudoh yphal determinant 1 F$PHD1.03 Transcription factor involved in regulation of filamentous growth 0.98 -60 -48 -54 - 1 0.994 0.014 caaGTGCatcatc

O$VTBP Vertebrate TATA binding protein factor O$VTATA.01 Cellular and viral TATA box elements 0.9 -31 -15 -23 + 1 0.974 0.074 gagtaTAAAagatcctt

F$MGCM Monomeric Gal4-class motifs F$LYS14.01 Transcriptional activator involved in regulation of genes of the lysine biosynthesis pathway 0.8 -17 -1 -9 - 1 0.838 0.038 aagggtGGAAttttaag


