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Supplemental Methods 
 

 Preparation of the nuclear extracts and DNA/protein binding. 5×109 cells (∼140mg of total 

protein) were incubated with control medium or 10µg/ml cisplatin for 12h and the nuclear pellets 

were prepared and further incubated at a 250:1 ratio with poly (deoxyinosinic-deoxycytidylic) acid in 

20mM HEPES-KOH (pH7.9), 1.5mM MgCl2, 100mM NaCl, 0.1% (v/v) Nonidet P-40, and protease 

inhibitor mixture (Calbiochem) at room temperature for 10min, as described elsewhere.31  Resulting 

nuclear lysates were then incubated with MagnaBind streptavidin beads with the 25nmol bead-bound 

complementary double-stranded oligonucleotides (50bp) corresponding to the specific regions of the 

specific promoters for miR-181a-5p, miR-519a-3p, miR-374a-5p, miR-630 amd miR-885-3p 

encompassing TP63 responsive element (Fig. 2, Fig. S1-S5). Double-stranded oligonucleotides were 

conjugated with MagnaBindTM streptavidin beads (Pierce).31  The concentration of conjugated DNA 

was 6fmol/μg of MagnaBind streptavidin beads.31  DNA/protein bead-bound complexes were 

washed with the binding buffer and bound proteins eluted using 100mM Tris-HCl (pH 7.3), 5mM 

EDTA, 0.05% SDS, and 8M urea at room temperature for 30min.31  

 iTRAQ labeling and fractionation by the strong cationic exchange (SCX) chromatography. 

For iTRAQ labeling, 200μg of eluted protein from large-scale DNA pull-downs were first subjected 

to gel-assisted digestion.29  Trypsin digestion (20:1 (w/w) protein : trypsin) of gel samples were 

performed in 25mM TEABC at 37°C for 16h. Peptides were extracted from the gel using 50% 

acetonitril containing 5% (v/v) formic acid, vacuum dried, and reconstituted in 30μl of 25mM 

TEABC. To label peptides with the iTRAQ reagents (Applied Biosystems), one unit of labeling 

reagent (defined as the amount of reagent required to label 100μg of protein) was reconstituted in 

70μl of ethanol.  Products isolated from SCC-11 cells exposed to 10µg/ml cisplatin were labeled with 



iTRAQ (115, 116 and 117), whereas products isolated from SCC-11M cells exposed to cisplatin were 

labeled with iTRAQ (113 and 114), respectively.29  After incubation of specific mixes at room 

temperature for 1h, labeled peptides were pooled, resuspended in buffer A, and the specific mixes 

were fractionated by SCX chromatography on an Agilent HPLC system using a PolySulfoethyl A 

column.29 

 Liquid chromatography (LC)/double mass spectrometry (MS/MS) analysis. Each SCX 

fraction were re-dissolved in 0.2% trifluoroacetic acid, desalted and separated on a C18 column with 

an 8µm emitter tip using 5-40% B (90% acetonitrile in 0.1% formic acid) gradient over 60min at 

300nl/min. Eluting peptides were sprayed directly into an LTQ Orbitrap Velos mass-spectrometer 

(ThermoScientific) through an 1µm emitter tip at 1.6kV. Survey scans (full ms) were acquired from 

350-1800 m/z with up to 10 peptide masses (precursor ions) individually isolated with a 1.2Da 

window and fragmented (MS/MS) using a collision energy of 45s and 30s dynamic exclusion.29 

Precursor and the fragment ions were analyzed at 30,000 and 7,500 respectively. 

 Data analysis. The MS/MS spectra were extracted and searched against the RefSeq 40 database 

and against the Swiss-Prot sequence database v54.2 using the MASCOT v2.2.1 program (Matrix 

Science) through Proteome Discoverer software (v1.1, Thermo Scientific). The peptides with a 

confidence threshold 5% False Discovery Rate (FDR) were identified based on a concatenated decoy 

database search). To calculate average protein ratios, the ratios of quantified unique iTRAQ peptides 

were weighted according to their peak intensities.29 A protein’s ratio is the median ratio of all unique 

peptides identifying the protein at a 5% FDR.  The combination of two approaches was used to 

normalize the iTRAQ ratios: normalization by total protein (i.e. the average of all the ratios). Only 

proteins identified with ratios >1.25 or <0.75 were considered as potential targets.  

 

 



Supplemental Legends 

 

Figures 1-5. Schematic representation of the selected microRNA gene promoter sequences.  

Putative recognition sequences for tumor protein (TP) 53, TP63, sterol responsive element 

binding factor (SREBF), and nuclear factor (NF) -Y and other transcription factors are shown as 

bolded and shadowed boxes, while primers used for ChiP-PCR are underlined.  Recognition 

sequences (responsive elements) defined using the web-based database: TFSEARCH: Searching 

Transcription Factor Binding Sites (version 1.3) (mbs.cbrc.jp/research/db/TFSEARCH.html). 

The following promoters depicted: S1 –miR-181a-5p; S2 – miR-519a-3p; S3- miR-374a-5p; S4 

– miR-630; S5 – miR-885-3p.  

 

Tables S1-S5.  iTRAQ analysis of proteins bound to TP63 responsive element cognition 

sequence located in microRNA promoters  induced by exposure of sensitive SCC-11 and 

resistant SCC-11M cells to cisplatin.  Quantitative iTRAQ analysis was performed in triplicate. 

Protein complexes from the cells exposed to control medium were labeled with iTRAQ-113, or -

114, while protein complexes from the cells exposed to cisplatin were labeled with iTRAQ-115, 

-116, or -117. Only proteins identified with iTRAQ ratios >1.3 or <0.7 were considered as 

potential differential interactors. S1 –miR-181a-5p; S2 – miR-519a-3p; S3- miR-374a-5p; S4 – 

miR-630; S5 – miR-885-3p. 

 

 

 

 

 



Figure S1. Mir-181a-5p promoter sequence 
  
-2000 CTCGAAATAA TTTAGAATAT AGAGCCTAAA GTTTACTATC TTCTCTGACA 
  CdxA CdxA    CdxA           ATF2 
-1950 TTAGATTAAT TGGAAGCAAG AACACAGAGA TCCTATTTTC CATTGTGGAG 
     CdxA/Nkx2 
-1900 GATTTAAACT GTTAAGATA TGAGGTTTTAT CTTTAACAAA CTATGACTAT 
   CdxA/POU3F1      AML1a           SRY 
-1850 GATTAGCCCA AGGAAAGAAA AAATAATTAA TCACTTTATT TATCATTGCT 
       SRY  CdxA/PBX1        CdxA 
-1800 ATTTTATGTG TAAATAACAA GACATTTAAT GTAACTTGTA TTGTTTCAAG 
     XFD2/CdxA       TP63 
-1750 TGAATCATTA TAAGATTTTT AAGAATTTTA ATGTTAAATC AATTATAGTT 
    TFAP1          PBX1/CdxA 
-1700 AAGATTTTTA TTCTAAGAAT GTAACAACTT TAGGATTAAG TTAATTGTAT 
           Nkx2 
-1650 TCTTCCAAAG ACTTCTAGGA GAATATTTTG GAAAACAAAA GATAACATAG 
             SRY/RUNX1/CdxA 
-1600 TTATGCCTTT TAATTATTTG TAACTGACCT AGAGCTTTGC TTACTGGTAG 
   OCT1/CdxA              TFAP1 
-1550 GCCAAATGCA TTTTGTGTTA AGGGAAAATA CAGAGCATGG AGTCTTTTAT 
   E-box 
-1500 CACAACATCC CTATTATACA AACGTTAGCA GATGTAGCAA GAGATGAATA 
            E-box   C/EBPβ         OCT1 
-1450 GGCATGATTG AAAACATGTG TATATTGACC TGACACTAAT ACCACAAGAG 
  OCT1    TP53         TP63 
-1400 GCAGGCAACA GAACAGGAGT GATATGCTTG CAGTCGTAAT TGATAATGCA 
        TP63    POU4F2 
-1350 AACAAATGAA TCCTCAGTCT CATGATAATA TTCTTTCCAG CAGCAACACA 
    E-box      CdxA 
-1300 GAAATGCCTA CTGATAAAGC ATTCTTCTAG GGTTTTATTC TGTGGGAGAA 
              GATA-1            CdxA    IKZF1 
-1250 ATTTGCTTCT TTCAAAAGAA TTAAACAATG CAAAATTCAG ATACATCACT 
           SOX5/SRY 
-1200 GTTTCATATT CTGTGCCTAT TTGTCACTTT AAAATTTACT TCCAGTTGAT 
       CdxA      TATA 
-1150 CTCTAGTCCC TGTTTCTCTC AAAAAAAATC TGTTGAAGTT TTCATGTAAA 
-1100 TAGTTTGTCT AAAAGGTTAA ACAATTATTG GCTTTAAAAT AATTCTAAGT 
      Sox-5/SRY/FOXM1   TATA  CdxA/TFAP1 
-1050 GACTGAAATG TAAGAATGTG TAAAAATTTG GGATACATAT TTCACTAACA 
   TFAP1     IKZF1/GATA-2 
-1000 TTTCGAGAGT AATTGCCTTG ACTTGAATAG ACCATTATCA CCTTCAAAGT 
 -950 AGCATTCCAA ATTATTGTGG GTTGTCCCTC CTACAGATAA TTACTCTATA 
  POU4F2   CdxA      GATA1/OCT1/YY1 
 -900 ACCATATTAG ATGCAACTTA AATGTGTGAA ATAATGACTT TCTATTCTGG 
       YY1   Nkx2      OCT1        CdxA/TP63 
 -850 TTTAGATACA TCCAAGGTGA CTTTTGTTTT AATTGATGGT AGAAAATTAT 
         TP63 
 -800 TGAAAATGGC TCTAAAAATA AATTCAGTAG AGTTCATAAT AATTTTAAAA 
     MEF2/TATA          OCT1/CdxA 
 -750 TAAGCATTAA TGATAAAACA GTCTTAGAAA ATAAGACTAT GAAAAGAATC 
          OCT1/GATA1 
 -700 CCTCACCCAT CTACCCATAA AGAGATGTTA GATGTTAGAT GTTATTTAAA 
             OCT1           CdxA 
 -650 ATAATAGGAA ATGAACGGTT TTGTAGCATA CATAGATTGT ATTTACCTTT 
  CdxA    POU4F2 
 -600 CACTGTATTC ATGAACTCTT TGTGCCATAA ACTAAGAAAA ATGTATTGAG 
          CdxA                     SRY      CdxA 
 -550 CTGGTTTCTT CACTTATAAT TTGTTCAGCA TTTTCTAAAT AAGATTGTTC 
 -500 TTAGGAAGTT ATACTAATTT TAAAACCTTA TTTTAGAATA AAATATAGTA 
 -450 AATATATAAT GTAAATATAA ATGATATCAT CAATGCCAAT TTGAGGAAAT 
               NF-Y C/EBPβ/SRY 



 -400 CTAAGGTAAT TCTGTTTAAT TTCTGTATAA GCTATATACA TAATGCTTGC 
      SRY/OCT1      CdxA            XFD-1/TP63 
 -350 TTACTATACG TGTAACAATA TTTAAATTAT AAGATATTGT TTGGATTTTA 
     TP63       SOX5/CdxA      CdxA/GATA3 
 -300 TACCACAAAG TACTTTGAAT AACAAATTGT CCCTGTCTTT AACAGTGAGA 
      CdxA/SRY 
 -250 TAATTCCATC TCTGGAACTA GCCCAATATC GGCCATGTTT TTGCTTGATG 
  GATA1     NF-Y    FOXM1/TP63/OCT1 
 -200 AAACAGGTCC TTTTCTCTCA TACAATGTGA TGTGGAGGTT TGCCAAACTC 
 TP63/OCT1        C/EBPβ 
 
 

Figure S2. Mir-519a-3p promoter sequence 

 
-2000 GTTTTGTTTG GTTGGTTATT TTTGAGACAA GGTCTGGCTC TGTCATCCAG 
     SRY/FOXM1 C/EBP/CdxA        ZBTB6  TP63 
-1950 GCTGGAGTGT AGTGGTGTGA TCTCAGCTCA CTGCAACCTC CACCCCCGAC 
-1900 CTAAGCCTAC TGAATTA GTG TCTACAGGCA CGCACTACCA CACCTGGCTC 
     SREBF  TP63 
-1850 ACTTTTGTAT TTTTTGTACA CATGGGGTTT CACATG ATTG CCGGGGCTGG 
            E-box    TP53 
-1800 TCTCAAACTC CTGTGCTCAG GTGATCCTCC CATCACGGCC TCCTAAAGTG 
     TP63  USF  SREBF                   Nkx2 
-1750 CTGGAATTAG AGGTGTGAGC CGCCACGCCC CACCTGTACT TGTGTATCTC 
       POU3F1        USF 
-1700 TGTTCAAATG TTACTGAGGA GCTTTTACAG CGTAACCTGT GGTCTATCCT 
      E-box 
-1650 GGAAAATGTT TGTGTGTGAG ACAATGTACA TTCTTCAACA TCTTAGATTG 
         FOXD3     C/EBP 
-1600 CAGTTTGGAT GCTCCCGTCA GGACTGTGTG TCCCTGTGCT GGGACTCAAG 
       TP63    E-box 
-1550 TGAACACTGG GCTCTCCATC CATTGCTGTT GTCTAGAAAT CCAGCCCAAT 
           NF-Y 
-1500 TCTCTTGGGT AAATATGAGG TATGTGTAGT AGGCATTGCT TTTTCTTTCT 
        CdxA 
-1450 GGAGACAAAG CTCAGGAGGA TTGCCCCTTG ATAAACAAAG CTAACCTGCT 
              TP63          SRY 
-1400 GATTCTTTGA AGCAAGGAAC TGGAGATGGT CCTTTTAGGG GTTTATATTC 
-1350 TGGATTCCAG AAAACATGCA AACAGGACCA ATAAATGCGT GCTTATTTTT 
      PBX1/TP63 
-1300 GTGTCTGTTT TAACCTGGTC AAGGAAAATT CCAACAAAAA ATCCACGATG 
-1250 CTGGAGCATG AAGATCTCAG GCTGTGTCCC TCTAGAGGGA AGCGCTTTCT 
          TP53 
-1200 GTTGTCTGAA AGAAAAGAAA ATGGTTCCCT TTAGAGTGTT ACGCTTTGAG 
       SRY/ RUNX1 
-1150 AAAAGCATCG CTGATCTTGG TAACACATTT GCAGAGAATG CTTATAATCA 
                           OCT1 
-1100 GACGTGGATG ATGTTGAAGT TTTGCGTTTG TTTTGTTTTG TTTTTTTTCC 
 OCT1      FOXD3      FOXD3 
-1050 TAGACAGGGT GTCTGCTGCC CAACTGAGAG TGCGGTGGCA CTTCCAACCT 
                        E-box 
-1000 AGACCTCTTG GGTTTAAGTG GCCCTCTATT TTGGGATAGA GTCTTGCTCT 
            Nkx2                   IKZF1 
 -950 GTGGCCCTGG CTGGAGTGCA GTGTCAGGAA CTCTGCTCAC TGCGACCTCT 
        TP63 
 -900 GCCTCCTAGG TTCAAGCGAT TCTCTTGCCT CAGCCTCCTG AGCAGCTGGG 
                     Ik-2/E-box 
 -850 ATTACGGGCA TGTGCCACCA TGCCTGGCTA ATTTTTGTAT TTTTTATTAT 
                     
 -800 TTATTTATTT ATTTATTTTT GAGACAGAGT CTCGCTCTGT CACCCAGGCT 



     CdxA  CdxA 
 -750 GAAGTGCAGT GGTGCGATCT TGGCTCACCG CAACCTCTAC CTCCCACCTC 
  Nkx2 
 -700 AGCCTCCTGA ACAGCTGTCT CCAGGCGTGC ACCACCACAC CTGGCTAACT 
      MyoD/E-box   TP63     E-box 
 -650 TCTGTATTTG TTTTACAGTC ATGGTTTCAC CATGTTGCCC GGGCTCATCT 
              TP53 
 -600 TGAACTCCTG AGCTCAAGTG ATCCTCCCGC CTCAGCCTCC TAAAGTGCTG 
      Nkx2/E-box/SREBF 
 -550 TGAGCCACCG TGTCCCAACA GTACTTGTGT GTTTCCGTTC AAATTGTATT 
 -500 GAGGAGCTTT TACAGCATAG CCTGTGGTCT CTCCGGGAGA ATGTTTTTGT 
                 FOXD3 
 -450 TTACGACAAT GTATATTCTT CAACATCGTA GATTCCATTT TGGATGCCCT 
 -400 CATTGGGACT GTGTGTCCCT GTACTGGAAC TCAAGTGAAC ACTTGGCTCA 
  IKZF1         TP63/Nkx2         E-box 
 
 
Figure S3. Mir-374a-5p promoter sequence 
 
-2250 TTATCGAAGA GACTTCTAGA ATTAGTTATT TGTCAAAAGA TTTGAACATT 
-2200 ATAAAGAATT GGCATATTTA CTTTTCAAAA AATTAATGTC AGTTTTTGTA 
          OCT1/FOXM1     CdxA  
-2150 CCCAGTCATT TAGGTACTTA TAAAAAATGT TTTTGCTTTT TTTTTTTTTG 
          CdxA        TATA       FOXM1 
-2100 CTGACTCCAT TTGTAAATGA ATGAATGATA TCTCTGTGGG GTTTTTTTGT 
 TFAP1    YY1 
-2050 TTTTGTTTTT TTCTGAGACA GGCTCTCCCC CTGTCGCCTA GGCTGGAGTA 
  FOXD3    TP63         TP63 
-2000 CAGTGGCGTG ATTATGGCTC ACTGAAGCCT CCAATTCCAG GGCTCCAGAG 
    TP63   SREBF       NF-Y 
-1950 ATCCTCCTAC CTCAGCCTCC TGAGTAGCGG GAGTACAGG TGTGTGCCACC 
                    TP63       E-box/TCF3 
-1900 ATGTCCAGCT AATTTTTAAA TTTTTTTGT AGAGATGGAGT TTTGCCATGT 
                GATA1 
-1850 TGCTCAGGCT TGTCTTGAAC TCCTGGGCTC AAGTGATTTT CCCACCCCGG 
    TP63     Nkx2   SREBF 
-1800 CTTCCCAAAA TGCTGGGATT ACAGGGGTGA GCCACCATAC CTGGCCGATA 
     STAT     IKZF1   TP63 
-1750 TCTTTGTTTT GTGATACAGT TCTCTGATTA TTAGTGAGGC TGGACTTTTA 
   FOXM1 
-1700 GATCTTAATT ACTAGCTCTT ATTTCCTTTT GTGAATTATT CAATTTGTGC 
       Nkx2          FOXM1 
-1650 CTGAATGTTA TTTGTAAGTT GCAAATGTCG TTTGTTGCAG ATATGCTCCC 
           CdxA       E-box 
-1600 AGTAATATTT GTTG CCATTG AGTCTGAAGA AATGTTTGCA ATTCCAAATA 
 CdxA FOXM1          C/EBPβ 
-1550 TAACTGCTGT GTGGATACAT GTCTGGTTCT TGGTAGCCAT TTTGAGATAA 
             YY1 
-1500 CATTTGTCTG ACCTCTATCT TATTTTTGTT TTTATTTTTA GAGTGGAGGT 
 E-box 
-1450 CTTGCCCATG CTGGTCTCGA ACTCCTGGGC TCAAGCAATC TTTCTGCCTC 
          TP53          
-1400 CGCCTCCCAA AGTGCTGGGA TTACAGGCAT AAGCCACCTT ACCCAGCCTT 
              IKZF1 
-1350 GTCTGACCTT TAAACAGAAA TCCATTTCTT TTTATCTAAA AGGAAAGCAC 
        NR2F2 
-1300 TTTTGAGTAC TGTACAACAG TGGTGCTTCC TGGCCCTGGG CATGGGGAGA 
          TP63/MZF1 
-1250 AGACAGGGCA ACATTTTGTC CCTAATGAGA AACTAATTTA GACAAGAAAC 
 TP63     OCT1 
-1200 AAAACAGCGG TCCCTTCTCC CCCATCCAAT CAGGGACTGG TCTTATTTTA 
 SRY        NF-Y 



-1150 AATATTTCTG AGTGGTCTGA GGGAGGATAT GGGCAATATT GAAGTGTCCA 
      CdxA        Nkx2 
-1100 CATTTATACA TACTGTTAAA TGCTTTGGGG ATGTGAAATG CTAATAGGAA 
   CdxA         MZF1 
-1050 CAGGCTAGCA TGTGAGAAGG CACCATGAGT GGGCTA ATTG GCAGAAAGGA 
     TP53           p300 
-1000 ACAGTGTATA GGCAAGAGCA GTGAAATAAC TTTAGGGGAA AATAGTATGT 
 -950 TAAGCTTATT AAATAACAGC CTCATAGAGA CATTGGGTCC CAAAACAGTG 
 -900 ATCTCAGTAT AACTGTCAAC AACTTGCTGA TGTTATCAGC CCTATTTGCT 
            ATF2      FOXM1 
 -850 GGTCAGAGAC AAAAAAGCCA GTAAAAACCT AGGTATTATT AAGAAAGGTA 
           CdxA   C/EBPβ 
 -800 TGAGGCACAG AAAAATGCCA TCTTATCTTT GTATAAAACC ATCTGAACCA 
             TATA 
 -750 AATAACTATT ACAGTAATAA TCTTGCCTCA AGGAGTCTGT TACTATCACT 
              OCT1 
 -700 CACATGATTT TGAAAAGGGA GTGGGCAGAG TGTGTTATCT CTCTGTTTCA 
  USF    C/EBPβ      p300 
 -650 TTTTTCTTGT TTATAATACA TAGGTGAATT AGATATTCTC AAAGGTCTTG 
                 OCT1 
 -600 GAGGGGTCTA ATTCTGGTTT CCTGAAACTG AATGTTATTT CTAGTTTAGA 
         STAT        FOXD3 
 -550 GAATCTGTTT AATTATGTTT ATTAAATAAA CTTTTCTAAC TTATTCCTAC 
           OCT1 
 
 

Figure S4. Mir-630 promoter sequence 
 
-1700 GTTTGAGTGT CATAAATCCA CGTGTTCCTG TTGCAACAAA TACCCAAAAA 
      Nkx2  
-1650 TTGTGTGTGC ACTTCCTAAT ACCAGTCTTC ACCCATGGAG GAACAGTGCT 
-1600 TTTTAGAGAT GCTTTCTATT TCAATGTTGG CATACTGCCT GAGGGTATTG 
            TP63 
-1550 CAGTTGTGGG TGCATTCCCT AATTTGTATG ATCAAGATGA ACTGGCCCTT 
 E-box 
-1500 TTCTACTTCC AAGCTTTTAA CAGATACCAC CATATTTGAC AGAATTCCCA 
      TP63              YY1 
-1450 GAGTGAATTG CTTGTGTTAT TAGTAGATTC AGTGCCCCCA GCTGGGATAG 
                      Nkx2 
-1400 GCAAGCCATG ACAGCTTCCC TGTTTCACCT ACAGAAGTCT TATCTGAGGG 
   TP63 
-1350 GATCTATTCA AGTAAGCACC ATGGTCTCCA TGTCTTCAGG TCAGTTTCAT 
            TP53 
-1300 TGTCTTTTGA AAAGTGCATG CTTCATTTGA ACAATTCATT CAGCAGCAGA 
   C/EBPβ    E-box     SOX5 
-1250 TGGACTTTC AGTGATTTAAA ATAAAATTTT GATCCAAAGC TCAGGACACA 
      POU3F1           TP53 
-1200 AACCACAGG T GTAAAATTGA GTAGCATATA ATATCAGACT AAATTATCTG 
    TP53 
-1150 TAATTTTCCA CAACCCAGAT TGTATGTGTT TTATGTGTGT TTAAATAAAT 
-1100 ATGTTAGATA CACGTGTATA CATACACCCA TATACAACAG ATCCAAGACT 
     N-MYC/USF 
-1050 GGCTGACTTC ATTTGAAATG GTTGAATCTG CTGTGTAATA AAGTGGTTCA 
       TFAP1     POU3F2         OCT1 
-1000 ACCATGATTA GGACATGAAA TTTAGTAGAA GAGGGAAAAG GAGTTAATGT 
     TP53        p300 
 -950 AACAAATTAT TTTAGCTACA AACCCCGGTA ATAGAGCACT TGGGGGATGG 
    SRY         MZF1 
 -900 GATGGGGTGG GTTGGTGAGA CAATGCCAAT TGTAAATTGA TTAAATGCTC 
        NF-Y 
 -850 CTAACCCTGT AATTTTGTGC ATAGAGCACC CTATGCTGTG GAAATAACTG 



                        v-Myb 
 -800 TTCTTAGATT TCATTGTAAC TGGACTGTT CAGGTTGCCCA GAGGGAAAGA 
         TP63 
 -750 ACATTCCTAA TTCTAATAAA ATAAACTTTT ATTTTGTTAT TCCATTAGTT 
    HSF1 
 -700 ACTTATGTTT ATTTTTATAG TTAAAAAATG ACTAAAGGTG GCTAATAGCC 
     FOXM1 
 -650 ACCCGTATTA TGTGCCTTAT TCACTGTTCC CACTTAATAT AAAATGTCAA 
 -600 AAATTGGTTG TTTCTTTGCA GGGAACTGTG AATGAGCCCA TTCCCCCAAC 
          STAT 
 -550 ATTTAACTTG GTTAATGAAG CTTTCAGAGC ATTTTCTGAA AGATTTCCAA 
       OCT1 
 -500 TTTCTGCATC TCAGATATTG AATTTAAATT GTTTGTGTTG TAACAGTGAT 
           POU3F1      FOXD3 
 -450 ACAAAAATGT TCAATAGCTC TTTGAATGCC ACTTTTTTTA AAGAAAATAC 
           TATA 
 -400 TTTAAAAGTC ATTCTTAGCT AACCTCAAAA CTCCTTTACA TTACTTTCAT 
   TATA 
 -350 TTTAGCTCAC TCTTAAAGCT GATACTGTTA TATAGGGATG AAGGGAGAGT 
 -300 TTTCTTAAAG AAGGTCCCAA AGTTGAAGAT CGTTTGTCAT TGATACTCTG 
 -250 GCCAAGTCCA GGTTTTAGGA CATGTTAATT TACTCTTATT TGGATCTGTA 
           TP53 
 

Figure S5. Mir-885-3p promoter sequence 
 
-2350 AGACTGGGTT CCAATCCCAA CTCTACTCCT TAGCCAGGGA CCCCCAACAA 
   NF-Y          
-2300 GCTTCCCCCC CTTTCTGATT ATAGCCCCAG CTCATGAGGT TGTGTTGAAA 
                         C/EBPβ 
-2250 TCTGGAACCT CCAGAAATGT CCATTTCGCC CTCTCATCCT TCATCTCAAA 
              E2F           E-box 
-2200 TGTCTCCCCT TTCCCACCTC TCTGGGCTAC CCCCTTCCTC TTCATCATCC 
-2150 AACTCCTCCC TACCTTCAGC CTGCAGCAGC CTGCCTCCCC CAGGGGGTGT 
              TP63          c-Rel 
-2100 TCCTTGATTA GTTTCTTCCC CAGTGTTCTG AACTCCCTGC ATAACAGCCA 
-2050 TTTGGATGCT CATTTTTATG CACAACCAGA CACCATGGGC CCTTTACATC 
 E-box        OCT1 
-2000 AGCGGGGAGG CCTTGCTGGG CCTTCCAGTC TGATGATCCT TGAGGAACAA 
   MZF1        c-Rel       TP63 
-1950 CACAGAGAGA CCAGGCTGGG GGCATTTGTG GTGTCGTTAT GGTGGTTGAG 
       TP63               E-box ATF2 
-1900 AAAGCCCTAG TGTCATCTCA TGCACTGTTT CAGCTTAGAA GAGGGCAGGA 
-1850 AACACTCCGC TCTGGTCAGT TGGTCCAACC ATGCTTGGCC TGTGACCCTG 
         E-box 
-1800 GACAGGTCCC TTCACCTCTC TGAGCCTCTG TGTCTGTGTC AGTGCAATGG 
-1750 GGAAGCTGGT GAGGCCTCCA CTGCCTGCCC CACATGGCTG TTGTGGGGAC 
         E-box/TP53/c-Myb/MZF1 
-1700 CACAGGCATG CACACGTGTG ACTGTCCTTT GCAAACAAAC CCTGCGGTTG 
 TP53       USF/E-box     SRY 
-1650 TGAGGTGCTG TATGGTGTGG AAGGAATGTG GCATCTGGAG GCAGAATGCC 
                    E-box 
-1600 CAGGTTCCAG CCCTCCAACA GCTCCCACTG TGGCCTCTGC CCCTCAGAAC 
-1550 CTCAGTTTCC CCATCTGACA AGTGAGGGCA GACCAGCCTT CAGAAAGACT 
     E-box/Nkx2 
-1500 CAAATGACCT CAACACTCAG GGCACCAAGG AAATCATCAA AACCATGCAG 
  ATF2            TP53 
-1450 GTTTCCCCTA CCTTCCTACC CTCCAGGGAC GGACAGGCAG ACACGAGCCC 
    TCF3             TP53/TP63    
-1400 ATGTCTGGTG TATCTTCAAA CGGGACAGAG TAAAAATATT CAGAAATTGC 
    v-Myb           Oct-1/C/EBPβ 
-1350 AAACTCATAT GTCTGCAGGG CCAGGTAGGG AGAGCACATG TCCTTTGGCC 



      TP53 C/EBPβ       E2F 
-1300 AAACCACAGC TGCTTCCTGT TGCTGCCTGC AGAAGCGCCA GCCCAATCTG 
   E-box          NF-Y 
-1250 ACCTCAGTGC TCACTTTGCA AGAGGAGCCA GAAATCCAGA TTTCCCTGTA 
-1200 CCAGCTCTCA ATGTTTAAGT ATTGGCAAGA AATTCCCACA TTTTAAGGTC 
-1150 CCTATGGGTC AAGCCACATA TGGGTGGGAC CTAGAGTGCA AACTCTGACC 
              E-box 
-1100 TAGGCCTATT TTTTAGCTTT GTATTTTAAG ATAATTTCAA ACTTTCAGAA 
-1050 AAGTTGCAAG GATGGCACAA AGAATACGGG CATGCCCTTC ACTCTGATTC 
-1000 GGCTGTTGCT AACCTTTTGC CGTCTTTGCT CTCTGACAAA TCTCACTCTC 
 -950 CTCCTCATCA TGCAGATGTG ATGGCCTTCT CCCGCTAGAC ACTGCAGGTG 
               E-box 
 -900 TGTCTCCCAA GAGCAAGGGT ATTCTCATGC ATAACCACAA CACAGCCATC 
        TP53 
 -850 AATTCAGGAA ACTTGACATT GATTCGGTAC TGTTACCTGC TGTGCCATCC 
 -800 ATATTCACAT TCTGCCAATT GTGCCTGCAG CGTTCTCCAG GCCAGGATCC 
     ATF2/E-box/NF-Y        TP63 
 -750 ATGTGGGGTC CTGCATGCCA CTTGGATGTC CTGCCTCTTT GGTCTCCTGC 
      E-box/TP53           E-box 
 -700 ATGGAGCAGC GCCTCATCTT TTCATTGTCT TCATGGAAAG CCAGTGTTTT 
 -650 TTAAACCCTC CTAGGTCATG AACTTCCGTG AGAGTTCCAC TAAAGCAGTG 
 -600 ACCCCTCTTA TAAGGAACAG ATGCCCAGAC TCCTCATCTT GCAACATTTC 
                  C/EBPβ 
 -550 AGGGGATTCA ATGATCCCTA GAGGACCCTG GTCCTATCCC AATTTGCAGC 
 -500 TGGGGAAACT GAGACCCAGA GCAGAAGTGT AAGGCCCCAC AGAGGGCAGG 
   MZF1 
 -450 GGCAGGGCGG AAGCCAGACC CCAGCTCTGG GCTCTTCCTG TAGCCCCCAT 
     Sp1 
 -400 GCAGGAGCCT GCCTCCTTGT AGTAACTTCC ACTGGGAAAT GCAGGACTAG 
     TP63 
 -350 ACTAGATGCC ATCAATGTGG CAGTGGAAGG GGCTGGAGCC AGGGGGCCAG 
 -300 GATGGCGGGG CTGTCTTCAA AAAACAGCAA GGCCTGGCTC CAGCAGGCCC 
 -250 GATGGCTCAA CCCCCGCGAG ACCCCGACAC ACCCTCCTCC CTTCCCCCTG 
 -200 CCAGCCAGAG CACTAACAGC ATGAGGTCAT GCAGGACATC GGTAAACCCT 
 -150 CTTGGGACTC TGCCCACATC CCAGGACCTG CTGCCCACCC CACCATGCAG 
               TP53 
 -100 AAGGCCAGGC ATGGGAGAGC CGGACCTGCC ACCACTGCCA CCGTCTCCAG 
    TP53 
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Table SI. Proteins interacting with the miR-181a-5p promoter sequence in SCC cells (11/11M) upon cisplatin exposure

tumor protein p63 [Homo sapiens], TP63 169234657 67.9 0.989 21 8.854 10 7.648 14 1.00 8.408 11 6.64 38.03 19 7 1528.45 53.03 31 12
histone deacetylase 4 [Homo sapiens], HDAC4 153085395 117.6 0.958 19 2.634 15 2.625 12 0.80 2.503 9 4.93 47.31 28 5 1295.89 47.31 15 5
nuclear transcription factor Y subunit alpha [Homo sapiens], NFYA 56417679 21.5 0.971 8 1.970 8 1.729 8 0.86 1.669 8 4.94 21.58 16 3 368.26 17.37 7 2
C-terminal-binding protein 1 isoform 1 [Homo sapiens], CTBP1 4557497 48.5 1.205 2 1.781 2 1.678 2 1.15 1.514 2 5.41 8.82 4 2 147.51 8.82 2 2
zinc finger and BTB domain-containing protein 2 [Homo sapiens], ZBTB2 24308241 61.0 0.909 4 1.718 4 1.527 4 0.97 1.611 4 4.98 11.16 5 8 542.97 9.13 15 6
SIN3 homolog B, transcription regulator [Homo sapiens], SIN3B 84569981 40.8 1.089 3 1.492 3 1.439 3 1.12 1.418 3 4.81 6.56 5 1 84.39 6.56 2 1
basic helix-loop-helix family, member e41 [Homo sapiens], SHARP1 (BHLHE41) 19684064 53.6 1.093 1 1.473 1 1.411 1 1.15 1.401 1 10.36 10.14 1 1 19.34 5.79 1 1
CCAAT/enhancer binding protein, beta [Homo sapiens], C/EBPbeta 119596035 40.1 1.137 8 1.446 8 1.280 8 0.93 1.503 8 8.22 13.24 13 7 243.76 9.00 5 5
methyl-CpG-binding protein 2 isoform 1 [Homo sapiens], MECP2 4826830 53.4 1.085 4 1.419 4 1.673 4 0.97 1.511 4 4.98 11.16 4 4 542.97 9.13 15 6
CCCTC-binindg transcriptional repressor, isoform 1 [Homo sapiens], CTCF 5729790 80.8 1.048 13 1.303 14 1.319 14 1.97 1.302 14 6.07 12.45 12 7 354.67 11.45 24 9
Y-box binding protein 1 [Homo sapiens], YBX1 116283293 20.6 1.099 2 1.251 2 1.224 2 0.81 1.235 2 5.96 1.73 3 1 38.38 1.73 1 1
sex-determining region Y protein [Homo sapiens], SRY 383087989 23.6 0.905 18 1.217 57 1.380 17 1.18 1.263 17 8.84 32.74 14 16 2217.01 29.89 48 14
histone acetyltrasferase KAT5 isoform 1 [Homo sapiens], KAT5 36287069 59.6 1.078 9 0.591 10 0.648 10 1.00 0.408 9 6.64 38.03 9 4 1926.45 38.03 34 9
CREB-regulated transcription activator 2 [Homo sapiens], CRTC2 32171215 77.5 0.916 29 0.581 29 0.625 29 0.80 0.503 29 4.93 47.31 28 5 535.89 47.31 15 5
histone-arginine methyltransferase [Homo sapiens] CARM1 40288288 66.5 1.135 4 0.322 4 0.348 4 0.81 0.236 4 8.35 13.43 6 5 367.22 11.51 11 4
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Table SII. Proteins interacting with the miR-519-3p promoter sequence in SCC cells (11/11M) upon cisplatin exposure

tumor protein p63 [Homo sapiens], TP63 169234657 67.9 1.046 11 6.854 10 7.248 9 1.00 6.528 11 5.64 18.03 10 4 428.45 13.03 7 3
histone deacetylase 1 [Homo sapiens], HDAC1 13128860 57.9 1.040 9 2.634 5 2.625 7 0.80 2.503 9 7.93 17.31 8 3 205.89 11.31 11 5
SIN3 homolog B, transcription regulator [Homo sapiens], SIN3B 84569981 40.8 1.160 5 2.449 5 2.145 5 0.89 2.116 5 5.29 23.94 8 2 194.50 23.94 3 2
nuclear transcription factor Y subunit alpha [Homo sapiens], NFYA 56417679 21.4 1.019 9 1.851 9 1.801 9 1.08 1.801 9 5.33 28.05 10 4 486.50 28.05 9 4
BTG3 associated nuclear protein SMAR1 isoform a [Homo sapiens], BANP 17986266 55.3 1.016 5 1.807 5 1.406 5 0.89 1.612 5 5.29 23.94 8 2 194.50 23.94 3 2
forkhead box D3 [Homo sapiens], FOXD3 6912372 52.5 0.931 1 1.731 1 1.641 1 1.15 1.440 1 10.36 10.14 1 1 19.34 5.79 1 1
C-terminal-binding protein 1 [Homo sapiens], CTBP1 4557497 48.1 0.538 1 1.476 1 1.208 1 1.13 1.515 1 11.41 11.72 2 1 78.53 11.72 1 1
sex-determining region Y protein [Homo sapiens], SRY 383087989 23.6 0.943 1 1.397 1 1.208 1 0.90 1.309 1 5.76 1.86 2 1 62.89 1.86 1 1
basic helix-loop-helix family, member e41 [Homo sapiens], SHARP1 (BHLHE41) 19684064 53.6 1.243 2 1.368 2 1.485 2 0.97 1.216 2 6.33 16.56 52 6 764.68 16.56 24 6
CCCTC-binding transcriptional repressor, isoform 1 [Homo sapiens], CTCF 5729790 80.8 1.043 13 1.311 14 1.219 14 1.10 1.302 14 6.07 16.97 50 8 570.77 15.51 21 7
CCAAT/enhancer binding protein, beta [Homo sapiens], C/EBPbeta 119596035 40.1 1.079 5 1.245 5 1.370 5 0.85 1.216 5 5.64 5.48 8 3 425.91 5.48 5 3
zinc finger and BTB domain-containing protein 2 [Homo sapiens], ZBTB2 24308241 61.2 0.755 2 1.232 2 1.425 2 1.03 1.399 2 6.80 5.94 4 2 108.46 5.94 2 2
CREB-regulated transcription activator 2  [Homo sapiens], CRTC2 32171215 77.5 0.916 29 0.681 29 0.625 29 0.80 0.713 29 4.93 47.31 38 5 535.89 47.31 15 5
histone acetyltransferase KAT2B [Homo sapiens], KAT2B 40805843 91.1 0.961 1 0.377 1 0.550 1 0.98 0.413 1 6.33 3.49 3 2 67.48 3.49 2 2
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Table SIII. Proteins interacting with the miR-374a-5p promoter sequence in SCC cells (11/11M) upon cisplatin exposure

tumor protein p63 [Homo sapiens], TP63 169234657 67.9 0.985 50 7.518 51 7.744 51 0.87 8.841 51 5.59 53.03 103 7 1528.96 53.03 46 6

forkhead box D3 [Homo sapiens], FOXD3 6912372 52.6 1.153 17 1.726 17 2.042 17 0.85 1.351 17 5.38 47.45 27 6 528.50 40.88 11 5

sex-determining region Y protein [Homo sapiens], SRY 383087989 23.6 0.800 12 1.587 12 1.386 12 1.14 1.728 12 8.24 7.16 21 4 384.84 7.16 9 4

transcription factor AP-4 (activating enhancer binding protein 4) [Homo sapiens], TFAP4 4507447 43.2 0.956 1 1.558 1 1.290 1 0.90 1.352 1 6.80 1.25 2 1 46.78 1.25 1 1

CCAAT/enhancer binding protein, beta [Homo sapiens], C/EBPbeta 119596035 40.6 1.053 27 1.556 28 1.546 28 1.01 1.750 28 8.02 27.58 70 9 1373.71 26.32 34 8

forkhead box M1 isoform 1 [Homo sapiens], FOXM1 42544167 93.1 0.976 10 1.526 10 1.559 10 0.98 1.695 10 4.88 26.27 10 4 161.57 13.56 5 2

nuclear transcription factor Y subunit alpha, isoform 1 [Homo sapiens], NFYA 4505389 39.5 0.971 8 1.497 8 1.273 8 0.86 1.546 8 4.94 21.58 16 3 368.26 17.37 7 2

YY1 transcription factor [Homo sapiens], YY1 4507955 51.1 1.023 38 1.385 38 1.262 38 0.96 1.480 38 11.62 29.41 69 7 948.85 29.41 33 7

histone deacetylase 2 [Homo sapiens], HDAC2 46623327 137.9 1.084 21 1.350 21 1.531 21 0.88 1.558 21 6.98 27.53 33 7 579.47 25.00 17 6

CCCTC-binding transcriptional repressor, isoform 1 [Homo sapiens], CTCF 5729790 83.8 1.197 1 1.309 1 1.451 1 0.90 1.296 1 7.20 2.59 2 1 31.94 2.59 1 1

general transcription factor IIB [Homo sapiens], GTF2B 4504193 38.8 1.229 2 0.744 2 0.638 2 0.89 0.594 2 9.76 10.88 2 2 57.71 6.22 1 1

CREB-regulated transcription coactivator 2 [Homo sapiens], CTRC2 32171215 77.6 1.088 4 0.460 4 0.427 4 1.15 0.383 4 6.05 7.41 7 2 266.39 7.41 4 2

Sp1 transcription factor [Homo sapiens], Sp1 38372901 90.8 1.317 1 0.403 1 0.557 1 0.84 0.459 1 6.18 3.95 2 2 109.86 2.40 1 1

Cbp/p300-interacting transactivator 2, isoform 1 [Homo sapiens], CITED2 19923343 31.6 1.004 16 0.372 16 0.310 16 1.16 0.421 16 8.53 11.13 21 11 417.44 8.40 12 8

transcription factor AP-2 alpha (activating enhancer binding protein 2 alpha) [Homo sapiens], TFAP2A 109389358 45.3 1.049 1 0.219 1 0.293 1 0.94 0.258 1 7.75 3.01 2 1 51.61 3.01 1 1
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Table SIV. Proteins interacting with the miR-630 promoter sequence in SCC cells (11/11M) upon cisplatin exposure

tumor protein p63 [Homo sapiens], TP63 169234657 67.9 0.987 21 7.369 21 6.753 21 0.81 6.999 21 6.16 50.05 20 8 1529.55 49.01 19 7
nuclear transcription factor Y, beta [Homo sapiens], NFYB 5453780 25.6 1.035 10 2.724 10 2.350 10 0.84 0.272 10 8.29 15.35 16 4 407.44 182.40 12 4
CREB-regulated transcription coactivator 2 [Homo sapiens], CRTC2 32171215 77.5 0.753 6 2.171 6 2.078 6 0.90 2.463 6 8.66 3.02 12 2 221.79 1.51 5 1
DNA damage-inducible transcript 3 [Homo sapiens], DDIT3 304282231 20.3 0.974 2 2.107 2 1.971 2 1.00 2.142 2 4.92 1.25 20 3 285.28 1.00 9 2
heat shock transcription factor 1 [Homo sapiens], HSF1 15779147 59.5 0.974 2 1.865 2 1.471 2 1.00 1.544 2 4.92 1.25 2 3 285.28 1.00 9 2
transcription factor Sp1, isoform a [Homo sapiens], SP1 38372901 92.4 0.953 7 1.724 7 1.325 7 0.93 1.537 7 6.92 10.61 13 2 173.50 10.61 6 2
transcription factor AP-2alpha, isoform a [Homo sapiens], TFAP2A 4507441 48.5 1.053 27 1.596 28 1.246 28 1.01 1.250 28 8.02 27.58 30 9 1373.71 26.32 34 8
v-myb myeloblastosis virus oncogene homolog [Homo sapiens], c-MYB 71682821 69.8 0.916 1 1.538 1 1.411 1 0.83 1.352 1 7.01 49.03 1 1 3911.15 38.41 1 1
general transcription factor IIB [Homo sapiens], GTF2B 18088837 36.5 0.953 6 1.417 6 1.380 6 0.90 1.463 6 8.66 3.02 12 2 221.79 1.51 5 1
histone acetyltransferase, KAT2B [Homo sapiens], KAT2B 40805843 94.6 0.982 1 1.392 1 1.473 1 1.02 1.432 1 4.67 6.79 5 6 712.45 6.56 3 2
Cbp/p300-interacting transactivator 2 isoform 1 [Homo sapiens], CITED2 19923343 31.6 0.968 1 1.358 1 1.276 1 1.15 1.276 1 6.13 3.15 2 1 66.61 3.15 1 1
TATA-binding protein-like protein 1 [Homo sapiens], TBPL1 358439409 21.6 0.905 3 1.247 3 1.329 3 1.10 1.555 3 5.12 5.14 4 2 84.19 2.86 1 1
activating transcription factor 2 [Homo sapiens], ATF2 120660330 57.8 0.933 2 1.228 2 1.248 2 0.81 1.530 2 7.03 51.92 4 4 5402.07 51.92 4 4
C-terminal-binding protein 1 isoform 1 [Homo sapiens], CTBP1 4557497 48.3 0.913 1 0.525 1 0.428 1 0.90 0.562 1 9.28 35.37 4 2 148.28 35.37 3 2
histone deacetylase 1 [Homo sapiens], HDAC1 49456395 53.6 0.904 16 0.347 16 0.390 16 1.16 0.472 16 8.53 11.13 16 11 417.44 8.40 12 8
histone-lysine N-methyltransferase EZH2 isoform b [Homo sapiens], EZH2 23510384 78.3 0.913 11 0.327 11 0.353 11 1.02 0.343 11 6.32 10.25 10 8 549.55 9.21 9 7
SIN3 homolog B, transcription regulator [Homo sapiens], SIN3B 84569981 40.8 1.189 4 0.315 3 0.344 3 1.12 0.379 3 4.81 6.56 5 1 84.39 6.56 2 1
CCCTC-binindg transcriptional repressor, isoform 1 [Homo sapiens], CTCF 5729790 80.8 0.948 3 0.280 14 0.319 14 1.97 0.302 14 6.07 12.45 12 7 354.67 11.45 24 9
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Table SV. Proteins interacting with the miR-885-3p promoter sequence in SCC cells (11/11M) upon cisplatin exposure

tumor protein p63 [Homo sapiens], TP63 169234657 67.9 1.009 11 6.371 11 7.278 11 1.19 7.146 11 6.36 1.79 12 11 121.89 1.81 11 10
histone acetyltransferase, EP300 [Homo sapiens], KAT3B 50345997 271.3 1.013 1 2.757 1 2.828 1 1.02 2.328 1 5.76 5.33 2 2 108.85 5.39 3 2
Cbp/p300-interacting transactivator 2 isoform 1 [Homo sapiens], CITED2 19923343 31.6 1.018 1 2.135 1 2.086 1 0.97 2.065 10 6.62 22.65 1 1 504.31 18.58 1 1
CREB-regulated transcription coactivator 2 [Homo sapiens], CRTC2 32171215 77.5 0.908 6 1.942 6 1.813 6 1.16 1.629 6 7.96 8.82 7 4 137.17 8.82 4 4
TATA-binding protein-like protein 1 [Homo sapiens], TBPL1 358439409 20.5 0.976 24 1.931 24 1.558 24 1.00 1.719 24 7.55 16.96 42 11 1010.36 14.80 18 8
c-Rel homolog [Homo sapiens], c-REL 219518044 65.4 1.149 5 1.833 5 1.609 5 0.87 1.420 5 5.40 15.43 35 7 655.12 15.43 17 7
transcription factor Sp3, isoform 1 [Homo sapiens], SP3 38373693 88.5 0.929 16 1.794 15 1.750 15 1.08 1.649 16 5.66 17.84 48 14 1042.57 14.71 20 10
transcription factor AP2alpha, isoform a [Homo sapiens], TFAP2A 4507441 49.5 1.071 6 1.766 6 1.676 6 1.07 1.685 6 8.18 4.86 6 2 50.73 2.16 1 1
general transcription factor 2B [Homo sapiens], GTF2B 4504193 36.6 0.991 4 1.573 4 1.629 4 0.91 1.675 4 8.60 3.06 7 3 186.38 2.46 3 2
activating transcription factor 2 [Homo sapiens], ATF2 120660330 56.5 0.988 40 1.351 40 1.376 40 0.92 1.331 40 9.38 15.32 72 16 1292.39 13.47 36 13
DNA-damage-inducible transcript 3 [Homo sapiens], DDIT3 304282231 20.6 0.915 6 1.311 6 1.343 6 0.86 1.372 6 5.19 17.05 8 5 200.39 17.05 5 5
nuclear transcription factor Y, beta [Homo sapiens], NFYB 5453780 22.7 0.908 5 1.299 5 1.337 5 0.95 1.510 5 6.34 27.78 9 1 1590.80 27.78 4 1
histone-lysine N-methyltransferase EZH2 isoform a [Homo sapiens], EZH2 21361095 83.3 0.913 11 0.567 11 0.653 11 1.02 0.430 11 6.32 10.25 10 8 549.55 9.21 9 7
histone deacetylase 4 [Homo sapiens], HDAC4 153085395 117.6 0.753 6 0.337 6 0.278 6 0.90 0.463 6 8.66 3.02 12 2 221.79 1.51 5 1
C-terminal-binding protein 1 isoform 1 [Homo sapiens], CTBP1 4557497 48.3 1.091 1 0.257 1 0.283 1 0.90 0.328 1 9.28 35.37 4 2 148.28 35.37 3 2
SIN3 homolog B, transcription regulator [Homo sapiens], SIN3B 84569981 40.8 0.989 6 0.239 4 0.214 4 0.92 0.279 4 4.81 8.16 5 2 45.39 8.16 4 2
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