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Supplementary Table 2

Unique insert sequences from the prey isolated using the B1H system with
each bait. Bold letters indicate an overrepresented motif identified by MEME
analysis. Italic letters indicate the inclusion of constant bases neighboring the
randomized region to complete a binding site consistent with an overrepresented
motif identified in the other sequences by MEME analysis. The E-value
calculated by MEME for each identified motif is indicated.  An asterisk following
the sequence indicates that it is the reverse complement of the insert sequence.
The absence of bold letters indicates a sequence that does not contain a binding
site motif based on computational analysis.  Numbers in parenthesis indicate
how many times a sequence occurred among the analyzed clones.

Zif268 sites (Two step selection; E-value=3.4e-020)
 TTGAGCGCGTGGGTGGAT
CAACGTTGTGTGGGCGTG(2)
TTGCCCCGCGTGGGCGTC
    CATACGGAAGCGGCGTGC*
TTGTTGTGCGTAGGCGGC
 AATCGAGCGTGGGAGGGG
ATCGAGGGCGTGGGTGGC
TGTAGTTGCGTGGGAGGG(2)
CTAACCCGCGTGGGCGTA
CGAGGATGCGGGGGTGTG
TTGCCCCACGTGGGCGTG
CGATAATCCGGGGGCGTA
 GAATGTGTGTGGGCGGCT
ATTTGTAGCGTGGGCGAT
GAGCGAAGCGTAGGCGTC

PLAG1 sites (Motif score = 2.278 calculated by Bioprospector). The Sequence
logo for PLAG1 in Figure 2 is the reverse complement of the overrepresented
motifs in these sequences. 18 of 21 sequences contain the identified PLAG1
motif.
 CCCCCCGAAAAGGGCCCC(6)
CCCCCGATTTGGGGCCTC(3)
TTCCCCATTTGGGCCCCT(4)
AACACCCCTGTGGGCCCC
  CCCCCTAATGCACCCCAT
  CCCCCGTGGAGGCCCCAC(2)
 CTACCTTTTTCTGGCCCC(2)
AACCCCCTAAGGAGCCCC(2)
 CCCCCCTCCTAGGCCCCC(2)
  CCCCCTACCAGGGCCTCA(2)
  CCCCCTTGGAGGCCACTA
  CCCCCCCCGTGGCCCCCT
  CCCCACCCCTGGGCCCCT
  CCCCCTAACGCGCCTCCG
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 ACCCCCTTAGTGCCCCCC
ACCCCCATTTACCCCCCC
GTTCCCCTTCCCGGCCCC
  CCCCCTTCACGGGCCCCC
GTATCCCGGTGTATGCGA
GCGGAACCGGCTAGGAAT
GGGCCCCCAGAATTCCGG

Zif268 sites (One-step selection; E-value=3.0e-06)
      TGTACTGCGTGGGTGTGG*(2)
ATGCTTGTCGCTACGTGGGCGG(2)
      CAGCCTGCGTGGGAGGTT*
    TGGACATTGCGTAGGCGG*
      CCGCGTGTGTGGGCGGAA*
     TTGCCCCACGTGGGCGTG*
     CTCGCACGTGTGGGCGTC*
     ACTATCCACGTGGGCGTG*

ZnFp53 sites (E-value=1.7e-045). The Sequence logo for Znfp53 in Figure 2 is
the reverse complement of the overrepresented motifs in these sequences
         ACGTGTCCGTCAGACGGG
        AGCGTGTCCCTCAGTCCG
       TGACGTGGCCTGTCACTC
GACGTGGCCGGATGTCCG
      AGCTCGTGTCCATGATCA
GACGTGCCCGGCTATCCC
        GACATGTCCACGCCCTAG
      TAAGCGTGTCCGTAGCGG
 CCCCCGACACGTGTCCTA*
        GGCGTGTCCCGCCTGTTA
       ACCCGTGTCCAGCTTTAG
       CCGCGTGTCCGTAAAGGG
        GTCGTGTCCCCATGGTCG
        GTCGTGTCCTTGCACGGG
      AGTGCGTGTCCTGGTGCT
        AGCGTGTCCTGGTCTGCT
        GACGTGTCCGGATTTCCC
     GGTGACGTGTCCTGGGCA
         GCGTGTCCCGCAGCCTGT
        ATCGTGTCCGCTCACCTG

LAG-1 sites (E-value=1.4e-023). The Sequence logo for LAG-1 in Figure 3 is the
reverse complement of the overrepresented motifs in these sequences. 12 of 17
sequences contain the identified LAG-1 motif.
TGTGAGAATTCCCACGGT(2)
     GAGTTCCCACGGTCGACA*(3)
 GGTCACTTTCCCACGGTG(3)
TCAACTTTTTCCCACTGA*(3)



3

     CCTTTCCCACGGTTACCC*(3)
AGTTGTTTTTCTCACGGT(2)
     CAGTTCCCACGATTCCGC*
    GATTTTCCCACGTGTGGC*
     CATTTCCCACGCTTCAGA*(2)
     TCATTCCCACGGTAGCAG*
    CTCATTCCCACGGTCCAG*
TCAACTTTTTCCCACCTG*
CTTCACGGCTCTGACCGG
GGTATGCAATCGATAGAG
GTCTGACCATGTCCTTCC
ATCCGATGTGTTGATCGC
CCCGCGGACACGAACGGT

Dorsal sites (E-value = 5.5e-058). The Sequence logo for Dorsal in Figure 2 is
the reverse complement of the overrepresented motifs in these sequences. 32 of
35 sequences contain the identified Dorsal motif.
 CCACCACGGGGAATTCCC
AGGCACAGAGGGAATTCCC
CCCACCACGGGGAATTCCC(3)
CTGTGGACAGGGATTTCCC
ATAGCCAGAGGGATTTCCC
CCGGATTCTGGGATTTCCC
TTTCGCGGGGGGTTTTCCC
 ATCCGGCGGGGAAAACCC
 CGCGTACCGGGAAAACCC
GGTGCGTCTGGGAAAACCC
TAATCACGGGGGAAAACCC
GGTGCGTCTGGGAAAACCC(2)
GGTGTGGCGTGGAAAACCC
 CCACCGGACGGAATTCCC
GCCATGTACCGGAATTCCC
TCGTATACTGGGAAAAACC
CGCCTGCGCTGGAAAAACC
ACCTCGCCTGGAAAAACCC
 CGGTGCCTTGGGATTCCC
ACCTGCTCTGGGAATTTCC(2)
CCTACCTCGGAGAATTCCC
 CAGTGAACTGGGAAACCC
CCTGGTAGCCGGAAAAACC
  CCCTAGCGGGGTTTCCCC
TGTTCACCCGGGGTTTCCC
AACCTGGAGCGGAAAAACC(2)
ACTGCATCACGGGATTCCC(2)
      TGGTAGAATTCCCATGGT*
TCAATCGGAGGGGAAAACC
ACCCAGCTTGGGGAAATCC
TCGTCACGGTGGTTTTCCC
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CATCGGTTTGGGGTTTCCC
GCCATGCTATCGGCCGCG
CACCCCCATCAGAATCCTC
CGAACCGTTAGCAGCTTAC

Paired site (E-value = 3.0e-028). 22 of 32 sequences contain the identified
Paired motif.

       AATTCGTCACGGTTGATG
       GATTCGTCACGCTTGCTT
     TGATTTCGTTACGGTCTG
      CGATTAGTCACAGTGCCA
     CTAATTCGTTCCGCTCCC(4)
     CCGATTCGTTCCACTACC
     TTAATTCTTTCCGCTCCT
     CCGATTCGTTCCTCTACC
     ACAATTCGCTACGGTGGT
     CCGATTCGACCCAGTCAC
     CCGATTAGTCTCGGTTCA
     CCGCTTCGTCACGCTATG
     CTGATTTGATACGCTTCG
     CATATCCGTCACGGTGTT
      AAGAACGTCACGGTTCAC
     CTCGCTCGTCACGGTTGG
     ACAATTCTCTACTGTGGT
       CACTAGTTACTGTACCGC*
      CGTTTCTATAGGCTGCGT*
      AAGAACGTCCCGTTTCAC
     ATAAATCTGACCGGTGGG*
      TCATACGGCCCCTTTCTC
GCGGTACAGTATGTCCCA(2)
TGAGTTATTATGGCGGGG
AGTGATTGTATGGTATAC
AACCTGTGCTAGAGTACC
AGTAAAGACCGTGCTGCC
CAAGCTGAGCCCAAAATG
TCTTATTTGTCAGTAGGA
CGGGCGGCTCGGATTAAT(2)
GGAATACTCTGAAAACAC
GCCCCGCTGCAGAATTAA

Runt/Bgb sites (Two step selection; E-value = 1.1e-067) The Sequence logo for
Runt in Figure 2 is the reverse complement of the overrepresented motifs in
these sequences.

Sequences prior to counterselection
TAGCCGCAGATTGACTGC
GATCTACAGGCGCTATGA
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TCTCGGACGCAGAGTACG
AAACTGTCCCACCCCTAC
CACGCTATACTGCAACAC
ACATGTATACTTTGAGAG
AGCTACTCCTGGGAGAAT
ACTGGTATATTAGTGCGG

Sequences after counterselection
         CAAACCGCAATCCTCGCC(2)
   AAGTTCCAAACCGCAAGC
   GGTAGCCTAACCGCAAGT*
       ACTTAACCGCAAAGGATG(2)
        AATAACCGCAAACTACCC(3)
         AAAACCACAAGCGCTCCT
        ATAAACCGCAGGCTCTAC
    CTCGAAAAACCGCAGCCT*
       CTGAAACCGCAGTTTCGG
         TAAACCGCAGGTTCCAGC
      AAGCTAACCGCAGAAGTG
         CTAACCGCAGCGCTATTC
   ACCCCAGTAACCACAAGT*
        CTAAACCACAGCTCCCCG
        CTCAACCGCAAGGACGAC
       ACCCAACCACAAAAGGTG
   ACCGCAAAAGCCACAATC*(2)
        AACGACCACAAGTCCTTG

Odd sites
1.5 mM 3-AT (E-value=4.3e-031)
           GCTACTGGTCTTAGGATCT
         CTGCTACTGTAATGGTAAC
           GCTACCGGTTCCTTACAGA
           GCTACCGGAAGTCATCGTA
           GGATCTGTTTGTTCGGTG
         GAGCTACTGTCTTGCGGG
           GCTACTGCTTAGTCTTGGT
           GCTACCGGACTAGTTACCC
          AGCTTCTGAAATTCCAGA
           GCTACTGGACCCACCTAG
           GCTACTGGCGGGGCAACTC
           GCTACTGGACTGTTGTCGC
           GCTACCGATGCTCACTCC
         GAGGATCCGGAAGCAACG
GGTCCTTCCGTGCTACTGGC
           GCTACTGGTGTCCTTAGT
           GCTACTTGTCACGGTCCGA
          TGCTACCGAGCATGAGCG
           GCTACTGCAAGCGGTGCGTA
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           ACTACCGTTTAGTTGGCG
          GACTACTGGAAGCCTGGT
          CGCTTCCGGAAACTACCG
          GGGATCCGTTGGAGCGAT

2.5 mM 3-AT (E-value=9.5e-43)
  GCTACCGTTTTACCCGGG
  GCTACTGGTCTTAGGATCT(2)
 TGCTACTGTGTAATGCGC
 TGCTACTGGAAGTTGGTC
 CGCTACTGTTGTGTGTGG
  GCTTCTGTATTGTTGCGA
TGGCTACTGTCTGCCACC
TTGCTACTGTACCCGGGG
  GCTACCGTGTGACTCGGA
  GCTACTGTAGGCGAACAA
  GCTACCGTAGACGCTCGG
  GCTACCGTGTGTACCGCA
 AGCTACCGGAGCCCTAAG
  GCTATCTGGTGGAAGTTG
  GCTACCGGAAGTTCCTAG
  GCTACCGTTATGTCGTCG
  GCTACTGATTCCCCCTTTA
  GCTACTGATTGCGGAAGCA
  GCTTCCGGAAAAGGCGTG
  GCTACTGGTGCTGCACCC
 GGCTACTGGTAACAGAGT
GGGCTACCGGGGGAATTC
  GCTACCGTGAAGTTGTTGT
  GCTACCGGACGGTCCCTC
GGATCCGTATGAGTGCCTC

5 mM 3-AT (E-value=3.2e-049)
  GCTACCGGTTCCTTACAGA
 CGCTACCGAATTTAAGGG
  GCTACCGTATACTTTCCA
GCGCTACTGTTTGGGGTG
  GCTACTGTTTTCTGTCACC
  GCTACTGGTAAAACCAGT
  GCTACTGTTGCGTGCAAGG
 TGCTACTGGACAAAATCG
 TGCTACTGTTCACTCGGG(3)
 TGCTACTGGAAGTTGGTC
 TGCTACTGGAAGGGGTGA
 AGCTACTGTATCAGTGGT(3)
  GCTACTGTTTACGCATGGG
 TGCTACCGTAGCGACGAG
  GCTACTGGTCTTAGGATCT
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 TGCTACTGTGCAATGCGG
 TGCTACTGTGGATGAGCG
 TGCTACTGTGTAATGCGC(3)
CGGCTACTGTGCAGCTAG
  GCTACTGTGCAGTTGCTG
CGGCTACTGTATACGTCC
GTGCTACTGTAAGCTCAG
GTGCTACCGTTTGTTCGG
GGACTAGGCTGTCTACCC
GACACATCCTCGGCGGCT
GGCCTAGGGAAAGTCTGT
GCCCCGAGGAGCATAAAG


