	 
	Supplementary Table 2: 
Primer Sequences for ChIP-PCR Assays
	 

	Distance to TSS
	Gene
	Sequence

	(-)605
	ADAM19 MINUS1 F 
	GTTTCCTCCGCCTGATGTTC

	 
	ADAM19 MINUS1 R 
	GACACAAATCCAGGAGCCAT

	(-)2290
	ADAM19 MINUS2 F 
	CGCGAGAAGTGTGAAAGGAA

	 
	ADAM19 MINUS2 R 
	CTCGGAAGGGGAGGTTGC

	(-)2580
	ADAM19 MINUS3 F 
	TTGCACTTTTGGGGACTGTC

	 
	ADAM19 MINUS3 R 
	TATATCCACCCCATCCCAGC

	280
	 ADAM19 PLUS1 F  
	AGACCTGGGAGTAGCCTTGC

	 
	 ADAM19 PLUS1 R 
	AGGAAGGAGAAGGCGAGAAG

	1043
	 ADAM19 PLUS2 F 
	TGATGTCCGTGTTTCTCAGG

	 
	 ADAM19 PLUS2 R 
	TTGAAAACGCTGACTGTTGG

	2860
	 ADAM19 PLUS3 F 
	CCTCCCAGATTCAAGGGATT

	 
	 ADAM19 PLUS3 R 
	ACTTTGGAGGTCCGAGGTG

	(-)567
	ALDH1 MIN1 F 
	TTTCTTCCCCAAACAGCACC

	 
	ALDH1 MIN1 R 
	CTGTTCTCTGACAGACTTGGAA

	(-)1476
	ALDH1 MIN2 F 
	AGAAACCATCCAGCCCAGAG

	 
	ALDH1 MIN2 R 
	AGTGCAGGACCAGAATTTCA

	(-)2348
	ALDH1 MIN3 F 
	AAATGTGCAACCTTGGTCCC

	 
	ALDH1 MIN3 R 
	CATCCTGCCCTGAGAGCTTA

	1870
	ALDH1 PLUS 1F
	AGGCGTTTTGCTCTGTGTTT

	 
	ALDH1 PLUS 1R 
	ATGCGAAGGCATTTGAAAAA

	2655
	ALDH1 PLUS 2F 
	AATGAACCCCACATTTTCCA

	 
	ALDH1 PLUS 2R 
	TCCCATGTCCAGGCATTATT

	4142
	ALDH1 PLUS 3F
	TGCTTGTTTCTCCCTTTTGC

	 
	ALDH1 PLUS 3R 
	TTTCTGCCCCACACTATTCC 

	(-)1607
	CCNA2 MIN1 F 
	AGACCGCTTTATAGGCTTCAA

	 
	CCNA2 MIN1 R
	 CCAGGACACAAAGCAAGTACC

	(-)3226
	CCNA2 MIN2 F 
	TCCAGACAGCTTTGTAAACCA

	 
	CCNA2 MIN2 R 
	AGAATTGCTTGAACCCAGGG

	(-)3740
	CCNA2 MIN3 F 
	GGAGGTGAGGAGAGGGAAAG

	 
	CCNA2 MIN3 R 
	TACCACCTACCTTGCAGAGC

	807
	CCNA2 PLUS1 F 
	AGAGAAGAGTGGCGAGAAGG

	 
	CCNA2 PLUS1 R 
	GGAGCTGAGCGAAGACTACA

	1073
	CCNA2 PLUS2 F 
	GTGGCCCTGATAAGTTTTGCA

	 
	CCNA2 PLUS2 R 
	TTATGGGTGTTGGCCTTTGC

	1673
	CCNA2 PLUS3 F 
	ACAAGGCTTAGAAAGGATGTGAC

	 
	CCNA2 PLUS3 R 
	TCTCCCAACCAAGAACACATT

	(-)1990
	CCND1 MIN1 F 
	CAGTTTCCTCTGTCTTGCGC

	 
	CCND1 MIN1 R 
	GCCTGGATGATTTATGGGGC

	(-)2700
	CCND1 MIN2 F 
	GAATGAACGCGCTCCCTTC

	 
	CCND1 MIN2 R 
	ATCACCTTCACGCTTTCCTC

	(-)4698
	CCND1 MIN3 F 
	CTCCTTCCTGCCCGTCTTTA

	 
	CCND1 MIN3 R 
	CCCAGGACGCTTAACTCGA

	1186
	CCND1 PLUS1 F
	ATATCGGCTTGGAGGACCTT

	 
	CCND1 PLUS1 R
	GAGCCCCAGGAATTCAAACT

	1944
	CCND1 PLUS2 F
	AGGTCTGCGAGGAACAGAAG

	 
	CCND1 PLUS2 R
	GGGGATGGTCTCCTTCATCT

	3122
	CCND1 PLUS3 F
	AGTACCTTGGGCATTGGTGT

	 
	CCND1 PLUS3 R
	ACACAAGAAGGGCTGGAGGT

	(-)650
	DAXX MIN1 F  
	ACACTTTTATGGCGCGTTGT

	 
	DAXX MIN1 R 
	 CTATCTGGCCCTGCTTTCCT

	(-)1061
	DAXX MIN2 F 
	CGGGTGTTTGCGATTCTAGG

	 
	DAXX MIN2 R   
	 TGTGTTTAGGGAGGCTGGAG

	(-)1415
	DAXX MIN3 F  
	GAAGAATGAGAACCTGTACTGCA

	 
	DAXX MIN3 R 
	CCTAGAATCGCAAACACCCG

	 (+)100 
	DAXX PLUS1 F
	GCGGAAACTCTGTGACTTCC

	 
	DAXX PLUS1 R
	CCCACCTCAGAAACCGTCT

	 (+)300 
	DAXX PLUS2 F
	TGGTACCTTCCTGTCCCTGA

	 
	DAXX PLUS2 R
	GCTCTCGCGATTCCTCTTAG

	 (+)680 
	DAXX PLUS3 F
	TCGGAGGGTGAAATATGGAG

	 
	DAXX PLUS3 R
	CACCCACCCTATCCTGAATG

	(-)710
	HES1 MIN1 F 
	GAGGGAGAGTAGCAAAGGGT

	 
	HES1 MIN1 R 
	TATATCTGGGACTGCACGCG

	(-)1560
	HES1 MIN2 F   
	CCGAAAGTGAGGGTGGGG

	 
	HES1 MIN2 R  
	GCTTACCCTCTCTCCCCAC

	(-)2360
	HES1 MIN3 F   
	CCACTGAATCTCATCCGGGA

	 
	HES1 MIN3 R   
	CTTGTTTGATGTGGCCTCCC

	 (+)320 
	HES1 PLUS1 F
	TCAACACGACACCGGATAAA

	 
	HES1 PLUS1 R
	TCAGCTGGCTCAGACTTTCA

	 (+)700 
	HES1 PLUS2 F
	TGAGCCAGCTGAAAACACTG

	 
	HES1 PLUS2 R
	AGAACGCAGTACCAGCGAGT

	(+) 1100
	HES1 PLUS3 F
	CACGGTCTGGGGCTTATTTA

	 
	HES1 PLUS3 R 
	CCATCATCCAAGCCTCATTT

	(-)348
	HEY2 MIN1 F
	GAAACCCAAGGTCCAGGTC

	 
	HEY2 MIN1 R 
	ACCTGGTACCCCAGAGCAG

	(-)1542
	HEY2 MIN2 F 
	CGCAGCATTCTCACACATTT

	 
	HEY2 MIN2 R
	CAGGTTGCCTTGAGAAGAGC

	(-)2159
	HEY2 MIN3 F 
	AATTGCCAGCAAATCGTTTC

	 
	HEY2 MIN3 F 
	AGCTCGACCGTCACAACTTT

	 (+)248 
	HEY2 PLUS1 F
	ACATGGACGAGACCATCGAC

	 
	HEY2 PLUS1 R
	CTAGATGCTGCGGAGACCAG

	 (+)350 
	HEY2 PLUS2 F
	 GAGCTTGGGGTAGCTTTGTG

	 
	HEY2 PLUS2 R
	CTACTCCACCCCTACGGTGA

	 (+)1091 
	HEY2 PLUS3 F
	GCAAAGCACAAAATCTGCAA

	 
	HEY2 PLUS3 R
	AGAAATGCTGCACACACCAG

	(-)280
	HEYL MIN1 F 
	CTTGATGTGTCTGCTGCCTC

	 
	HEYL MIN1 R
	CTCTGCTCCGCTGTCTCG

	(-)990
	HEYL MIN2 F  
	TCCTTTGGAGCCTTAGGAGC

	 
	HEYL MIN2 R  
	AGGGCTCCTTCTAGACGCTA

	(-)1700
	HEYL MIN3 F  
	CCAGCTGAGACCTCTGTTCT

	 
	HEYL MIN3 R  
	GCCCTGTGTAATTGGCTGAG

	 (+)209 
	HEYL PLUS1 F
	AGAGGGCCAGCTGAGGTAAG

	 
	HEYL PLUS1 R
	AGGCACTCGTGCGTGTAAC

	 (+)621 
	HEYL PLUS2 F
	CCTCCTTTGAGCAAATTGGA

	 
	HEYL PLUS2 R
	TGTTCGACAGGTTTGAAGCA

	 (+)900 
	HEYL PLUS3 F
	GGAAAACCAAATGAGGCAAA

	 
	HEYL PLUS3 R
	TGATGGGGAAACTGATGACA

	(-)675
	LFNG-MIN1 F
	CTGGACCACAGCCTGAGC

	 
	LFNG-MIN1 R
	GCCCTGGATTGGAAGGAT

	(-)1162
	LFNG-MIN2 F
	AGCCTCCTGCCTCACTCTG

	 
	LFNG-MIN2 R
	GACCCTGCCCTCAAATACAG

	(-)1400
	LFNG-MIN3 F
	GGACAGTGGTGATGGTGGA

	 
	LFNG-MIN3 R
	GAGGGAAGTGAGCTGGTTTG

	 (+)70 
	LFNG-PLUS1 F
	TAAGCTGCAACACTGGCAGA

	 
	LFNG-PLUS1 R
	CTCTGAGCTTTGGGTCCTTG

	 (+)520 
	LFNG-PLUS2 F
	AGGGCAAATGTCACCATCTT

	 
	LFNG-PLUS2 R
	GGGTTAGAAAAATGGGTCCAG

	 (+)1590 
	LFNG-PLUS 3 F
	GCAGGGCAGGCACATAGT

	 
	LFNG-PLUS3 R
	CTGGGGAGCATAGGTCTCAG

	(-)642
	MKI67 MIN 1F
	TTTGAGACAGGGCTTTGCTC

	 
	MKI67 MIN 1R 
	CCCGGGAGTTCAGAACCAG

	(-)1742
	MKI67 MIN 2F 
	GGTGGGCTTTGTTTGATCGT

	 
	MKI67 MIN 2R 
	AGAGTGTAAAGGGACCACAAGA

	(-)2742
	MKI67 MIN 3F 
	GAGCCAAGACTGTGCCACT

	 
	MKI67 MIN 3R 
	ACTTCTTTTCTGTTGTTGCTGTT

	 (+)200 
	MKI67 PLUS1 F
	GACTTTGGGTGCGACTTGAC

	 
	MKI67 PLUS1 R
	CCAGAGCCCAGGAGGAGT

	 (+)880 
	MKI67 PLUS2 F
	GGTGCTTCTCCCATTCGTTA

	 
	MKI67 PLUS2 R
	TGCAGCCAGTGACATATGAAG

	 (+)1260 
	MKI67 PLUS3 F
	TCCCACTAGAGGCCTGAGAA

	 
	MKI67 PLUS3 R
	GGGGAGAACTTTCCCATTGT

	(-)1100
	MMP7 MIN1 F 
	TTTACCTTTGCTGGCTCACA

	 
	MMP7 MIN1 R  
	CTTCTCCCAGCTCACACAGA

	(-)1700
	MMP7 MIN2 F 
	TGAGGTTCAAGCAGTTCTCG

	 
	MMP7 MIN2 R
	TGAGGCCAGTGGATTGCC

	(-)1900
	MMP7 MIN3 F 
	GCCACAACACCTGGATGATT

	 
	MMP7 MIN3 R 
	AAATATAGGCTGGGCACGGT

	 (+)150 
	MMP7  PLUS1 F
	AGTGGGAACAGGCTCAGGTA

	 
	MMP7 PLUS1 R
	GAGTGGAGGGTTGGAACTCA

	 (+)1400 
	MMP7 PLUS2 F
	TGCCTGGCTCTAGTAAGTGCT

	 
	MMP7 PLUS2 R
	GTCAAACCCACTTTGGGAGA

	 (+)1620 
	MMP7 PLUS3 F 
	TGTGAACCTGGGCACATAAA

	 
	MMP7 PLUS3 R
	GGGAGATCTGAGGTCAACCA

	(-)410
	NOXA (PMAIP1) MIN1 F 
	CTTCTCCTCCCACCTCGTTT

	 
	NOXA (PMAIP1) MIN1 R
	AGCATTGCCTAGAGACCCTG

	(-)530
	NOXA (PMAIP1) MIN2 F 
	TTTCACGTTCCCAGGTAGCT

	 
	NOXA (PMAIP1) MIN2 R 
	CGTGTTTGAGTTGGGAAGGG

	(-)1135
	NOXA (PMAIP1) MIN3 F 
	TCTTATTCCGTCACCCAGGC

	 
	NOXA (PMAIP1) MIN3 R 
	GTTCGTTTGAGGCCAGGAG

	 (+)100 
	NOXA (PMAIP1) PLUS1 F  
	CAAAAGCGTGGTCTCTGGC

	 
	NOXA (PMAIP1) PLUS1 R 
	TCGGTTGAGCGTTCTTGC

	 (+)668 
	NOXA (PMAIP1) PLUS2 F
	TGTAGGCGGCTGTCTCTAGG

	 
	NOXA (PMAIP1) PLUS2 R 
	CCCACCTCCCACAATATCGA

	(+)1300
	NOXA (PMAIP1) PLUS3 F 
	GAAGCAGCACAAAGTCCCTC

	 
	NOXA (PMAIP1) PLUS3 R 
	ATACCATTCAGCGTCCGACA

	(-)460
	PGR MIN1 F 
	GTGGCACACAACATCCAAAC

	 
	PGR MIN1 R 
	GACCAACATGTCCTGCTCCT

	(-)1100
	PGR MIN2 F 
	AGAACAACCAACTCCAAATCCT

	 
	PGR MIN2 R 
	GGGGGAGCCACTAGAGGTAA

	(-)1310
	PGR MIN3 F 
	CCCACACTTGCTCCTGTTCT

	 
	PGR MIN3 R 
	GGCAGATAGAGGAAAGGTAAAGA

	 (+)410 
	PGR-PLUS1 F
	GTACGGAGCCAGCAGAAGTC

	 
	PGR-PLUS1 R
	GACGGCAATTTAGTGACACG

	 (+)1720 
	PGR-PLUS2 F
	AAGGAAGATTCCCGCTTCTC

	 
	PGR-PLUS2 R
	GCCGTCGTAACTTTCGTCTT

	 (+)2600 
	PGR-PLUS3 F
	GAGGAGTTAAGGCACCGTTC

	 
	PGR-PLUS3 R 
	AATGCAGTGACAGGCGTTTA

	(-)60
	RICT MIN1 F
	GCATCAATGGGACTTTCCTC

	 
	RICT MIN1 R
	CCAAGGTCTGCAAGGAGTTC

	(-)1200
	RICT MIN2 F
	TCCAGGGCACTTACTCATCC

	 
	RICT MIN2 R
	TGGAGATCTAGCCTTAACCAGTTC

	(-)2830
	RICT MIN3 F
	AAAAACAGTCACTGACACAGCAA

	 
	RICT MIN3 R
	TCTGGTCATTGAGAATGTGACTT

	 (+)160 
	RICT PLUS1 F
	CCTGCGAGCCAATCCTAAT

	 
	RICT PLUS1 R
	GCGTTACCTCGGGTCAGAT

	 (+)2100 
	RICT PLUS2 F
	CTCAGATGTGGTGCTGGAAA

	 
	RICT PLUS2 R
	TGTGTGCCTCAGTAAAACTGG

	 (+)3500 
	RICT PLUS3 F
	TCTGTAATGCATGCCAAAATG

	 
	RICT PLUS3 F
	AGGGGTTTACCCAGGAAGAA

	(-)406
	RPTOR MIN1 F 
	CGATCTCTTGACCTCGTGATCT

	 
	RPTOR MIN1 R
	CGATCTCTTGACCTCGTGATCT

	(-)770
	RPTOR MIN2 F 
	CGAATCTTGCTCCAGACTCTTC

	 
	RPTOR MIN2 R 
	TTGCAGTGGGCCAAGA

	(-)1170
	RPTOR MIN3 F 
	TCCACGCACAGACATGTAGTT

	 
	RPTOR MIN3 R 
	TTCGTTTTCTGAGCAGTTTATCC

	 (+)90 
	RPTOR PLUS1 F 
	ATATGGCGTCCTCCTTGATG

	 
	RPTOR PLUS1 R 
	GGACAATGTGGGCTTATTGG

	 (+)160 
	RPTOR PLUS2 F 
	AGCCCACATTGTCCCTTTC

	 
	RPTOR PLUS2 R 
	CCGGTTCCTCAACCTCAG

	 (+)340 
	RPTOR PLUS3 F 
	GTGTGTCTGCGGAGCTTCTT

	 
	RPTOR PLUS3 R 
	AGTGCGGAGACCCTTACTCA

	(-)800
	RUNX MIN1 F 
	CCTCCTGGTTCCCCTTCTAT

	 
	RUNX MIN1 R 
	CACACACACAAATTAGGAAGCT

	(-)1990
	RUNX MIN2 F 
	TGCCTCATCCAAACCCTTCT

	 
	RUNX MIN2 R 
	AAGCCTGAGTTGAACCCCAA

	(-)3500
	RUNX MIN3 F 
	TTCCCCAACAATACCTCTTCAT

	 
	RUNX MIN3 R 
	TTCTGACCTCGTGATCCACC

	 (+)690 
	RUNX PLUS1 F 
	GCTGTTGGAGTGTTCAGTCG

	 
	RUNX PLUS1 R 
	ACAGCATGCCGAGTTAAGGA

	 (+)1440 
	RUNX PLUS2 F 
	TCGTGGTAAAAGAGGGCTGT

	 
	RUNX PLUS2 R 
	TTATTCTCCCATCCCAGCCC

	 (+)2800 
	RUNX PLUS3 F 
	GTCAATGCGGTCACTTCTGG

	 
	RUNX PLUS3 R 
	TGGTTTGCTTGGCTTCACTC



