Table S1. Validation by ChIP-qPCR of detected binding sites in ChIP-seq analysis

[image: image1.emf]Chromosomal location PTG ChIP-seq/ Peak heights ChIP-qPCR* PCCS Motif Scores

WT1 WT2 WT2 WT1 WT2 WT2

4A4 4A4 H129 4A4 4A4 H129

chr7:92496398-92496597 CDK6 286 62 221 + + + 0.037055 8.45

chr1:208056022-208056221 IRF6 229 107 295 + + + 0.76869 10.44

chr6:123135684-123135883 FABP7 108 44 153 + + + 0.117305 7.67

chr20:29662235-29662434 ID1 93 26 113 + + + 0.499955 7.52

chr10:85929044-85929243 PCDH21 87 55 187 + + + 0.001285 8.65

chr11:74952585-74952784 map6 78 41 149 + + + 0.17944 8.93

chr12:97562379-97562578 IKIP 53 30 80 + + + 0.395675 9.32

chr4:143546065-143546264 INPP4b 46 40 152 + + + 0.52387 9.28

chr11:124889499-124889698 FEZ1 42 48 146 + + + 0.02651 9.65

chr1:10057505-10057704 UBE4B 23 19 64 +/- + + 0.00595 9.82

chr4:143942699-143942898 INPP4b 22 24 80 + + + 0.002355 7.81

chr7:107365283-107365482 LAMB1 17 33 109 + + + 0.04469 8.24

chr6:7586330-7586529 BMP6 16 17 73 + + + 0.00717 8.45

chr6:7827399-7827598 BMP6 15 14 78 + + + 0.00176 no motif

chr3:187276503-187276702 ETV5 15 37 74 + + + 0.43247 12.06

chr11:75112470-75112669 MAP6 12 12 66 +/- + + 0.033455 10.59

chr7:107444712-107444911 LAMB1 11 23 86 + + + 0.001425 10.11

*Independent ChIP-qPCR experiments were performed to validate detected binding sites. Whether binding detected (+) or not (-) is based on the fold enrichment of 3 over an internal negative control regions to which p63 does not bind, myoglobin exon 2 region or a no-gene region on chromosome 11.
_1333796202.xls
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						Chromosomal location		PTG		ChIP-seq/ Peak heights						ChIP-qPCR*						PCCS		Motif Scores

										WT1		WT2		WT2		WT1		WT2		WT2

		Gene name		OLD Genomic location						4A4		4A4		H129		4A4		4A4		H129

		CDK6		chr7:92496280-92496740		chr7:92496398-92496597		CDK6		286		62		221		+		+		+		0.037055		8.45

		IRF6		chr1:208055902-208056327		chr1:208056022-208056221		IRF6		229		107		295		+		+		+		0.76869		10.44

		FABP7		chr6:123135710-123135865		chr6:123135684-123135883		FABP7		108		44		153		+		+		+		0.117305		7.67

		ID1		chr20:29662160-29662520		chr20:29662235-29662434		ID1		93		26		113		+		+		+		0.499955		7.52

		PCDH21		chr10:85928813-85929380		chr10:85929044-85929243		PCDH21		87		55		187		+		+		+		0.001285		8.65

		map6		chr11:74952517-74952815		chr11:74952585-74952784		map6		78		41		149		+		+		+		0.17944		8.93

		IKIP		chr12:97562240-97562680		chr12:97562379-97562578		IKIP		53		30		80		+		+		+		0.395675		9.32

		INPP4b		chr4:143545950-143546350		chr4:143546065-143546264		INPP4b		46		40		152		+		+		+		0.52387		9.28

		FEZ1		chr11:124889250-124889900		chr11:124889499-124889698		FEZ1		42		48		146		+		+		+		0.02651		9.65

		UBE4B		chr1:10057464-10057816		chr1:10057505-10057704		UBE4B		23		19		64		+/-		+		+		0.00595		9.82

		INPP4b		chr4:143942600-143942970		chr4:143942699-143942898		INPP4b		22		24		80		+		+		+		0.002355		7.81

		LAMB1		chr7:107365280-107365520		chr7:107365283-107365482		LAMB1		17		33		109		+		+		+		0.04469		8.24

		BMP6		chr6:7586275-7586580		chr6:7586330-7586529		BMP6		16		17		73		+		+		+		0.00717		8.45

		BMP6		chr6:7827300-7827500		chr6:7827399-7827598		BMP6		15		14		78		+		+		+		0.00176		no motif

		ETV5		chr3:187276440-187276780		chr3:187276503-187276702		ETV5		15		37		74		+		+		+		0.43247		12.06

		MAP6		chr11:75112380-75112720		chr11:75112470-75112669		MAP6		12		12		66		+/-		+		+		0.033455		10.59

		LAMB1		chr7:107444700-107444900		chr7:107444712-107444911		LAMB1		11		23		86		+		+		+		0.001425		10.11
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