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Supplementary Table 2. Genes with significantly (p < 0.05) up-regulated (ratio > 1.4) or down-regulated (ratio < 0.714) (i.e. genes with a 1.4-fold change) in either HCT116 p53-WT (66 genes) or p53-null cells (67 genes) after exposure to 0.5 or 1 µM BPDE for up to 24 h.
	 
	 
	 
	 
	6 h
	24 h

	 
	 
	 
	
	p53-WT
	p53-null
	p53-WT
	p53-null

	IMAGE clone ID
	Gene symbol
	Genbank ID
	Description
	0.5 µM
	1 µM
	0.5 µM
	1 µM
	0.5 µM
	1 µM
	0.5 µM
	1 µM

	166273
	CDKN1A
	NM_078467
	Cyclin-dependent kinase inhibitor 1A (p21, Cip1)
	2.27
	2.17
	1.07
	1.11
	1.59
	1.58
	1.05
	1.08

	714213
	TNFRSF6
	NM_000043
	Tumor necrosis factor receptor superfamily, member 6
	1.47
	1.96
	1.05
	
	1.28
	1.57
	1.08
	1.24

	1823940
	TOB1
	BC031406
	Transducer of ERBB2, 1
	1.40
	1.67
	1.23
	1.66
	1.18
	1.26
	1.04
	1.14

	788239
	TOB1
	BC031406
	Transducer of ERBB2, 1
	1.41
	1.56
	1.27
	1.46
	1.17
	1.14
	0.99
	1.07

	205819
	CPM
	NM_001874
	Carboxypeptidase M
	1.74
	1.38
	1.06
	
	1.15
	1.48
	0.99
	0.88

	753447
	DDB2
	BC050455
	Damage-specific DNA binding protein 2, 48kDa
	1.21
	1.41
	0.97
	0.95
	1.28
	1.51
	1.07
	1.23

	376772
	RPS27L
	BC047648
	Ribosomal protein S27-like
	1.34
	1.44
	1.04
	1.05
	1.21
	1.61
	0.99
	0.97

	814798
	ALDH1A3
	AF198444
	Aldehyde dehydrogenase 1 family, member A3
	1.43
	1.35
	1.37
	1.22
	1.74
	1.36
	1.28
	1.56

	327350
	HNRPA2B1
	BX537494
	Heterogeneous nuclear ribonucleoprotein A2/B1
	0.92
	0.85
	1.00
	0.88
	1.03
	1.49
	1.03
	1.36

	624627
	RRM2
	AK123010
	Ribonucleotide reductase M2 polypeptide
	1.26
	1.04
	1.16
	1.05
	1.30
	1.54
	1.68
	2.31

	359835
	SAT
	BF680536
	Spermidine/spermine N1-acetyltransferase
	1.12
	1.45
	1.12
	1.24
	1.01
	0.88
	0.96
	0.97

	134270
	 
	 
	
	1.13
	1.55
	1.07
	1.07
	0.88
	1.07
	0.94
	1.08

	73531
	ISCU
	AK057251
	Iron-sulfur cluster assembly enzyme
	1.19
	1.47
	1.06
	1.17
	1.00
	1.13
	0.93
	1.02

	66516
	TNFRSF10D
	NM_003840
	Tumor necrosis factor receptor superfamily, member 10d, decoy with truncated death domain
	1.28
	1.57
	1.10
	1.21
	1.09
	1.04
	0.90
	0.86

	309678
	DKK1
	CR594190
	Dickkopf homolog 1 (Xenopus laevis)
	1.04
	1.08
	0.90
	0.68
	1.39
	2.17
	1.14
	1.51

	273392
	PIGF
	BM558246
	Phosphatidylinositol glycan, class F
	1.32
	1.43
	1.03
	1.01
	1.14
	1.16
	0.90
	0.95

	246304
	BTG3
	BU730087
	BTG family, member 3
	1.27
	1.41
	1.14
	1.31
	1.18
	1.25
	1.15
	1.14

	41452
	SAT
	BF680536
	Spermidine/spermine N1-acetyltransferase
	1.25
	1.53
	1.18
	1.49
	0.98
	0.91
	0.92
	1.14

	897781
	KRT8
	CR607281
	Keratin 8
	0.99
	1.04
	0.94
	1.09
	1.19
	1.75
	1.02
	1.01

	843426
	SAV1
	AL833378
	Salvador homolog 1 (Drosophila)
	1.12
	1.20
	1.14
	1.14
	1.10
	1.46
	1.11
	1.40

	814353
	 
	 
	
	1.32
	1.67
	1.08
	1.26
	0.99
	1.16
	0.98
	1.05

	1470060
	TUBA3
	BM994522
	Tubulin, alpha 3
	0.91
	1.06
	0.99
	1.11
	1.18
	1.40
	1.25
	1.56

	978715
	K-ALPHA-1
	AK094717
	Tubulin, alpha, ubiquitous
	1.04
	0.98
	1.00
	1.41
	1.37
	1.50
	1.38
	1.64

	898286
	CDC2
	CR603310
	Cell division cycle 2, G1 to S and G2 to M
	1.00
	1.02
	0.98
	0.86
	1.07
	1.55
	1.25
	1.68

	782760
	CYP1B1
	NM_000104
	Cytochrome P450, family 1, subfamily B, polypeptide 1
	1.12
	1.48
	1.14
	1.33
	
	1.08
	1.03
	1.13

	760246
	BLOC1S2
	NM_001001342
	Biogenesis of lysosome-related organelles complex-1, subunit 2
	1.50
	1.39
	1.22
	
	1.13
	
	1.01
	

	756322
	SERTAD1
	AK074652
	SERTA domain containing 1
	1.22
	1.58
	1.02
	1.19
	1.10
	1.11
	1.04
	1.05

	810131
	KRT19
	BG292068
	Keratin 19
	1.02
	1.11
	0.94
	0.98
	1.40
	1.39
	1.07
	1.26

	789182
	PCNA
	BE896331
	Proliferating cell nuclear antigen
	1.30
	1.38
	1.15
	1.14
	1.28
	1.80
	1.33
	1.87

	788185
	TNFRSF10B
	NM_003842
	Tumor necrosis factor receptor superfamily, member 10b
	1.33
	1.55
	0.98
	1.06
	0.99
	0.91
	0.86
	0.88

	754597
	TNFRSF6
	NM_000043
	Tumor necrosis factor receptor superfamily, member 6
	1.31
	1.41
	0.97
	0.96
	1.15
	1.27
	1.03
	0.96

	 
	 
	 
	
	
	
	
	
	
	
	
	

	39233
	SLC38A2
	NM_018976
	Solute carrier family 38, member 2
	0.85
	0.62
	0.91
	0.62
	0.84
	0.70
	0.83
	0.83

	47428
	KITLG
	CR749222
	KIT ligand
	0.70
	0.71
	0.77
	0.55
	0.85
	1.07
	0.72
	0.83

	744047
	PLK1
	NM_005030
	Polo-like kinase 1 (Drosophila)
	0.67
	0.68
	0.79
	0.74
	1.22
	1.09
	1.10
	1.09

	269745
	DCBLD2
	NM_080927
	Discoidin, CUB and LCCL domain containing 2
	0.68
	0.50
	0.77
	0.48
	0.91
	0.81
	0.89
	0.86

	26474
	FOS
	BX647104
	V-fos FBJ murine osteosarcoma viral oncogene homolog
	0.82
	0.64
	0.98
	1.01
	1.02
	0.71
	0.95
	0.94

	174304
	PPM2C
	NM_018444
	Protein phosphatase 2C, magnesium-dependent, catalytic subunit
	0.85
	0.65
	0.85
	0.71
	0.90
	0.95
	0.85
	0.92

	129865
	STK6
	NM_198433
	Serine/threonine kinase 6
	0.83
	0.70
	0.84
	0.83
	1.05
	1.07
	1.07
	1.07

	25556
	SGCB
	NM_000232
	Sarcoglycan, beta (43kDa dystrophin-associated glycoprotein)
	0.92
	0.70
	0.95
	0.98
	1.02
	0.77
	0.90
	0.79

	232837
	TPX2
	NM_012112
	TPX2, microtubule-associated protein homolog (Xenopus laevis)
	0.91
	0.69
	0.95
	0.85
	1.11
	1.12
	1.32
	1.22

	214006
	 
	 
	
	0.72
	0.45
	0.67
	0.56
	0.90
	0.88
	1.08
	0.96

	210415
	TIAM1
	NM_003253
	T-cell lymphoma invasion and metastasis 1
	0.81
	0.68
	0.92
	
	0.89
	0.99
	0.98
	1.10

	207837
	HSPA8
	NM_006597
	Heat shock 70kDa protein 8
	0.88
	0.62
	1.04
	0.78
	0.99
	1.06
	0.92
	1.02

	26811
	XRCC4
	NM_022550
	X-ray repair complementing defective repair in Chinese hamster cells 4
	0.81
	0.71
	0.86
	0.77
	1.03
	1.14
	1.10
	1.06

	41979
	FLJ14525
	BC066649
	Hypothetical protein FLJ14525
	0.89
	0.73
	0.88
	0.93
	0.80
	0.62
	0.90
	0.82

	40384
	SPOCK2
	NM_014767
	Sparc/osteonectin, cwcv and kazal-like domains proteoglycan (testican) 2
	0.80
	0.63
	0.82
	0.71
	1.04
	0.98
	0.87
	0.79

	129467
	HIST1H2BJ
	BF983642
	Histone 1, H2bj
	0.75
	0.49
	0.66
	0.60
	0.87
	0.83
	1.05
	0.96

	129311
	TMX2
	BF242985
	Thioredoxin-related transmembrane protein 2
	0.97
	0.68
	0.85
	0.95
	1.01
	0.92
	0.98
	0.95

	66317
	HIST1H1C
	BQ940876
	Histone 1, H1c
	0.78
	0.47
	0.68
	0.39
	0.91
	0.78
	1.04
	0.84

	29739
	TTK
	NM_003318
	TTK protein kinase
	0.88
	0.64
	0.89
	0.85
	1.03
	0.98
	1.11
	1.13

	789091
	HIST1H2AC
	CR608156
	Histone 1, H2ac
	0.73
	0.50
	0.69
	0.48
	0.90
	0.84
	1.08
	0.94

	884719
	HSPA8
	NM_006597
	Heat shock 70kDa protein 8
	0.88
	0.54
	0.96
	0.62
	0.96
	1.22
	0.92
	1.11

	754026
	SMURF2
	BC051283
	SMAD specific E3 ubiquitin protein ligase 2
	0.97
	0.70
	0.94
	0.68
	0.99
	0.90
	1.00
	0.91

	773254
	SFPQ
	AK095702
	Splicing factor proline/glutamine rich (polypyrimidine tract binding protein associated)
	0.83
	0.67
	0.87
	0.79
	0.91
	1.06
	0.95
	1.11

	1473211
	HIST1H2BN
	CA310244
	Histone 1, H2bn
	0.79
	0.53
	0.72
	0.54
	0.92
	0.87
	1.25
	1.05

	1524557
	HIST1H3E
	BG676315
	Histone 1, H3e
	0.78
	0.56
	0.72
	0.60
	0.93
	0.92
	1.06
	0.98

	898218
	IGFBP3
	BX640961
	Insulin-like growth factor binding protein 3
	0.89
	0.70
	0.92
	0.62
	0.99
	0.95
	1.05
	1.05

	1461138
	HIST1H4C
	CD048335
	Histone 1, H4c
	0.90
	0.65
	0.81
	0.67
	0.92
	0.86
	1.17
	0.98

	263200
	DCBLD2
	NM_080927
	Discoidin, CUB and LCCL domain containing 2
	0.74
	0.57
	0.82
	0.64
	1.00
	0.84
	0.98
	1.01

	266146
	CYP24A1
	NM_000782
	Cytochrome P450, family 24, subfamily A, polypeptide 1
	0.70
	0.80
	0.80
	0.71
	1.11
	1.16
	0.98
	 

	249603
	STK39
	AK126343
	Serine threonine kinase 39 (STE20/SPS1 homolog, yeast)
	0.73
	0.70
	0.83
	0.74
	0.93
	1.08
	0.97
	1.03

	253009
	MALAT1
	BX538238
	Metastasis associated lung adenocarcinoma transcript 1 (non-coding RNA)
	0.93
	0.76
	0.85
	0.94
	0.72
	0.59
	0.96
	0.65

	731750
	TAF6L
	BC008785
	TAF6-like RNA polymerase II, p300/CBP-associated factor (PCAF)-associated factor, 65kDa
	0.82
	0.52
	0.82
	0.56
	0.98
	0.85
	1.05
	0.92

	741497
	LCN2
	BU174414
	Lipocalin 2 (oncogene 24p3)
	1.00
	1.05
	0.98
	 
	0.87
	0.71
	0.99
	0.87

	268891
	HIST1H3D
	BQ051491
	Histone 1, H3d
	0.76
	0.50
	0.71
	0.53
	0.93
	0.83
	1.01
	0.94

	300510
	NPAS2
	BC084565
	
	1.06
	0.70
	1.04
	1.02
	0.94
	0.91
	1.02
	1.00

	1842170
	HIST1H4B
	BX102654
	Histone 1, H4b
	0.77
	0.51
	0.72
	0.52
	0.88
	0.79
	1.16
	0.96

	 
	 
	 
	
	 
	 
	 
	 
	 
	 
	 
	 

	49464
	UNG
	NM_003362
	Uracil-DNA glycosylase
	1.20
	1.28
	1.18
	1.40
	1.06
	1.23
	1.04
	1.54

	68950
	 
	 
	
	1.09
	1.36
	1.08
	1.49
	1.04
	1.07
	1.06
	1.14

	204214
	CDC6
	NM_001254
	CDC6 cell division cycle 6 homolog (S. cerevisiae)
	1.14
	1.19
	1.21
	1.25
	1.12
	1.34
	1.18
	1.65

	46723
	NELL1
	BX538019
	NEL-like 1 (chicken)
	0.93
	0.92
	1.06
	1.16
	1.33
	1.40
	1.24
	1.48

	769562
	MCM4
	NM_005914
	MCM4 minichromosome maintenance deficient 4 (S. cerevisiae)
	1.08
	1.00
	1.11
	1.17
	1.11
	1.27
	1.32
	1.50

	361239
	RBBP6
	NM_006910
	Retinoblastoma binding protein 6
	1.08
	1.22
	1.11
	1.54
	0.95
	0.98
	0.96
	0.85

	292142
	MCM3
	NM_002388
	MCM3 minichromosome maintenance deficient 3 (S. cerevisiae)
	0.95
	0.90
	1.01
	0.95
	1.18
	1.23
	1.26
	1.47

	32257
	TNKS2
	NM_025235
	Tankyrase, TRF1-interacting ankyrin-related ADP-ribose polymerase 2
	0.95
	0.85
	0.95
	0.96
	0.95
	1.15
	0.99
	1.43

	36393
	ACAT2
	BQ057453
	Acetyl-Coenzyme A acetyltransferase 2 (acetoacetyl Coenzyme A thiolase)
	0.96
	1.09
	1.07
	1.02
	0.93
	1.32
	1.02
	1.42

	24145
	CAP1
	NM_006367
	CAP, adenylate cyclase-associated protein 1 (yeast)
	1.02
	1.18
	1.09
	1.14
	1.02
	1.13
	1.04
	1.41

	30664
	AGA
	NM_000027
	Aspartylglucosaminidase
	0.99
	0.98
	1.04
	1.07
	1.16
	1.13
	1.10
	1.41

	43231
	 
	 
	
	0.99
	1.18
	0.99
	1.13
	1.00
	1.17
	1.00
	1.44

	44975
	IDI1
	BX537663
	Isopentenyl-diphosphate delta isomerase
	0.96
	1.02
	1.05
	1.17
	0.91
	1.33
	1.04
	1.52

	43021
	HARS
	AK000498
	Histidyl-tRNA synthetase
	0.93
	0.80
	1.01
	0.90
	0.99
	1.18
	1.10
	1.52

	277687
	KIAA0460
	BX641025
	KIAA0460 protein
	1.13
	0.97
	1.00
	1.26
	0.87
	1.15
	0.99
	1.54

	897997
	SMC1L1
	NM_006306
	SMC1 structural maintenance of chromosomes 1-like 1 (yeast)
	0.96
	0.96
	0.97
	0.93
	1.05
	1.12
	1.17
	1.46

	843049
	MCM4
	NM_005914
	MCM4 minichromosome maintenance deficient 4 (S. cerevisiae)
	1.00
	1.03
	1.04
	1.14
	1.00
	1.26
	1.11
	1.43

	969914
	ERBP
	AK123702
	Estrogen receptor binding protein
	1.17
	1.31
	1.22
	1.54
	1.03
	1.12
	1.04
	1.16

	950445
	PPP2CA
	BX640662
	Protein phosphatase 2 (formerly 2A), catalytic subunit, alpha isoform
	1.11
	1.22
	1.04
	1.07
	1.03
	1.23
	1.05
	1.41

	950690
	CCNA2
	CR604810
	Cyclin A2
	0.86
	0.78
	0.97
	0.87
	1.05
	1.31
	1.22
	1.47

	783696
	OAT
	BC016928
	Ornithine aminotransferase (gyrate atrophy)
	1.11
	1.37
	1.17
	1.36
	1.01
	1.29
	1.01
	1.76

	769921
	UBE2C
	BC032677
	Ubiquitin-conjugating enzyme E2C
	0.87
	0.95
	0.88
	0.98
	1.07
	1.29
	1.16
	1.45

	773599
	RBBP4
	AK125399
	Retinoblastoma binding protein 4
	0.93
	0.95
	0.99
	0.98
	0.94
	1.18
	0.98
	1.43

	814701
	MAD2L1
	BQ215664
	MAD2 mitotic arrest deficient-like 1 (yeast)
	0.92
	0.88
	1.01
	0.90
	1.01
	1.32
	1.16
	1.55

	1476065
	STMN1
	BX647885
	Stathmin 1/oncoprotein 18
	1.02
	1.05
	1.04
	1.13
	1.11
	1.21
	1.40
	1.43

	 
	 
	 
	
	 
	 
	 
	 
	 
	 
	 
	 

	196784
	 
	AL359654
	Similar to Kruppel-like factor 7 (ubiquitous); ubiquitous Kruppel-like transcription factor
	1.02
	1.02
	0.78
	0.52
	0.92
	0.75
	0.96
	0.68

	260288
	TEAD1
	AL833289
	TEA domain family member 1 (SV40 transcriptional enhancer factor)
	0.87
	0.73
	0.87
	0.68
	0.99
	1.03
	1.01
	1.12

	271744
	EREG
	NM_001432
	Epiregulin
	0.98
	0.76
	0.82
	0.63
	0.85
	0.69
	0.82
	0.79

	212703
	C21ORF106
	NM_015151
	Chromosome 21 open reading frame 106
	0.98
	0.78
	0.93
	0.57
	0.96
	0.93
	0.96
	0.95

	74566
	XPO1
	AL833550
	Exportin 1 (CRM1 homolog, yeast)
	0.91
	0.79
	0.99
	0.70
	0.97
	0.98
	1.04
	1.12

	79502
	 
	 
	
	0.80
	0.79
	0.88
	0.65
	1.02
	1.15
	0.98
	1.19

	22086
	FNBP1L
	AK025526
	Chromosome 1 open reading frame 39
	0.93
	0.82
	0.96
	0.71
	0.93
	0.91
	0.97
	1.02

	259364
	XPO1
	AL833550
	Exportin 1 (CRM1 homolog, yeast)
	0.90
	0.84
	0.99
	0.70
	1.01
	1.03
	1.02
	1.03

	1410444
	AREG
	AK023449
	Amphiregulin (schwannoma-derived growth factor)
	1.08
	1.13
	0.79
	0.61
	0.97
	0.76
	0.94
	0.83

	897655
	 
	 
	
	0.94
	0.94
	0.91
	0.70
	0.89
	1.10
	0.97
	1.18

	1926453
	AREG
	AK023449
	Amphiregulin (schwannoma-derived growth factor)
	1.09
	1.23
	0.81
	0.63
	0.97
	0.82
	0.91
	0.84

	726059
	PKP3
	NM_007183
	Plakophilin 3
	0.94
	0.75
	0.93
	0.69
	0.99
	1.04
	1.01
	1.00

	714106
	PLAU
	NM_002658
	Plasminogen activator, urokinase
	0.96
	1.11
	0.97
	0.97
	0.90
	0.74
	0.77
	0.71

	667883
	 
	BC047362
	Transcribed locus, moderately similar to XP_375099.1 hypothetical protein LOC283585 [Homo sapiens]
	0.86
	0.78
	0.81
	0.68
	0.93
	0.84
	0.86
	0.94

	289333
	TEAD1
	AL833289
	TEA domain family member 1 (SV40 transcriptional enhancer factor)
	0.86
	0.78
	0.92
	0.68
	1.01
	1.01
	1.01
	1.04

	752652
	TCF7L2
	AL832656
	Transcription factor 7-like 2 (T-cell specific, HMG-box)
	0.87
	0.72
	0.94
	0.68
	0.98
	1.03
	0.95
	0.88


1Shaded genes represent genes modulated by BPDE in both HCT116 p53-WT and p53-null cells. 
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