Additional file 2.
Table S1. Score values (Scoreg) and 95% confidence intervals for the 78 genes included in the DH-TP53 score (Scorep). 
	HGNC
	Scoreg value
	lower 95% CI
	upper 95% CI

	INCENP
	0.647082183
	0.247713778
	1.046450587

	DEPDC1B
	0.383087411
	0.178951144
	0.587223679

	NABP2
	0.24861116
	0.148421212
	0.348801108

	FOPNL
	0.207686099
	0.175042828
	0.240329369

	LARS2
	0.175736824
	0.093505466
	0.257968182

	C19orf40
	0.166532839
	0.08365487
	0.249410808

	EIF3C
	0.156062094
	0.096485604
	0.215638583

	FAM122B
	0.152565637
	0.013985652
	0.291145621

	ELF4
	0.143100031
	0.043452049
	0.242748013

	DGUOK
	0.138614996
	0.019552998
	0.257676994

	LRRC61
	0.138028983
	0.054976227
	0.22108174

	IKBKG
	0.130441958
	0.026531367
	0.23435255

	POFUT1
	0.128884298
	0.010605226
	0.24716337

	IKBKE
	0.125447189
	0.041715641
	0.209178737

	ENSG00000235999
	0.122290529
	0.036907033
	0.207674026

	G6PD
	0.114058013
	0.015011331
	0.213104695

	PTDSS1
	0.113936778
	0.034822551
	0.193051005

	TMCC1-AS1
	0.113832868
	0.035128468
	0.192537268

	RNF169
	0.110234548
	0.006292138
	0.214176959

	NKAPP1
	0.109731897
	0.008144784
	0.21131901

	TRMT2B
	0.107862878
	0.005949455
	0.209776301

	AIFM2
	0.107107195
	0.043345351
	0.170869039

	ZW10
	0.105723806
	0.018405747
	0.193041865

	CEP72
	0.103479944
	0.016745653
	0.190214236

	FAM168A
	0.102389857
	0.013484152
	0.191295562

	TMEM25
	0.101437825
	0.025936474
	0.176939176

	OXCT1
	0.094759086
	0.017363206
	0.172154966

	APEX1
	0.091184085
	0.026367369
	0.156000801

	HMGCS1
	0.089361167
	0.071719111
	0.107003223

	GDI2
	0.08910705
	0.024836597
	0.153377503

	FOXRED2
	0.086722951
	0.004612381
	0.16883352

	CD99L2
	0.085853495
	0.014844232
	0.156862758

	TRAPPC4
	0.080183549
	0.027339352
	0.133027745

	SNRPF
	0.079443346
	0.016949196
	0.141937497

	TAOK2
	0.078250947
	0.012741142
	0.143760751

	ADSL
	0.077933413
	0.002481106
	0.153385719

	KRI1
	0.076144498
	0.010996821
	0.141292174

	DHX37
	0.075567391
	0.042115107
	0.109019676

	MCMDC2
	0.073017717
	0.020365283
	0.125670152

	PIGT
	0.031503601
	0.015094646
	0.047912556

	PLOD1
	0.026460951
	0.021043985
	0.031877917

	IGHV4-59
	0.009617517
	0.00099434
	0.018240694

	BCL2A1
	-0.034637817
	-0.059242515
	-0.010033118

	IGLV1-47
	-0.04023026
	-0.066135628
	-0.014324892

	TTC39A
	-0.060758221
	-0.108218625
	-0.013297818

	RNU1-60P
	-0.068393002
	-0.125230474
	-0.01155553

	IGHV3-11
	-0.069684972
	-0.132658359
	-0.006711585

	ENSG00000259536
	-0.076914432
	-0.147571544
	-0.00625732

	ATP6V1G1
	-0.082477604
	-0.157955835
	-0.006999373

	ENSG00000243679
	-0.085492078
	-0.14971738
	-0.021266776

	CAPN7
	-0.086942436
	-0.153520642
	-0.020364229

	ENSG00000270091
	-0.090329211
	-0.151178633
	-0.029479789

	PTPN12
	-0.090716251
	-0.159369951
	-0.02206255

	GUCA1B
	-0.092169527
	-0.179720508
	-0.004618547

	FBXL15
	-0.094376398
	-0.168423646
	-0.020329149

	ENSG00000230074
	-0.096194791
	-0.180199899
	-0.012189684

	PKD1L3
	-0.101206881
	-0.194849309
	-0.007564452

	UBALD2
	-0.102885697
	-0.169079202
	-0.036692192

	KLC4
	-0.113742117
	-0.213868664
	-0.013615569

	ZNF446
	-0.114240397
	-0.202330552
	-0.026150243

	ZNF774
	-0.114508728
	-0.219890527
	-0.009126929

	RICTOR
	-0.115862819
	-0.178331281
	-0.053394357

	BTN2A1
	-0.118416793
	-0.197440364
	-0.039393223

	BOC
	-0.118846059
	-0.231658762
	-0.006033355

	COL1A1
	-0.11952649
	-0.216675017
	-0.022377963

	NR4A1
	-0.120984619
	-0.215155373
	-0.026813866

	MTUS1
	-0.124703658
	-0.240854262
	-0.008553054

	FAM212B
	-0.126315296
	-0.179033007
	-0.073597585

	PRX
	-0.126488169
	-0.193985234
	-0.058991105

	FAM214B
	-0.127018835
	-0.217172537
	-0.036865133

	ENSG00000213609
	-0.128978163
	-0.190927469
	-0.067028858

	ACVR1B
	-0.134548246
	-0.24246085
	-0.026635642

	C9orf89
	-0.149118331
	-0.221950927
	-0.076285734

	ST6GAL1
	-0.152656568
	-0.173618048
	-0.131695088

	ASPSCR1
	-0.166284796
	-0.209350008
	-0.123219585

	ACOX1
	-0.170305031
	-0.29355239
	-0.047057672

	BCAR1
	-0.202938385
	-0.267897114
	-0.137979655

	ING5
	-0.241284026
	-0.315895634
	-0.166672418


HGNC: HUGO Gene Nomenclature Committee. CI: confidence interval.
Score g: the score for each gene. 
Score p: the sum of scores g for each patient.
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Figure S1. Functional association network of the proteins encoded by the 78 deregulated genes included in the TP53 score. Blue edges represent known interactions from curated databases; pink edges show experimentally determined known interactions; edges in green display predicted interactions between gene neighborhood; edges in dark blue indicate interacting genes based on their co-ocurrence; lime-green edges show protein interactions retrieved from the scientific literature; and black edges display gene co-expression. 
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