	Gene
	Chromosomal

location
	Log 2 

Ta-N
	Ranking

Ta-N
	Log 2 

T2-N
	Ranking

T2-N
	NRF1
	ELK1
	HIF1A
	MYCN*

	WBSCR22
	72735834..72750478
	3.63
	1
	3.28
	1
	-
	-
	-
	-

	CDK7
	5q12.1
	3.36
	2
	2.79
	5
	-
	-
	-
	-

	EMG1
	12p13
	3.04
	3
	3.13
	2
	X (1)
	X (2)
	-
	-

	IMP4 
	2q21.1
	3.02
	4
	2.88
	3
	-
	-
	-
	-

	RUVBL2
	19q13.3
	2.60
	5
	2.85
	4
	-
	-
	-
	-

	UTP18 
	17q21.33
	2.25
	6
	2.54
	6
	X (2)
	X (1)
	-
	X (2)

	BMS1L 
	10q11.21
	2.12
	7
	1.63
	10
	-
	-
	-
	-

	DDX21
	10q21
	2.07
	8
	2.00
	7
	-
	X (1)
	-
	-

	UTP3/SAS10 
	4q13.3
	1.93
	9
	1.64
	9
	-
	X (1)
	-
	-

	DDX56 
	7p13
	1.78
	10
	1.34
	20
	-
	-
	-
	-

	DKC1 
	Xq28
	1.75
	11
	1.48
	15
	X (3)
	-
	X (1)
	-

	POLR2H 
	3q28
	1.74
	12
	1.38
	18
	-
	-
	-
	X (1)

	CDC2L5 
	7p13
	1.70
	13
	1.60
	11
	-
	X (1)
	-
	-

	NOLA2 
	5q35.3
	1.65
	14
	1.32
	22
	X (1)
	-
	-
	-

	POP4 
	19q12
	1.53
	15
	1.55
	12
	X (1)
	-
	-
	-

	DDX10 
	11q22-q23
	1.38
	19
	1.66
	8
	X (2)
	-
	-
	-

	MPHOSPH6 
	16q23.3
	1.40
	18
	1.54
	13
	X (3)
	-
	X (1)
	X (1)

	PAK1IP1
	6p24.2
	1.20
	33
	1.54
	14
	-
	X (1)
	-
	-

	
	
	
	
	
	
	
	
	
	


A)
B)

	Bladder
	Log2 Ta-N
	Log2 T1-N
	Log2 T2-N

	
	
	
	

	NRF1
	-1.1 p<0.05
	-1.6 p< 10-3
	-1.1p< 0.05

	MYCN
	u.d
	u.d
	u.d

	ELK1
	-1.5 p< 0.05
	-1.9 p< 10-4
	-0.9 p< 0.05

	HIF1A
	0.1 p= 0.47
	0.4 p=0.14
	0.6 p=0.06


Supplementary Table 2
A) Ranking of the 15 most upregulated genes (Coute´s model) in Ta, T1 and T2 samples when compared to normal urothel. Values represent log 2 differences between the median of Ta, or T2 samples and normal urothel. When the gene is a putative target for one of the TFs, the number of binding sites is indicated in brackets. The genes that are among the 20 most upregulated studied genes in both CRC and bladder cancer samples are shaded in grey. B) Transcription expression in the bladder set [14-16]. Ud, under detection, values are under background levels. * MYCN was not detected in the bladder microarray analysis.
