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Additional File 3 – Tissue-Specific Transcription Factors (TSTF)

Table 1. List of the predicted 112 tissue-specific transcription factors (TSTF) with their maximum and average expression, tissue in which they are specific, tissue specificity value (TSV) and the reference that confirms its tissue location.

	Gene
	Max
	Average
	Tissue
	TSV
	ReferenceA 

	FOXN4
	4.00
	3.15
	ACO
	1.27
	 

	HOXD8
	8.29
	6.49
	ACO
	1.28
	Doi-Poi et al., 2007

	NR5A1
	7.91
	5.97
	ACO
	1.32
	Ferraz-de-Souza et al., 2011

	INSM1
	7.31
	4.52
	ADE
	1.61
	Lan and Breslin, 2009

	PITX2
	7.07
	4.40
	ADE
	1.61
	Quentien et al., 2006

	POU1F1
	4.59
	2.48
	ADE
	1.85
	Lee et al., 2011

	SIX6
	4.50
	2.29
	ADE
	1.97
	Li et al., 2002

	PPARG
	7.12
	4.90
	BFT
	1.45
	Roberts et al., 2011

	ESR2
	2.53
	1.94
	BLO
	1.30
	Scariano et al., 2008

	GATA1
	5.25
	4.02
	BLO
	1.31
	Zhang et al., 2000

	GATA3
	6.77
	5.07
	BLO
	1.33
	Buza-Vidas et al., 2011

	LASS4
	4.29
	3.26
	BLO
	1.32
	 Hicks et al., 2009

	LHX3
	5.16
	3.92
	BLO
	1.32
	 

	NFATC4
	4.49
	3.35
	BLO
	1.34
	Graef et al., 2001

	POU2F2
	3.60
	2.76
	BLO
	1.31
	Herbeck et al., 2011

	PRDM1
	2.99
	2.22
	BLO
	1.35
	Wilkinson et al., 2011

	RXRA
	4.93
	3.83
	BLO
	1.29
	Stephensen et al., 2007

	SP7
	6.62
	4.97
	BLO
	1.33
	Valenti et al., 2008

	SUPT16H
	3.54
	2.72
	BLO
	1.30
	 

	TFDP2
	9.33
	6.24
	BLO
	1.49
	 

	ZNF430
	3.96
	3.05
	BLO
	1.30
	 

	EGR4
	3.81
	1.89
	BRAIN
	2.01
	Ludwin et al., 2011

	FOXG1
	5.62
	2.82
	BRAIN
	1.99
	Dastidar et al., 2011

	JMJD2C
	4.42
	2.52
	BRAIN
	1.75
	 

	POU3F3
	6.25
	3.63
	BRAIN
	1.72
	Sugitani et al., 2002

	SATB2
	4.65
	3.02
	BRAIN
	1.54
	Gyorgy et al., 2008

	TBR1
	4.55
	1.86
	BRAIN
	2.45
	Mckenna et al., 2011

	TBX1
	5.92
	4.32
	DIA
	1.37
	 

	GATA6
	8.08
	5.99
	HEART
	1.35
	Maitra et al., 2010

	HAND2
	7.29
	5.22
	HEART
	1.40
	Shen et al., 2010

	HEY2
	7.21
	5.52
	HEART
	1.31
	Koibuchi et al., 2007

	KCNIP2
	6.88
	4.72
	HEART
	1.45
	Thomsen et al., 2009

	NR4A3
	6.97
	5.35
	HEART
	1.30
	 

	TBX5
	3.95
	2.02
	HEART
	1.96
	Wang et al., 2011

	NHLH2
	3.46
	1.90
	HYP
	1.81
	Vella et al., 2007

	NKX6-2
	5.09
	3.38
	HYP
	1.51
	 

	OLIG1
	6.03
	3.08
	HYP
	1.96
	Virard et al., 2006

	OLIG2
	5.84
	3.53
	HYP
	1.66
	Sun et al., 2011

	RFX4
	3.64
	1.92
	HYP
	1.90
	Zhang et al., 2007

	ASCL2
	3.43
	2.18
	ILE
	1.57
	Van der Flier et al., 2009

	CDX2
	3.88
	1.81
	ILE
	2.14
	Coskun et al., 2011

	CREB3L3
	5.74
	3.05
	ILE
	1.88
	Li et al., 2009

	MEOX2
	3.99
	2.89
	LD
	1.38
	Otto et al., 2010

	MSTN
	4.18
	2.67
	LD
	1.57
	Hennebry et al., 2009

	SIX4
	3.87
	2.64
	LD
	1.46
	Aziz et al., 2010

	BCL11B
	5.06
	3.06
	MLN
	1.65
	Durum 2003

	E2F7
	4.33
	3.10
	MLN
	1.39
	 

	E2F8
	4.84
	3.43
	MLN
	1.41
	 

	HELLS
	5.45
	3.97
	MLN
	1.37
	Geiman and Muegge, 2000

	MNDA
	2.89
	1.79
	MLN
	1.61
	 

	MYBL1
	5.49
	4.06
	MLN
	1.35
	Golay et al., 1997

	TBX19
	6.95
	5.22
	NEU
	1.33
	Davis et al., 2010

	ARX
	5.47
	3.68
	OLF
	1.49
	Yoshihara et al., 2005

	DLX2
	4.95
	2.83
	OLF
	1.75
	Brill et al., 2008

	SOX11
	5.04
	3.26
	OLF
	1.54
	 

	BNC1
	2.81
	1.85
	OVA
	1.52
	Luchi et al., 1999

	GSX2
	2.50
	1.48
	OVA
	1.70
	 

	BHLHB5
	6.80
	5.08
	PIN
	1.34
	Brunelli et al., 2003

	LHX9
	3.41
	2.34
	PIN
	1.46
	Avraham et al., 2009

	LMX1A
	4.51
	3.10
	PIN
	1.45
	 

	NEUROD1
	4.74
	2.41
	PIN
	1.97
	Munoz et al., 2007

	NEUROD4
	5.20
	2.72
	PIN
	1.91
	 

	ZNF224
	2.40
	1.52
	PIN
	1.57
	 

	DLX3
	3.60
	1.69
	PLA
	2.13
	Chui et al., 2010

	GRHL1
	3.73
	2.50
	PLA
	1.49
	Henderson et al., 2008

	HOXA13
	4.09
	1.75
	PLA
	2.34
	Shaut et al., 2008

	MSX2
	5.47
	3.16
	PLA
	1.73
	Quinn et al., 2008

	TFAP2A
	4.90
	2.69
	PLA
	1.82
	Biadasiewicz et al., 2011

	TFAP2C
	3.80
	2.39
	PLA
	1.59
	Kuckenberg et al., 2010

	VGLL1
	4.85
	2.59
	PLA
	1.87
	 

	DLX4
	4.03
	3.04
	SM
	1.32
	 

	FHL3
	9.84
	7.74
	SM
	1.27
	Cottle et al., 2007

	FOXL2
	3.94
	2.70
	SM
	1.46
	 

	HOXA9
	6.80
	4.62
	SM
	1.47
	 

	MYF6
	6.39
	3.93
	SM
	1.62
	Ropka-Molik et al., 2011

	OVOL1
	4.91
	3.84
	SM
	1.28
	 

	POU6F2
	4.08
	3.03
	SM
	1.35
	 

	PPARGC1A
	8.59
	6.73
	SM
	1.27
	Lee et al., 2011

	SIX1
	7.71
	5.40
	SM
	1.43
	Gianakopoulos et al., 2011

	SOX6
	2.73
	2.01
	SM
	1.97
	An et al., 2011

	ATF3
	9.21
	6.94
	SOL
	1.33
	 

	CREB5
	4.33
	3.43
	SOL
	1.26
	 

	FOSB
	4.15
	2.69
	SOL
	1.54
	 

	MEOX1
	4.93
	3.77
	SOL
	1.31
	 

	MYF5
	2.97
	1.81
	SOL
	1.64
	Francetic and Li, 2011

	MYOD1
	5.00
	3.21
	SOL
	1.56
	Aziz et al., 2010

	SMYD1
	4.04
	2.68
	SOL
	1.50
	Just et al., 2011

	ZNF100
	3.60
	2.14
	SPL
	1.68
	 

	BARX1
	3.23
	1.88
	STO
	1.72
	Kim et al., 2011

	FOXA1
	5.13
	3.09
	STO
	1.66
	Ye et al., 2009

	FOXA2
	5.66
	2.92
	STO
	1.94
	Ye et al., 2009

	FOXA3
	5.28
	2.95
	STO
	1.79
	 

	GATA4
	6.11
	4.12
	TES
	1.48
	Jing et al., 2009

	HDX
	1.38
	0.72
	TES
	1.90
	 

	MYCL1
	1.63
	1.11
	TES
	1.46
	Robertson et al., 1991

	NFKB1
	1.35
	0.77
	TES
	1.76
	 

	PHF7
	3.47
	2.23
	TES
	1.55
	Xiao et al., 2002

	POU4F1
	1.54
	1.03
	TES
	1.49
	Budhram-Mahadeo et al., 2001

	PYGO1
	1.42
	0.93
	TES
	1.54
	 

	SP8
	1.89
	1.03
	TES
	1.84
	 

	TAF7L
	5.18
	3.08
	TES
	1.68
	Akinloye et al., 2007

	ZNF627
	1.33
	0.55
	TES
	2.40
	 

	GRHL2
	4.56
	2.52
	THY
	1.81
	 

	HHEX
	4.92
	3.60
	THY
	1.36
	Fagman and Nillson, 2011

	DLX5
	5.14
	2.62
	UTE
	1.96
	 

	DLX6
	4.41
	2.25
	UTE
	1.96
	 

	EMX2
	5.13
	3.26
	UTE
	1.52
	Taylor et al., 2005

	HOXA2
	3.54
	2.38
	UTE
	1.49
	 

	HOXB5
	6.07
	4.16
	UTE
	1.46
	 

	HOXB6
	7.61
	5.31
	UTE
	1.43
	 

	PGR
	3.02
	1.71
	UTE
	1.76
	Lee et al., 2006

	SPDEF
	7.11
	5.17
	UTE
	1.38
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Figure 1: Tissue specific regulatory network of the porcine transcriptome with tissue specific transcription factors (TSTF) highlighted in red. Node size was mapped to average transcript abundance, node colour and shape were mapped to the different gene types: TS (grey squares), TF (grey triangles) and TSTF (red circles).
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