Table S3. TF functions predicted by NetProphet and supported by non-ChIP data but not predicted by existing ChIP data. NP: number of targets predicted by NetProphet; GO: number of yeast genes in the indicated Gene Ontology (GO) Biological Process category; Overlap: Number of genes in both the NetProphet target set and the GO category; p-val: probability of such a large overlap occurring by chance; Description: description of the GO category. 
	Name
	NP #
	Go #
	Overlap
	Pvalue
	
	Description

	GCR2
	89
	60
	17
	1.E-17
	
	hexose catabolic process1

	DIG1
	39
	98
	12
	1.E-12
	
	response to pheromone2

	SDS3
	61
	98
	13
	2.E-11
	
	response to pheromone3

	OTU1
	21
	207
	10
	1.E-09
	
	proteolysis4

	OPI1
	32
	85
	8
	2.E-08
	
	phospholipid biosynthetic process5

	PHO2
	67
	10
	5
	5.E-08
	
	polyphosphate metabolic process6

	SFP1
	350
	34
	13
	6.E-08
	
	glycolysis7

	GCR1
	146
	60
	11
	3.E-07
	
	hexose catabolic process8

	HST1
	49
	109
	9
	3.E-07
	
	sexual sporulation9

	MGA2
	121
	712
	35
	2.E-06
	
	response to stress10

	RAP1
	210
	69
	12
	2.E-06
	
	ribosome biogenesis11

	SIR1
	14
	98
	5
	3.E-06
	
	response to pheromone12

	TUP1
	415
	712
	85
	4.E-06
	
	response to stress13

	TIS11
	10
	23
	3
	7.E-06
	
	iron ion transport14

	SIR2
	102
	98
	10
	1.E-05
	
	response to pheromone15

	RSC1
	48
	134
	8
	2.E-05
	
	fungal-type cell wall organization16

	SIR3
	30
	98
	5
	2.E-04
	
	response to pheromone17

	MCM1
	146
	81
	9
	2.E-04
	
	cellular response to oxidative stress18

	TUP1
	415
	25
	8
	3.E-04
	
	hexose transport19

	SPT10
	174
	219
	17
	5.E-04
	
	sexual reproduction20

	SUM1
	80
	3
	2
	6.E-04
	
	spore membrane bending pathway21

	MOT3
	31
	712
	11
	1.E-03
	
	response to stress22

	MSN2
	14
	533
	6
	1.E-03
	
	cellular response to stress23

	TYE7
	20
	235
	5
	1.E-03
	
	alcohol metabolic process24

	YAP1
	18
	638
	7
	1.E-03
	
	response to stress25

	PHO2
	67
	83
	5
	3.E-03
	
	dephosphorylation26

	ACE2
	24
	362
	6
	4.E-03
	
	M phase27

	ISW2
	45
	14
	2
	6.E-03
	
	ascospore-type prospore formation28

	CBF1
	49
	83
	4
	6.E-03
	
	dephosphorylation29


1(Clifton & Fraenkel, 1981)
2(Tedford, Kim, Sa, Stevens, & Tyers, 1997)
3(Narayanaswamy et al., 2006)
4(Rumpf & Jentsch, 2006)
5(Sreenivas & Carman, 2003)
6(Ogawa, DeRisi, & Brown, 2000)
7(Cipollina et al., 2008) 
8(Clifton, Weinstock, & Fraenkel, 1978) 
9(Xie et al., 1999) 
10(Jiang et al., 2001) 
11(Lieb, Liu, Botstein, & Brown, 2001) 
12(Rine, Strathern, Hicks, & Herskowitz, 1979) 
13(Proft et al., 2001) 
14(Puig, Askeland, & Thiele, 2005) 
15(Rine, et al., 1979) 
16(Bungard, Reed, & Winter, 2004) 
17(Rine & Herskowitz, 1987) 
18(Shapira, Segal, & Botstein, 2004) 
19(Treitel & Carlson, 1995) 
20(Chang & Winston, 2011) 
21(Xie, et al., 1999) 
22(Montanes, Pascual-Ahuir, & Proft, 2011) 
23(Martinez-Pastor et al., 1996) 
24(Nishi et al., 1995) 
25(Wu et al., 1993) 
26(Tamai, Toh-e, & Oshima, 1985) 
27(Dohrmann et al., 1992) 
28(Trachtulcova, Janatova, Kohlwein, & Hasek, 2000)
29(Zhou & O'Shea, 2011)
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