	Relapse tissues (34 tuples)


	Non-relapse tissues (44 tuples)

	Emerging Pattern
	Count
	Support (%)
	Emerging Pattern
	Count
	Support (%)

	{14 61 77 168 322}
	31
	91.2
	{18 49 73 235}
	41
	93.2

	{5 14 68 77 322}
	30
	88.2
	{18 38 73 235}
	37
	84.1

	{5 14 77 168 322}
	30
	88.2
	{2 40 206 235}
	36
	81.8

	{5 14 77 188 322}
	30
	88.2
	{2 40 206 238}
	36
	81.8

	{14 30 166 168 322}
	30
	88.2
	{2 235 251 433}
	36
	81.8

	{14 61 166 168 322}
	30
	88.2
	{3 251 290 433}
	36
	81.8

	{14 61 168 188 370}
	29
	85.3
	{4 45 98}
	36
	81.8

	{14 61 168 322 370 }
	29
	85.3
	{18 38 73 428}
	36
	81.8

	{14 68 168 322 370}
	29
	85.3
	{49 73 235 527}
	36
	81.8

	{14 77 166 168 322}
	29
	85.3
	{54 101 251 420 434}
	36
	81.8


Table 1: Top 10 EPs and HDGGs in breast cancer data

Table 2: Description of genes involved in HDGGs in breast cancer data
	Gene

Number
	Accession

Number
	 Description

	2
	Contig31312_RC
	

	3
	Contig63102_RC
	FLJ11354

	4
	NM_006544
	SEC10L1

	5
	NM_003450
	ZNF174

	14
	X89657
	ADAM3A

	18
	NM_013438
	UBQLN1

	30
	AK000365
	ACO2

	38
	Contig51517_RC
	

	40
	Contig55574_RC
	

	45
	NM_018964
	SLC37A1

	49
	Contig64861_RC
	FLJ23033

	54
	Contig37063_RC
	

	61
	Contig37262
	

	73
	NM_014122
	PRO0245

	77
	NM_020123
	LOC56889

	98
	NM_006931
	SLC2A3

	101
	Contig63649_RC
	

	166
	NM_013306
	SNX15

	188
	NM_005703
	UREB1

	206
	AB035356
	NRXN1

	235
	AB033079
	KIAA1253

	251
	Contig55313_RC
	

	322
	NM_013361
	ZNF223

	370
	Contig53742_RC
	

	420
	NM_005428
	VAV1

	428
	Contig55662_RC
	

	433
	NM_005594
	NACA

	434
	NM_004953
	EIF4G1

	527
	NM_014554
	SENP1


Table 3: Top 10 EPs and HDGGs in ovarian data

	Cancer tissues (162 tuples)


	Normal tissues (91 tuples)

	Emerging Pattern
	Count
	Support (%)
	Emerging Pattern
	Count
	Support (%)

	{2 71 579}
	161
	99.4
	{1 3 86}
	87
	95.6

	{2 71 859}
	161
	99.4
	{1 3 132}
	87
	95.6

	{2 79 859}
	161
	99.4
	{1 34 86}
	87
	95.6

	{2 79 1260}
	161
	99.4
	{1 34 132}
	87
	95.6

	{2 137 579}
	161
	99.4
	{3 28}
	87
	95.6

	{2 137 1260}
	161
	99.4
	{1 27 132}
	86
	94.5

	{4 71 579}
	161
	99.4
	{3 36}
	86
	94.5

	{4 79 579}
	161
	99.4
	{7 109 132}
	86
	94.5

	{4 137 859}
	161
	99.4
	{8 38 109}
	86
	94.5

	{4 137 1260}
	161
	99.4
	{14 38 109}
	86
	94.5


Table 4: Description of genes involved in HDGGs in ovarian data
	Gene

Number
	Accession

Number

	1
	MZ244.95245

	2
	MZ245.24466

	3
	MZ245.53704

	4
	MZ245.8296

	7
	MZ435.07512

	8
	MZ435.46452

	14
	MZ435.85411

	27
	MZ222.69673

	28
	MZ244.36855

	34
	MZ436.63379

	38
	MZ243.78535

	71
	MZ555.74254

	79
	MZ556.18264

	86
	MZ463.1559

	109
	MZ42.682306

	132
	MZ462.7543

	137
	MZ556.62291

	579
	MZ2.9824141

	859
	MZ63.97379

	1260
	MZ320.41262


Table 5: Top 10 EPs and HDGGs in lung cancer data
	Mesothelioma tissues (31 tuples)


	ADCA tissues (150 tuples)

	Emerging Pattern
	Count
	Support (%)
	Emerging Pattern
	Count
	Support (%)

	{18 40 353}
	31
	100
	{1 11 234}
	150
	100

	{18 58 142 316}
	31
	100
	{6 12 964}
	150
	100

	{40 89 142 368}
	31
	100
	{6 237 564}
	150
	100

	{54 142 164 316}
	31
	100
	{7 1786}
	150
	100

	{76 98 142 164}
	31
	100
	{11 12 964}
	150
	100

	{77 166 316 352 440}
	31
	100
	{11 237 563}
	150
	100

	{89 142 164 368}
	31
	100
	{12 184 570}
	150
	100

	{98 125 316 353}
	31
	100
	{12 286 362 563}
	150
	100

	{102 125 316 440}
	31
	100
	{183 235 237 564}
	150
	100

	{125 166 316 440}
	31
	100
	{235 237 286 288 564}
	150
	100


Table 6: Description of genes involved in HDGGs in lung cancer data

	Gene Number
	Probe Number

	1
	35374_at

	6
	35997_g_at

	7
	34814_at

	11
	40108_at

	12
	32894_at

	18
	38778_at

	40
	32776_at

	58
	35749_at

	76
	39031_at

	77
	35526_at

	89
	33682_at

	98
	31357_at

	102
	729_i_at

	125
	41796_at

	142
	AFFX-HUMGAPDH/M33197_M_st

	164
	38211_at

	166
	32446_at

	183
	39798_at

	184
	37730_at

	234
	36706_at

	235
	35845_at

	237
	32841_at

	316
	41218_at

	352
	41056_at

	353
	35498_at

	368
	39629_at

	440
	34746_at

	563
	40283_at

	570
	33408_at

	964
	38650_at


Table 7: Top 10 EPs and HDGGs in leukemia data

	ALL tissues ( 47 tuples)


	AML tissues (25 tuples)

	Emerging Pattern
	Count
	Support (%)
	Emerging Pattern
	Count
	Support (%)

	{6 7 111}
	47
	100
	{1 81 130 683}
	25
	100

	{6 54 632}
	47
	100
	{1 284 328 335}
	25
	100

	{6 111 228}
	47
	100
	{11 130 180 331}
	25
	100

	{6 162 1478}
	47
	100
	{11 283 328}
	25
	100

	{6 228 632}
	47
	100
	{11 256 282 283 335}
	25
	100

	{6 632 918}
	47
	100
	{15 81 84 130}
	25
	100

	{6 918 920}
	47
	100
	{81 180 256 283 328 331}
	25
	100

	{6 920 936}
	47
	100
	{84 130 180 256 335}
	25
	100

	{7 111 655}
	47
	100
	{130 180 256 331 335}
	25
	100

	{7 632 655}
	47
	100
	{180 256 283 328 331 333}
	25
	100


Table 8: Description of genes involved in HDGGs in leukemia data
	Gene

Number
	Accession

Number
	                                            Description

	1
	U46499
	"GLUTATHIONE S-TRANSFERASE, MICROSOMAL"

	6
	D88422
	CYSTATIN A

	7
	M84526
	DF D component of complement (adipsin)

	11
	M92287
	CCND3 Cyclin D3

	15
	D88270
	"Immunoglobulin lambda gene locus DNA, clone:123E1"

	54
	M31166
	"PTX3 Pentaxin-related gene, rapidly induced by IL-1 beta"

	81
	L07633
	INTERFERON GAMMA UP-REGULATED I-5111 PROTEIN PRECURSOR

	84
	D26156
	Transcriptional activator hSNF2b

	111
	M80254
	"PEPTIDYL-PROLYL CIS-TRANS ISOMERASE, MITOCHONDRIAL PRECURSOR"

	130
	U94855
	Translation initiation factor 3 47 kDa subunit mRNA

	162
	M21551
	Neuromedin B mRNA

	180
	X68560
	SP3 Sp3 transcription factor

	228
	HG2981-HT3127
	"Epican, Alt. Splice 11"

	256
	X94232
	Novel T-cell activation protein

	282
	X56468
	14-3-3 PROTEIN TAU

	283
	X98833
	"Zinc finger protein, Hsal1"

	284
	U61397
	Ubiquitin-homology domain protein PIC1 mRNA

	328
	M76378
	FN1 Fibronectin 1

	331
	U66838
	Cyclin A1 mRNA

	333
	X59871
	TCF7 Transcription factor 7 (T-cell specific)

	335
	X77548
	CDNA for RFG

	632
	D26129
	RNS1 Ribonuclease A (pancreatic)

	655
	X54489
	Melanoma growth stimulatory activity (MGSA)

	683
	S67156
	"ASPA Aspartoacylase (aminoacylase 2, Canavan disease)"

	918
	D14827
	Tax helper protein 1

	920
	HG1116-HT1116
	"Proliferating-Cell Nucleolar Antigen, 120 Kda"

	936
	U23070
	Putative transmembrane protein (nma) mRNA

	1478
	U68162
	_MPL gene (thrombopoietin receptor) extracted from Human thrombopoietin receptor (MPL) gene


