Supplementary Table 1 Single-nucleotide variations by whole-exome sequencing analysis. 
	Hugo_Symbol
	Entrez_Gene_Id
	Center
	NCBI_Build
	Chromosome
	Start_Position
	End_Position

	FRG1B
	100134091
	.
	GRCh37
	20
	29628226
	29628226

	GSTT2
	2953
	.
	GRCh37
	22
	24323227
	24323227

	TLL1
	7092
	.
	GRCh37
	4
	166978454
	166978468

	ZACN
	353174
	.
	GRCh37
	17
	74077797
	74077797

	OR2J1
	0
	.
	GRCh37
	6
	29069299
	29069299

	RP1L1
	94137
	.
	GRCh37
	8
	10465190
	10465190

	RP1L1
	94137
	.
	GRCh37
	8
	10465399
	10465399

	EXOC3L1
	283849
	.
	GRCh37
	16
	67219107
	67219107

	AC024580.1
	0
	.
	GRCh37
	19
	56663058
	56663058

	PDXP
	57026
	.
	GRCh37
	22
	38061639
	38061639

	AQP11
	282679
	.
	GRCh37
	11
	77301341
	77301341

	MUC22
	100507679
	.
	GRCh37
	6
	30995894
	30995894

	KRTAP10-2
	386679
	.
	GRCh37
	21
	45971299
	45971299

	IGLL5
	100423062
	.
	GRCh37
	22
	23237860
	23237860

	NEURL4
	84461
	.
	GRCh37
	17
	7230845
	7230845

	KRTAP12-1
	353332
	.
	GRCh37
	21
	46101939
	46101939

	RASA4B
	100271927
	.
	GRCh37
	7
	102136604
	102136604

	FRG1B
	100134091
	.
	GRCh37
	20
	29632635
	29632635

	MKI67
	4288
	.
	GRCh37
	10
	129904477
	129904477

	C5orf60
	285679
	.
	GRCh37
	5
	179069912
	179069912

	TSPYL4
	23270
	.
	GRCh37
	6
	116575116
	116575116

	FFAR3
	2865
	.
	GRCh37
	19
	35849926
	35849926

	ZNF721
	170960
	.
	GRCh37
	4
	436574
	436574

	SERPINF2
	5345
	.
	GRCh37
	17
	1657653
	1657653

	NPIPB11
	728888
	.
	GRCh37
	16
	29394648
	29394648

	TBC1D8
	11138
	.
	GRCh37
	2
	101624471
	101624471

	OR4M1
	441670
	.
	GRCh37
	14
	20248828
	20248828

	UBN2
	254048
	.
	GRCh37
	7
	138967876
	138967876

	NLRX1
	79671
	.
	GRCh37
	11
	119054041
	119054041

	ZNF66
	0
	.
	GRCh37
	19
	20989703
	20989703

	MAMDC4
	158056
	.
	GRCh37
	9
	139753209
	139753209

	MDM1
	56890
	.
	GRCh37
	12
	68708761
	68708761

	KRTAP10-6
	386674
	.
	GRCh37
	21
	46012320
	46012320

	RNF215
	200312
	.
	GRCh37
	22
	30776095
	30776095

	MKI67
	4288
	.
	GRCh37
	10
	129907544
	129907544

	KRT6B
	3854
	.
	GRCh37
	12
	52844378
	52844378

	RAET1G
	353091
	.
	GRCh37
	6
	150240829
	150240829

	MUC19
	283463
	.
	GRCh37
	12
	40873536
	40873536

	CSF1
	1435
	.
	GRCh37
	1
	110466555
	110466555

	FRG1B
	100134091
	.
	GRCh37
	20
	29628251
	29628251

	ZNF43
	7594
	.
	GRCh37
	19
	21991247
	21991247

	PLK5
	126520
	.
	GRCh37
	19
	1528047
	1528047

	MYPN
	84665
	.
	GRCh37
	10
	69933921
	69933921

	FRG1
	2483
	.
	GRCh37
	4
	190878580
	190878580

	SERTAD1
	29950
	.
	GRCh37
	19
	40929363
	40929363

	ZNF28
	7576
	.
	GRCh37
	19
	53302983
	53302983

	FAM186A
	121006
	.
	GRCh37
	12
	50746740
	50746740

	MYO7B
	4648
	.
	GRCh37
	2
	128394955
	128394955

	PIH1D1
	55011
	.
	GRCh37
	19
	49954803
	49954803

	IGKV1D-16
	0
	.
	GRCh37
	2
	90139378
	90139378

	MUC17
	140453
	.
	GRCh37
	7
	100678740
	100678740

	PIH1D1
	55011
	.
	GRCh37
	19
	49954807
	49954807

	ZNF678
	339500
	.
	GRCh37
	1
	227842915
	227842915

	TCP10L2
	6953
	.
	GRCh37
	6
	167591954
	167591954

	TTLL6
	284076
	.
	GRCh37
	17
	46894377
	46894377

	MZF1
	7593
	.
	GRCh37
	19
	59082368
	59082368

	PDILT
	204474
	.
	GRCh37
	16
	20370816
	20370816

	C7orf31
	136895
	.
	GRCh37
	7
	25194753
	25194753

	MKL1
	57591
	.
	GRCh37
	22
	40814500
	40814500

	MUC22
	100507679
	.
	GRCh37
	6
	30993776
	30993776

	FLG2
	388698
	.
	GRCh37
	1
	152327140
	152327140

	GTPBP3
	84705
	.
	GRCh37
	19
	17450016
	17450016

	KIAA1683
	80726
	.
	GRCh37
	19
	18375846
	18375846

	MYEOV
	26579
	.
	GRCh37
	11
	69063728
	69063728

	ELN
	2006
	.
	GRCh37
	7
	73470714
	73470714

	OR2L3
	391192
	.
	GRCh37
	1
	248224690
	248224690

	LRRK1
	79705
	.
	GRCh37
	15
	101606215
	101606215

	DPH1
	1801
	.
	GRCh37
	17
	1939298
	1939298

	MKI67
	4288
	.
	GRCh37
	10
	129902158
	129902158

	HIP1R
	9026
	.
	GRCh37
	12
	123344021
	123344021

	ADD1
	118
	.
	GRCh37
	4
	2906707
	2906707

	PSMC3IP
	29893
	.
	GRCh37
	17
	40725379
	40725379

	ABCA7
	10347
	.
	GRCh37
	19
	1045173
	1045173

	THUMPD1
	55623
	.
	GRCh37
	16
	20748331
	20748331

	GSTA2
	2939
	.
	GRCh37
	6
	52617738
	52617738

	DDC8
	100653515
	.
	GRCh37
	17
	76887854
	76887854

	SRCRB4D
	136853
	.
	GRCh37
	7
	76029695
	76029695

	TMEM104
	54868
	.
	GRCh37
	17
	72784932
	72784932

	EPPK1
	83481
	.
	GRCh37
	8
	144940290
	144940290

	ISG15
	9636
	.
	GRCh37
	1
	949608
	949608

	PDILT
	204474
	.
	GRCh37
	16
	20370810
	20370810

	OR11H12
	79334
	.
	GRCh37
	14
	19378020
	19378020

	LRRC23
	10233
	.
	GRCh37
	12
	7015707
	7015707

	ZNF799
	90576
	.
	GRCh37
	19
	12502787
	12502787

	ZNF99
	7652
	.
	GRCh37
	19
	22941591
	22941591

	TMPRSS9
	360200
	.
	GRCh37
	19
	2408530
	2408530

	KRTAP1-5
	83895
	.
	GRCh37
	17
	39182945
	39182945

	OR6B1
	135946
	.
	GRCh37
	7
	143701516
	143701516

	TMEM79
	84283
	.
	GRCh37
	1
	156255456
	156255456

	POTEG
	728378
	.
	GRCh37
	14
	19553852
	19553852

	MYOM1
	8736
	.
	GRCh37
	18
	3215158
	3215158

	TAF1C
	9013
	.
	GRCh37
	16
	84212779
	84212779

	CCZ1
	51622
	.
	GRCh37
	7
	5959485
	5959485

	MKI67
	4288
	.
	GRCh37
	10
	129905429
	129905429

	LAIR1
	3903
	.
	GRCh37
	19
	54871664
	54871664

	AC079354.1
	100652824
	.
	GRCh37
	2
	202974360
	202974360

	NBPF10
	25832
	.
	GRCh37
	1
	145365316
	145365316

	MUC21
	394263
	.
	GRCh37
	6
	30954709
	30954709

	COASY
	80347
	.
	GRCh37
	17
	40714804
	40714804

	C10orf71
	118461
	.
	GRCh37
	10
	50531972
	50531972

	POLD1
	5424
	.
	GRCh37
	19
	50905074
	50905074

	UBAP2
	55833
	.
	GRCh37
	9
	34017106
	34017106

	SRCRB4D
	136853
	.
	GRCh37
	7
	76019590
	76019590

	TACC3
	10460
	.
	GRCh37
	4
	1729953
	1729953

	TACC3
	10460
	.
	GRCh37
	4
	1729988
	1729988

	PLXNB2
	23654
	.
	GRCh37
	22
	50722408
	50722408

	NUP210
	23225
	.
	GRCh37
	3
	13421150
	13421150

	BPI
	671
	.
	GRCh37
	20
	36932660
	36932660

	HYDIN
	54768
	.
	GRCh37
	16
	70972595
	70972595

	SLX4
	84464
	.
	GRCh37
	16
	3639827
	3639827

	HKR1
	284459
	.
	GRCh37
	19
	37854580
	37854580

	MUC17
	140453
	.
	GRCh37
	7
	100678421
	100678421

	PRMT6
	55170
	.
	GRCh37
	1
	107599918
	107599918

	VSX2
	338917
	.
	GRCh37
	14
	74727407
	74727407

	PRAMEF4
	400735
	.
	GRCh37
	1
	12942047
	12942047

	ALMS1
	7840
	.
	GRCh37
	2
	73676008
	73676008

	MDM1
	56890
	.
	GRCh37
	12
	68720627
	68720627

	KXD1
	79036
	.
	GRCh37
	19
	18679379
	18679379

	OR7D4
	125958
	.
	GRCh37
	19
	9325116
	9325116

	KRTAP4-11
	728224
	.
	GRCh37
	17
	39274518
	39274518

	RFPL4A
	342931
	.
	GRCh37
	19
	56274086
	56274086

	OR10G8
	219869
	.
	GRCh37
	11
	123900916
	123900916

	OR14I1
	401994
	.
	GRCh37
	1
	248844959
	248844959

	C17orf78
	284099
	.
	GRCh37
	17
	35734826
	35734826

	FCGBP
	8857
	.
	GRCh37
	19
	40408268
	40408268

	TDRD10
	126668
	.
	GRCh37
	1
	154516578
	154516578

	RP11-723O4.6
	0
	.
	GRCh37
	3
	128651796
	128651796

	AHNAK2
	113146
	.
	GRCh37
	14
	105419314
	105419314

	WDR35
	57539
	.
	GRCh37
	2
	20189015
	20189015

	AGBL2
	79841
	.
	GRCh37
	11
	47701528
	47701528

	NFATC4
	4776
	.
	GRCh37
	14
	24839083
	24839083

	DCST1
	149095
	.
	GRCh37
	1
	155019710
	155019710

	PNPLA3
	80339
	.
	GRCh37
	22
	44324727
	44324727

	MAGEC1
	9947
	.
	GRCh37
	X
	140993642
	140993642

	KCNJ12
	3768
	.
	GRCh37
	17
	21319171
	21319171

	NPIPB7
	100507607
	.
	GRCh37
	16
	28468256
	28468256

	KIR2DL3
	3804
	.
	GRCh37
	19
	55250036
	55250036

	HNF1A
	6927
	.
	GRCh37
	12
	121416650
	121416650

	IFNA17
	3451
	.
	GRCh37
	9
	21227622
	21227622

	MUC16
	94025
	.
	GRCh37
	19
	9059159
	9059159

	HCAR3
	8843
	.
	GRCh37
	12
	123200158
	123200158

	EDEM2
	55741
	.
	GRCh37
	20
	33703607
	33703607

	OBSCN
	84033
	.
	GRCh37
	1
	228505727
	228505727

	CYP2A13
	1553
	.
	GRCh37
	19
	41594450
	41594450

	CCDC149
	91050
	.
	GRCh37
	4
	24810094
	24810094

	ZNF705G
	100131980
	.
	GRCh37
	8
	7215694
	7215694

	SCD
	6319
	.
	GRCh37
	10
	102116311
	102116311

	ANKLE1
	126549
	.
	GRCh37
	19
	17394124
	17394124

	BAI2
	576
	.
	GRCh37
	1
	32205180
	32205180

	AKAP13
	11214
	.
	GRCh37
	15
	86124616
	86124616

	OR8H3
	390152
	.
	GRCh37
	11
	55889895
	55889895

	ZNF30
	90075
	.
	GRCh37
	19
	35434238
	35434238

	ZNF99
	7652
	.
	GRCh37
	19
	22942335
	22942335

	ITGAE
	3682
	.
	GRCh37
	17
	3657175
	3657175

	EMC1
	23065
	.
	GRCh37
	1
	19577996
	19577996

	SPATA31E1
	286234
	.
	GRCh37
	9
	90503451
	90503451

	CMTM2
	146225
	.
	GRCh37
	16
	66614008
	66614008

	SLC25A37
	51312
	.
	GRCh37
	8
	23423669
	23423669

	RIN3
	79890
	.
	GRCh37
	14
	93118038
	93118038

	LOX
	4015
	.
	GRCh37
	5
	121413208
	121413208

	CD33
	945
	.
	GRCh37
	19
	51728477
	51728477

	SLFN12
	55106
	.
	GRCh37
	17
	33749919
	33749919

	ACBD3
	64746
	.
	GRCh37
	1
	226352498
	226352498

	ITGA11
	22801
	.
	GRCh37
	15
	68628163
	68628163

	FASTK
	10922
	.
	GRCh37
	7
	150774308
	150774308

	MSH4
	4438
	.
	GRCh37
	1
	76378397
	76378397

	REM2
	161253
	.
	GRCh37
	14
	23354066
	23354066

	OR10G4
	390264
	.
	GRCh37
	11
	123886352
	123886352

	HS3ST6
	64711
	.
	GRCh37
	16
	1961674
	1961674

	SIX5
	147912
	.
	GRCh37
	19
	46268902
	46268902

	POM121L12
	285877
	.
	GRCh37
	7
	53103794
	53103794

	PKD1L1
	168507
	.
	GRCh37
	7
	47968927
	47968927

	OTOR
	56914
	.
	GRCh37
	20
	16729138
	16729138

	C9orf131
	138724
	.
	GRCh37
	9
	35043291
	35043291

	EPPK1
	83481
	.
	GRCh37
	8
	144941181
	144941181

	PLXNB2
	23654
	.
	GRCh37
	22
	50722134
	50722134

	KRTAP4-4
	84616
	.
	GRCh37
	17
	39316528
	39316528

	EPPK1
	83481
	.
	GRCh37
	8
	144942903
	144942903

	SRP14
	6727
	.
	GRCh37
	15
	40328575
	40328575

	MATN2
	4147
	.
	GRCh37
	8
	98943598
	98943598

	OR10G4
	390264
	.
	GRCh37
	11
	123886984
	123886984

	TSEN54
	283989
	.
	GRCh37
	17
	73519413
	73519413

	SCAI
	286205
	.
	GRCh37
	9
	127818276
	127818276

	MYO18B
	84700
	.
	GRCh37
	22
	26422980
	26422980

	MAP3K1
	4214
	.
	GRCh37
	5
	56177743
	56177743

	NMS
	129521
	.
	GRCh37
	2
	101086966
	101086966

	OR2A25
	392138
	.
	GRCh37
	7
	143771557
	143771557

	CSTL1
	128817
	.
	GRCh37
	20
	23421079
	23421079

	MUC16
	94025
	.
	GRCh37
	19
	9059307
	9059307

	NACA2
	342538
	.
	GRCh37
	17
	59668021
	59668021

	NPIPB15
	440348
	.
	GRCh37
	16
	74425299
	74425299

	FAT1
	2195
	.
	GRCh37
	4
	187627792
	187627792

	THAP9
	79725
	.
	GRCh37
	4
	83838262
	83838262

	PROM2
	150696
	.
	GRCh37
	2
	95947099
	95947099

	HS6ST1
	9394
	.
	GRCh37
	2
	129075877
	129075877

	KRTAP10-12
	386685
	.
	GRCh37
	21
	46117792
	46117792

	TXNRD2
	10587
	.
	GRCh37
	22
	19868218
	19868218

	ZNF257
	113835
	.
	GRCh37
	19
	22272101
	22272101

	FCGR2A
	2212
	.
	GRCh37
	1
	161479745
	161479745

	FGFR4
	2264
	.
	GRCh37
	5
	176520243
	176520243

	NSD1
	64324
	.
	GRCh37
	5
	176637576
	176637576

	NPIPA5
	9284
	.
	GRCh37
	16
	15457598
	15457598

	LRRC61
	65999
	.
	GRCh37
	7
	150034378
	150034378

	OR10G4
	390264
	.
	GRCh37
	11
	123887164
	123887164

	C1orf85
	112770
	.
	GRCh37
	1
	156263940
	156263940

	VCPKMT
	79609
	.
	GRCh37
	14
	50583083
	50583083

	PLEKHG2
	64857
	.
	GRCh37
	19
	39914170
	39914170

	TMEM2
	23670
	.
	GRCh37
	9
	74360096
	74360096

	FCRLA
	84824
	.
	GRCh37
	1
	161681780
	161681780

	ZNF646
	9726
	.
	GRCh37
	16
	31091598
	31091598

	SCEL
	8796
	.
	GRCh37
	13
	78178550
	78178550

	ZNF91
	7644
	.
	GRCh37
	19
	23543095
	23543095

	FNBP1
	23048
	.
	GRCh37
	9
	132662786
	132662786

	OR7G1
	125962
	.
	GRCh37
	19
	9226192
	9226192

	ITPKB
	3707
	.
	GRCh37
	1
	226923938
	226923938

	FCGBP
	8857
	.
	GRCh37
	19
	40408821
	40408821

	ZCCHC14
	23174
	.
	GRCh37
	16
	87445839
	87445839

	PCM1
	5108
	.
	GRCh37
	8
	17814915
	17814915

	OR2J2
	26707
	.
	GRCh37
	6
	29141849
	29141849

	SYNRG
	11276
	.
	GRCh37
	17
	35937637
	35937637

	AC110781.3
	100128374
	.
	GRCh37
	7
	1887362
	1887362

	OR7D4
	125958
	.
	GRCh37
	19
	9325252
	9325252

	HLA-DQA1
	3117
	.
	GRCh37
	6
	32609173
	32609173

	HSPA6
	3310
	.
	GRCh37
	1
	161496178
	161496178

	OR11H12
	79334
	.
	GRCh37
	14
	19378312
	19378312

	HSPA6
	3310
	.
	GRCh37
	1
	161496134
	161496134

	F5
	2153
	.
	GRCh37
	1
	169510139
	169510139

	C1orf85
	112770
	.
	GRCh37
	1
	156264000
	156264000

	WDR55
	54853
	.
	GRCh37
	5
	140048544
	140048544

	IFNA4
	3441
	.
	GRCh37
	9
	21187121
	21187121

	OR7G1
	125962
	.
	GRCh37
	19
	9226017
	9226017

	OR2J2
	26707
	.
	GRCh37
	6
	29141632
	29141632

	USP35
	57558
	.
	GRCh37
	11
	77921527
	77921527

	SRRM5
	100170229
	.
	GRCh37
	19
	44118188
	44118188

	DKK2
	27123
	.
	GRCh37
	4
	107845794
	107845794

	SIDT2
	51092
	.
	GRCh37
	11
	117063017
	117063017

	JMJD4
	65094
	.
	GRCh37
	1
	227922918
	227922918

	OR2L8
	391190
	.
	GRCh37
	1
	248112754
	248112754

	STON1
	11037
	.
	GRCh37
	2
	48807796
	48807796

	ETAA1
	54465
	.
	GRCh37
	2
	67631831
	67631831

	SERPINA1
	5265
	.
	GRCh37
	14
	94849201
	94849201

	MUM1
	84939
	.
	GRCh37
	19
	1360575
	1360575

	DMBT1
	1755
	.
	GRCh37
	10
	124340406
	124340406

	OR2J2
	26707
	.
	GRCh37
	6
	29142064
	29142064

	LGALS8
	3964
	.
	GRCh37
	1
	236706862
	236706862

	IGHV1-58
	0
	.
	GRCh37
	14
	107078567
	107078567

	TCTE1
	202500
	.
	GRCh37
	6
	44253765
	44253765

	KRT10
	3858
	.
	GRCh37
	17
	38975103
	38975104

	IFI27
	3429
	.
	GRCh37
	14
	94582130
	94582131

	TSPYL6
	388951
	.
	GRCh37
	2
	54482704
	54482709

	DPCR1
	135656
	.
	GRCh37
	6
	30919727
	30919738

	KRTAP10-10
	353333
	.
	GRCh37
	21
	46057613
	46057627

	TLL1
	7092
	.
	GRCh37
	4
	166978444
	166978446

	OR11G2
	390439
	.
	GRCh37
	14
	20666175
	20666176

	DHRS4L2
	317749
	.
	GRCh37
	14
	24470690
	24470691

	TAS2R46
	259292
	.
	GRCh37
	12
	11214632
	11214632







































Supplementary Table 1 continue
	[bookmark: _Hlk101096159]Hugo_Symbol
	Strand
	Variant_Classification
	Variant_Type
	Reference_Allele
	Tumor_Seq_Allele1
	Tumor_Seq_Allele2

	FRG1B
	+
	Splice_Site
	DEL
	G
	G
	-

	GSTT2
	+
	Splice_Site
	SNP
	G
	G
	A

	TLL1
	+
	Splice_Site
	DEL
	CTGTGAAGGTATGAC
	-
	-

	ZACN
	+
	Nonsense_Mutation
	SNP
	C
	C
	T

	OR2J1
	+
	Nonsense_Mutation
	SNP
	C
	C
	T

	RP1L1
	+
	Missense_Mutation
	SNP
	C
	C
	T

	RP1L1
	+
	Missense_Mutation
	SNP
	T
	T
	A

	EXOC3L1
	+
	Missense_Mutation
	SNP
	G
	G
	C

	AC024580.1
	+
	Missense_Mutation
	SNP
	C
	C
	G

	PDXP
	+
	Missense_Mutation
	SNP
	A
	A
	G

	AQP11
	+
	Missense_Mutation
	SNP
	G
	G
	A

	MUC22
	+
	Missense_Mutation
	SNP
	A
	A
	T

	KRTAP10-2
	+
	Missense_Mutation
	SNP
	T
	T
	C

	IGLL5
	+
	Missense_Mutation
	SNP
	A
	A
	G

	NEURL4
	+
	Missense_Mutation
	SNP
	G
	G
	T

	KRTAP12-1
	+
	Missense_Mutation
	SNP
	C
	C
	T

	RASA4B
	+
	Missense_Mutation
	SNP
	C
	C
	T

	FRG1B
	+
	Missense_Mutation
	SNP
	C
	C
	G

	MKI67
	+
	Missense_Mutation
	SNP
	C
	C
	T

	C5orf60
	+
	Missense_Mutation
	SNP
	C
	C
	T

	TSPYL4
	+
	Missense_Mutation
	SNP
	G
	G
	T

	FFAR3
	+
	Missense_Mutation
	SNP
	G
	G
	A

	ZNF721
	+
	Missense_Mutation
	SNP
	T
	T
	A

	SERPINF2
	+
	Missense_Mutation
	SNP
	G
	G
	A

	NPIPB11
	+
	Missense_Mutation
	SNP
	A
	A
	T

	TBC1D8
	+
	Missense_Mutation
	SNP
	T
	T
	C

	OR4M1
	+
	Missense_Mutation
	SNP
	C
	C
	T

	UBN2
	+
	Missense_Mutation
	SNP
	G
	G
	T

	NLRX1
	+
	Missense_Mutation
	SNP
	G
	G
	A

	ZNF66
	+
	Missense_Mutation
	SNP
	G
	G
	T

	MAMDC4
	+
	Missense_Mutation
	SNP
	G
	G
	A

	MDM1
	+
	Missense_Mutation
	SNP
	C
	C
	T

	KRTAP10-6
	+
	Missense_Mutation
	SNP
	C
	C
	T

	RNF215
	+
	Missense_Mutation
	SNP
	C
	C
	T

	MKI67
	+
	Missense_Mutation
	SNP
	G
	G
	C

	KRT6B
	+
	Missense_Mutation
	SNP
	C
	C
	G

	RAET1G
	+
	Missense_Mutation
	SNP
	G
	G
	C

	MUC19
	+
	Missense_Mutation
	SNP
	G
	G
	A

	CSF1
	+
	Missense_Mutation
	SNP
	G
	G
	A

	FRG1B
	+
	Missense_Mutation
	SNP
	A
	A
	G

	ZNF43
	+
	Missense_Mutation
	SNP
	G
	G
	A

	PLK5
	+
	Missense_Mutation
	SNP
	C
	C
	T

	MYPN
	+
	Missense_Mutation
	SNP
	G
	G
	A

	FRG1
	+
	Missense_Mutation
	SNP
	A
	A
	G

	SERTAD1
	+
	Missense_Mutation
	SNP
	T
	T
	C

	ZNF28
	+
	Missense_Mutation
	SNP
	G
	G
	C

	FAM186A
	+
	Missense_Mutation
	SNP
	T
	T
	G

	MYO7B
	+
	Missense_Mutation
	SNP
	A
	A
	G

	PIH1D1
	+
	Missense_Mutation
	SNP
	C
	C
	T

	IGKV1D-16
	+
	Missense_Mutation
	SNP
	G
	G
	T

	MUC17
	+
	Missense_Mutation
	SNP
	T
	T
	C

	PIH1D1
	+
	Missense_Mutation
	SNP
	T
	T
	G

	ZNF678
	+
	Missense_Mutation
	SNP
	C
	C
	A

	TCP10L2
	+
	Missense_Mutation
	SNP
	G
	G
	A

	TTLL6
	+
	Missense_Mutation
	SNP
	A
	A
	C

	MZF1
	+
	Missense_Mutation
	SNP
	C
	C
	T

	PDILT
	+
	Missense_Mutation
	SNP
	C
	C
	T

	C7orf31
	+
	Missense_Mutation
	SNP
	C
	C
	T

	MKL1
	+
	Missense_Mutation
	SNP
	T
	T
	C

	MUC22
	+
	Missense_Mutation
	SNP
	A
	A
	T

	FLG2
	+
	Missense_Mutation
	SNP
	T
	T
	C

	GTPBP3
	+
	Missense_Mutation
	SNP
	T
	T
	C

	KIAA1683
	+
	Missense_Mutation
	SNP
	G
	G
	A

	MYEOV
	+
	Missense_Mutation
	SNP
	G
	G
	C

	ELN
	+
	Missense_Mutation
	SNP
	G
	G
	A

	OR2L3
	+
	Missense_Mutation
	SNP
	C
	C
	T

	LRRK1
	+
	Missense_Mutation
	SNP
	G
	G
	A

	DPH1
	+
	Missense_Mutation
	SNP
	G
	G
	T

	MKI67
	+
	Missense_Mutation
	SNP
	C
	C
	T

	HIP1R
	+
	Missense_Mutation
	SNP
	G
	G
	A

	ADD1
	+
	Missense_Mutation
	SNP
	G
	G
	T

	PSMC3IP
	+
	Missense_Mutation
	SNP
	A
	A
	T

	ABCA7
	+
	Missense_Mutation
	SNP
	G
	G
	A

	THUMPD1
	+
	Missense_Mutation
	SNP
	C
	C
	A

	GSTA2
	+
	Missense_Mutation
	SNP
	G
	G
	A

	DDC8
	+
	Missense_Mutation
	SNP
	C
	C
	A

	SRCRB4D
	+
	Missense_Mutation
	SNP
	C
	C
	T

	TMEM104
	+
	Missense_Mutation
	SNP
	G
	G
	A

	EPPK1
	+
	Missense_Mutation
	SNP
	C
	C
	G

	ISG15
	+
	Missense_Mutation
	SNP
	G
	G
	A

	PDILT
	+
	Missense_Mutation
	SNP
	C
	C
	T

	OR11H12
	+
	Missense_Mutation
	SNP
	C
	C
	A

	LRRC23
	+
	Missense_Mutation
	SNP
	G
	G
	T

	ZNF799
	+
	Missense_Mutation
	SNP
	G
	G
	A

	ZNF99
	+
	Missense_Mutation
	SNP
	A
	A
	T

	TMPRSS9
	+
	Missense_Mutation
	SNP
	G
	G
	A

	KRTAP1-5
	+
	Missense_Mutation
	SNP
	G
	G
	A

	OR6B1
	+
	Missense_Mutation
	SNP
	C
	C
	T

	TMEM79
	+
	Missense_Mutation
	SNP
	G
	G
	A

	POTEG
	+
	Missense_Mutation
	SNP
	G
	G
	A

	MYOM1
	+
	Missense_Mutation
	SNP
	C
	C
	G

	TAF1C
	+
	Missense_Mutation
	SNP
	G
	G
	A

	CCZ1
	+
	Missense_Mutation
	SNP
	G
	G
	A

	MKI67
	+
	Missense_Mutation
	SNP
	C
	C
	T

	LAIR1
	+
	Missense_Mutation
	SNP
	G
	G
	C

	AC079354.1
	+
	Missense_Mutation
	SNP
	T
	T
	G

	NBPF10
	+
	Missense_Mutation
	SNP
	G
	G
	A

	MUC21
	+
	Missense_Mutation
	SNP
	G
	G
	A

	COASY
	+
	Missense_Mutation
	SNP
	C
	C
	A

	C10orf71
	+
	Missense_Mutation
	SNP
	A
	A
	C

	POLD1
	+
	Missense_Mutation
	SNP
	G
	G
	A

	UBAP2
	+
	Missense_Mutation
	SNP
	C
	C
	T

	SRCRB4D
	+
	Missense_Mutation
	SNP
	C
	C
	T

	TACC3
	+
	Missense_Mutation
	SNP
	G
	G
	A

	TACC3
	+
	Missense_Mutation
	SNP
	G
	G
	A

	PLXNB2
	+
	Missense_Mutation
	SNP
	T
	T
	C

	NUP210
	+
	Missense_Mutation
	SNP
	C
	C
	T

	BPI
	+
	Missense_Mutation
	SNP
	C
	C
	T

	HYDIN
	+
	Missense_Mutation
	SNP
	T
	T
	C

	SLX4
	+
	Missense_Mutation
	SNP
	G
	G
	A

	HKR1
	+
	Missense_Mutation
	SNP
	C
	C
	T

	MUC17
	+
	Missense_Mutation
	SNP
	T
	T
	A

	PRMT6
	+
	Missense_Mutation
	SNP
	C
	C
	T

	VSX2
	+
	Missense_Mutation
	SNP
	G
	G
	A

	PRAMEF4
	+
	Missense_Mutation
	SNP
	C
	C
	T

	ALMS1
	+
	Missense_Mutation
	SNP
	A
	A
	G

	MDM1
	+
	Missense_Mutation
	SNP
	G
	G
	A

	KXD1
	+
	Missense_Mutation
	SNP
	C
	C
	G

	OR7D4
	+
	Missense_Mutation
	SNP
	G
	G
	A

	KRTAP4-11
	+
	Missense_Mutation
	SNP
	C
	C
	T

	RFPL4A
	+
	Missense_Mutation
	SNP
	G
	G
	A

	OR10G8
	+
	Missense_Mutation
	SNP
	C
	C
	T

	OR14I1
	+
	Missense_Mutation
	SNP
	T
	T
	C

	C17orf78
	+
	Missense_Mutation
	SNP
	A
	A
	G

	FCGBP
	+
	Missense_Mutation
	SNP
	G
	G
	T

	TDRD10
	+
	Missense_Mutation
	SNP
	G
	G
	A

	RP11-723O4.6
	+
	Missense_Mutation
	SNP
	G
	G
	A

	AHNAK2
	+
	Missense_Mutation
	SNP
	T
	T
	G

	WDR35
	+
	Missense_Mutation
	SNP
	T
	T
	C

	AGBL2
	+
	Missense_Mutation
	SNP
	C
	C
	A

	NFATC4
	+
	Missense_Mutation
	SNP
	G
	G
	C

	DCST1
	+
	Missense_Mutation
	SNP
	A
	A
	C

	PNPLA3
	+
	Missense_Mutation
	SNP
	C
	C
	G

	MAGEC1
	+
	Missense_Mutation
	SNP
	C
	C
	T

	KCNJ12
	+
	Missense_Mutation
	SNP
	G
	G
	A

	NPIPB7
	+
	Missense_Mutation
	SNP
	C
	C
	T

	KIR2DL3
	+
	Missense_Mutation
	SNP
	T
	T
	C

	HNF1A
	+
	Missense_Mutation
	SNP
	A
	A
	C

	IFNA17
	+
	Missense_Mutation
	SNP
	A
	A
	C

	MUC16
	+
	Missense_Mutation
	SNP
	T
	T
	G

	HCAR3
	+
	Missense_Mutation
	SNP
	G
	G
	C

	EDEM2
	+
	Missense_Mutation
	SNP
	C
	C
	T

	OBSCN
	+
	Missense_Mutation
	SNP
	C
	C
	T

	CYP2A13
	+
	Missense_Mutation
	SNP
	G
	G
	A

	CCDC149
	+
	Missense_Mutation
	SNP
	G
	G
	A

	ZNF705G
	+
	Missense_Mutation
	SNP
	A
	A
	G

	SCD
	+
	Missense_Mutation
	SNP
	A
	A
	C

	ANKLE1
	+
	Missense_Mutation
	SNP
	T
	T
	G

	BAI2
	+
	Missense_Mutation
	SNP
	T
	T
	A

	AKAP13
	+
	Missense_Mutation
	SNP
	A
	A
	G

	OR8H3
	+
	Missense_Mutation
	SNP
	C
	C
	T

	ZNF30
	+
	Missense_Mutation
	SNP
	A
	A
	G

	ZNF99
	+
	Missense_Mutation
	SNP
	G
	G
	A

	ITGAE
	+
	Missense_Mutation
	SNP
	T
	T
	C

	EMC1
	+
	Missense_Mutation
	SNP
	G
	G
	A

	SPATA31E1
	+
	Missense_Mutation
	SNP
	G
	G
	A

	CMTM2
	+
	Missense_Mutation
	SNP
	T
	T
	C

	SLC25A37
	+
	Missense_Mutation
	SNP
	A
	A
	G

	RIN3
	+
	Missense_Mutation
	SNP
	A
	A
	G

	LOX
	+
	Missense_Mutation
	SNP
	C
	C
	T

	CD33
	+
	Missense_Mutation
	SNP
	C
	C
	T

	SLFN12
	+
	Missense_Mutation
	SNP
	A
	A
	C

	ACBD3
	+
	Missense_Mutation
	SNP
	T
	T
	G

	ITGA11
	+
	Missense_Mutation
	SNP
	C
	C
	T

	FASTK
	+
	Missense_Mutation
	SNP
	G
	G
	A

	MSH4
	+
	Missense_Mutation
	SNP
	C
	C
	T

	REM2
	+
	Missense_Mutation
	SNP
	G
	G
	C

	OR10G4
	+
	Missense_Mutation
	SNP
	T
	T
	C

	HS3ST6
	+
	Missense_Mutation
	SNP
	G
	G
	C

	SIX5
	+
	Missense_Mutation
	SNP
	C
	C
	T

	POM121L12
	+
	Missense_Mutation
	SNP
	C
	C
	T

	PKD1L1
	+
	Missense_Mutation
	SNP
	C
	C
	A

	OTOR
	+
	Missense_Mutation
	SNP
	T
	T
	C

	C9orf131
	+
	Missense_Mutation
	SNP
	G
	G
	T

	EPPK1
	+
	Missense_Mutation
	SNP
	G
	G
	C

	PLXNB2
	+
	Missense_Mutation
	SNP
	T
	T
	C

	KRTAP4-4
	+
	Missense_Mutation
	SNP
	G
	G
	A

	EPPK1
	+
	Missense_Mutation
	SNP
	T
	T
	C

	SRP14
	+
	Missense_Mutation
	SNP
	G
	G
	C

	MATN2
	+
	Missense_Mutation
	SNP
	C
	C
	T

	OR10G4
	+
	Missense_Mutation
	SNP
	A
	A
	G

	TSEN54
	+
	Missense_Mutation
	SNP
	C
	C
	T

	SCAI
	+
	Missense_Mutation
	SNP
	C
	C
	T

	MYO18B
	+
	Missense_Mutation
	SNP
	A
	A
	G

	MAP3K1
	+
	Missense_Mutation
	SNP
	G
	G
	A

	NMS
	+
	Missense_Mutation
	SNP
	C
	C
	T

	OR2A25
	+
	Missense_Mutation
	SNP
	T
	T
	C

	CSTL1
	+
	Missense_Mutation
	SNP
	A
	A
	G

	MUC16
	+
	Missense_Mutation
	SNP
	C
	C
	T

	NACA2
	+
	Missense_Mutation
	SNP
	G
	G
	C

	NPIPB15
	+
	Missense_Mutation
	SNP
	C
	C
	T

	FAT1
	+
	Missense_Mutation
	SNP
	T
	T
	C

	THAP9
	+
	Missense_Mutation
	SNP
	G
	G
	T

	PROM2
	+
	Missense_Mutation
	SNP
	G
	G
	A

	HS6ST1
	+
	Missense_Mutation
	SNP
	G
	G
	T

	KRTAP10-12
	+
	Missense_Mutation
	SNP
	G
	G
	A

	TXNRD2
	+
	Missense_Mutation
	SNP
	A
	A
	G

	ZNF257
	+
	Missense_Mutation
	SNP
	T
	T
	C

	FCGR2A
	+
	Missense_Mutation
	SNP
	A
	A
	G

	FGFR4
	+
	Missense_Mutation
	SNP
	G
	G
	A

	NSD1
	+
	Missense_Mutation
	SNP
	T
	T
	C

	NPIPA5
	+
	Missense_Mutation
	SNP
	G
	G
	A

	LRRC61
	+
	Missense_Mutation
	SNP
	A
	A
	G

	OR10G4
	+
	Missense_Mutation
	SNP
	A
	A
	C

	C1orf85
	+
	Missense_Mutation
	SNP
	T
	T
	C

	VCPKMT
	+
	Missense_Mutation
	SNP
	G
	G
	T

	PLEKHG2
	+
	Missense_Mutation
	SNP
	G
	G
	A

	TMEM2
	+
	Missense_Mutation
	SNP
	C
	C
	T

	FCRLA
	+
	Missense_Mutation
	SNP
	A
	A
	G

	ZNF646
	+
	Missense_Mutation
	SNP
	G
	G
	A

	SCEL
	+
	Missense_Mutation
	SNP
	G
	G
	A

	ZNF91
	+
	Missense_Mutation
	SNP
	T
	T
	C

	FNBP1
	+
	Missense_Mutation
	SNP
	C
	C
	T

	OR7G1
	+
	Missense_Mutation
	SNP
	A
	A
	G

	ITPKB
	+
	Missense_Mutation
	SNP
	A
	A
	C

	FCGBP
	+
	Missense_Mutation
	SNP
	C
	C
	G

	ZCCHC14
	+
	Missense_Mutation
	SNP
	C
	C
	T

	PCM1
	+
	Missense_Mutation
	SNP
	A
	A
	G

	OR2J2
	+
	Missense_Mutation
	SNP
	T
	T
	C

	SYNRG
	+
	Missense_Mutation
	SNP
	T
	T
	C

	AC110781.3
	+
	Missense_Mutation
	SNP
	G
	G
	A

	OR7D4
	+
	Missense_Mutation
	SNP
	G
	G
	A

	HLA-DQA1
	+
	Missense_Mutation
	SNP
	C
	C
	G

	HSPA6
	+
	Missense_Mutation
	SNP
	G
	G
	A

	OR11H12
	+
	Missense_Mutation
	SNP
	T
	T
	G

	HSPA6
	+
	Missense_Mutation
	SNP
	C
	C
	G

	F5
	+
	Missense_Mutation
	SNP
	G
	G
	A

	C1orf85
	+
	Missense_Mutation
	SNP
	G
	G
	A

	WDR55
	+
	Missense_Mutation
	SNP
	C
	C
	T

	IFNA4
	+
	Missense_Mutation
	SNP
	T
	T
	A

	OR7G1
	+
	Missense_Mutation
	SNP
	C
	C
	G

	OR2J2
	+
	Missense_Mutation
	SNP
	T
	T
	C

	USP35
	+
	Missense_Mutation
	SNP
	G
	G
	C

	SRRM5
	+
	Missense_Mutation
	SNP
	A
	A
	C

	DKK2
	+
	Missense_Mutation
	SNP
	C
	C
	T

	SIDT2
	+
	Missense_Mutation
	SNP
	T
	T
	G

	JMJD4
	+
	Missense_Mutation
	SNP
	A
	A
	C

	OR2L8
	+
	Missense_Mutation
	SNP
	T
	T
	C

	STON1
	+
	Missense_Mutation
	SNP
	A
	A
	C

	ETAA1
	+
	Missense_Mutation
	SNP
	G
	G
	A

	SERPINA1
	+
	Missense_Mutation
	SNP
	C
	C
	T

	MUM1
	+
	Missense_Mutation
	SNP
	G
	G
	A

	DMBT1
	+
	Missense_Mutation
	SNP
	G
	G
	C

	OR2J2
	+
	Missense_Mutation
	SNP
	A
	A
	G

	LGALS8
	+
	Missense_Mutation
	SNP
	G
	G
	C

	IGHV1-58
	+
	Missense_Mutation
	SNP
	T
	T
	C

	TCTE1
	+
	Missense_Mutation
	SNP
	A
	A
	G

	KRT10
	+
	In_Frame_Ins
	INS
	-
	-
	GCTGCCGCCGCCGTATCCGCCGCCGGAGCT

	IFI27
	+
	In_Frame_Ins
	INS
	-
	-
	GGCCATGGC

	TSPYL6
	+
	In_Frame_Del
	DEL
	GGGCCC
	GGGCCC
	-

	DPCR1
	+
	In_Frame_Del
	DEL
	CACAGAAAAGTC
	CACAGAAAAGTC
	-

	KRTAP10-10
	+
	In_Frame_Del
	DEL
	CTGCTGTGTGCCTGT
	CTGCTGTGTGCCTGT
	-

	TLL1
	+
	In_Frame_Del
	DEL
	ACA
	ACA
	-

	OR11G2
	+
	Frame_Shift_Ins
	INS
	-
	-
	A

	DHRS4L2
	+
	Frame_Shift_Ins
	INS
	-
	-
	A

	TAS2R46
	+
	Frame_Shift_Del
	DEL
	A
	A
	-









Supplementary Table 1 continue
	Hugo_Symbol
	dbSNP_RS
	dbSNP_Val_Status
	Tumor_Sample_Barcode
	Matched_Norm_Sample_Barcode
	Match_Norm_Seq_Allele1

	FRG1B
	rs774274570
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	GSTT2
	rs5996646,rs76498342
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	TLL1
	novel
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	CTGTGAAGGTATGAC

	ZACN
	rs1043149
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	OR2J1
	rs2394517
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	RP1L1
	rs72494282
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	RP1L1
	rs11782670
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	EXOC3L1
	rs9939768
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	AC024580.1
	rs373247932
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	PDXP
	rs753956304
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	AQP11
	rs2276415
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	MUC22
	rs72502537
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	KRTAP10-2
	rs233240
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	IGLL5
	rs28477498
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	NEURL4
	rs11655578
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	KRTAP12-1
	rs9984476
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	RASA4B
	rs746316
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	FRG1B
	rs375238322
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	MKI67
	rs11591817
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	C5orf60
	rs75942553
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	TSPYL4
	rs17524614
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	FFAR3
	rs62109581
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	ZNF721
	
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	SERPINF2
	rs1057335
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	NPIPB11
	rs372788579
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	TBC1D8
	rs746924
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	OR4M1
	rs2635535
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	UBN2
	rs750334244
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	NLRX1
	novel
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	ZNF66
	rs138771709
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	MAMDC4
	rs200390935
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	MDM1
	rs2306393
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	KRTAP10-6
	rs76150656
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	RNF215
	rs5749088
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	MKI67
	rs2240
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	KRT6B
	rs150221772
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	RAET1G
	rs9397449
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	MUC19
	novel
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	CSF1
	rs2229165
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	FRG1B
	rs758029935
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	ZNF43
	rs780083833
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	PLK5
	rs759949419
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	MYPN
	rs10997975
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	FRG1
	rs189762674
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	SERTAD1
	rs268687
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	ZNF28
	rs111592619
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	FAM186A
	
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	MYO7B
	rs11686946
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	PIH1D1
	rs2293013
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	IGKV1D-16
	rs539837037
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	MUC17
	rs4269454
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	PIH1D1
	rs2293012
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	ZNF678
	
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	TCP10L2
	rs2297463
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	TTLL6
	rs3959442
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	MZF1
	rs3752111
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	PDILT
	rs9652589
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	C7orf31
	rs12535348
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	MKL1
	rs878756
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	MUC22
	rs115709409
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	FLG2
	rs148036681
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	GTPBP3
	rs3810206
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	KIAA1683
	rs2277921
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	MYEOV
	rs11228610
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	ELN
	rs537844185,rs2071307
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	OR2L3
	rs148941926
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	LRRK1
	rs34874770
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	DPH1
	novel
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	MKI67
	rs12777740
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	HIP1R
	rs2271051
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	ADD1
	rs4961
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	PSMC3IP
	rs2292754
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	ABCA7
	rs3752233
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	THUMPD1
	rs11074471
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	GSTA2
	rs2234951
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	DDC8
	rs59666014
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	SRCRB4D
	rs4728712
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	TMEM104
	rs2016126
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	EPPK1
	rs201976887
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	ISG15
	rs1921
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	PDILT
	rs9652588
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	OR11H12
	rs202116908
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	LRRC23
	rs2071073
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	ZNF799
	rs12974755
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	ZNF99
	rs62119159
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	TMPRSS9
	rs62120714
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	KRTAP1-5
	rs148850772
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	OR6B1
	rs7787378
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	TMEM79
	rs6684514
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	POTEG
	rs138358738
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	MYOM1
	rs1791085
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	TAF1C
	rs2230131
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	CCZ1
	rs200812052
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	MKI67
	rs7918199
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	LAIR1
	rs74463408
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	AC079354.1
	rs12615065
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	NBPF10
	rs61813408
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	MUC21
	rs11756238
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	COASY
	rs615942
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	C10orf71
	rs45554335
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	POLD1
	rs1726801
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	UBAP2
	rs1785506
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	SRCRB4D
	rs10227141
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	TACC3
	rs17132047
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	TACC3
	rs1063743
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	PLXNB2
	rs79966207
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	NUP210
	rs7628051
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	BPI
	rs1341023
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	HYDIN
	rs2502726
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	SLX4
	rs3810813
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	HKR1
	rs3745764
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	MUC17
	rs10265276
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	PRMT6
	rs2232016
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	VSX2
	rs75395981
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	PRAMEF4
	rs199749044
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	ALMS1
	rs17848880
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	MDM1
	rs962976
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	KXD1
	rs7648
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	OR7D4
	rs5020278
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	KRTAP4-11
	rs9897031
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	RFPL4A
	rs2616963
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	OR10G8
	rs75240316
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	OR14I1
	rs55871516
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	C17orf78
	rs550347470
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	FCGBP
	rs760726604,rs34938990
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	TDRD10
	rs3811448
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	RP11-723O4.6
	rs61738926
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	AHNAK2
	rs557538603
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	WDR35
	rs1060742
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	AGBL2
	rs12286721
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	NFATC4
	rs2229309
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	DCST1
	rs11264300
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	PNPLA3
	rs738409
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	MAGEC1
	rs176037
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	KCNJ12
	rs73313922
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	NPIPB7
	rs756247236
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	KIR2DL3
	rs3810343,rs72487145
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	HNF1A
	rs1169288
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	IFNA17
	rs9298814
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	MUC16
	rs12462651
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	HCAR3
	rs470535
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	EDEM2
	rs3746429
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	OBSCN
	rs3795800
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	CYP2A13
	rs8192784
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	CCDC149
	rs74764772
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	ZNF705G
	rs9693671
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	SCD
	rs2234970
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	ANKLE1
	rs2363956
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	BAI2
	rs148929083
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	AKAP13
	rs61731243
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	OR8H3
	rs61751933
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	ZNF30
	rs1811
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	ZNF99
	rs61740110
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	ITGAE
	rs220479
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	EMC1
	rs552276163
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	SPATA31E1
	rs11142017
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	CMTM2
	rs2290182
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	SLC25A37
	rs2942194
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	RIN3
	rs3829947
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	LOX
	rs1800449
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	CD33
	rs12459419
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	SLFN12
	rs1849733
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	ACBD3
	rs2306120
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	ITGA11
	rs2306022
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	FASTK
	rs2288648
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	MSH4
	novel
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	REM2
	rs8014119
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	OR10G4
	rs547068
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	HS3ST6
	rs337285
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	SIX5
	rs2341097
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	POM121L12
	rs73357087
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	PKD1L1
	rs2686817
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	OTOR
	rs6135876
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	C9orf131
	rs615474
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	EPPK1
	rs7839934
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	PLXNB2
	rs11547731
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	KRTAP4-4
	rs74572864
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	EPPK1
	rs6558399
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	SRP14
	rs7535
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	MATN2
	rs2290472
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	OR10G4
	rs4936880
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	TSEN54
	rs8064529
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	SCAI
	rs589292
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	MYO18B
	rs2236005
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	MAP3K1
	rs832582
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	NMS
	rs13411940
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	OR2A25
	rs61731397
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	CSTL1
	rs7361799
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	MUC16
	rs12461695
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	NACA2
	rs61739273
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	NPIPB15
	rs10468354
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	FAT1
	rs11939575
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	THAP9
	rs897945
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	PROM2
	rs72819488
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	HS6ST1
	rs200979099
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	KRTAP10-12
	rs34302939
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	TXNRD2
	rs1139793
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	ZNF257
	rs148612115
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	FCGR2A
	rs1801274
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	FGFR4
	rs351855
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	NSD1
	rs28932178
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	NPIPA5
	rs758707893
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	LRRC61
	rs3735169
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	OR10G4
	rs4936881
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	C1orf85
	rs10908495
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	VCPKMT
	rs11157729
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	PLEKHG2
	rs775231498
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	TMEM2
	rs25689
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	FCRLA
	rs2275603
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	ZNF646
	rs3751856
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	SCEL
	rs2274016
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	ZNF91
	rs296093
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	FNBP1
	rs1023000
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	OR7G1
	rs6511874
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	ITPKB
	rs6667260
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	FCGBP
	rs767928639,rs11083543
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	ZCCHC14
	rs3748400
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	PCM1
	rs208753
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	OR2J2
	rs3116856
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	SYNRG
	rs12602536
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	AC110781.3
	rs6957894
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	OR7D4
	rs61729907
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	HLA-DQA1
	rs10093
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	HSPA6
	rs368844
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	OR11H12
	rs61969158
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	HSPA6
	rs753856
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	F5
	rs13306334
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	C1orf85
	rs10908496
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	WDR55
	rs2286394
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	IFNA4
	rs3750480
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	OR7G1
	rs2217657
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	OR2J2
	rs3116855
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	USP35
	rs2512526
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	SRRM5
	rs3815422
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	DKK2
	rs17037102
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	SIDT2
	novel
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	JMJD4
	rs2295994
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	OR2L8
	rs201126494
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	STON1
	rs17039250
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	ETAA1
	rs61740794
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	SERPINA1
	rs709932
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	C

	MUM1
	rs3826942
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	DMBT1
	rs111575923
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	OR2J2
	rs3130743
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	LGALS8
	rs2243525
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	G

	IGHV1-58
	rs2516904
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	T

	TCTE1
	rs2297336
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A

	KRT10
	rs776920005
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	-

	IFI27
	rs3833507
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	-

	TSPYL6
	
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	GGGCCC

	DPCR1
	novel
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	CACAGAAAAGTC

	KRTAP10-10
	rs66931310
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	CTGCTGTGTGCCTGT

	TLL1
	novel
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	ACA

	OR11G2
	rs55781225
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	-

	DHRS4L2
	rs368539076
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	-

	TAS2R46
	rs201847607
	
	F180816140476-KY619-WES
	F180816140477-KY619-WES
	A























Supplementary Table 1 continue
	Hugo_Symbol
	Match_Norm_Seq_Allele2
	Matched_Norm_Sample_UUID
	HGVSc
	HGVSp
	HGVSp_Short

	FRG1B
	G
	
	c.231delG
	p.Met79TrpfsTer19
	p.X77_splice

	GSTT2
	G
	
	c.200+1G>A
	
	p.X67_splice

	TLL1
	CTGTGAAGGTATGAC
	
	c.1839_1846+7delCTGTGAAGGTATGAC
	
	p.X613_splice

	ZACN
	C
	
	c.841C>T
	p.Gln281Ter
	p.Q281*

	OR2J1
	C
	
	c.580C>T
	p.Gln194Ter
	p.Q194*

	RP1L1
	C
	
	c.6418G>A
	p.Glu2140Lys
	p.E2140K

	RP1L1
	T
	
	c.6209A>T
	p.Glu2070Val
	p.E2070V

	EXOC3L1
	G
	
	c.1681C>G
	p.Gln561Glu
	p.Q561E

	AC024580.1
	C
	
	c.193G>C
	p.Ala65Pro
	p.A65P

	PDXP
	A
	
	c.652A>G
	p.Met218Val
	p.M218V

	AQP11
	G
	
	c.304G>A
	p.Gly102Ser
	p.G102S

	MUC22
	A
	
	c.2686A>T
	p.Thr896Ser
	p.T896S

	KRTAP10-2
	T
	
	c.43A>G
	p.Asn15Asp
	p.N15D

	IGLL5
	A
	
	c.631A>G
	p.Thr211Ala
	p.T211A

	NEURL4
	G
	
	c.641C>A
	p.Pro214His
	p.P214H

	KRTAP12-1
	C
	
	c.100G>A
	p.Val34Met
	p.V34M

	RASA4B
	C
	
	c.1054G>A
	p.Val352Met
	p.V352M

	FRG1B
	C
	
	c.450C>G
	p.Asp150Glu
	p.D150E

	MKI67
	C
	
	c.5627G>A
	p.Arg1876Gln
	p.R1876Q

	C5orf60
	C
	
	c.641G>A
	p.Ser214Asn
	p.S214N

	TSPYL4
	G
	
	c.56C>A
	p.Ala19Asp
	p.A19D

	FFAR3
	G
	
	c.134G>A
	p.Arg45His
	p.R45H

	ZNF721
	T
	
	c.1646A>T
	p.Glu549Val
	p.E549V

	SERPINF2
	G
	
	c.1301G>A
	p.Arg434Lys
	p.R434K

	NPIPB11
	A
	
	c.1605T>A
	p.Asp535Glu
	p.D535E

	TBC1D8
	T
	
	c.3235A>G
	p.Arg1079Gly
	p.R1079G

	OR4M1
	C
	
	c.347C>T
	p.Thr116Ile
	p.T116I

	UBN2
	G
	
	c.2225G>T
	p.Ser742Ile
	p.S742I

	NLRX1
	G
	
	c.2821G>A
	p.Glu941Lys
	p.E941K

	ZNF66
	G
	
	c.1297G>T
	p.Ala433Ser
	p.A433S

	MAMDC4
	G
	
	c.3097G>A
	p.Gly1033Arg
	p.G1033R

	MDM1
	C
	
	c.1466G>A
	p.Arg489His
	p.R489H

	KRTAP10-6
	C
	
	c.46G>A
	p.Gly16Ser
	p.G16S

	RNF215
	C
	
	c.964G>A
	p.Ala322Thr
	p.A322T

	MKI67
	G
	
	c.2560C>G
	p.Leu854Val
	p.L854V

	KRT6B
	C
	
	c.567G>C
	p.Lys189Asn
	p.K189N

	RAET1G
	G
	
	c.209C>G
	p.Thr70Arg
	p.T70R

	MUC19
	G
	
	c.5081G>A
	p.Gly1694Glu
	p.G1694E

	CSF1
	G
	
	c.1312G>A
	p.Gly438Arg
	p.G438R

	FRG1B
	A
	
	c.253A>G
	p.Asn85Asp
	p.N85D

	ZNF43
	G
	
	c.1592C>T
	p.Thr531Ile
	p.T531I

	PLK5
	C
	
	c.115C>T
	p.Arg39Cys
	p.R39C

	MYPN
	G
	
	c.2072G>A
	p.Ser691Asn
	p.S691N

	FRG1
	A
	
	c.460A>G
	p.Ser154Gly
	p.S154G

	SERTAD1
	T
	
	c.91A>G
	p.Thr31Ala
	p.T31A

	ZNF28
	G
	
	c.2115C>G
	p.Asn705Lys
	p.N705K

	FAM186A
	T
	
	c.3875A>C
	p.Asn1292Thr
	p.N1292T

	MYO7B
	A
	
	c.6314A>G
	p.Gln2105Arg
	p.Q2105R

	PIH1D1
	C
	
	c.29G>A
	p.Gly10Glu
	p.G10E

	IGKV1D-16
	G
	
	c.149G>T
	p.Gly50Val
	p.G50V

	MUC17
	T
	
	c.4043T>C
	p.Leu1348Pro
	p.L1348P

	PIH1D1
	T
	
	c.25A>C
	p.Met9Leu
	p.M9L

	ZNF678
	C
	
	c.964C>A
	p.Gln322Lys
	p.Q322K

	TCP10L2
	G
	
	c.581G>A
	p.Arg194His
	p.R194H

	TTLL6
	A
	
	c.58T>G
	p.Trp20Gly
	p.W20G

	MZF1
	C
	
	c.389G>A
	p.Arg130Gln
	p.R130Q

	PDILT
	C
	
	c.1580G>A
	p.Arg527Lys
	p.R527K

	C7orf31
	C
	
	c.472G>A
	p.Ala158Thr
	p.A158T

	MKL1
	T
	
	c.1942A>G
	p.Ser648Gly
	p.S648G

	MUC22
	A
	
	c.568A>T
	p.Thr190Ser
	p.T190S

	FLG2
	T
	
	c.3122A>G
	p.His1041Arg
	p.H1041R

	GTPBP3
	T
	
	c.749T>C
	p.Val250Ala
	p.V250A

	KIAA1683
	G
	
	c.2504C>T
	p.Pro835Leu
	p.P835L

	MYEOV
	G
	
	c.811G>C
	p.Gly271Arg
	p.G271R

	ELN
	G
	
	c.1264G>A
	p.Gly422Ser
	p.G422S

	OR2L3
	C
	
	c.707C>T
	p.Ala236Val
	p.A236V

	LRRK1
	G
	
	c.5573G>A
	p.Ser1858Asn
	p.S1858N

	DPH1
	G
	
	c.328G>T
	p.Val110Leu
	p.V110L

	MKI67
	C
	
	c.7946G>A
	p.Arg2649His
	p.R2649H

	HIP1R
	G
	
	c.2344G>A
	p.Val782Met
	p.V782M

	ADD1
	G
	
	c.1378G>T
	p.Gly460Trp
	p.G460W

	PSMC3IP
	A
	
	c.487T>A
	p.Tyr163Asn
	p.Y163N

	ABCA7
	G
	
	c.1388G>A
	p.Arg463His
	p.R463H

	THUMPD1
	C
	
	c.933G>T
	p.Glu311Asp
	p.E311D

	GSTA2
	G
	
	c.328C>T
	p.Pro110Ser
	p.P110S

	DDC8
	C
	
	c.732G>T
	p.Arg244Ser
	p.R244S

	SRCRB4D
	C
	
	c.383G>A
	p.Arg128His
	p.R128H

	TMEM104
	G
	
	c.172G>A
	p.Val58Met
	p.V58M

	EPPK1
	C
	
	c.7132G>C
	p.Asp2378His
	p.D2378H

	ISG15
	G
	
	c.248G>A
	p.Ser83Asn
	p.S83N

	PDILT
	C
	
	c.1586G>A
	p.Gly529Glu
	p.G529E

	OR11H12
	C
	
	c.427C>A
	p.Arg143Ser
	p.R143S

	LRRC23
	G
	
	c.371G>T
	p.Arg124Leu
	p.R124L

	ZNF799
	G
	
	c.425C>T
	p.Thr142Met
	p.T142M

	ZNF99
	A
	
	c.1120T>A
	p.Cys374Ser
	p.C374S

	TMPRSS9
	G
	
	c.917G>A
	p.Arg306Gln
	p.R306Q

	KRTAP1-5
	G
	
	c.463C>T
	p.Arg155Cys
	p.R155C

	OR6B1
	C
	
	c.427C>T
	p.Arg143Cys
	p.R143C

	TMEM79
	G
	
	c.439G>A
	p.Val147Met
	p.V147M

	POTEG
	G
	
	c.436G>A
	p.Ala146Thr
	p.A146T

	MYOM1
	C
	
	c.64G>C
	p.Val22Leu
	p.V22L

	TAF1C
	G
	
	c.2378C>T
	p.Pro793Leu
	p.P793L

	CCZ1
	G
	
	c.994G>A
	p.Val332Ile
	p.V332I

	MKI67
	C
	
	c.4675G>A
	p.Val1559Met
	p.V1559M

	LAIR1
	G
	
	c.380C>G
	p.Pro127Arg
	p.P127R

	AC079354.1
	T
	
	c.1604T>G
	p.Val535Gly
	p.V535G

	NBPF10
	G
	
	c.9941G>A
	p.Gly3314Glu
	p.G3314E

	MUC21
	G
	
	c.757G>A
	p.Gly253Ser
	p.G253S

	COASY
	C
	
	c.164C>A
	p.Ser55Tyr
	p.S55Y

	C10orf71
	A
	
	c.1382A>C
	p.Asp461Ala
	p.D461A

	POLD1
	G
	
	c.356G>A
	p.Arg119His
	p.R119H

	UBAP2
	C
	
	c.41G>A
	p.Arg14Gln
	p.R14Q

	SRCRB4D
	C
	
	c.1514G>A
	p.Arg505Gln
	p.R505Q

	TACC3
	G
	
	c.824G>A
	p.Cys275Tyr
	p.C275Y

	TACC3
	G
	
	c.859G>A
	p.Gly287Ser
	p.G287S

	PLXNB2
	T
	
	c.2275A>G
	p.Asn759Asp
	p.N759D

	NUP210
	C
	
	c.889G>A
	p.Ala297Thr
	p.A297T

	BPI
	C
	
	c.47C>T
	p.Ala16Val
	p.A16V

	HYDIN
	T
	
	c.6917A>G
	p.Glu2306Gly
	p.E2306G

	SLX4
	G
	
	c.3812C>T
	p.Ser1271Phe
	p.S1271F

	HKR1
	C
	
	c.1883C>T
	p.Thr628Ile
	p.T628I

	MUC17
	T
	
	c.3724T>A
	p.Ser1242Thr
	p.S1242T

	PRMT6
	C
	
	c.581C>T
	p.Ala194Val
	p.A194V

	VSX2
	G
	
	c.871G>A
	p.Asp291Asn
	p.D291N

	PRAMEF4
	C
	
	c.503G>A
	p.Cys168Tyr
	p.C168Y

	ALMS1
	A
	
	c.2351A>G
	p.Glu784Gly
	p.E784G

	MDM1
	G
	
	c.308C>T
	p.Thr103Ile
	p.T103I

	KXD1
	C
	
	c.469C>G
	p.Pro157Ala
	p.P157A

	OR7D4
	G
	
	c.398C>T
	p.Thr133Met
	p.T133M

	KRTAP4-11
	C
	
	c.50G>A
	p.Arg17Gln
	p.R17Q

	RFPL4A
	G
	
	c.409G>A
	p.Ala137Thr
	p.A137T

	OR10G8
	C
	
	c.587C>T
	p.Thr196Ile
	p.T196I

	OR14I1
	T
	
	c.647A>G
	p.Tyr216Cys
	p.Y216C

	C17orf78
	A
	
	c.68A>G
	p.Asp23Gly
	p.D23G

	FCGBP
	G
	
	c.4571C>A
	p.Thr1524Asn
	p.T1524N

	TDRD10
	G
	
	c.643G>A
	p.Val215Ile
	p.V215I

	RP11-723O4.6
	G
	
	c.1136C>T
	p.Thr379Met
	p.T379M

	AHNAK2
	T
	
	c.2474A>C
	p.Glu825Ala
	p.E825A

	WDR35
	T
	
	c.53A>G
	p.Gln18Arg
	p.Q18R

	AGBL2
	C
	
	c.2013G>T
	p.Met671Ile
	p.M671I

	NFATC4
	G
	
	c.479G>C
	p.Gly160Ala
	p.G160A

	DCST1
	A
	
	c.1534A>C
	p.Met512Leu
	p.M512L

	PNPLA3
	C
	
	c.444C>G
	p.Ile148Met
	p.I148M

	MAGEC1
	C
	
	c.452C>T
	p.Thr151Ile
	p.T151I

	KCNJ12
	G
	
	c.517G>A
	p.Asp173Asn
	p.D173N

	NPIPB7
	C
	
	c.734G>A
	p.Arg245His
	p.R245H

	KIR2DL3
	T
	
	c.26T>C
	p.Val9Ala
	p.V9A

	HNF1A
	A
	
	c.79A>C
	p.Ile27Leu
	p.I27L

	IFNA17
	A
	
	c.551T>G
	p.Ile184Arg
	p.I184R

	MUC16
	T
	
	c.28287A>C
	p.Lys9429Asn
	p.K9429N

	HCAR3
	G
	
	c.1127C>G
	p.Ala376Gly
	p.A376G

	EDEM2
	C
	
	c.1366G>A
	p.Ala456Thr
	p.A456T

	OBSCN
	C
	
	c.13984C>T
	p.Arg4662Cys
	p.R4662C

	CYP2A13
	G
	
	c.74G>A
	p.Arg25Gln
	p.R25Q

	CCDC149
	G
	
	c.1507C>T
	p.Arg503Trp
	p.R503W

	ZNF705G
	A
	
	c.707T>C
	p.Val236Ala
	p.V236A

	SCD
	A
	
	c.670A>C
	p.Met224Leu
	p.M224L

	ANKLE1
	T
	
	c.551T>G
	p.Leu184Trp
	p.L184W

	BAI2
	T
	
	c.2224A>T
	p.Met742Leu
	p.M742L

	AKAP13
	A
	
	c.3317A>G
	p.Glu1106Gly
	p.E1106G

	OR8H3
	C
	
	c.47C>T
	p.Thr16Met
	p.T16M

	ZNF30
	A
	
	c.368A>G
	p.Gln123Arg
	p.Q123R

	ZNF99
	G
	
	c.376C>T
	p.His126Tyr
	p.H126Y

	ITGAE
	T
	
	c.1429A>G
	p.Ile477Val
	p.I477V

	EMC1
	G
	
	c.8C>T
	p.Ala3Val
	p.A3V

	SPATA31E1
	G
	
	c.4049G>A
	p.Arg1350His
	p.R1350H

	CMTM2
	T
	
	c.365T>C
	p.Ile122Thr
	p.I122T

	SLC25A37
	A
	
	c.259A>G
	p.Ile87Val
	p.I87V

	RIN3
	A
	
	c.644A>G
	p.His215Arg
	p.H215R

	LOX
	C
	
	c.473G>A
	p.Arg158Gln
	p.R158Q

	CD33
	C
	
	c.41C>T
	p.Ala14Val
	p.A14V

	SLFN12
	A
	
	c.129T>G
	p.Ser43Arg
	p.S43R

	ACBD3
	T
	
	c.561A>C
	p.Glu187Asp
	p.E187D

	ITGA11
	C
	
	c.1297G>A
	p.Val433Met
	p.V433M

	FASTK
	G
	
	c.1307C>T
	p.Ala436Val
	p.A436V

	MSH4
	C
	
	c.2636C>T
	p.Thr879Ile
	p.T879I

	REM2
	G
	
	c.287G>C
	p.Gly96Ala
	p.G96A

	OR10G4
	T
	
	c.71T>C
	p.Leu24Pro
	p.L24P

	HS3ST6
	G
	
	c.946C>G
	p.Leu316Val
	p.L316V

	SIX5
	C
	
	c.2077G>A
	p.Val693Met
	p.V693M

	POM121L12
	C
	
	c.430C>T
	p.Pro144Ser
	p.P144S

	PKD1L1
	C
	
	c.934G>T
	p.Val312Phe
	p.V312F

	OTOR
	T
	
	c.92T>C
	p.Leu31Pro
	p.L31P

	C9orf131
	G
	
	c.665G>T
	p.Trp222Leu
	p.W222L

	EPPK1
	G
	
	c.6241C>G
	p.Leu2081Val
	p.L2081V

	PLXNB2
	T
	
	c.2467A>G
	p.Ile823Val
	p.I823V

	KRTAP4-4
	G
	
	c.416C>T
	p.Thr139Ile
	p.T139I

	EPPK1
	T
	
	c.4519A>G
	p.Thr1507Ala
	p.T1507A

	SRP14
	G
	
	c.370C>G
	p.Pro124Ala
	p.P124A

	MATN2
	C
	
	c.560C>T
	p.Thr187Met
	p.T187M

	OR10G4
	A
	
	c.703A>G
	p.Arg235Gly
	p.R235G

	TSEN54
	C
	
	c.1310C>T
	p.Ala437Val
	p.A437V

	SCAI
	C
	
	c.109G>A
	p.Ala37Thr
	p.A37T

	MYO18B
	A
	
	c.7040A>G
	p.Gln2347Arg
	p.Q2347R

	MAP3K1
	G
	
	c.2716G>A
	p.Val906Ile
	p.V906I

	NMS
	C
	
	c.16C>T
	p.Pro6Ser
	p.P6S

	OR2A25
	T
	
	c.245T>C
	p.Val82Ala
	p.V82A

	CSTL1
	A
	
	c.175A>G
	p.Thr59Ala
	p.T59A

	MUC16
	C
	
	c.28139G>A
	p.Gly9380Asp
	p.G9380D

	NACA2
	G
	
	c.521C>G
	p.Thr174Arg
	p.T174R

	NPIPB15
	C
	
	c.653C>T
	p.Ala218Val
	p.A218V

	FAT1
	T
	
	c.3190A>G
	p.Arg1064Gly
	p.R1064G

	THAP9
	G
	
	c.897G>T
	p.Leu299Phe
	p.L299F

	PROM2
	G
	
	c.1537G>A
	p.Gly513Ser
	p.G513S

	HS6ST1
	G
	
	c.261C>A
	p.Asp87Glu
	p.D87E

	KRTAP10-12
	G
	
	c.676G>A
	p.Gly226Ser
	p.G226S

	TXNRD2
	A
	
	c.1109T>C
	p.Ile370Thr
	p.I370T

	ZNF257
	T
	
	c.1549T>C
	p.Cys517Arg
	p.C517R

	FCGR2A
	A
	
	c.500A>G
	p.His167Arg
	p.H167R

	FGFR4
	G
	
	c.1162G>A
	p.Gly388Arg
	p.G388R

	NSD1
	T
	
	c.2176T>C
	p.Ser726Pro
	p.S726P

	NPIPA5
	G
	
	c.971C>T
	p.Ala324Val
	p.A324V

	LRRC61
	A
	
	c.428A>G
	p.Asn143Ser
	p.N143S

	OR10G4
	A
	
	c.883A>C
	p.Lys295Gln
	p.K295Q

	C1orf85
	T
	
	c.667A>G
	p.Ile223Val
	p.I223V

	VCPKMT
	G
	
	c.188C>A
	p.Ala63Asp
	p.A63D

	PLEKHG2
	G
	
	c.2389G>A
	p.Glu797Lys
	p.E797K

	TMEM2
	C
	
	c.872G>A
	p.Arg291His
	p.R291H

	FCRLA
	A
	
	c.625A>G
	p.Ser209Gly
	p.S209G

	ZNF646
	G
	
	c.3953G>A
	p.Arg1318Gln
	p.R1318Q

	SCEL
	G
	
	c.1157G>A
	p.Arg386Lys
	p.R386K

	ZNF91
	T
	
	c.2686A>G
	p.Thr896Ala
	p.T896A

	FNBP1
	C
	
	c.1469G>A
	p.Ser490Asn
	p.S490N

	OR7G1
	A
	
	c.248T>C
	p.Val83Ala
	p.V83A

	ITPKB
	A
	
	c.1222T>G
	p.Ser408Ala
	p.S408A

	FCGBP
	C
	
	c.4018G>C
	p.Val1340Leu
	p.V1340L

	ZCCHC14
	C
	
	c.2077G>A
	p.Val693Met
	p.V693M

	PCM1
	A
	
	c.1789A>G
	p.Met597Val
	p.M597V

	OR2J2
	T
	
	c.437T>C
	p.Val146Ala
	p.V146A

	SYNRG
	T
	
	c.664A>G
	p.Thr222Ala
	p.T222A

	AC110781.3
	G
	
	c.607G>A
	p.Gly203Ser
	p.G203S

	OR7D4
	G
	
	c.262C>T
	p.Arg88Trp
	p.R88W

	HLA-DQA1
	C
	
	c.169C>G
	p.Gln57Glu
	p.Q57E

	HSPA6
	G
	
	c.1730G>A
	p.Arg577Gln
	p.R577Q

	OR11H12
	T
	
	c.719T>G
	p.Val240Gly
	p.V240G

	HSPA6
	C
	
	c.1686C>G
	p.Asp562Glu
	p.D562E

	F5
	G
	
	c.4189C>T
	p.Leu1397Phe
	p.L1397F

	C1orf85
	G
	
	c.607C>T
	p.Pro203Ser
	p.P203S

	WDR55
	C
	
	c.629C>T
	p.Ser210Phe
	p.S210F

	IFNA4
	T
	
	c.410A>T
	p.Glu137Val
	p.E137V

	OR7G1
	C
	
	c.423G>C
	p.Trp141Cys
	p.W141C

	OR2J2
	T
	
	c.220T>C
	p.Tyr74His
	p.Y74H

	USP35
	G
	
	c.2626G>C
	p.Ala876Pro
	p.A876P

	SRRM5
	A
	
	c.1915A>C
	p.Ser639Arg
	p.S639R

	DKK2
	C
	
	c.437G>A
	p.Arg146Gln
	p.R146Q

	SIDT2
	T
	
	c.1920T>G
	p.Ile640Met
	p.I640M

	JMJD4
	A
	
	c.195T>G
	p.Asp65Glu
	p.D65E

	OR2L8
	T
	
	c.595T>C
	p.Phe199Leu
	p.F199L

	STON1
	A
	
	c.24A>C
	p.Lys8Asn
	p.K8N

	ETAA1
	G
	
	c.2017G>A
	p.Glu673Lys
	p.E673K

	SERPINA1
	C
	
	c.374G>A
	p.Arg125His
	p.R125H

	MUM1
	G
	
	c.658G>A
	p.Gly220Arg
	p.G220R

	DMBT1
	G
	
	c.1028G>C
	p.Ser343Thr
	p.S343T

	OR2J2
	A
	
	c.652A>G
	p.Thr218Ala
	p.T218A

	LGALS8
	G
	
	c.552G>C
	p.Arg184Ser
	p.R184S

	IGHV1-58
	T
	
	c.157A>G
	p.Met53Val
	p.M53V

	TCTE1
	A
	
	c.782T>C
	p.Phe261Ser
	p.F261S

	KRT10
	-
	
	c.1654_1683dupAGCTCCGGCGGCGGATACGGCGGCGGCAGC
	p.Gly556_Gly565dup
	p.G556_G565dup

	IFI27
	-
	
	c.128_129insCATGGCGGC
	p.Ala43_Val44insMetAlaAla
	p.A43_V44insMAA

	TSPYL6
	GGGCCC
	
	c.580_585delGGGCCC
	p.Gly194_Pro195del
	p.G194_P195del

	DPCR1
	CACAGAAAAGTC
	
	c.19_30delAAGTCCACAGAA
	p.Lys7_Glu10del
	p.K7_E10del

	KRTAP10-10
	CTGCTGTGTGCCTGT
	
	c.291_305delTGTCTGCTGTGTGCC
	p.Cys105_Cys109del
	p.C105_C109del

	TLL1
	ACA
	
	c.1829_1831delACA
	p.Asp610_Arg611delinsGly
	p.D610_R611delinsG

	OR11G2
	-
	
	c.687dupA
	p.Gly230ArgfsTer74
	p.G230Rfs*74

	DHRS4L2
	-
	
	c.629_630insA
	p.His211AlafsTer69
	p.H211Afs*69

	TAS2R46
	A
	
	c.262delT
	p.Trp88GlyfsTer3
	p.W88Gfs*3

























Supplementary Table 1 continue
	Hugo_Symbol
	Transcript_ID
	Exon_Number
	t_depth
	t_ref_count
	t_alt_count

	FRG1B
	ENST00000278882
	
	177
	157
	9

	GSTT2
	ENST00000215780
	
	52
	45
	7

	TLL1
	ENST00000061240
	14/21
	102
	0
	102

	ZACN
	ENST00000334586
	42193
	97
	81
	16

	OR2J1
	ENST00000377171
	42004
	77
	52
	25

	RP1L1
	ENST00000382483
	42097
	139
	132
	7

	RP1L1
	ENST00000382483
	42097
	139
	132
	7

	EXOC3L1
	ENST00000314586
	42321
	115
	109
	6

	AC024580.1
	ENST00000376271
	42005
	134
	127
	7

	PDXP
	ENST00000215904
	42036
	95
	90
	5

	AQP11
	ENST00000313578
	42006
	113
	107
	6

	MUC22
	ENST00000561890
	42038
	91
	86
	5

	KRTAP10-2
	ENST00000391621
	42004
	109
	103
	6

	IGLL5
	ENST00000526893
	42065
	90
	85
	5

	NEURL4
	ENST00000399464
	2/29
	106
	100
	6

	KRTAP12-1
	ENST00000391617
	42004
	106
	100
	6

	RASA4B
	ENST00000465829
	42328
	88
	83
	5

	FRG1B
	ENST00000278882
	42224
	123
	116
	7

	MKI67
	ENST00000368654
	13/15
	140
	132
	8

	C5orf60
	ENST00000448248
	42099
	157
	147
	9

	TSPYL4
	ENST00000420283
	42004
	87
	82
	5

	FFAR3
	ENST00000327809
	42036
	136
	127
	8

	ZNF721
	ENST00000338977
	42036
	101
	95
	6

	SERPINF2
	ENST00000324015
	42286
	84
	79
	5

	NPIPB11
	ENST00000524087
	42223
	151
	142
	9

	TBC1D8
	ENST00000376840
	20/20
	83
	78
	5

	OR4M1
	ENST00000315957
	42004
	165
	155
	10

	UBN2
	ENST00000473989
	15/18
	82
	77
	5

	NLRX1
	ENST00000292199
	42286
	81
	76
	5

	ZNF66
	ENST00000344519
	42097
	96
	90
	6

	MAMDC4
	ENST00000445819
	25/29
	80
	75
	5

	MDM1
	ENST00000303145
	42260
	112
	105
	7

	KRTAP10-6
	ENST00000400368
	42004
	94
	88
	6

	RNF215
	ENST00000382363
	42193
	78
	73
	5

	MKI67
	ENST00000368654
	13/15
	73
	68
	5

	KRT6B
	ENST00000252252
	42043
	72
	67
	5

	RAET1G
	ENST00000367360
	42039
	72
	67
	5

	MUC19
	ENST00000454784
	49/84
	100
	93
	7

	CSF1
	ENST00000329608
	42163
	71
	66
	5

	FRG1B
	ENST00000278882
	42163
	99
	92
	7

	ZNF43
	ENST00000354959
	42097
	83
	77
	6

	PLK5
	ENST00000334770
	42167
	69
	64
	5

	MYPN
	ENST00000358913
	42327
	69
	64
	5

	FRG1
	ENST00000226798
	42163
	96
	89
	7

	SERTAD1
	ENST00000357949
	42036
	82
	76
	6

	ZNF28
	ENST00000457749
	42097
	82
	76
	6

	FAM186A
	ENST00000327337
	42101
	109
	101
	8

	MYO7B
	ENST00000409816
	46/46
	66
	61
	5

	PIH1D1
	ENST00000262265
	42012
	79
	73
	6

	IGKV1D-16
	ENST00000492446
	42036
	92
	84
	7

	MUC17
	ENST00000306151
	42075
	118
	109
	9

	PIH1D1
	ENST00000262265
	42012
	78
	72
	6

	ZNF678
	ENST00000343776
	42097
	91
	84
	7

	TCP10L2
	ENST00000366832
	42131
	77
	71
	6

	TTLL6
	ENST00000393382
	42019
	64
	59
	5

	MZF1
	ENST00000215057
	42040
	114
	105
	9

	PDILT
	ENST00000302451
	42349
	62
	57
	5

	C7orf31
	ENST00000283905
	42164
	62
	57
	5

	MKL1
	ENST00000355630
	42352
	86
	79
	7

	MUC22
	ENST00000561890
	42038
	146
	134
	12

	FLG2
	ENST00000388718
	42065
	97
	89
	8

	GTPBP3
	ENST00000324894
	42163
	60
	55
	5

	KIAA1683
	ENST00000600328
	42066
	60
	55
	5

	MYEOV
	ENST00000308946
	42065
	83
	76
	7

	ELN
	ENST00000358929
	20/34
	71
	65
	6

	OR2L3
	ENST00000359959
	42004
	71
	65
	6

	LRRK1
	ENST00000388948
	32/34
	70
	64
	6

	DPH1
	ENST00000263083
	42106
	58
	53
	5

	MKI67
	ENST00000368654
	13/15
	116
	106
	10

	HIP1R
	ENST00000253083
	23/32
	58
	53
	5

	ADD1
	ENST00000398129
	42260
	69
	63
	6

	PSMC3IP
	ENST00000393795
	42162
	80
	73
	7

	ABCA7
	ENST00000263094
	12/47
	80
	73
	7

	THUMPD1
	ENST00000381337
	42098
	79
	72
	7

	GSTA2
	ENST00000493422
	42130
	56
	51
	5

	DDC8
	ENST00000322630
	42065
	56
	51
	5

	SRCRB4D
	ENST00000275560
	42104
	55
	50
	5

	TMEM104
	ENST00000335464
	42103
	66
	60
	6

	EPPK1
	ENST00000525985
	42036
	55
	50
	5

	ISG15
	ENST00000379389
	42036
	76
	69
	7

	PDILT
	ENST00000302451
	42349
	65
	59
	6

	OR11H12
	ENST00000550708
	42004
	97
	88
	9

	LRRC23
	ENST00000007969
	42101
	97
	88
	9

	ZNF799
	ENST00000430385
	42097
	75
	68
	7

	ZNF99
	ENST00000596209
	42097
	107
	97
	10

	TMPRSS9
	ENST00000332578
	42201
	64
	58
	6

	KRTAP1-5
	ENST00000361883
	42004
	83
	75
	8

	OR6B1
	ENST00000408922
	42004
	62
	56
	6

	TMEM79
	ENST00000295694
	42038
	134
	121
	13

	POTEG
	ENST00000547889
	42015
	92
	83
	9

	MYOM1
	ENST00000356443
	2/38
	51
	46
	5

	TAF1C
	ENST00000567759
	14/14
	51
	46
	5

	CCZ1
	ENST00000325974
	42352
	61
	55
	6

	MKI67
	ENST00000368654
	13/15
	91
	82
	9

	LAIR1
	ENST00000391742
	42103
	50
	45
	5

	AC079354.1
	ENST00000541917
	42291
	50
	45
	5

	NBPF10
	ENST00000342960
	80/84
	60
	54
	6

	MUC21
	ENST00000376296
	42037
	99
	89
	10

	COASY
	ENST00000393818
	42012
	69
	62
	7

	C10orf71
	ENST00000374144
	42065
	69
	62
	7

	POLD1
	ENST00000440232
	42120
	59
	53
	6

	UBAP2
	ENST00000360802
	2/29
	49
	44
	5

	SRCRB4D
	ENST00000275560
	42318
	49
	44
	5

	TACC3
	ENST00000313288
	42109
	49
	44
	5

	TACC3
	ENST00000313288
	42109
	48
	43
	5

	PLXNB2
	ENST00000359337
	14/37
	67
	60
	7

	NUP210
	ENST00000254508
	7/40
	86
	77
	9

	BPI
	ENST00000262865
	42018
	57
	51
	6

	HYDIN
	ENST00000393567
	44/86
	85
	76
	9

	SLX4
	ENST00000294008
	42352
	47
	42
	5

	HKR1
	ENST00000324411
	42160
	75
	67
	8

	MUC17
	ENST00000306151
	42075
	204
	182
	22

	PRMT6
	ENST00000370078
	42004
	74
	66
	8

	VSX2
	ENST00000261980
	42128
	46
	41
	5

	PRAMEF4
	ENST00000235349
	42066
	46
	41
	5

	ALMS1
	ENST00000264448
	42238
	64
	57
	7

	MDM1
	ENST00000303145
	42076
	45
	40
	5

	KXD1
	ENST00000222307
	42128
	45
	40
	5

	OR7D4
	ENST00000308682
	42004
	63
	56
	7

	KRTAP4-11
	ENST00000391413
	42004
	98
	87
	11

	RFPL4A
	ENST00000434937
	42065
	71
	63
	8

	OR10G8
	ENST00000431524
	42004
	53
	47
	6

	OR14I1
	ENST00000342623
	42004
	44
	39
	5

	C17orf78
	ENST00000300618
	42041
	44
	39
	5

	FCGBP
	ENST00000221347
	8/36
	78
	69
	9

	TDRD10
	ENST00000368480
	42258
	69
	61
	8

	RP11-723O4.6
	ENST00000508239
	42131
	43
	38
	5

	AHNAK2
	ENST00000333244
	42191
	86
	76
	10

	WDR35
	ENST00000345530
	42062
	60
	53
	7

	AGBL2
	ENST00000525123
	13/19
	51
	45
	6

	NFATC4
	ENST00000250373
	42044
	68
	60
	8

	DCST1
	ENST00000295542
	14/17
	42
	37
	5

	PNPLA3
	ENST00000216180
	42071
	50
	44
	6

	MAGEC1
	ENST00000285879
	42097
	49
	43
	6

	KCNJ12
	ENST00000331718
	42065
	49
	43
	6

	NPIPB7
	ENST00000452313
	42191
	57
	50
	7

	KIR2DL3
	ENST00000342376
	42011
	65
	57
	8

	HNF1A
	ENST00000541395
	42012
	56
	49
	7

	IFNA17
	ENST00000413767
	42004
	48
	42
	6

	MUC16
	ENST00000397910
	3/84
	72
	63
	9

	HCAR3
	ENST00000528880
	42004
	87
	76
	11

	EDEM2
	ENST00000374492
	42318
	63
	55
	8

	OBSCN
	ENST00000422127
	53/105
	63
	55
	8

	CYP2A13
	ENST00000330436
	42012
	47
	41
	6

	CCDC149
	ENST00000504487
	42349
	62
	54
	8

	ZNF705G
	ENST00000400156
	42191
	46
	40
	6

	SCD
	ENST00000370355
	42129
	69
	60
	9

	ANKLE1
	ENST00000394458
	42132
	38
	33
	5

	BAI2
	ENST00000373658
	15/33
	38
	33
	5

	AKAP13
	ENST00000394518
	7/37
	68
	59
	9

	OR8H3
	ENST00000313472
	42004
	52
	45
	7

	ZNF30
	ENST00000601142
	42128
	37
	32
	5

	ZNF99
	ENST00000596209
	42097
	37
	32
	5

	ITGAE
	ENST00000263087
	13/31
	59
	51
	8

	EMC1
	ENST00000477853
	42026
	44
	38
	6

	SPATA31E1
	ENST00000325643
	42097
	44
	38
	6

	CMTM2
	ENST00000268595
	42038
	44
	38
	6

	SLC25A37
	ENST00000519973
	42038
	66
	57
	9

	RIN3
	ENST00000216487
	42164
	73
	63
	10

	LOX
	ENST00000231004
	42010
	51
	44
	7

	CD33
	ENST00000262262
	42041
	65
	56
	9

	SLFN12
	ENST00000304905
	42038
	65
	56
	9

	ACBD3
	ENST00000366812
	42070
	36
	31
	5

	ITGA11
	ENST00000315757
	42367
	43
	37
	6

	FASTK
	ENST00000297532
	42225
	43
	37
	6

	MSH4
	ENST00000263187
	20/20
	21
	18
	3

	REM2
	ENST00000267396
	42039
	49
	42
	7

	OR10G4
	ENST00000320891
	42004
	63
	54
	9

	HS3ST6
	ENST00000293937
	42036
	35
	30
	5

	SIX5
	ENST00000317578
	42065
	62
	53
	9

	POM121L12
	ENST00000408890
	42004
	34
	29
	5

	PKD1L1
	ENST00000289672
	7/57
	61
	52
	9

	OTOR
	ENST00000246081
	42007
	54
	46
	8

	C9orf131
	ENST00000312292
	42036
	47
	40
	7

	EPPK1
	ENST00000525985
	42036
	60
	51
	9

	PLXNB2
	ENST00000359337
	15/37
	66
	56
	10

	KRTAP4-4
	ENST00000390661
	42004
	79
	67
	12

	EPPK1
	ENST00000525985
	42036
	39
	33
	6

	SRP14
	ENST00000267884
	42128
	168
	142
	26

	MATN2
	ENST00000254898
	42081
	32
	27
	5

	OR10G4
	ENST00000320891
	42004
	64
	54
	10

	TSEN54
	ENST00000333213
	42257
	69
	58
	11

	SCAI
	ENST00000336505
	42080
	31
	26
	5

	MYO18B
	ENST00000536101
	43/43
	62
	52
	10

	MAP3K1
	ENST00000399503
	14/20
	37
	31
	6

	NMS
	ENST00000376865
	42013
	43
	36
	7

	OR2A25
	ENST00000408898
	42004
	43
	36
	7

	CSTL1
	ENST00000246020
	42006
	49
	41
	8

	MUC16
	ENST00000397910
	3/84
	55
	46
	9

	NACA2
	ENST00000521764
	42004
	66
	55
	11

	NPIPB15
	ENST00000429990
	42191
	48
	40
	8

	FAT1
	ENST00000441802
	42061
	54
	45
	9

	THAP9
	ENST00000302236
	42128
	41
	34
	7

	PROM2
	ENST00000317620
	42361
	35
	29
	6

	HS6ST1
	ENST00000259241
	42005
	35
	29
	6

	KRTAP10-12
	ENST00000400365
	42004
	46
	38
	8

	TXNRD2
	ENST00000400521
	13/18
	40
	33
	7

	ZNF257
	ENST00000594947
	42097
	68
	56
	12

	FCGR2A
	ENST00000271450
	42100
	56
	46
	10

	FGFR4
	ENST00000292408
	42264
	39
	32
	7

	NSD1
	ENST00000439151
	42146
	50
	41
	9

	NPIPA5
	ENST00000360151
	42223
	71
	58
	13

	LRRC61
	ENST00000323078
	42036
	32
	26
	6

	OR10G4
	ENST00000320891
	42004
	37
	30
	7

	C1orf85
	ENST00000362007
	42099
	72
	58
	14

	VCPKMT
	ENST00000395860
	42009
	77
	62
	15

	PLEKHG2
	ENST00000425673
	16/17
	35
	28
	7

	TMEM2
	ENST00000377044
	42117
	50
	40
	10

	FCRLA
	ENST00000367959
	42129
	50
	40
	10

	ZNF646
	ENST00000394979
	42004
	49
	39
	10

	SCEL
	ENST00000349847
	19/33
	24
	19
	5

	ZNF91
	ENST00000300619
	42097
	62
	49
	13

	FNBP1
	ENST00000446176
	14/17
	51
	40
	11

	OR7G1
	ENST00000541538
	42004
	64
	50
	14

	ITPKB
	ENST00000272117
	42010
	40
	31
	9

	FCGBP
	ENST00000221347
	8/36
	57
	44
	13

	ZCCHC14
	ENST00000268616
	42350
	35
	27
	8

	PCM1
	ENST00000325083
	12/39
	55
	42
	13

	OR2J2
	ENST00000377167
	42004
	101
	77
	24

	SYNRG
	ENST00000339208
	42206
	21
	16
	5

	AC110781.3
	ENST00000402221
	42036
	42
	32
	10

	OR7D4
	ENST00000308682
	42004
	46
	35
	11

	HLA-DQA1
	ENST00000343139
	42039
	46
	35
	11

	HSPA6
	ENST00000309758
	42004
	50
	38
	12

	OR11H12
	ENST00000550708
	42004
	62
	47
	15

	HSPA6
	ENST00000309758
	42004
	49
	37
	12

	F5
	ENST00000367797
	13/25
	76
	57
	19

	C1orf85
	ENST00000362007
	42099
	96
	72
	24

	WDR55
	ENST00000358337
	42130
	51
	38
	13

	IFNA4
	ENST00000421715
	42004
	61
	45
	16

	OR7G1
	ENST00000541538
	42004
	52
	38
	14

	OR2J2
	ENST00000377167
	42004
	78
	56
	22

	USP35
	ENST00000529308
	42287
	46
	33
	13

	SRRM5
	ENST00000417606
	42004
	90
	64
	26

	DKK2
	ENST00000285311
	42066
	38
	27
	11

	SIDT2
	ENST00000324225
	20/26
	41
	29
	12

	JMJD4
	ENST00000366758
	42009
	34
	24
	10

	OR2L8
	ENST00000357191
	42004
	27
	19
	8

	STON1
	ENST00000404752
	42038
	30
	20
	10

	ETAA1
	ENST00000272342
	42129
	29
	18
	10

	SERPINA1
	ENST00000355814
	42039
	55
	36
	19

	MUM1
	ENST00000344663
	42137
	47
	30
	17

	DMBT1
	ENST00000338354
	11/53
	48
	29
	19

	OR2J2
	ENST00000377167
	42004
	53
	32
	21

	LGALS8
	ENST00000341872
	42257
	46
	26
	20

	IGHV1-58
	ENST00000390628
	42036
	62
	34
	28

	TCTE1
	ENST00000371505
	42067
	24
	12
	12

	KRT10
	ENST00000269576
	42192
	105
	94
	11

	IFI27
	ENST00000298902
	42098
	38
	29
	9

	TSPYL6
	ENST00000317802
	42004
	97
	83
	14

	DPCR1
	ENST00000304311
	42037
	32
	26
	6

	KRTAP10-10
	ENST00000380095
	42004
	91
	72
	19

	TLL1
	ENST00000061240
	14/21
	227
	125
	102

	OR11G2
	ENST00000357366
	42004
	119
	94
	25

	DHRS4L2
	ENST00000335125
	42162
	30
	19
	11

	TAS2R46
	ENST00000533467
	42004
	29
	20
	9










































Supplementary Table 1 continue
	Hugo_Symbol
	MAF
	n_depth
	n_ref_count
	n_alt_count
	all_effects

	FRG1B
	0.050847458
	51
	51
	0
	FRG1B,splice_acceptor_variant,p.Met79TrpfsTer19,ENST00000278882,;FRG1B,splice_acceptor_variant,p.Met79TrpfsTer19,ENST00000358464,;FRG1B,splice_acceptor_variant,p.Met84TrpfsTer19,ENST00000439954,;FRG1B,downstream_gene_variant,,ENST00000482423,;FRG1B,splice_acceptor_variant,p.Met41TrpfsTer19,ENST00000479318,;,regulatory_region_variant,,ENSR00000399564,;

	GSTT2
	0.134615385
	14
	14
	0
	GSTT2,splice_donor_variant,,ENST00000215780,NM_000854.3;GSTT2,splice_donor_variant,,ENST00000402588,;DDT,upstream_gene_variant,,ENST00000404092,;DDT,upstream_gene_variant,,ENST00000350608,NM_001355.3;,regulatory_region_variant,,ENSR00001731034,;AP000351.3,upstream_gene_variant,,ENST00000506097,;

	TLL1
	1
	16
	16
	0
	TLL1,splice_donor_variant,,ENST00000061240,NM_012464.4;TLL1,splice_donor_variant,,ENST00000507499,;RNA5SP170,upstream_gene_variant,,ENST00000517150,;TLL1,splice_donor_variant,,ENST00000509505,;

	ZACN
	0.164948454
	21
	21
	0
	ZACN,stop_gained,p.Gln281Ter,ENST00000334586,NM_180990.3;EXOC7,3_prime_UTR_variant,,ENST00000607838,NM_001145299.2,NM_001145297.2,NM_001145298.2;EXOC7,3_prime_UTR_variant,,ENST00000589210,NM_001013839.2;EXOC7,3_prime_UTR_variant,,ENST00000332065,NM_015219.3;EXOC7,downstream_gene_variant,,ENST00000335146,;EXOC7,downstream_gene_variant,,ENST00000467929,;EXOC7,downstream_gene_variant,,ENST00000405575,;EXOC7,downstream_gene_variant,,ENST00000411744,;EXOC7,downstream_gene_variant,,ENST00000357231,;GALR2,downstream_gene_variant,,ENST00000329003,NM_003857.2;ZACN,downstream_gene_variant,,ENST00000392503,;EXOC7,intron_variant,,ENST00000591724,;ZACN,3_prime_UTR_variant,,ENST00000425015,;ZACN,3_prime_UTR_variant,,ENST00000421794,;EXOC7,non_coding_transcript_exon_variant,,ENST00000465252,;ZACN,non_coding_transcript_exon_variant,,ENST00000590045,;EXOC7,downstream_gene_variant,,ENST00000467586,;EXOC7,downstream_gene_variant,,ENST00000592559,;ZACN,downstream_gene_variant,,ENST00000591500,;EXOC7,downstream_gene_variant,,ENST00000460476,;EXOC7,downstream_gene_variant,,ENST00000494787,;ZACN,downstream_gene_variant,,ENST00000524242,;,regulatory_region_variant,,ENSR00001681774,;

	OR2J1
	0.324675325
	12
	12
	0
	OR2J1,stop_gained,p.Gln194Ter,ENST00000377171,;

	RP1L1
	0.050359712
	41
	41
	0
	RP1L1,missense_variant,p.Glu2140Lys,ENST00000382483,NM_178857.5;

	RP1L1
	0.050359712
	40
	40
	0
	RP1L1,missense_variant,p.Glu2070Val,ENST00000382483,NM_178857.5;

	EXOC3L1
	0.052173913
	27
	27
	0
	EXOC3L1,missense_variant,p.Gln561Glu,ENST00000314586,NM_178516.3;EXOC3L1,missense_variant,p.Gln458Glu,ENST00000545725,;EXOC3L1,missense_variant,p.Gln463Glu,ENST00000563889,;KIAA0895L,upstream_gene_variant,,ENST00000290881,;KIAA0895L,upstream_gene_variant,,ENST00000561621,;KIAA0895L,upstream_gene_variant,,ENST00000563902,NM_001040715.1;EXOC3L1,downstream_gene_variant,,ENST00000564418,;KIAA0895L,upstream_gene_variant,,ENST00000563831,;KIAA0895L,upstream_gene_variant,,ENST00000570009,;EXOC3L1,downstream_gene_variant,,ENST00000562887,;KIAA0895L,upstream_gene_variant,,ENST00000564423,;EXOC3L1,3_prime_UTR_variant,,ENST00000564324,;EXOC3L1,non_coding_transcript_exon_variant,,ENST00000563536,;KIAA0895L,upstream_gene_variant,,ENST00000569349,;,regulatory_region_variant,,ENSR00000052834,;

	AC024580.1
	0.052238806
	23
	23
	0
	AC024580.1,missense_variant,p.Ala65Pro,ENST00000376271,;ZNF444,intron_variant,,ENST00000337080,NM_018337.3,NM_001253792.1;ZNF444,intron_variant,,ENST00000592949,;ZNF444,downstream_gene_variant,,ENST00000587467,;ZNF444,downstream_gene_variant,,ENST00000588358,;ZNF444,downstream_gene_variant,,ENST00000591564,;ZNF444,downstream_gene_variant,,ENST00000588203,;ZNF444,downstream_gene_variant,,ENST00000586123,;ZNF444,downstream_gene_variant,,ENST00000593100,;ZNF444,intron_variant,,ENST00000587195,;ZNF444,intron_variant,,ENST00000587664,;ZNF444,upstream_gene_variant,,ENST00000587236,;,regulatory_region_variant,,ENSR00001695862,;,regulatory_region_variant,,ENSR00001695863,;

	PDXP
	0.052631579
	32
	32
	0
	PDXP,start_lost,p.Met1?,ENST00000403251,;SH3BP1,missense_variant,p.Met527Val,ENST00000599616,;PDXP,missense_variant,p.Met218Val,ENST00000215904,NM_020315.4;RN7SL385P,downstream_gene_variant,,ENST00000468873,;SH3BP1,3_prime_UTR_variant,,ENST00000451997,;

	AQP11
	0.053097345
	22
	22
	0
	AQP11,missense_variant,p.Gly102Ser,ENST00000313578,NM_173039.2;AP002789.1,downstream_gene_variant,,ENST00000607263,;AQP11,intron_variant,,ENST00000528638,;CLNS1A,intron_variant,,ENST00000526761,;,regulatory_region_variant,,ENSR00000565856,;

	MUC22
	0.054945055
	25
	25
	0
	MUC22,missense_variant,p.Thr896Ser,ENST00000561890,NM_001198815.1;

	KRTAP10-2
	0.055045872
	36
	35
	1
	KRTAP10-2,missense_variant,p.Asn15Asp,ENST00000391621,NM_198693.2;TSPEAR,intron_variant,,ENST00000323084,NM_001272037.1,NM_144991.2;TSPEAR,intron_variant,,ENST00000397916,;KRTAP10-2,non_coding_transcript_exon_variant,,ENST00000498210,;

	IGLL5
	0.055555556
	20
	20
	0
	IGLL5,missense_variant,p.Thr212Ala,ENST00000532223,;IGLL5,missense_variant,p.Thr211Ala,ENST00000526893,NM_001178126.1;IGLL5,3_prime_UTR_variant,,ENST00000531372,NM_001256296.1;IGLC1,missense_variant,p.Thr103Ala,ENST00000390321,;IGLJ2,upstream_gene_variant,,ENST00000390322,;IGLJ1,downstream_gene_variant,,ENST00000390320,;,regulatory_region_variant,,ENSR00001730849,;

	NEURL4
	0.056603774
	14
	14
	0
	NEURL4,missense_variant,p.Pro214His,ENST00000399464,NM_032442.2;NEURL4,missense_variant,p.Pro214His,ENST00000315614,NM_001005408.1;NEURL4,missense_variant,p.Pro214His,ENST00000570460,;NEURL4,missense_variant,p.Pro199His,ENST00000571887,;NEURL4,upstream_gene_variant,,ENST00000573186,;NEURL4,upstream_gene_variant,,ENST00000573651,;NEURL4,upstream_gene_variant,,ENST00000576966,;NEURL4,upstream_gene_variant,,ENST00000576485,;NEURL4,upstream_gene_variant,,ENST00000571508,;NEURL4,upstream_gene_variant,,ENST00000571243,;AC026954.6,upstream_gene_variant,,ENST00000429771,;

	KRTAP12-1
	0.056603774
	29
	29
	0
	KRTAP12-1,missense_variant,p.Val34Met,ENST00000391617,NM_181686.1;TSPEAR,intron_variant,,ENST00000323084,NM_001272037.1,NM_144991.2;IMMTP1,upstream_gene_variant,,ENST00000435590,;

	RASA4B
	0.056818182
	24
	24
	0
	RASA4B,missense_variant,p.Val352Met,ENST00000465829,;RASA4B,missense_variant,p.Val352Met,ENST00000541662,NM_001277335.1;RASA4B,missense_variant,p.Val280Met,ENST00000306682,;RP11-514P8.8,non_coding_transcript_exon_variant,,ENST00000481893,;RASA4B,upstream_gene_variant,,ENST00000488284,;RASA4B,upstream_gene_variant,,ENST00000477184,;RASA4B,upstream_gene_variant,,ENST00000495352,;RASA4B,upstream_gene_variant,,ENST00000467351,;

	FRG1B
	0.056910569
	39
	38
	1
	FRG1B,missense_variant,p.Asp150Glu,ENST00000278882,;FRG1B,missense_variant,p.Asp150Glu,ENST00000358464,;FRG1B,downstream_gene_variant,,ENST00000439954,;AL441988.1,upstream_gene_variant,,ENST00000408392,;FRG1B,downstream_gene_variant,,ENST00000479318,;,regulatory_region_variant,,ENSR00001721086,;

	MKI67
	0.057142857
	25
	25
	0
	MKI67,missense_variant,p.Arg1876Gln,ENST00000368654,NM_002417.4;MKI67,missense_variant,p.Arg1516Gln,ENST00000368653,NM_001145966.1;MKI67,upstream_gene_variant,,ENST00000464771,;

	C5orf60
	0.057324841
	42
	41
	1
	C5orf60,missense_variant,p.Ser214Asn,ENST00000448248,NM_001142306.1;C5orf60,non_coding_transcript_exon_variant,,ENST00000506142,;C5orf60,missense_variant,p.Ser214Asn,ENST00000512899,;C5orf60,non_coding_transcript_exon_variant,,ENST00000514664,;C5orf60,non_coding_transcript_exon_variant,,ENST00000511063,;C5orf60,downstream_gene_variant,,ENST00000513845,;C5orf60,downstream_gene_variant,,ENST00000503358,;C5orf60,downstream_gene_variant,,ENST00000513142,;

	TSPYL4
	0.057471264
	19
	19
	0
	TSPYL4,missense_variant,p.Ala19Asp,ENST00000420283,NM_021648.4;NT5DC1,downstream_gene_variant,,ENST00000319550,NM_152729.2;DSE,upstream_gene_variant,,ENST00000540275,;DSE,upstream_gene_variant,,ENST00000430252,;RP3-486I3.7,upstream_gene_variant,,ENST00000448740,;,regulatory_region_variant,,ENSR00001225232,;RP3-486I3.4,downstream_gene_variant,,ENST00000435100,;

	FFAR3
	0.058823529
	68
	68
	0
	FFAR3,missense_variant,p.Arg45His,ENST00000327809,NM_005304.3;FFAR3,missense_variant,p.Arg45His,ENST00000594310,;,regulatory_region_variant,,ENSR00001692782,;,TF_binding_site_variant,,MA0139.1,;

	ZNF721
	0.059405941
	29
	29
	0
	ZNF721,missense_variant,p.Glu549Val,ENST00000338977,;ZNF721,missense_variant,p.Glu561Val,ENST00000511833,NM_133474.3;ZNF721,intron_variant,,ENST00000506646,;ZNF721,downstream_gene_variant,,ENST00000505900,;ABCA11P,intron_variant,,ENST00000451020,;ABCA11P,intron_variant,,ENST00000507854,;ABCA11P,intron_variant,,ENST00000514396,;ZNF721,intron_variant,,ENST00000507078,;ZNF721,intron_variant,,ENST00000515578,;

	SERPINF2
	0.05952381
	23
	23
	0
	SERPINF2,missense_variant,p.Arg434Lys,ENST00000324015,NM_000934.3;SERPINF2,missense_variant,p.Arg434Lys,ENST00000382061,NM_001165920.1;SERPINF2,missense_variant,p.Arg370Lys,ENST00000450523,NM_001165921.1;SERPINF2,downstream_gene_variant,,ENST00000453723,;,regulatory_region_variant,,ENSR00001338880,;

	NPIPB11
	0.059602649
	57
	57
	0
	NPIPB11,missense_variant,p.Asp535Glu,ENST00000524087,;SNX29P2,intron_variant,,ENST00000398878,;

	TBC1D8
	0.060240964
	18
	18
	0
	TBC1D8,missense_variant,p.Arg1094Gly,ENST00000409318,NM_001102426.1;TBC1D8,missense_variant,p.Arg1079Gly,ENST00000376840,;RPL31,intron_variant,,ENST00000409028,NM_001098577.2;RPL31,intron_variant,,ENST00000409038,;RPL31,intron_variant,,ENST00000409650,;RPL31,intron_variant,,ENST00000441435,;RPL31,downstream_gene_variant,,ENST00000409711,;RPL31,downstream_gene_variant,,ENST00000264258,NM_000993.4;RPL31,downstream_gene_variant,,ENST00000409733,;RPL31,downstream_gene_variant,,ENST00000409320,NM_001099693.1;RPL31,downstream_gene_variant,,ENST00000409000,;RPL31,downstream_gene_variant,,ENST00000456292,;RPL31,downstream_gene_variant,,ENST00000419276,;TBC1D8,downstream_gene_variant,,ENST00000494011,;

	OR4M1
	0.060606061
	17
	17
	0
	OR4M1,missense_variant,p.Thr116Ile,ENST00000315957,NM_001005500.1;OR4N2,intron_variant,,ENST00000557414,;

	UBN2
	0.06097561
	13
	13
	0
	UBN2,missense_variant,p.Ser742Ile,ENST00000473989,NM_173569.3;UBN2,missense_variant,p.Ser659Ile,ENST00000288561,;

	NLRX1
	0.061728395
	16
	16
	0
	NLRX1,missense_variant,p.Glu941Lys,ENST00000409109,NM_001282144.1;NLRX1,missense_variant,p.Glu941Lys,ENST00000292199,NM_024618.2,NM_001282358.1;NLRX1,missense_variant,p.Glu941Lys,ENST00000409991,NM_001282143.1;NLRX1,intron_variant,,ENST00000409265,NM_170722.1;NLRX1,intron_variant,,ENST00000525863,;PDZD3,upstream_gene_variant,,ENST00000531114,;PDZD3,upstream_gene_variant,,ENST00000392817,;PDZD3,upstream_gene_variant,,ENST00000355547,NM_001168468.1;PDZD3,upstream_gene_variant,,ENST00000322712,NM_024791.3;PDZD3,upstream_gene_variant,,ENST00000525131,;NLRX1,downstream_gene_variant,,ENST00000469103,;PDZD3,upstream_gene_variant,,ENST00000534790,;NLRX1,downstream_gene_variant,,ENST00000481860,;PDZD3,upstream_gene_variant,,ENST00000529098,;PDZD3,upstream_gene_variant,,ENST00000527028,;PDZD3,upstream_gene_variant,,ENST00000527951,;PDZD3,upstream_gene_variant,,ENST00000527308,;PDZD3,upstream_gene_variant,,ENST00000528730,;PDZD3,upstream_gene_variant,,ENST00000526279,;PDZD3,upstream_gene_variant,,ENST00000526836,;PDZD3,upstream_gene_variant,,ENST00000533688,;PDZD3,upstream_gene_variant,,ENST00000529573,;

	ZNF66
	0.0625
	28
	28
	0
	ZNF66,missense_variant,p.Ala433Ser,ENST00000344519,;ZNF66,intron_variant,,ENST00000425625,;AC010329.1,downstream_gene_variant,,ENST00000582722,;

	MAMDC4
	0.0625
	23
	23
	0
	MAMDC4,missense_variant,p.Gly1033Arg,ENST00000445819,;MAMDC4,missense_variant,p.Gly954Arg,ENST00000317446,NM_206920.2;EDF1,downstream_gene_variant,,ENST00000371648,NM_153200.2;EDF1,downstream_gene_variant,,ENST00000371649,NM_001281297.1;EDF1,downstream_gene_variant,,ENST00000224073,NM_001281298.1,NM_003792.3,NM_001281299.1;MAMDC4,non_coding_transcript_exon_variant,,ENST00000485732,;MAMDC4,downstream_gene_variant,,ENST00000481327,;MAMDC4,3_prime_UTR_variant,,ENST00000479475,;

	MDM1
	0.0625
	63
	63
	0
	MDM1,missense_variant,p.Arg489His,ENST00000303145,NM_017440.4;MDM1,missense_variant,p.Arg209His,ENST00000540418,;MDM1,missense_variant,p.Arg454His,ENST00000411698,NM_001205028.1;MDM1,non_coding_transcript_exon_variant,,ENST00000536313,;MDM1,downstream_gene_variant,,ENST00000545964,;

	KRTAP10-6
	0.063829787
	38
	37
	1
	KRTAP10-6,missense_variant,p.Gly16Ser,ENST00000400368,NM_198688.2;TSPEAR,intron_variant,,ENST00000323084,NM_001272037.1,NM_144991.2;,regulatory_region_variant,,ENSR00000316617,;

	RNF215
	0.064102564
	28
	28
	0
	RNF215,missense_variant,p.Ala322Thr,ENST00000382363,NM_001017981.1;RNF215,missense_variant,p.Ala260Thr,ENST00000215798,;CCDC157,downstream_gene_variant,,ENST00000405659,;CCDC157,downstream_gene_variant,,ENST00000338306,NM_001017437.2;RNF215,upstream_gene_variant,,ENST00000421022,;RP1-130H16.16,upstream_gene_variant,,ENST00000332468,;RNF215,non_coding_transcript_exon_variant,,ENST00000463319,;CCDC157,downstream_gene_variant,,ENST00000475975,;CCDC157,downstream_gene_variant,,ENST00000482413,;RNF215,downstream_gene_variant,,ENST00000473077,;

	MKI67
	0.068493151
	15
	15
	0
	MKI67,missense_variant,p.Leu854Val,ENST00000368654,NM_002417.4;MKI67,missense_variant,p.Leu494Val,ENST00000368653,NM_001145966.1;MKI67,downstream_gene_variant,,ENST00000484853,;

	KRT6B
	0.069444444
	16
	16
	0
	KRT6B,missense_variant,p.Lys189Asn,ENST00000252252,NM_005555.3;

	RAET1G
	0.069444444
	18
	18
	0
	RAET1G,missense_variant,p.Thr70Arg,ENST00000367360,NM_001001788.2;RAET1G,missense_variant,p.Thr70Arg,ENST00000479265,;RP11-244K5.8,downstream_gene_variant,,ENST00000606915,;RAET1E-AS1,downstream_gene_variant,,ENST00000446954,;RAET1E-AS1,downstream_gene_variant,,ENST00000605899,;RAET1G,missense_variant,p.Thr70Arg,ENST00000367361,;

	MUC19
	0.07
	24
	24
	0
	MUC19,missense_variant,p.Gly1694Glu,ENST00000454784,;MUC19,downstream_gene_variant,,ENST00000425730,;

	CSF1
	0.070422535
	19
	19
	0
	CSF1,missense_variant,p.Gly438Arg,ENST00000329608,NM_000757.5,NM_172211.3;CSF1,missense_variant,p.Gly438Arg,ENST00000369802,NM_172212.2;CSF1,intron_variant,,ENST00000344188,;CSF1,intron_variant,,ENST00000369801,NM_172210.2;CSF1,intron_variant,,ENST00000420111,;CSF1,downstream_gene_variant,,ENST00000488198,;CSF1,downstream_gene_variant,,ENST00000527192,;CSF1,downstream_gene_variant,,ENST00000525659,;CSF1,downstream_gene_variant,,ENST00000526001,;,regulatory_region_variant,,ENSR00001589060,;

	FRG1B
	0.070707071
	39
	38
	1
	FRG1B,missense_variant,p.Asn85Asp,ENST00000278882,;FRG1B,missense_variant,p.Asn85Asp,ENST00000358464,;FRG1B,missense_variant,p.Asn90Asp,ENST00000439954,;FRG1B,downstream_gene_variant,,ENST00000482423,;FRG1B,missense_variant,p.Asn47Asp,ENST00000479318,;,regulatory_region_variant,,ENSR00000399564,;

	ZNF43
	0.072289157
	31
	31
	0
	ZNF43,missense_variant,p.Thr525Ile,ENST00000594012,NM_001256649.1,NM_001256654.1,NM_001256653.1,NM_001256651.1;ZNF43,missense_variant,p.Thr525Ile,ENST00000595461,NM_001256648.1;ZNF43,missense_variant,p.Thr525Ile,ENST00000598381,NM_001256650.1;ZNF43,missense_variant,p.Thr531Ile,ENST00000354959,NM_003423.3;ZNF43,downstream_gene_variant,,ENST00000599906,;ZNF43,downstream_gene_variant,,ENST00000598288,;ZNF43,downstream_gene_variant,,ENST00000596899,;

	PLK5
	0.072463768
	23
	23
	0
	PLK5,missense_variant,p.Arg39Cys,ENST00000334770,;PLK5,missense_variant,p.Arg39Cys,ENST00000454744,NM_001243079.1;PLK5,missense_variant,p.Arg39Cys,ENST00000588430,;PLK5,upstream_gene_variant,,ENST00000588292,;

	MYPN
	0.072463768
	14
	14
	0
	MYPN,missense_variant,p.Ser691Asn,ENST00000358913,NM_032578.3,NM_001256267.1;MYPN,missense_variant,p.Ser691Asn,ENST00000540630,;MYPN,missense_variant,p.Ser416Asn,ENST00000354393,;,regulatory_region_variant,,ENSR00001606634,;

	FRG1
	0.072916667
	21
	21
	0
	FRG1,missense_variant,p.Ser154Gly,ENST00000226798,NM_004477.2;FRG1,missense_variant,p.Ser26Gly,ENST00000524583,;FRG1,missense_variant,p.Ser91Gly,ENST00000531991,;FRG1,non_coding_transcript_exon_variant,,ENST00000514482,;FRG1,upstream_gene_variant,,ENST00000505327,;FRG1,downstream_gene_variant,,ENST00000533157,;FRG1,upstream_gene_variant,,ENST00000507103,;,regulatory_region_variant,,ENSR00001762442,;

	SERTAD1
	0.073170732
	17
	17
	0
	SERTAD1,missense_variant,p.Thr31Ala,ENST00000357949,NM_013376.3;

	ZNF28
	0.073170732
	20
	20
	0
	ZNF28,missense_variant,p.Asn652Lys,ENST00000438150,;ZNF28,missense_variant,p.Asn705Lys,ENST00000457749,NM_006969.3;ZNF28,missense_variant,p.Asn652Lys,ENST00000360272,;ZNF28,missense_variant,p.Asn652Lys,ENST00000414252,;ZNF28,downstream_gene_variant,,ENST00000391783,;ZNF28,downstream_gene_variant,,ENST00000594602,;ZNF28,downstream_gene_variant,,ENST00000339844,;ZNF28,downstream_gene_variant,,ENST00000596559,;

	FAM186A
	0.073394495
	34
	33
	1
	FAM186A,missense_variant,p.Asn1292Thr,ENST00000543111,;FAM186A,missense_variant,p.Asn1292Thr,ENST00000327337,NM_001145475.1;FAM186A,upstream_gene_variant,,ENST00000543096,;

	MYO7B
	0.075757576
	11
	11
	0
	MYO7B,missense_variant,p.Gln2106Arg,ENST00000389524,;MYO7B,missense_variant,p.Gln2105Arg,ENST00000428314,NM_001080527.1;MYO7B,missense_variant,p.Gln2105Arg,ENST00000409816,;MYO7B,missense_variant,p.Gln958Arg,ENST00000409090,;LIMS2,downstream_gene_variant,,ENST00000409455,;LIMS2,downstream_gene_variant,,ENST00000410011,NM_001161404.1;LIMS2,downstream_gene_variant,,ENST00000409808,;LIMS2,downstream_gene_variant,,ENST00000324938,NM_017980.4;LIMS2,downstream_gene_variant,,ENST00000355119,NM_001161403.1;LIMS2,downstream_gene_variant,,ENST00000545738,NM_001136037.2;LIMS2,downstream_gene_variant,,ENST00000410038,NM_001256542.1;LIMS2,downstream_gene_variant,,ENST00000409286,;LIMS2,downstream_gene_variant,,ENST00000409754,;LIMS2,downstream_gene_variant,,ENST00000426981,;LIMS2,downstream_gene_variant,,ENST00000409254,;LIMS2,downstream_gene_variant,,ENST00000494613,;LIMS2,downstream_gene_variant,,ENST00000582671,;MYO7B,non_coding_transcript_exon_variant,,ENST00000496841,;MYO7B,non_coding_transcript_exon_variant,,ENST00000491278,;MYO7B,non_coding_transcript_exon_variant,,ENST00000494959,;LIMS2,downstream_gene_variant,,ENST00000469300,;LIMS2,downstream_gene_variant,,ENST00000466410,;LIMS2,downstream_gene_variant,,ENST00000476932,;LIMS2,downstream_gene_variant,,ENST00000484252,;LIMS2,downstream_gene_variant,,ENST00000413578,;

	PIH1D1
	0.075949367
	23
	23
	0
	PIH1D1,missense_variant,p.Gly10Glu,ENST00000262265,NM_017916.2;PIH1D1,missense_variant,p.Gly10Glu,ENST00000596049,;PIH1D1,missense_variant,p.Gly10Glu,ENST00000599366,;PIH1D1,missense_variant,p.Gly10Glu,ENST00000601825,;PIH1D1,5_prime_UTR_variant,,ENST00000601807,;PIH1D1,5_prime_UTR_variant,,ENST00000597415,;PIH1D1,5_prime_UTR_variant,,ENST00000595550,;ALDH16A1,upstream_gene_variant,,ENST00000293350,NM_153329.3;ALDH16A1,upstream_gene_variant,,ENST00000455361,NM_001145396.1;ALDH16A1,upstream_gene_variant,,ENST00000433981,;ALDH16A1,upstream_gene_variant,,ENST00000540132,;PIH1D1,upstream_gene_variant,,ENST00000600875,;PIH1D1,upstream_gene_variant,,ENST00000602226,;ALDH16A1,upstream_gene_variant,,ENST00000598015,;PIH1D1,non_coding_transcript_exon_variant,,ENST00000595074,;PIH1D1,non_coding_transcript_exon_variant,,ENST00000599791,;PIH1D1,non_coding_transcript_exon_variant,,ENST00000593900,;PIH1D1,non_coding_transcript_exon_variant,,ENST00000595516,;ALDH16A1,upstream_gene_variant,,ENST00000599652,;ALDH16A1,upstream_gene_variant,,ENST00000593417,;PIH1D1,upstream_gene_variant,,ENST00000593629,;PIH1D1,upstream_gene_variant,,ENST00000596916,;PIH1D1,upstream_gene_variant,,ENST00000596651,;PIH1D1,upstream_gene_variant,,ENST00000597577,;PIH1D1,upstream_gene_variant,,ENST00000601053,;PIH1D1,upstream_gene_variant,,ENST00000598889,;PIH1D1,upstream_gene_variant,,ENST00000594845,;PIH1D1,upstream_gene_variant,,ENST00000602076,;PIH1D1,upstream_gene_variant,,ENST00000596895,;PIH1D1,upstream_gene_variant,,ENST00000595633,;PIH1D1,upstream_gene_variant,,ENST00000598175,;,regulatory_region_variant,,ENSR00001419809,;

	IGKV1D-16
	0.076086957
	13
	13
	0
	IGKV1D-16,missense_variant,p.Gly50Val,ENST00000492446,;AC073416.1,upstream_gene_variant,,ENST00000323194,;

	MUC17
	0.076271186
	41
	40
	1
	MUC17,missense_variant,p.Leu1348Pro,ENST00000306151,NM_001040105.1;MUC17,missense_variant,p.Leu1348Pro,ENST00000379439,;

	PIH1D1
	0.076923077
	21
	21
	0
	PIH1D1,missense_variant,p.Met9Leu,ENST00000262265,NM_017916.2;PIH1D1,missense_variant,p.Met9Leu,ENST00000596049,;PIH1D1,missense_variant,p.Met9Leu,ENST00000599366,;PIH1D1,missense_variant,p.Met9Leu,ENST00000601825,;PIH1D1,5_prime_UTR_variant,,ENST00000601807,;PIH1D1,5_prime_UTR_variant,,ENST00000597415,;PIH1D1,5_prime_UTR_variant,,ENST00000595550,;ALDH16A1,upstream_gene_variant,,ENST00000293350,NM_153329.3;ALDH16A1,upstream_gene_variant,,ENST00000455361,NM_001145396.1;ALDH16A1,upstream_gene_variant,,ENST00000433981,;ALDH16A1,upstream_gene_variant,,ENST00000540132,;PIH1D1,upstream_gene_variant,,ENST00000600875,;PIH1D1,upstream_gene_variant,,ENST00000602226,;ALDH16A1,upstream_gene_variant,,ENST00000598015,;PIH1D1,non_coding_transcript_exon_variant,,ENST00000595074,;PIH1D1,non_coding_transcript_exon_variant,,ENST00000599791,;PIH1D1,non_coding_transcript_exon_variant,,ENST00000593900,;PIH1D1,non_coding_transcript_exon_variant,,ENST00000595516,;ALDH16A1,upstream_gene_variant,,ENST00000599652,;ALDH16A1,upstream_gene_variant,,ENST00000593417,;PIH1D1,upstream_gene_variant,,ENST00000593629,;PIH1D1,upstream_gene_variant,,ENST00000596916,;PIH1D1,upstream_gene_variant,,ENST00000596651,;PIH1D1,upstream_gene_variant,,ENST00000597577,;PIH1D1,upstream_gene_variant,,ENST00000601053,;PIH1D1,upstream_gene_variant,,ENST00000598889,;PIH1D1,upstream_gene_variant,,ENST00000594845,;PIH1D1,upstream_gene_variant,,ENST00000602076,;PIH1D1,upstream_gene_variant,,ENST00000596895,;PIH1D1,upstream_gene_variant,,ENST00000595633,;PIH1D1,upstream_gene_variant,,ENST00000598175,;,regulatory_region_variant,,ENSR00001419809,;

	ZNF678
	0.076923077
	27
	27
	0
	ZNF678,missense_variant,p.Gln322Lys,ENST00000343776,NM_178549.3;ZNF678,missense_variant,p.Gln377Lys,ENST00000397097,;ZNF678,intron_variant,,ENST00000608949,;ZNF678,downstream_gene_variant,,ENST00000440339,;ZNF678,downstream_gene_variant,,ENST00000465266,;

	TCP10L2
	0.077922078
	22
	22
	0
	TCP10L2,missense_variant,p.Arg194His,ENST00000366832,NM_001145121.1;TCP10L2,missense_variant,p.Arg194His,ENST00000283507,;TCP10L2,non_coding_transcript_exon_variant,,ENST00000464222,;

	TTLL6
	0.078125
	17
	17
	0
	TTLL6,missense_variant,p.Trp20Gly,ENST00000393382,NM_001130918.1;TTLL6,non_coding_transcript_exon_variant,,ENST00000470462,;TTLL6,missense_variant,p.Trp22Gly,ENST00000376681,;TTLL6,missense_variant,p.Trp20Gly,ENST00000456415,;TTLL6,non_coding_transcript_exon_variant,,ENST00000490027,;,regulatory_region_variant,,ENSR00001536427,;

	MZF1
	0.078947368
	34
	33
	1
	MZF1,missense_variant,p.Arg130Gln,ENST00000215057,NM_001267033.1,NM_198055.1;MZF1,missense_variant,p.Arg130Gln,ENST00000599369,NM_003422.2;MZF1,missense_variant,p.Arg130Gln,ENST00000594234,;MZF1,missense_variant,p.Arg130Gln,ENST00000594108,;MZF1,downstream_gene_variant,,ENST00000596039,;AC016629.8,non_coding_transcript_exon_variant,,ENST00000600726,;AC016629.8,intron_variant,,ENST00000600534,;AC016629.8,downstream_gene_variant,,ENST00000593642,;CENPBD1P1,upstream_gene_variant,,ENST00000493504,;CENPBD1P1,upstream_gene_variant,,ENST00000487264,;CENPBD1P1,upstream_gene_variant,,ENST00000473164,;CENPBD1P1,upstream_gene_variant,,ENST00000479047,;MZF1,non_coding_transcript_exon_variant,,ENST00000595245,;MZF1,non_coding_transcript_exon_variant,,ENST00000600048,;

	PDILT
	0.080645161
	22
	22
	0
	PDILT,missense_variant,p.Arg527Lys,ENST00000302451,NM_174924.1;UMOD,upstream_gene_variant,,ENST00000570689,;

	C7orf31
	0.080645161
	11
	11
	0
	C7orf31,missense_variant,p.Ala158Thr,ENST00000409280,;C7orf31,missense_variant,p.Ala158Thr,ENST00000283905,NM_138811.3;C7orf31,downstream_gene_variant,,ENST00000443822,;

	MKL1
	0.081395349
	24
	24
	0
	MKL1,missense_variant,p.Ser648Gly,ENST00000396617,NM_001282662.1;MKL1,missense_variant,p.Ser648Gly,ENST00000355630,NM_020831.3;MKL1,missense_variant,p.Ser598Gly,ENST00000402042,NM_001282661.1;MKL1,missense_variant,p.Ser648Gly,ENST00000407029,NM_001282660.1;RP5-1042K10.13,downstream_gene_variant,,ENST00000609279,;MKL1,upstream_gene_variant,,ENST00000477468,;

	MUC22
	0.082191781
	42
	42
	0
	MUC22,missense_variant,p.Thr190Ser,ENST00000561890,NM_001198815.1;

	FLG2
	0.082474227
	32
	32
	0
	FLG2,missense_variant,p.His1041Arg,ENST00000388718,NM_001014342.2;FLG-AS1,intron_variant,,ENST00000392688,;FLG-AS1,intron_variant,,ENST00000445097,;

	GTPBP3
	0.083333333
	18
	18
	0
	GTPBP3,missense_variant,p.Val250Ala,ENST00000324894,NM_133644.3,NM_032620.3;GTPBP3,missense_variant,p.Val250Ala,ENST00000600625,NM_001128855.2;GTPBP3,missense_variant,p.Val282Ala,ENST00000358792,;GTPBP3,missense_variant,p.Val272Ala,ENST00000361619,NM_001195422.1;ANO8,upstream_gene_variant,,ENST00000159087,NM_020959.2;GTPBP3,non_coding_transcript_exon_variant,,ENST00000598038,;GTPBP3,non_coding_transcript_exon_variant,,ENST00000596166,;GTPBP3,downstream_gene_variant,,ENST00000594345,;GTPBP3,downstream_gene_variant,,ENST00000596218,;GTPBP3,downstream_gene_variant,,ENST00000600995,;GTPBP3,downstream_gene_variant,,ENST00000596941,;GTPBP3,downstream_gene_variant,,ENST00000595381,;GTPBP3,downstream_gene_variant,,ENST00000598532,;GTPBP3,downstream_gene_variant,,ENST00000593297,;GTPBP3,downstream_gene_variant,,ENST00000595951,;GTPBP3,missense_variant,p.Cys226Arg,ENST00000594018,;GTPBP3,missense_variant,p.Cys150Arg,ENST00000598493,;GTPBP3,3_prime_UTR_variant,,ENST00000600610,;GTPBP3,non_coding_transcript_exon_variant,,ENST00000602056,;GTPBP3,non_coding_transcript_exon_variant,,ENST00000594703,;ANO8,upstream_gene_variant,,ENST00000597643,;GTPBP3,downstream_gene_variant,,ENST00000596001,;ANO8,upstream_gene_variant,,ENST00000600711,;GTPBP3,upstream_gene_variant,,ENST00000596125,;GTPBP3,downstream_gene_variant,,ENST00000602165,;GTPBP3,downstream_gene_variant,,ENST00000601261,;GTPBP3,downstream_gene_variant,,ENST00000599429,;GTPBP3,downstream_gene_variant,,ENST00000601213,;GTPBP3,downstream_gene_variant,,ENST00000599329,;GTPBP3,upstream_gene_variant,,ENST00000595194,;GTPBP3,downstream_gene_variant,,ENST00000601983,;

	KIAA1683
	0.083333333
	20
	20
	0
	KIAA1683,missense_variant,p.Pro835Leu,ENST00000392413,NM_001145304.1;KIAA1683,missense_variant,p.Pro789Leu,ENST00000600359,NM_025249.3,NM_001145305.1;KIAA1683,missense_variant,p.Pro835Leu,ENST00000600328,;KIAA1683,downstream_gene_variant,,ENST00000608950,;KIAA1683,downstream_gene_variant,,ENST00000593659,;KIAA1683,downstream_gene_variant,,ENST00000595654,;KIAA1683,downstream_gene_variant,,ENST00000599528,;KIAA1683,upstream_gene_variant,,ENST00000599638,;

	MYEOV
	0.084337349
	32
	32
	0
	MYEOV,missense_variant,p.Gly213Arg,ENST00000535407,;MYEOV,missense_variant,p.Gly271Arg,ENST00000308946,NM_138768.2;MYEOV,missense_variant,p.Gly271Arg,ENST00000441339,;MYEOV,intron_variant,,ENST00000544008,;MYEOV,downstream_gene_variant,,ENST00000539691,;MYEOV,downstream_gene_variant,,ENST00000540760,;MYEOV,downstream_gene_variant,,ENST00000535597,;MYEOV,non_coding_transcript_exon_variant,,ENST00000535653,;MYEOV,upstream_gene_variant,,ENST00000544781,;,regulatory_region_variant,,ENSR00001620367,;

	ELN
	0.084507042
	19
	19
	0
	ELN,missense_variant,p.Gly422Ser,ENST00000252034,NM_000501.3,NM_001081755.2,NM_001278915.1;ELN,missense_variant,p.Gly422Ser,ENST00000358929,NM_001278939.1;ELN,missense_variant,p.Gly427Ser,ENST00000357036,NM_001081754.2;ELN,missense_variant,p.Gly427Ser,ENST00000429192,NM_001081753.2;ELN,missense_variant,p.Gly408Ser,ENST00000380584,NM_001278916.1;ELN,missense_variant,p.Gly412Ser,ENST00000458204,NM_001278917.1;ELN,missense_variant,p.Gly417Ser,ENST00000414324,NM_001278914.1;ELN,missense_variant,p.Gly422Ser,ENST00000380576,;ELN,missense_variant,p.Gly412Ser,ENST00000380575,NM_001278918.1,NM_001081752.2;ELN,missense_variant,p.Gly305Ser,ENST00000380553,;ELN,missense_variant,p.Gly422Ser,ENST00000445912,NM_001278912.1;ELN,missense_variant,p.Gly422Ser,ENST00000320399,;ELN,missense_variant,p.Gly422Ser,ENST00000380562,;ELN,intron_variant,,ENST00000320492,NM_001278913.1;ELN,downstream_gene_variant,,ENST00000438906,;ELN,downstream_gene_variant,,ENST00000438880,;CTB-51J22.1,downstream_gene_variant,,ENST00000435932,;ELN,downstream_gene_variant,,ENST00000466878,;ELN,downstream_gene_variant,,ENST00000493839,;ELN,downstream_gene_variant,,ENST00000492210,;

	OR2L3
	0.084507042
	15
	15
	0
	OR2L3,missense_variant,p.Ala236Val,ENST00000359959,NM_001004687.1;OR2L13,intron_variant,,ENST00000366478,NM_175911.2;

	LRRK1
	0.085714286
	16
	16
	0
	LRRK1,missense_variant,p.Ser1855Asn,ENST00000284395,;LRRK1,missense_variant,p.Ser1858Asn,ENST00000388948,NM_024652.3;RP11-505E24.2,intron_variant,,ENST00000559857,;LRRK1,non_coding_transcript_exon_variant,,ENST00000532145,;LRRK1,downstream_gene_variant,,ENST00000525395,;LRRK1,missense_variant,p.Ser535Asn,ENST00000526457,;LRRK1,3_prime_UTR_variant,,ENST00000525284,;LRRK1,3_prime_UTR_variant,,ENST00000531270,;

	DPH1
	0.086206897
	15
	15
	0
	DPH1,missense_variant,p.Val110Leu,ENST00000263083,NM_001383.3;DPH1,missense_variant,p.Val30Leu,ENST00000570477,;DPH1,missense_variant,p.Val109Leu,ENST00000571418,;DPH1,upstream_gene_variant,,ENST00000571710,;DPH1,non_coding_transcript_exon_variant,,ENST00000576891,;DPH1,missense_variant,p.Val20Leu,ENST00000570833,;DPH1,non_coding_transcript_exon_variant,,ENST00000572819,;DPH1,non_coding_transcript_exon_variant,,ENST00000576129,;DPH1,intron_variant,,ENST00000575667,;DPH1,upstream_gene_variant,,ENST00000572684,;DPH1,upstream_gene_variant,,ENST00000570867,;DPH1,upstream_gene_variant,,ENST00000572214,;DPH1,upstream_gene_variant,,ENST00000575998,;

	MKI67
	0.086206897
	25
	25
	0
	MKI67,missense_variant,p.Arg2649His,ENST00000368654,NM_002417.4;MKI67,missense_variant,p.Arg2289His,ENST00000368653,NM_001145966.1;MKI67,upstream_gene_variant,,ENST00000464771,;

	HIP1R
	0.086206897
	15
	15
	0
	HIP1R,missense_variant,p.Val782Met,ENST00000253083,NM_003959.1;HIP1R,upstream_gene_variant,,ENST00000535012,;HIP1R,upstream_gene_variant,,ENST00000537322,;HIP1R,non_coding_transcript_exon_variant,,ENST00000536617,;HIP1R,non_coding_transcript_exon_variant,,ENST00000541712,;HIP1R,downstream_gene_variant,,ENST00000535831,;HIP1R,downstream_gene_variant,,ENST00000452196,;HIP1R,downstream_gene_variant,,ENST00000536847,;HIP1R,upstream_gene_variant,,ENST00000538236,;HIP1R,downstream_gene_variant,,ENST00000536772,;

	ADD1
	0.086956522
	14
	14
	0
	ADD1,missense_variant,p.Gly460Trp,ENST00000355842,NM_001286645.1;ADD1,missense_variant,p.Gly460Trp,ENST00000398125,NM_176801.2,NM_014190.3;ADD1,missense_variant,p.Gly460Trp,ENST00000264758,NM_014189.3;ADD1,missense_variant,p.Gly460Trp,ENST00000446856,NM_001119.4;ADD1,missense_variant,p.Gly460Trp,ENST00000398129,;ADD1,missense_variant,p.Gly460Trp,ENST00000503455,;ADD1,missense_variant,p.Gly460Trp,ENST00000513328,;ADD1,missense_variant,p.Gly460Trp,ENST00000398123,;ADD1,missense_variant,p.Gly166Trp,ENST00000514940,;ADD1,upstream_gene_variant,,ENST00000536424,;ADD1,non_coding_transcript_exon_variant,,ENST00000503169,;ADD1,non_coding_transcript_exon_variant,,ENST00000536078,;ADD1,downstream_gene_variant,,ENST00000506157,;ADD1,upstream_gene_variant,,ENST00000513762,;ADD1,downstream_gene_variant,,ENST00000508684,;ADD1,upstream_gene_variant,,ENST00000541051,;

	PSMC3IP
	0.0875
	20
	20
	0
	PSMC3IP,missense_variant,p.Tyr163Asn,ENST00000393795,NM_001256016.1,NM_016556.3,NM_001256015.1;PSMC3IP,missense_variant,p.Tyr151Asn,ENST00000253789,NM_013290.6;PSMC3IP,missense_variant,p.Tyr100Asn,ENST00000587209,NM_001256014.1;PSMC3IP,missense_variant,p.Tyr38Asn,ENST00000590760,;MLX,downstream_gene_variant,,ENST00000246912,NM_170607.2;MLX,downstream_gene_variant,,ENST00000435881,NM_198204.1;MLX,downstream_gene_variant,,ENST00000346833,NM_198205.1;MLX,downstream_gene_variant,,ENST00000591024,;PSMC3IP,3_prime_UTR_variant,,ENST00000590931,;PSMC3IP,3_prime_UTR_variant,,ENST00000588544,;PSMC3IP,3_prime_UTR_variant,,ENST00000586337,;PSMC3IP,non_coding_transcript_exon_variant,,ENST00000589505,;MLX,downstream_gene_variant,,ENST00000590050,;MLX,downstream_gene_variant,,ENST00000588320,;MLX,downstream_gene_variant,,ENST00000585403,;MLX,downstream_gene_variant,,ENST00000586393,;PSMC3IP,downstream_gene_variant,,ENST00000587268,;MLX,downstream_gene_variant,,ENST00000590084,;MLX,downstream_gene_variant,,ENST00000591195,;,regulatory_region_variant,,ENSR00001677116,;

	ABCA7
	0.0875
	13
	13
	0
	ABCA7,missense_variant,p.Arg463His,ENST00000263094,NM_019112.3;ABCA7,missense_variant,p.Arg463His,ENST00000433129,;ABCA7,missense_variant,p.Arg325His,ENST00000435683,;ABCA7,downstream_gene_variant,,ENST00000524850,;ABCA7,downstream_gene_variant,,ENST00000531467,;ABCA7,upstream_gene_variant,,ENST00000533574,;ABCA7,downstream_gene_variant,,ENST00000525238,;ABCA7,downstream_gene_variant,,ENST00000526885,;ABCA7,downstream_gene_variant,,ENST00000527496,;ABCA7,downstream_gene_variant,,ENST00000530703,;,regulatory_region_variant,,ENSR00001688868,;,TF_binding_site_variant,,MA0093.2,;,TF_binding_site_variant,,PB0043.1,;

	THUMPD1
	0.088607595
	14
	14
	0
	THUMPD1,missense_variant,p.Glu311Asp,ENST00000381337,NM_017736.3;THUMPD1,missense_variant,p.Glu397Asp,ENST00000431224,;THUMPD1,missense_variant,p.Glu311Asp,ENST00000396083,;ACSM3,intron_variant,,ENST00000561584,;ACSM3,intron_variant,,ENST00000568235,;ACSM3,intron_variant,,ENST00000501740,;THUMPD1,non_coding_transcript_exon_variant,,ENST00000570231,;THUMPD1,downstream_gene_variant,,ENST00000565248,;THUMPD1,downstream_gene_variant,,ENST00000569768,;

	GSTA2
	0.089285714
	17
	17
	0
	GSTA2,missense_variant,p.Pro110Ser,ENST00000493422,NM_000846.4;

	DDC8
	0.089285714
	22
	22
	0
	DDC8,missense_variant,p.Arg244Ser,ENST00000322630,NM_001243540.1,NM_001243541.1;TIMP2,intron_variant,,ENST00000262768,NM_003255.4;TIMP2,intron_variant,,ENST00000536189,;DDC8,intron_variant,,ENST00000586713,;DDC8,downstream_gene_variant,,ENST00000590267,;DDC8,downstream_gene_variant,,ENST00000587052,;

	SRCRB4D
	0.090909091
	29
	29
	0
	SRCRB4D,missense_variant,p.Arg128His,ENST00000275560,NM_080744.1;ZP3,intron_variant,,ENST00000336517,NM_007155.5;

	TMEM104
	0.090909091
	23
	23
	0
	TMEM104,missense_variant,p.Val58Met,ENST00000335464,NM_017728.3;TMEM104,missense_variant,p.Val58Met,ENST00000582330,;TMEM104,missense_variant,p.Val71Met,ENST00000417024,;TMEM104,missense_variant,p.Val58Met,ENST00000582773,;TMEM104,intron_variant,,ENST00000578764,;TMEM104,downstream_gene_variant,,ENST00000584246,;

	EPPK1
	0.090909091
	23
	23
	0
	EPPK1,missense_variant,p.Asp2378His,ENST00000525985,NM_031308.2;,regulatory_region_variant,,ENSR00001815797,;

	ISG15
	0.092105263
	31
	31
	0
	ISG15,missense_variant,p.Ser83Asn,ENST00000379389,NM_005101.3;RP11-54O7.11,upstream_gene_variant,,ENST00000458555,;,regulatory_region_variant,,ENSR00001037666,;

	PDILT
	0.092307692
	23
	23
	0
	PDILT,missense_variant,p.Gly529Glu,ENST00000302451,NM_174924.1;UMOD,upstream_gene_variant,,ENST00000570689,;

	OR11H12
	0.092783505
	18
	18
	0
	OR11H12,missense_variant,p.Arg143Ser,ENST00000550708,NM_001013354.1,NM_001197287.1;

	LRRC23
	0.092783505
	19
	19
	0
	LRRC23,missense_variant,p.Arg124Leu,ENST00000007969,NM_201650.2,NM_001135217.1;LRRC23,missense_variant,p.Arg124Leu,ENST00000443597,;LRRC23,missense_variant,p.Arg124Leu,ENST00000433346,;LRRC23,missense_variant,p.Arg124Leu,ENST00000323702,NM_006992.3;LRRC23,missense_variant,p.Arg124Leu,ENST00000436789,;LRRC23,missense_variant,p.Arg124Leu,ENST00000429740,;LRRC23,downstream_gene_variant,,ENST00000415834,;LRRC23,non_coding_transcript_exon_variant,,ENST00000457146,;LRRC23,downstream_gene_variant,,ENST00000449039,;LRRC23,3_prime_UTR_variant,,ENST00000451681,;LRRC23,3_prime_UTR_variant,,ENST00000431207,;LRRC23,3_prime_UTR_variant,,ENST00000428946,;LRRC23,non_coding_transcript_exon_variant,,ENST00000486401,;

	ZNF799
	0.093333333
	15
	15
	0
	ZNF799,missense_variant,p.Thr110Met,ENST00000419318,;ZNF799,missense_variant,p.Thr142Met,ENST00000430385,NM_001080821.2;CTD-3105H18.16,missense_variant,p.Thr142Met,ENST00000595562,;ZNF799,downstream_gene_variant,,ENST00000595766,;ZNF799,non_coding_transcript_exon_variant,,ENST00000460935,;CTD-3105H18.14,intron_variant,,ENST00000435033,;

	ZNF99
	0.093457944
	38
	37
	1
	ZNF99,missense_variant,p.Cys283Ser,ENST00000397104,;ZNF99,missense_variant,p.Cys374Ser,ENST00000596209,NM_001080409.2;CTC-451A6.4,upstream_gene_variant,,ENST00000442497,;

	TMPRSS9
	0.09375
	22
	22
	0
	TMPRSS9,missense_variant,p.Arg306Gln,ENST00000332578,NM_182973.1;TMPRSS9,non_coding_transcript_exon_variant,,ENST00000395264,;

	KRTAP1-5
	0.096385542
	21
	21
	0
	KRTAP1-5,missense_variant,p.Arg155Cys,ENST00000361883,NM_031957.1;KRTAP1-4,downstream_gene_variant,,ENST00000377747,NM_001257305.1;,regulatory_region_variant,,ENSR00001535831,;

	OR6B1
	0.096774194
	16
	16
	0
	OR6B1,missense_variant,p.Arg143Cys,ENST00000408922,NM_001005281.1;

	TMEM79
	0.097014925
	33
	33
	0
	TMEM79,missense_variant,p.Val147Met,ENST00000405535,NM_032323.2;TMEM79,missense_variant,p.Val147Met,ENST00000295694,;TMEM79,intron_variant,,ENST00000357501,;TMEM79,intron_variant,,ENST00000456810,;SMG5,upstream_gene_variant,,ENST00000361813,NM_015327.2;SMG5,upstream_gene_variant,,ENST00000368267,;TMEM79,non_coding_transcript_exon_variant,,ENST00000495881,;TMEM79,non_coding_transcript_exon_variant,,ENST00000463670,;TMEM79,upstream_gene_variant,,ENST00000485135,;C1orf85,downstream_gene_variant,,ENST00000497831,;C1orf85,downstream_gene_variant,,ENST00000472870,;C1orf85,downstream_gene_variant,,ENST00000461597,;

	POTEG
	0.097826087
	21
	21
	0
	POTEG,missense_variant,p.Ala146Thr,ENST00000409832,NM_001005356.2;POTEG,missense_variant,p.Ala146Thr,ENST00000552966,;POTEG,missense_variant,p.Ala146Thr,ENST00000547889,;

	MYOM1
	0.098039216
	15
	15
	0
	MYOM1,missense_variant,p.Val22Leu,ENST00000356443,NM_019856.1,NM_003803.3;MYOM1,missense_variant,p.Val22Leu,ENST00000400569,;MYOM1,missense_variant,p.Val22Leu,ENST00000261606,;RP13-270P17.2,intron_variant,,ENST00000580139,;

	TAF1C
	0.098039216
	12
	12
	0
	TAF1C,missense_variant,p.Pro793Leu,ENST00000567759,NM_005679.3;TAF1C,missense_variant,p.Pro793Leu,ENST00000378541,;TAF1C,missense_variant,p.Pro700Leu,ENST00000541676,NM_139353.2,NM_001243159.1;TAF1C,missense_variant,p.Pro699Leu,ENST00000341690,;TAF1C,missense_variant,p.Pro767Leu,ENST00000566732,NM_001243156.1;TAF1C,missense_variant,p.Pro461Leu,ENST00000570117,NM_001243158.1,NM_001243157.1;TAF1C,missense_variant,p.Pro364Leu,ENST00000568265,;DNAAF1,downstream_gene_variant,,ENST00000378553,NM_178452.4;DNAAF1,downstream_gene_variant,,ENST00000569735,;TAF1C,downstream_gene_variant,,ENST00000564345,;TAF1C,downstream_gene_variant,,ENST00000561955,;TAF1C,downstream_gene_variant,,ENST00000564454,;DNAAF1,downstream_gene_variant,,ENST00000564928,;DNAAF1,downstream_gene_variant,,ENST00000563818,;TAF1C,3_prime_UTR_variant,,ENST00000566903,;TAF1C,3_prime_UTR_variant,,ENST00000563428,;TAF1C,non_coding_transcript_exon_variant,,ENST00000564774,;TAF1C,non_coding_transcript_exon_variant,,ENST00000564208,;TAF1C,non_coding_transcript_exon_variant,,ENST00000544090,;DNAAF1,downstream_gene_variant,,ENST00000570298,;DNAAF1,downstream_gene_variant,,ENST00000563093,;TAF1C,downstream_gene_variant,,ENST00000537450,;TAF1C,downstream_gene_variant,,ENST00000562330,;TAF1C,downstream_gene_variant,,ENST00000565279,;DNAAF1,downstream_gene_variant,,ENST00000562024,;TAF1C,downstream_gene_variant,,ENST00000570270,;TAF1C,downstream_gene_variant,,ENST00000569505,;TAF1C,downstream_gene_variant,,ENST00000569609,;TAF1C,downstream_gene_variant,,ENST00000566183,;TAF1C,downstream_gene_variant,,ENST00000562445,;

	CCZ1
	0.098360656
	13
	13
	0
	CCZ1,missense_variant,p.Val332Ile,ENST00000325974,NM_015622.5;CCZ1,missense_variant,p.Val189Ile,ENST00000537980,;CCZ1,upstream_gene_variant,,ENST00000496860,;CCZ1,non_coding_transcript_exon_variant,,ENST00000474507,;,regulatory_region_variant,,ENSR00001791917,;

	MKI67
	0.098901099
	18
	18
	0
	MKI67,missense_variant,p.Val1559Met,ENST00000368654,NM_002417.4;MKI67,missense_variant,p.Val1199Met,ENST00000368653,NM_001145966.1;MKI67,downstream_gene_variant,,ENST00000484853,;MKI67,upstream_gene_variant,,ENST00000464771,;

	LAIR1
	0.1
	10
	10
	0
	LAIR1,missense_variant,p.Pro109Arg,ENST00000391743,;LAIR1,missense_variant,p.Pro126Arg,ENST00000434277,NM_002287.3;LAIR1,missense_variant,p.Pro127Arg,ENST00000391742,;LAIR1,missense_variant,p.Pro120Arg,ENST00000313038,;LAIR1,missense_variant,p.Pro17Arg,ENST00000444687,;LAIR1,intron_variant,,ENST00000348231,NM_021706.2;LAIR1,intron_variant,,ENST00000474878,;LAIR1,downstream_gene_variant,,ENST00000438193,;LAIR1,non_coding_transcript_exon_variant,,ENST00000463489,;LAIR1,non_coding_transcript_exon_variant,,ENST00000468656,;LAIR1,downstream_gene_variant,,ENST00000480122,;LAIR1,downstream_gene_variant,,ENST00000484116,;LAIR1,missense_variant,p.Pro127Arg,ENST00000418556,;LAIR1,missense_variant,p.Arg96Gly,ENST00000391741,;LAIR1,3_prime_UTR_variant,,ENST00000440716,;LAIR1,3_prime_UTR_variant,,ENST00000436513,;LAIR1,3_prime_UTR_variant,,ENST00000420483,;LAIR1,non_coding_transcript_exon_variant,,ENST00000467269,;LAIR1,non_coding_transcript_exon_variant,,ENST00000498511,;LAIR1,upstream_gene_variant,,ENST00000475389,;LAIR1,upstream_gene_variant,,ENST00000460312,;LAIR1,downstream_gene_variant,,ENST00000423853,;LAIR1,downstream_gene_variant,,ENST00000427131,;

	AC079354.1
	0.1
	11
	11
	0
	AC079354.1,missense_variant,p.Val591Gly,ENST00000295844,;AC079354.1,missense_variant,p.Val535Gly,ENST00000541917,;AC079354.1,missense_variant,p.Val120Gly,ENST00000498697,;AC079354.3,downstream_gene_variant,,ENST00000409819,;AC079354.1,non_coding_transcript_exon_variant,,ENST00000409515,;AC079354.1,non_coding_transcript_exon_variant,,ENST00000459709,;,regulatory_region_variant,,ENSR00001713875,;

	NBPF10
	0.1
	24
	24
	0
	NBPF10,missense_variant,p.Gly3314Glu,ENST00000342960,NM_001039703.5;NBPF10,intron_variant,,ENST00000369339,;NBPF10,intron_variant,,ENST00000369338,;NBPF10,intron_variant,,ENST00000605176,;NBPF10,intron_variant,,ENST00000448873,;NBPF10,downstream_gene_variant,,ENST00000490598,;

	MUC21
	0.101010101
	21
	20
	1
	MUC21,missense_variant,p.Gly253Ser,ENST00000376296,NM_001010909.2;MUC21,5_prime_UTR_variant,,ENST00000486149,;

	COASY
	0.101449275
	18
	18
	0
	COASY,missense_variant,p.Ser55Tyr,ENST00000393818,NM_025233.6;COASY,missense_variant,p.Ser55Tyr,ENST00000420359,NM_001042529.2,NM_001042532.3;COASY,missense_variant,p.Ser55Tyr,ENST00000421097,;COASY,missense_variant,p.Ser84Tyr,ENST00000590958,;COASY,missense_variant,p.Ser55Tyr,ENST00000586771,;COASY,missense_variant,p.Ser55Tyr,ENST00000585811,;COASY,missense_variant,p.Ser84Tyr,ENST00000585909,;COASY,missense_variant,p.Ser84Tyr,ENST00000587858,;COASY,missense_variant,p.Ser55Tyr,ENST00000587214,;COASY,intron_variant,,ENST00000449624,;COASY,intron_variant,,ENST00000591779,;COASY,intron_variant,,ENST00000587157,;MLX,upstream_gene_variant,,ENST00000246912,NM_170607.2;MLX,upstream_gene_variant,,ENST00000435881,NM_198204.1;MLX,upstream_gene_variant,,ENST00000346833,NM_198205.1;MLX,upstream_gene_variant,,ENST00000591024,;RP11-400F19.8,downstream_gene_variant,,ENST00000585572,;COASY,downstream_gene_variant,,ENST00000588757,;MLX,upstream_gene_variant,,ENST00000590050,;COASY,upstream_gene_variant,,ENST00000591753,;MLX,upstream_gene_variant,,ENST00000585403,;MLX,upstream_gene_variant,,ENST00000586393,;COASY,upstream_gene_variant,,ENST00000591583,;MLX,upstream_gene_variant,,ENST00000590084,;MLX,upstream_gene_variant,,ENST00000592717,;MLX,upstream_gene_variant,,ENST00000591195,;COASY,upstream_gene_variant,,ENST00000588353,;,regulatory_region_variant,,ENSR00001677114,;

	C10orf71
	0.101449275
	19
	19
	0
	C10orf71,missense_variant,p.Asp461Ala,ENST00000374144,;C10orf71,missense_variant,p.Asp461Ala,ENST00000323868,NM_001135196.1;

	POLD1
	0.101694915
	20
	20
	0
	POLD1,missense_variant,p.Arg119His,ENST00000440232,NM_002691.3,NM_001256849.1;POLD1,missense_variant,p.Arg119His,ENST00000599857,;POLD1,missense_variant,p.Arg119His,ENST00000595904,;POLD1,missense_variant,p.Arg119His,ENST00000601098,;POLD1,downstream_gene_variant,,ENST00000593887,;RN7SL324P,downstream_gene_variant,,ENST00000577945,;POLD1,missense_variant,p.Arg119His,ENST00000600859,;POLD1,non_coding_transcript_exon_variant,,ENST00000600746,;,regulatory_region_variant,,ENSR00001695178,;

	UBAP2
	0.102040816
	19
	19
	0
	UBAP2,missense_variant,p.Arg14Gln,ENST00000379238,;UBAP2,missense_variant,p.Arg14Gln,ENST00000360802,NM_018449.2;UBAP2,missense_variant,p.Arg14Gln,ENST00000449054,;UBAP2,missense_variant,p.Arg14Gln,ENST00000418786,;UBAP2,missense_variant,p.Arg14Gln,ENST00000412543,;UBAP2,5_prime_UTR_variant,,ENST00000539807,;UBAP2,intron_variant,,ENST00000379239,NM_001282529.1;RNU7-36P,downstream_gene_variant,,ENST00000516597,;UBAP2,non_coding_transcript_exon_variant,,ENST00000480885,;UBAP2,non_coding_transcript_exon_variant,,ENST00000459988,;

	SRCRB4D
	0.102040816
	18
	18
	0
	SRCRB4D,missense_variant,p.Arg505Gln,ENST00000275560,NM_080744.1;SRCRB4D,non_coding_transcript_exon_variant,,ENST00000492979,;

	TACC3
	0.102040816
	13
	13
	0
	TACC3,missense_variant,p.Cys275Tyr,ENST00000313288,NM_006342.2;TACC3,intron_variant,,ENST00000485989,;TACC3,downstream_gene_variant,,ENST00000493975,;TACC3,downstream_gene_variant,,ENST00000458173,;TACC3,upstream_gene_variant,,ENST00000470136,;TACC3,3_prime_UTR_variant,,ENST00000467746,;TACC3,non_coding_transcript_exon_variant,,ENST00000484651,;TACC3,upstream_gene_variant,,ENST00000466077,;

	TACC3
	0.104166667
	16
	16
	0
	TACC3,missense_variant,p.Gly287Ser,ENST00000313288,NM_006342.2;TACC3,intron_variant,,ENST00000485989,;TACC3,downstream_gene_variant,,ENST00000493975,;TACC3,downstream_gene_variant,,ENST00000458173,;TACC3,upstream_gene_variant,,ENST00000470136,;TACC3,non_coding_transcript_exon_variant,,ENST00000484651,;TACC3,downstream_gene_variant,,ENST00000467746,;TACC3,upstream_gene_variant,,ENST00000466077,;,TF_binding_site_variant,,MA0139.1,;

	PLXNB2
	0.104477612
	13
	13
	0
	PLXNB2,missense_variant,p.Asn759Asp,ENST00000449103,;PLXNB2,missense_variant,p.Asn759Asp,ENST00000359337,NM_012401.3;PLXNB2,intron_variant,,ENST00000411680,;PLXNB2,downstream_gene_variant,,ENST00000432455,;PLXNB2,upstream_gene_variant,,ENST00000427829,;PLXNB2,downstream_gene_variant,,ENST00000434732,;PLXNB2,non_coding_transcript_exon_variant,,ENST00000496720,;PLXNB2,upstream_gene_variant,,ENST00000479701,;PLXNB2,upstream_gene_variant,,ENST00000463165,;PLXNB2,upstream_gene_variant,,ENST00000492578,;,regulatory_region_variant,,ENSR00001533514,;

	NUP210
	0.104651163
	14
	14
	0
	NUP210,missense_variant,p.Ala297Thr,ENST00000254508,NM_024923.3;NUP210,non_coding_transcript_exon_variant,,ENST00000420141,;,regulatory_region_variant,,ENSR00001736260,;

	BPI
	0.105263158
	10
	10
	0
	BPI,missense_variant,p.Ala16Val,ENST00000262865,NM_001725.2;BPI,missense_variant,p.Ala99Val,ENST00000418004,;CTD-2308N23.2,intron_variant,,ENST00000437016,;,regulatory_region_variant,,ENSR00001722377,;

	HYDIN
	0.105882353
	15
	15
	0
	HYDIN,missense_variant,p.Glu2306Gly,ENST00000393567,NM_001270974.1;HYDIN,non_coding_transcript_exon_variant,,ENST00000309900,;HYDIN,downstream_gene_variant,,ENST00000543521,;

	SLX4
	0.106382979
	20
	20
	0
	SLX4,missense_variant,p.Ser1271Phe,ENST00000294008,NM_032444.2;,regulatory_region_variant,,ENSR00001663088,;

	HKR1
	0.106666667
	39
	39
	0
	HKR1,missense_variant,p.Thr355Ile,ENST00000591471,;HKR1,missense_variant,p.Thr628Ile,ENST00000324411,NM_181786.2;HKR1,missense_variant,p.Thr355Ile,ENST00000544914,;HKR1,missense_variant,p.Thr609Ile,ENST00000392153,;HKR1,missense_variant,p.Thr567Ile,ENST00000541583,;HKR1,missense_variant,p.Thr610Ile,ENST00000589392,;HKR1,intron_variant,,ENST00000591134,;HKR1,downstream_gene_variant,,ENST00000591259,;HKR1,downstream_gene_variant,,ENST00000592768,;HKR1,downstream_gene_variant,,ENST00000585623,;HKR1,downstream_gene_variant,,ENST00000592168,;HKR1,downstream_gene_variant,,ENST00000591391,;HKR1,downstream_gene_variant,,ENST00000591417,;HKR1,downstream_gene_variant,,ENST00000586897,;HKR1,non_coding_transcript_exon_variant,,ENST00000588820,;HKR1,downstream_gene_variant,,ENST00000590570,;

	MUC17
	0.107843137
	51
	50
	1
	MUC17,missense_variant,p.Ser1242Thr,ENST00000306151,NM_001040105.1;MUC17,missense_variant,p.Ser1242Thr,ENST00000379439,;

	PRMT6
	0.108108108
	16
	16
	0
	PRMT6,missense_variant,p.Ala135Val,ENST00000361318,NM_018137.2;PRMT6,missense_variant,p.Ala194Val,ENST00000370078,;,regulatory_region_variant,,ENSR00000284174,;

	VSX2
	0.108695652
	19
	19
	0
	VSX2,missense_variant,p.Asp291Asn,ENST00000261980,NM_182894.2;

	PRAMEF4
	0.108695652
	12
	12
	0
	PRAMEF4,missense_variant,p.Cys168Tyr,ENST00000235349,NM_001009611.2;

	ALMS1
	0.109375
	14
	14
	0
	ALMS1,missense_variant,p.Glu784Gly,ENST00000264448,NM_015120.4;ALMS1,missense_variant,p.Glu742Gly,ENST00000409009,;ALMS1,missense_variant,p.Glu784Gly,ENST00000377715,;ALMS1,upstream_gene_variant,,ENST00000484298,;ALMS1,upstream_gene_variant,,ENST00000423048,;

	MDM1
	0.111111111
	13
	13
	0
	MDM1,missense_variant,p.Thr103Ile,ENST00000303145,NM_017440.4;MDM1,missense_variant,p.Thr103Ile,ENST00000411698,NM_001205028.1;MDM1,missense_variant,p.Thr103Ile,ENST00000430606,NM_001205029.1,NM_020128.2;MDM1,missense_variant,p.Thr98Ile,ENST00000541686,;MDM1,3_prime_UTR_variant,,ENST00000393543,;MDM1,intron_variant,,ENST00000540418,;MDM1,non_coding_transcript_exon_variant,,ENST00000545724,;MDM1,upstream_gene_variant,,ENST00000540476,;MDM1,upstream_gene_variant,,ENST00000538454,;MDM1,upstream_gene_variant,,ENST00000536997,;MDM1,downstream_gene_variant,,ENST00000541087,;

	KXD1
	0.111111111
	13
	13
	0
	KXD1,missense_variant,p.Pro157Ala,ENST00000602094,;KXD1,missense_variant,p.Pro157Ala,ENST00000540691,NM_001171948.1;KXD1,missense_variant,p.Pro157Ala,ENST00000539106,NM_001171949.1;KXD1,missense_variant,p.Pro157Ala,ENST00000222307,NM_024069.3;KXD1,missense_variant,p.Pro176Ala,ENST00000601630,;KXD1,missense_variant,p.Pro157Ala,ENST00000595073,;KXD1,missense_variant,p.Pro157Ala,ENST00000599319,;KXD1,missense_variant,p.Pro157Ala,ENST00000597438,;KXD1,3_prime_UTR_variant,,ENST00000600099,;UBA52,upstream_gene_variant,,ENST00000442744,NM_001033930.1;KXD1,downstream_gene_variant,,ENST00000598830,;UBA52,upstream_gene_variant,,ENST00000599256,;UBA52,upstream_gene_variant,,ENST00000595683,;UBA52,upstream_gene_variant,,ENST00000596273,;UBA52,upstream_gene_variant,,ENST00000595158,;KXD1,downstream_gene_variant,,ENST00000596785,;UBA52,upstream_gene_variant,,ENST00000599551,;UBA52,upstream_gene_variant,,ENST00000599595,;KXD1,downstream_gene_variant,,ENST00000595870,;UBA52,upstream_gene_variant,,ENST00000598780,;KXD1,downstream_gene_variant,,ENST00000600372,;UBA52,upstream_gene_variant,,ENST00000430157,NM_003333.3;UBA52,upstream_gene_variant,,ENST00000596304,;UBA52,upstream_gene_variant,,ENST00000597451,;UBA52,upstream_gene_variant,,ENST00000596272,;KXD1,downstream_gene_variant,,ENST00000599000,;UBA52,upstream_gene_variant,,ENST00000594527,;AC005253.4,non_coding_transcript_exon_variant,,ENST00000593791,;CRLF1,downstream_gene_variant,,ENST00000594325,;KXD1,missense_variant,p.Pro157Ala,ENST00000600654,;UBA52,upstream_gene_variant,,ENST00000598814,;

	OR7D4
	0.111111111
	16
	16
	0
	OR7D4,missense_variant,p.Thr133Met,ENST00000308682,NM_001005191.2;

	KRTAP4-11
	0.112244898
	25
	25
	0
	KRTAP4-11,missense_variant,p.Arg17Gln,ENST00000391413,NM_033059.3;KRTAP4-12,downstream_gene_variant,,ENST00000394014,NM_031854.2;,regulatory_region_variant,,ENSR00001346179,;

	RFPL4A
	0.112676056
	23
	23
	0
	RFPL4A,missense_variant,p.Ala137Thr,ENST00000434937,NM_001145014.1;

	OR10G8
	0.113207547
	10
	10
	0
	OR10G8,missense_variant,p.Thr196Ile,ENST00000431524,NM_001004464.1;

	OR14I1
	0.113636364
	10
	10
	0
	OR14I1,missense_variant,p.Tyr216Cys,ENST00000342623,NM_001004734.1;

	C17orf78
	0.113636364
	10
	10
	0
	C17orf78,missense_variant,p.Asp23Gly,ENST00000300618,NM_173625.3;C17orf78,missense_variant,p.Asp23Gly,ENST00000586700,;ACACA,intron_variant,,ENST00000353139,NM_198834.1,NM_198839.1;ACACA,intron_variant,,ENST00000451642,;ACACA,intron_variant,,ENST00000416895,;ACACA,intron_variant,,ENST00000413318,;ACACA,intron_variant,,ENST00000587545,;ACACA,intron_variant,,ENST00000456066,;

	FCGBP
	0.115384615
	21
	21
	0
	FCGBP,missense_variant,p.Thr1524Asn,ENST00000221347,NM_003890.2;FCGBP,missense_variant,p.Thr42Asn,ENST00000601713,;

	TDRD10
	0.115942029
	19
	19
	0
	TDRD10,missense_variant,p.Val215Ile,ENST00000368482,NM_182499.3,NM_001098475.1;TDRD10,missense_variant,p.Val215Ile,ENST00000368480,;UBE2Q1,downstream_gene_variant,,ENST00000292211,NM_017582.6;TDRD10,non_coding_transcript_exon_variant,,ENST00000479937,;TDRD10,non_coding_transcript_exon_variant,,ENST00000468714,;TDRD10,non_coding_transcript_exon_variant,,ENST00000462871,;

	RP11-723O4.6
	0.11627907
	10
	10
	0
	RP11-723O4.6,missense_variant,p.Thr379Met,ENST00000508239,;KIAA1257,intron_variant,,ENST00000511438,;

	AHNAK2
	0.11627907
	25
	25
	0
	AHNAK2,missense_variant,p.Glu825Ala,ENST00000333244,NM_138420.2;AHNAK2,intron_variant,,ENST00000557457,;AHNAK2,non_coding_transcript_exon_variant,,ENST00000555122,;AHNAK2,downstream_gene_variant,,ENST00000555544,;

	WDR35
	0.116666667
	11
	11
	0
	WDR35,missense_variant,p.Gln18Arg,ENST00000345530,NM_001006657.1;WDR35,missense_variant,p.Gln18Arg,ENST00000281405,NM_020779.3;MATN3,downstream_gene_variant,,ENST00000407540,NM_002381.4;MATN3,downstream_gene_variant,,ENST00000421259,;AC079145.4,upstream_gene_variant,,ENST00000416575,;WDR35,missense_variant,p.Gln18Arg,ENST00000414212,;,regulatory_region_variant,,ENSR00000121680,;

	AGBL2
	0.117647059
	12
	12
	0
	AGBL2,missense_variant,p.Met671Ile,ENST00000525123,NM_024783.3;AGBL2,missense_variant,p.Met671Ile,ENST00000357610,;AGBL2,missense_variant,p.Met671Ile,ENST00000298861,;AGBL2,missense_variant,p.Met633Ile,ENST00000528244,;AGBL2,non_coding_transcript_exon_variant,,ENST00000529712,;AGBL2,3_prime_UTR_variant,,ENST00000528609,;

	NFATC4
	0.117647059
	11
	11
	0
	NFATC4,missense_variant,p.Gly223Ala,ENST00000413692,NM_001198967.1,NM_001136022.1;NFATC4,missense_variant,p.Gly192Ala,ENST00000539237,;NFATC4,missense_variant,p.Gly90Ala,ENST00000557451,;NFATC4,missense_variant,p.Gly148Ala,ENST00000422617,NM_001288802.1;NFATC4,missense_variant,p.Gly173Ala,ENST00000424781,;NFATC4,missense_variant,p.Gly160Ala,ENST00000553708,;NFATC4,missense_variant,p.Gly160Ala,ENST00000250373,NM_004554.4;NFATC4,missense_variant,p.Gly148Ala,ENST00000555453,;NFATC4,missense_variant,p.Gly160Ala,ENST00000554050,NM_001198965.1;NFATC4,missense_variant,p.Gly90Ala,ENST00000554344,;NFATC4,missense_variant,p.Gly192Ala,ENST00000556279,;NFATC4,missense_variant,p.Gly223Ala,ENST00000554591,;NFATC4,missense_variant,p.Gly173Ala,ENST00000555590,;NFATC4,missense_variant,p.Gly90Ala,ENST00000553879,NM_001198966.1;NFATC4,missense_variant,p.Gly90Ala,ENST00000554661,;NFATC4,missense_variant,p.Gly192Ala,ENST00000553469,;NFATC4,missense_variant,p.Gly148Ala,ENST00000556169,;NFATC4,missense_variant,p.Gly173Ala,ENST00000554966,;NFATC4,missense_variant,p.Gly137Ala,ENST00000557674,;NFATC4,intron_variant,,ENST00000554779,;NFATC4,upstream_gene_variant,,ENST00000555167,;NFATC4,upstream_gene_variant,,ENST00000555393,;NFATC4,upstream_gene_variant,,ENST00000556759,;NFATC4,upstream_gene_variant,,ENST00000555802,;NFATC4,upstream_gene_variant,,ENST00000554473,;NFATC4,upstream_gene_variant,,ENST00000557767,;NFATC4,downstream_gene_variant,,ENST00000554903,;NFATC4,non_coding_transcript_exon_variant,,ENST00000440487,;NFATC4,non_coding_transcript_exon_variant,,ENST00000554655,;NFATC4,non_coding_transcript_exon_variant,,ENST00000556302,;NFATC4,non_coding_transcript_exon_variant,,ENST00000556957,;NFATC4,intron_variant,,ENST00000557028,;

	DCST1
	0.119047619
	12
	12
	0
	DCST1,missense_variant,p.Met512Leu,ENST00000295542,NM_152494.3;DCST1,missense_variant,p.Met512Leu,ENST00000368419,;DCST1,missense_variant,p.Met487Leu,ENST00000423025,NM_001143687.2;DCST1,missense_variant,p.Met512Leu,ENST00000392480,;ADAM15,upstream_gene_variant,,ENST00000356955,NM_207197.2;ADAM15,upstream_gene_variant,,ENST00000449910,NM_207196.2;ADAM15,upstream_gene_variant,,ENST00000355956,NM_207194.2;ADAM15,upstream_gene_variant,,ENST00000359280,NM_207195.2;ADAM15,upstream_gene_variant,,ENST00000368412,NM_001261465.1;ADAM15,upstream_gene_variant,,ENST00000271836,NM_003815.4,NM_001261464.1;ADAM15,upstream_gene_variant,,ENST00000360674,NM_207191.2;ADAM15,upstream_gene_variant,,ENST00000531455,;ADAM15,upstream_gene_variant,,ENST00000447332,NM_001261466.1;ADAM15,upstream_gene_variant,,ENST00000368410,;ADAM15,upstream_gene_variant,,ENST00000368413,;RP11-307C12.11,upstream_gene_variant,,ENST00000452962,;ADAM15,upstream_gene_variant,,ENST00000472434,;ADAM15,upstream_gene_variant,,ENST00000473905,;ADAM15,upstream_gene_variant,,ENST00000487956,;ADAM15,upstream_gene_variant,,ENST00000480331,;ADAM15,upstream_gene_variant,,ENST00000485346,;ADAM15,upstream_gene_variant,,ENST00000531831,;ADAM15,upstream_gene_variant,,ENST00000533732,;ADAM15,upstream_gene_variant,,ENST00000531703,;ADAM15,upstream_gene_variant,,ENST00000477533,;DCST1,3_prime_UTR_variant,,ENST00000525273,;ADAM15,upstream_gene_variant,,ENST00000527418,;ADAM15,upstream_gene_variant,,ENST00000526491,;ADAM15,upstream_gene_variant,,ENST00000529473,;ADAM15,upstream_gene_variant,,ENST00000461564,;

	PNPLA3
	0.12
	11
	11
	0
	PNPLA3,missense_variant,p.Ile148Met,ENST00000216180,NM_025225.2;PNPLA3,missense_variant,p.Ile144Met,ENST00000423180,;PNPLA3,non_coding_transcript_exon_variant,,ENST00000478713,;PNPLA3,upstream_gene_variant,,ENST00000497129,;PNPLA3,3_prime_UTR_variant,,ENST00000406117,;

	MAGEC1
	0.12244898
	21
	21
	0
	MAGEC1,missense_variant,p.Thr151Ile,ENST00000285879,NM_005462.4;MAGEC1,intron_variant,,ENST00000406005,;

	KCNJ12
	0.12244898
	10
	10
	0
	KCNJ12,missense_variant,p.Asp173Asn,ENST00000583088,NM_021012.4;KCNJ12,missense_variant,p.Asp173Asn,ENST00000331718,NM_001194958.2;,regulatory_region_variant,,ENSR00001674750,;

	NPIPB7
	0.122807018
	12
	12
	0
	NPIPB7,missense_variant,p.Arg245His,ENST00000452313,;RP11-57A19.5,upstream_gene_variant,,ENST00000602838,;

	KIR2DL3
	0.123076923
	14
	14
	0
	KIR2DL3,missense_variant,p.Val9Ala,ENST00000342376,NM_015868.2;KIR2DL3,missense_variant,p.Val9Ala,ENST00000434419,;KIR3DL1,intron_variant,,ENST00000538269,;KIR3DL1,intron_variant,,ENST00000541392,;KIR3DL1,intron_variant,,ENST00000402254,;KIR2DL4,intron_variant,,ENST00000396284,;KIR3DL3,downstream_gene_variant,,ENST00000291860,NM_153443.3;CTB-61M7.1,intron_variant,,ENST00000400864,;

	HNF1A
	0.125
	15
	15
	0
	HNF1A,missense_variant,p.Ile27Leu,ENST00000257555,;HNF1A,missense_variant,p.Ile27Leu,ENST00000541395,NM_000545.5;HNF1A,missense_variant,p.Ile27Leu,ENST00000402929,;HNF1A,missense_variant,p.Ile27Leu,ENST00000400024,;HNF1A,missense_variant,p.Ile27Leu,ENST00000544413,;HNF1A,splice_region_variant,,ENST00000538626,;HNF1A,intron_variant,,ENST00000543427,;HNF1A,intron_variant,,ENST00000535955,;HNF1A-AS1,intron_variant,,ENST00000537361,;HNF1A-AS1,intron_variant,,ENST00000433033,;HNF1A-AS1,intron_variant,,ENST00000535301,;HNF1A,missense_variant,p.Ile27Leu,ENST00000540108,;HNF1A,missense_variant,p.Ile75Leu,ENST00000560968,;HNF1A,missense_variant,p.Ile27Leu,ENST00000538646,;HNF1A,missense_variant,p.Ile27Leu,ENST00000541924,;HNF1A,splice_region_variant,,ENST00000544574,;,regulatory_region_variant,,ENSR00001467830,;

	IFNA17
	0.125
	13
	13
	0
	IFNA17,missense_variant,p.Ile184Arg,ENST00000413767,NM_021268.2;IFNWP5,downstream_gene_variant,,ENST00000445100,;

	MUC16
	0.125
	18
	18
	0
	MUC16,missense_variant,p.Lys9429Asn,ENST00000397910,NM_024690.2;

	HCAR3
	0.126436782
	17
	17
	0
	HCAR3,missense_variant,p.Ala376Gly,ENST00000528880,NM_006018.2;HCAR1,intron_variant,,ENST00000356987,;RP11-324E6.6,non_coding_transcript_exon_variant,,ENST00000543611,;RP11-324E6.6,non_coding_transcript_exon_variant,,ENST00000545293,;,regulatory_region_variant,,ENSR00001637247,;

	EDEM2
	0.126984127
	13
	13
	0
	EDEM2,missense_variant,p.Ala456Thr,ENST00000374492,NM_018217.2;EDEM2,missense_variant,p.Ala235Thr,ENST00000541621,;EDEM2,missense_variant,p.Ala419Thr,ENST00000374491,NM_001145025.1;EDEM2,missense_variant,p.Ala180Thr,ENST00000542871,;EDEM2,downstream_gene_variant,,ENST00000540582,;SNORD56,downstream_gene_variant,,ENST00000364281,;

	OBSCN
	0.126984127
	19
	19
	0
	OBSCN,missense_variant,p.Arg5619Cys,ENST00000570156,NM_001271223.2;OBSCN,missense_variant,p.Arg2296Cys,ENST00000366707,;OBSCN,missense_variant,p.Arg4662Cys,ENST00000422127,NM_001098623.2;OBSCN,missense_variant,p.Arg4662Cys,ENST00000284548,NM_052843.3;OBSCN,missense_variant,p.Arg1781Cys,ENST00000366709,;

	CYP2A13
	0.127659574
	11
	11
	0
	CYP2A13,missense_variant,p.Arg25Gln,ENST00000330436,NM_000766.4;

	CCDC149
	0.129032258
	17
	17
	0
	CCDC149,missense_variant,p.Arg503Trp,ENST00000504487,NM_001130726.2;CCDC149,missense_variant,p.Arg503Trp,ENST00000389609,NM_173463.4;CCDC149,3_prime_UTR_variant,,ENST00000428116,;CCDC149,3_prime_UTR_variant,,ENST00000502801,;CCDC149,downstream_gene_variant,,ENST00000507096,;

	ZNF705G
	0.130434783
	15
	15
	0
	ZNF705G,missense_variant,p.Val236Ala,ENST00000400156,;ZNF705G,missense_variant,p.Val236Ala,ENST00000400078,NM_001164457.1;FAM66B,upstream_gene_variant,,ENST00000606573,;FAM66B,upstream_gene_variant,,ENST00000529456,;,regulatory_region_variant,,ENSR00001804883,;

	SCD
	0.130434783
	10
	10
	0
	SCD,missense_variant,p.Met224Leu,ENST00000370355,NM_005063.4;

	ANKLE1
	0.131578947
	10
	10
	0
	ANKLE1,missense_variant,p.Leu184Trp,ENST00000394458,NM_001278444.1,NM_152363.5,NM_001278445.1,NM_001278443.1;ANKLE1,missense_variant,p.Leu206Trp,ENST00000404085,;ANKLE1,missense_variant,p.Leu173Trp,ENST00000594072,;ANKLE1,missense_variant,p.Leu184Trp,ENST00000598347,;ANKLE1,missense_variant,p.Leu238Trp,ENST00000433424,;BABAM1,downstream_gene_variant,,ENST00000359435,NM_001033549.1;BABAM1,downstream_gene_variant,,ENST00000598188,NM_001288756.1;BABAM1,downstream_gene_variant,,ENST00000447614,;BABAM1,downstream_gene_variant,,ENST00000601043,NM_014173.2;BABAM1,downstream_gene_variant,,ENST00000595632,NM_001288757.1;USHBP1,upstream_gene_variant,,ENST00000598309,;BABAM1,downstream_gene_variant,,ENST00000598567,;ANKLE1,missense_variant,p.Leu184Trp,ENST00000404261,;ANKLE1,non_coding_transcript_exon_variant,,ENST00000596626,;CTD-2278I10.6,downstream_gene_variant,,ENST00000596542,;BABAM1,downstream_gene_variant,,ENST00000594247,;BABAM1,downstream_gene_variant,,ENST00000601232,;ANKLE1,downstream_gene_variant,,ENST00000601401,;ANKLE1,downstream_gene_variant,,ENST00000596834,;ANKLE1,downstream_gene_variant,,ENST00000596099,;BABAM1,downstream_gene_variant,,ENST00000598382,;,regulatory_region_variant,,ENSR00001418219,;

	BAI2
	0.131578947
	12
	12
	0
	BAI2,missense_variant,p.Met742Leu,ENST00000373658,NM_001703.2;BAI2,missense_variant,p.Met742Leu,ENST00000373655,;BAI2,missense_variant,p.Met742Leu,ENST00000257070,;BAI2,missense_variant,p.Met675Leu,ENST00000398542,;BAI2,missense_variant,p.Met742Leu,ENST00000527361,;BAI2,missense_variant,p.Met690Leu,ENST00000398556,;BAI2,missense_variant,p.Met675Leu,ENST00000398547,;BAI2,missense_variant,p.Met730Leu,ENST00000398538,;BAI2,missense_variant,p.Met384Leu,ENST00000440175,;BAI2,missense_variant,p.Met680Leu,ENST00000420125,;BAI2,downstream_gene_variant,,ENST00000533175,;BAI2,non_coding_transcript_exon_variant,,ENST00000530134,;BAI2,upstream_gene_variant,,ENST00000465256,;BAI2,upstream_gene_variant,,ENST00000484002,;BAI2,downstream_gene_variant,,ENST00000468430,;BAI2,downstream_gene_variant,,ENST00000473952,;BAI2,upstream_gene_variant,,ENST00000525655,;BAI2,upstream_gene_variant,,ENST00000530999,;BAI2,upstream_gene_variant,,ENST00000466109,;,regulatory_region_variant,,ENSR00001581371,;

	AKAP13
	0.132352941
	18
	18
	0
	AKAP13,missense_variant,p.Glu1106Gly,ENST00000394518,NM_007200.4,NM_001270546.1;AKAP13,missense_variant,p.Glu1106Gly,ENST00000361243,NM_006738.5;AKAP13,missense_variant,p.Glu1106Gly,ENST00000559362,;AKAP13,downstream_gene_variant,,ENST00000558166,;AKAP13,downstream_gene_variant,,ENST00000558811,;RP11-815J21.2,upstream_gene_variant,,ENST00000561409,;AKAP13,upstream_gene_variant,,ENST00000561337,;AKAP13,upstream_gene_variant,,ENST00000560340,;

	OR8H3
	0.134615385
	17
	17
	0
	OR8H3,missense_variant,p.Thr16Met,ENST00000313472,NM_001005201.1;

	ZNF30
	0.135135135
	18
	18
	0
	ZNF30,missense_variant,p.Gln124Arg,ENST00000439785,NM_001099438.1;ZNF30,missense_variant,p.Gln124Arg,ENST00000303586,NM_194325.2,NM_001099437.1;ZNF30,missense_variant,p.Gln42Arg,ENST00000426813,;ZNF30,missense_variant,p.Gln123Arg,ENST00000601142,;ZNF30,3_prime_UTR_variant,,ENST00000601957,;ZNF30,non_coding_transcript_exon_variant,,ENST00000595818,;

	ZNF99
	0.135135135
	13
	13
	0
	ZNF99,missense_variant,p.His147Tyr,ENST00000397104,;ZNF99,missense_variant,p.His126Tyr,ENST00000596209,NM_001080409.2;CTC-451A6.4,upstream_gene_variant,,ENST00000442497,;

	ITGAE
	0.13559322
	10
	10
	0
	ITGAE,missense_variant,p.Ile477Val,ENST00000263087,NM_002208.4;ITGAE,non_coding_transcript_exon_variant,,ENST00000572121,;,regulatory_region_variant,,ENSR00001672458,;

	EMC1
	0.136363636
	11
	11
	0
	EMC1,missense_variant,p.Ala3Val,ENST00000477853,NM_001271427.1,NM_001271428.1,NM_015047.2;EMC1,missense_variant,p.Ala3Val,ENST00000375199,;EMC1,missense_variant,p.Ala3Val,ENST00000375208,NM_001271429.1;EMC1,missense_variant,p.Ala3Val,ENST00000356068,;MRTO4,upstream_gene_variant,,ENST00000330263,NM_016183.3;MRTO4,upstream_gene_variant,,ENST00000493700,;EMC1,missense_variant,p.Ala3Val,ENST00000475079,;EMC1,non_coding_transcript_exon_variant,,ENST00000488681,;,regulatory_region_variant,,ENSR00000531839,;

	SPATA31E1
	0.136363636
	14
	14
	0
	SPATA31E1,missense_variant,p.Arg1350His,ENST00000325643,NM_178828.4;

	CMTM2
	0.136363636
	10
	10
	0
	CMTM2,missense_variant,p.Ile122Thr,ENST00000268595,NM_144673.2;CMTM2,intron_variant,,ENST00000379486,NM_001199317.1;CMTM1,downstream_gene_variant,,ENST00000379500,NM_181268.2,NM_052999.3;CMTM1,downstream_gene_variant,,ENST00000328020,;CMTM1,downstream_gene_variant,,ENST00000533953,;CMTM1,downstream_gene_variant,,ENST00000457188,NM_181269.2;CMTM1,downstream_gene_variant,,ENST00000528324,NM_181270.2;CMTM1,downstream_gene_variant,,ENST00000332695,NM_181271.2;CMTM1,downstream_gene_variant,,ENST00000336328,NM_181272.2;CMTM1,downstream_gene_variant,,ENST00000531885,NM_181283.2;CKLF-CMTM1,downstream_gene_variant,,ENST00000527729,NM_001202509.1;CMTM1,downstream_gene_variant,,ENST00000529506,;CMTM1,downstream_gene_variant,,ENST00000533666,NM_181296.2;CKLF-CMTM1,downstream_gene_variant,,ENST00000529718,NM_001204098.1;RP11-403P17.2,non_coding_transcript_exon_variant,,ENST00000568430,;CMTM2,intron_variant,,ENST00000569316,;CMTM1,downstream_gene_variant,,ENST00000479381,;CMTM1,downstream_gene_variant,,ENST00000528441,;CMTM1,downstream_gene_variant,,ENST00000529386,;CMTM1,downstream_gene_variant,,ENST00000533915,;CMTM1,downstream_gene_variant,,ENST00000333001,;CMTM1,downstream_gene_variant,,ENST00000530141,;CMTM1,downstream_gene_variant,,ENST00000465057,;CMTM1,downstream_gene_variant,,ENST00000534143,;CMTM1,downstream_gene_variant,,ENST00000528484,;CMTM1,downstream_gene_variant,,ENST00000533078,;,regulatory_region_variant,,ENSR00000508830,;

	SLC25A37
	0.136363636
	15
	15
	0
	SLC25A37,missense_variant,p.Ile87Val,ENST00000519973,NM_016612.2;SLC25A37,missense_variant,p.Ile68Val,ENST00000523930,;AC051642.1,upstream_gene_variant,,ENST00000595539,;SLC25A37,non_coding_transcript_exon_variant,,ENST00000517923,;SLC25A37,non_coding_transcript_exon_variant,,ENST00000520949,;SLC25A37,upstream_gene_variant,,ENST00000522164,;SLC25A37,upstream_gene_variant,,ENST00000521637,;SLC25A37,missense_variant,p.Ile87Val,ENST00000290075,;SLC25A37,missense_variant,p.Ile87Val,ENST00000417331,;SLC25A37,non_coding_transcript_exon_variant,,ENST00000523883,;SLC25A37,non_coding_transcript_exon_variant,,ENST00000518881,;SLC25A37,non_coding_transcript_exon_variant,,ENST00000520654,;

	RIN3
	0.136986301
	24
	24
	0
	RIN3,missense_variant,p.His215Arg,ENST00000216487,NM_024832.3;RIN3,upstream_gene_variant,,ENST00000556418,;RIN3,non_coding_transcript_exon_variant,,ENST00000418924,;RIN3,non_coding_transcript_exon_variant,,ENST00000553992,;RIN3,3_prime_UTR_variant,,ENST00000555589,;,regulatory_region_variant,,ENSR00001650213,;

	LOX
	0.137254902
	18
	18
	0
	LOX,missense_variant,p.Arg158Gln,ENST00000231004,NM_002317.5,NM_001178102.1;LOX,upstream_gene_variant,,ENST00000513319,;LOX,upstream_gene_variant,,ENST00000505593,;SRFBP1,downstream_gene_variant,,ENST00000504881,;LOX,upstream_gene_variant,,ENST00000503759,;LOX,upstream_gene_variant,,ENST00000508067,;,regulatory_region_variant,,ENSR00001288588,;

	CD33
	0.138461538
	14
	14
	0
	CD33,missense_variant,p.Ala14Val,ENST00000262262,NM_001772.3;CD33,missense_variant,p.Ala14Val,ENST00000391796,NM_001177608.1;CD33,intron_variant,,ENST00000436584,;CD33,intron_variant,,ENST00000421133,NM_001082618.1;CD33,non_coding_transcript_exon_variant,,ENST00000601785,;CD33,upstream_gene_variant,,ENST00000598473,;,regulatory_region_variant,,ENSR00000217711,;

	SLFN12
	0.138461538
	14
	14
	0
	SLFN12,missense_variant,p.Ser43Arg,ENST00000394562,;SLFN12,missense_variant,p.Ser43Arg,ENST00000452764,;SLFN12,missense_variant,p.Ser43Arg,ENST00000304905,NM_018042.3;SLFN12,missense_variant,p.Ser43Arg,ENST00000447040,;SLFN12,missense_variant,p.Ser43Arg,ENST00000445092,;SLFN12,upstream_gene_variant,,ENST00000460530,;SLFN12,upstream_gene_variant,,ENST00000479326,;

	ACBD3
	0.138888889
	10
	10
	0
	ACBD3,missense_variant,p.Glu187Asp,ENST00000366812,NM_022735.3;ACBD3,upstream_gene_variant,,ENST00000464927,;

	ITGA11
	0.139534884
	13
	13
	0
	ITGA11,missense_variant,p.Val433Met,ENST00000423218,;ITGA11,missense_variant,p.Val433Met,ENST00000315757,NM_001004439.1;ITGA11,intron_variant,,ENST00000566429,;ITGA11,non_coding_transcript_exon_variant,,ENST00000569346,;,regulatory_region_variant,,ENSR00001657784,;

	FASTK
	0.139534884
	10
	10
	0
	FASTK,missense_variant,p.Ala436Val,ENST00000297532,NM_006712.4;FASTK,missense_variant,p.Ala409Val,ENST00000482571,NM_001258461.1;FASTK,missense_variant,p.Ala295Val,ENST00000353841,NM_033015.3;FASTK,3_prime_UTR_variant,,ENST00000540185,;SLC4A2,downstream_gene_variant,,ENST00000485713,NM_001199692.1;SLC4A2,downstream_gene_variant,,ENST00000461735,NM_001199694.1;SLC4A2,downstream_gene_variant,,ENST00000413384,NM_003040.3;SLC4A2,downstream_gene_variant,,ENST00000310317,;SLC4A2,downstream_gene_variant,,ENST00000392826,NM_001199693.1;TMUB1,downstream_gene_variant,,ENST00000392818,NM_031434.3;TMUB1,downstream_gene_variant,,ENST00000462940,;TMUB1,downstream_gene_variant,,ENST00000297533,NM_001136044.1;TMUB1,downstream_gene_variant,,ENST00000482202,;TMUB1,downstream_gene_variant,,ENST00000476627,;TMUB1,downstream_gene_variant,,ENST00000488752,;TMUB1,downstream_gene_variant,,ENST00000492838,;RP11-148K1.12,upstream_gene_variant,,ENST00000485974,;FASTK,non_coding_transcript_exon_variant,,ENST00000489884,;FASTK,downstream_gene_variant,,ENST00000478477,;FASTK,downstream_gene_variant,,ENST00000496663,;FASTK,downstream_gene_variant,,ENST00000461979,;SLC4A2,downstream_gene_variant,,ENST00000482697,;FASTK,non_coding_transcript_exon_variant,,ENST00000467237,;FASTK,non_coding_transcript_exon_variant,,ENST00000469237,;FASTK,non_coding_transcript_exon_variant,,ENST00000466855,;FASTK,non_coding_transcript_exon_variant,,ENST00000482806,;FASTK,non_coding_transcript_exon_variant,,ENST00000460980,;FASTK,non_coding_transcript_exon_variant,,ENST00000483953,;FASTK,non_coding_transcript_exon_variant,,ENST00000459800,;SLC4A2,downstream_gene_variant,,ENST00000472204,;FASTK,downstream_gene_variant,,ENST00000478883,;SLC4A2,downstream_gene_variant,,ENST00000460010,;FASTK,upstream_gene_variant,,ENST00000465272,;SLC4A2,downstream_gene_variant,,ENST00000469467,;,regulatory_region_variant,,ENSR00001803518,;

	MSH4
	0.142857143
	10
	10
	0
	MSH4,missense_variant,p.Thr879Ile,ENST00000263187,NM_002440.3;

	REM2
	0.142857143
	12
	12
	0
	REM2,missense_variant,p.Gly96Ala,ENST00000267396,NM_173527.2;REM2,missense_variant,p.Gly96Ala,ENST00000536884,;LRP10,downstream_gene_variant,,ENST00000359591,NM_014045.3;LRP10,downstream_gene_variant,,ENST00000551466,;

	OR10G4
	0.142857143
	12
	12
	0
	OR10G4,missense_variant,p.Leu24Pro,ENST00000320891,NM_001004462.1;

	HS3ST6
	0.142857143
	12
	12
	0
	HS3ST6,missense_variant,p.Leu333Val,ENST00000454677,;HS3ST6,missense_variant,p.Leu316Val,ENST00000293937,;HS3ST6,missense_variant,p.Leu285Val,ENST00000443547,NM_001009606.2;

	SIX5
	0.14516129
	12
	12
	0
	SIX5,missense_variant,p.Val693Met,ENST00000317578,NM_175875.4;SIX5,3_prime_UTR_variant,,ENST00000560168,;SIX5,3_prime_UTR_variant,,ENST00000560160,;DMPK,downstream_gene_variant,,ENST00000600757,;DMPK,downstream_gene_variant,,ENST00000343373,NM_001081563.1;DMPK,downstream_gene_variant,,ENST00000291270,NM_004409.3;DMPK,downstream_gene_variant,,ENST00000447742,NM_001081562.1,NM_001081560.1;AC074212.3,downstream_gene_variant,,ENST00000457052,;DMPK,downstream_gene_variant,,ENST00000458663,;DMPK,downstream_gene_variant,,ENST00000354227,NM_001288766.1;DMPK,downstream_gene_variant,,ENST00000593574,;AC074212.5,non_coding_transcript_exon_variant,,ENST00000559756,;AC074212.5,upstream_gene_variant,,ENST00000592217,;AC074212.6,upstream_gene_variant,,ENST00000590076,;DMPK,downstream_gene_variant,,ENST00000588522,NM_001288765.1,NM_001288764.1;DMPK,downstream_gene_variant,,ENST00000596686,;DMPK,downstream_gene_variant,,ENST00000598272,;

	POM121L12
	0.147058824
	13
	13
	0
	POM121L12,missense_variant,p.Pro144Ser,ENST00000408890,NM_182595.3;

	PKD1L1
	0.147540984
	17
	17
	0
	PKD1L1,missense_variant,p.Val312Phe,ENST00000289672,NM_138295.3;HUS1,intron_variant,,ENST00000436444,;

	OTOR
	0.148148148
	12
	12
	0
	OTOR,missense_variant,p.Leu31Pro,ENST00000246081,NM_020157.3;OTOR,upstream_gene_variant,,ENST00000486129,;OTOR,upstream_gene_variant,,ENST00000490148,;

	C9orf131
	0.14893617
	28
	28
	0
	C9orf131,missense_variant,p.Trp222Leu,ENST00000312292,NM_203299.2,NM_001287391.1,NM_001040410.2;C9orf131,missense_variant,p.Trp174Leu,ENST00000421362,NM_001040412.1;C9orf131,missense_variant,p.Trp149Leu,ENST00000354479,NM_001040411.1;C9orf131,missense_variant,p.Trp187Leu,ENST00000378745,;C9orf131,downstream_gene_variant,,ENST00000534880,;FLJ00273,upstream_gene_variant,,ENST00000595331,;C9orf131,downstream_gene_variant,,ENST00000537671,;C9orf131,3_prime_UTR_variant,,ENST00000416537,;

	EPPK1
	0.15
	15
	15
	0
	EPPK1,missense_variant,p.Leu2081Val,ENST00000525985,NM_031308.2;

	PLXNB2
	0.151515152
	13
	13
	0
	PLXNB2,missense_variant,p.Ile823Val,ENST00000449103,;PLXNB2,missense_variant,p.Ile823Val,ENST00000359337,NM_012401.3;PLXNB2,intron_variant,,ENST00000411680,;PLXNB2,downstream_gene_variant,,ENST00000432455,;PLXNB2,upstream_gene_variant,,ENST00000427829,;PLXNB2,downstream_gene_variant,,ENST00000434732,;PLXNB2,non_coding_transcript_exon_variant,,ENST00000496720,;PLXNB2,upstream_gene_variant,,ENST00000479701,;PLXNB2,upstream_gene_variant,,ENST00000463165,;PLXNB2,upstream_gene_variant,,ENST00000479818,;PLXNB2,upstream_gene_variant,,ENST00000492578,;,regulatory_region_variant,,ENSR00001533514,;

	KRTAP4-4
	0.151898734
	20
	20
	0
	KRTAP4-4,missense_variant,p.Thr139Ile,ENST00000390661,NM_032524.1;

	EPPK1
	0.153846154
	10
	10
	0
	EPPK1,missense_variant,p.Thr1507Ala,ENST00000525985,NM_031308.2;

	SRP14
	0.154761905
	38
	38
	0
	SRP14,missense_variant,p.Pro124Ala,ENST00000267884,NM_003134.4;SRP14,missense_variant,p.Pro44Ala,ENST00000558720,;SRP14,missense_variant,p.Pro44Ala,ENST00000560773,;EIF2AK4,downstream_gene_variant,,ENST00000263791,NM_001013703.2;EIF2AK4,downstream_gene_variant,,ENST00000382727,;EIF2AK4,downstream_gene_variant,,ENST00000560855,;EIF2AK4,downstream_gene_variant,,ENST00000558823,;SRP14,downstream_gene_variant,,ENST00000559081,;SRP14-AS1,upstream_gene_variant,,ENST00000504245,;SRP14-AS1,upstream_gene_variant,,ENST00000560341,;SRP14,non_coding_transcript_exon_variant,,ENST00000558527,;SRP14,non_coding_transcript_exon_variant,,ENST00000559439,;SRP14,non_coding_transcript_exon_variant,,ENST00000559475,;EIF2AK4,downstream_gene_variant,,ENST00000558629,;EIF2AK4,downstream_gene_variant,,ENST00000558557,;SRP14,downstream_gene_variant,,ENST00000558243,;,regulatory_region_variant,,ENSR00001653968,;

	MATN2
	0.15625
	15
	15
	0
	MATN2,missense_variant,p.Thr187Met,ENST00000254898,NM_002380.3,NM_030583.2;MATN2,missense_variant,p.Thr187Met,ENST00000521689,;MATN2,missense_variant,p.Thr187Met,ENST00000520016,;MATN2,missense_variant,p.Thr187Met,ENST00000524308,;MATN2,missense_variant,p.Thr11Met,ENST00000518154,;MATN2,intron_variant,,ENST00000522025,;MATN2,upstream_gene_variant,,ENST00000521041,;MATN2,non_coding_transcript_exon_variant,,ENST00000523490,;MATN2,downstream_gene_variant,,ENST00000520160,;

	OR10G4
	0.15625
	11
	11
	0
	OR10G4,missense_variant,p.Arg235Gly,ENST00000320891,NM_001004462.1;

	TSEN54
	0.15942029
	16
	16
	0
	TSEN54,missense_variant,p.Ala437Val,ENST00000333213,NM_207346.2;TSEN54,missense_variant,p.Pro197Ser,ENST00000545228,;LLGL2,upstream_gene_variant,,ENST00000392550,NM_001031803.1;LLGL2,upstream_gene_variant,,ENST00000167462,NM_004524.2;LLGL2,upstream_gene_variant,,ENST00000578363,;LLGL2,upstream_gene_variant,,ENST00000375227,NM_001015002.1;TSEN54,downstream_gene_variant,,ENST00000434205,;LLGL2,upstream_gene_variant,,ENST00000580578,;LLGL2,upstream_gene_variant,,ENST00000579392,;TSEN54,downstream_gene_variant,,ENST00000580013,;TSEN54,non_coding_transcript_exon_variant,,ENST00000579449,;TSEN54,downstream_gene_variant,,ENST00000578415,;TSEN54,downstream_gene_variant,,ENST00000583173,;TSEN54,downstream_gene_variant,,ENST00000583818,;TSEN54,upstream_gene_variant,,ENST00000577197,;

	SCAI
	0.161290323
	10
	10
	0
	SCAI,missense_variant,p.Ala37Thr,ENST00000336505,NM_001144877.2;SCAI,missense_variant,p.Ala60Thr,ENST00000373549,NM_173690.4;SCAI,missense_variant,p.Ala37Thr,ENST00000477186,;

	MYO18B
	0.161290323
	10
	10
	0
	MYO18B,missense_variant,p.Gln2347Arg,ENST00000335473,NM_032608.5;MYO18B,missense_variant,p.Gln2348Arg,ENST00000407587,;MYO18B,missense_variant,p.Gln2347Arg,ENST00000536101,;MYO18B,missense_variant,p.Gln297Arg,ENST00000543971,;MYO18B,3_prime_UTR_variant,,ENST00000539302,;MYO18B,non_coding_transcript_exon_variant,,ENST00000418374,;MYO18B,upstream_gene_variant,,ENST00000540454,;

	MAP3K1
	0.162162162
	10
	10
	0
	MAP3K1,missense_variant,p.Val906Ile,ENST00000399503,NM_005921.1;MAP3K1,upstream_gene_variant,,ENST00000469188,;

	NMS
	0.162790698
	16
	16
	0
	NMS,missense_variant,p.Pro6Ser,ENST00000376865,NM_001011717.1;

	OR2A25
	0.162790698
	10
	10
	0
	OR2A25,missense_variant,p.Val82Ala,ENST00000408898,NM_001004488.1;,regulatory_region_variant,,ENSR00000314390,;OR2A41P,upstream_gene_variant,,ENST00000473586,;

	CSTL1
	0.163265306
	12
	12
	0
	CSTL1,missense_variant,p.Thr59Ala,ENST00000347397,NM_138283.1;CSTL1,missense_variant,p.Thr59Ala,ENST00000246020,;CSTL1,non_coding_transcript_exon_variant,,ENST00000472140,;CSTL1,non_coding_transcript_exon_variant,,ENST00000485969,;

	MUC16
	0.163636364
	20
	20
	0
	MUC16,missense_variant,p.Gly9380Asp,ENST00000397910,NM_024690.2;

	NACA2
	0.166666667
	16
	16
	0
	NACA2,missense_variant,p.Thr174Arg,ENST00000521764,NM_199290.3;AC002994.1,non_coding_transcript_exon_variant,,ENST00000447590,;

	NPIPB15
	0.166666667
	14
	14
	0
	NPIPB15,missense_variant,p.Ala218Val,ENST00000429990,;

	FAT1
	0.166666667
	11
	11
	0
	FAT1,missense_variant,p.Arg1064Gly,ENST00000441802,NM_005245.3;FAT1,downstream_gene_variant,,ENST00000509647,;

	THAP9
	0.170731707
	11
	11
	0
	THAP9,missense_variant,p.Leu299Phe,ENST00000302236,NM_024672.4;LIN54,intron_variant,,ENST00000505905,;THAP9,3_prime_UTR_variant,,ENST00000505901,;THAP9,downstream_gene_variant,,ENST00000506208,;

	PROM2
	0.171428571
	21
	21
	0
	PROM2,missense_variant,p.Gly513Ser,ENST00000317620,NM_001165978.1;PROM2,missense_variant,p.Gly513Ser,ENST00000317668,NM_144707.2;PROM2,missense_variant,p.Gly513Ser,ENST00000542147,;PROM2,missense_variant,p.Gly513Ser,ENST00000403131,NM_001165977.1;PROM2,non_coding_transcript_exon_variant,,ENST00000497110,;PROM2,downstream_gene_variant,,ENST00000463580,;PROM2,3_prime_UTR_variant,,ENST00000431567,;PROM2,non_coding_transcript_exon_variant,,ENST00000487138,;PROM2,downstream_gene_variant,,ENST00000478295,;

	HS6ST1
	0.171428571
	16
	16
	0
	HS6ST1,missense_variant,p.Asp87Glu,ENST00000259241,NM_004807.2;HS6ST1,non_coding_transcript_exon_variant,,ENST00000494089,;HS6ST1,non_coding_transcript_exon_variant,,ENST00000469019,;,regulatory_region_variant,,ENSR00000598095,;

	KRTAP10-12
	0.173913043
	18
	18
	0
	KRTAP10-12,missense_variant,p.Gly226Ser,ENST00000400365,NM_198699.1;TSPEAR,intron_variant,,ENST00000323084,NM_001272037.1,NM_144991.2;,regulatory_region_variant,,ENSR00001729099,;KRTAP10-13P,upstream_gene_variant,,ENST00000412914,;

	TXNRD2
	0.175
	14
	14
	0
	TXNRD2,missense_variant,p.Ile369Thr,ENST00000400519,;TXNRD2,missense_variant,p.Ile369Thr,ENST00000535882,;TXNRD2,missense_variant,p.Ile340Thr,ENST00000400518,;TXNRD2,missense_variant,p.Ile370Thr,ENST00000400521,NM_006440.3;TXNRD2,missense_variant,p.Ile340Thr,ENST00000542719,;TXNRD2,non_coding_transcript_exon_variant,,ENST00000474308,;TXNRD2,non_coding_transcript_exon_variant,,ENST00000462330,;TXNRD2,non_coding_transcript_exon_variant,,ENST00000485358,;TXNRD2,non_coding_transcript_exon_variant,,ENST00000462843,;TXNRD2,missense_variant,p.Ile347Thr,ENST00000400525,;TXNRD2,non_coding_transcript_exon_variant,,ENST00000495655,;TXNRD2,non_coding_transcript_exon_variant,,ENST00000487165,;TXNRD2,non_coding_transcript_exon_variant,,ENST00000494454,;

	ZNF257
	0.176470588
	19
	19
	0
	ZNF257,missense_variant,p.Cys517Arg,ENST00000594947,NM_033468.2;ZNF257,downstream_gene_variant,,ENST00000600162,;ZNF257,downstream_gene_variant,,ENST00000597927,;ZNF257,3_prime_UTR_variant,,ENST00000435820,;

	FCGR2A
	0.178571429
	11
	11
	0
	FCGR2A,missense_variant,p.His167Arg,ENST00000271450,NM_021642.3,NM_001136219.1;FCGR2A,missense_variant,p.His166Arg,ENST00000367972,;FCGR2A,upstream_gene_variant,,ENST00000459885,;FCGR2A,non_coding_transcript_exon_variant,,ENST00000471026,;FCGR2A,upstream_gene_variant,,ENST00000486608,;FCGR2A,upstream_gene_variant,,ENST00000461298,;RP11-25K21.6,upstream_gene_variant,,ENST00000537821,;FCGR2A,missense_variant,p.His132Arg,ENST00000467525,;FCGR2A,3_prime_UTR_variant,,ENST00000483665,;FCGR2A,non_coding_transcript_exon_variant,,ENST00000467654,;FCGR2A,downstream_gene_variant,,ENST00000473080,;FCGR2A,downstream_gene_variant,,ENST00000536731,;FCGR2A,downstream_gene_variant,,ENST00000497474,;FCGR2A,downstream_gene_variant,,ENST00000482233,;

	FGFR4
	0.179487179
	19
	19
	0
	FGFR4,missense_variant,p.Gly388Arg,ENST00000292408,NM_213647.1,NM_002011.3;FGFR4,missense_variant,p.Gly388Arg,ENST00000502906,;FGFR4,missense_variant,p.Gly24Arg,ENST00000511076,;FGFR4,intron_variant,,ENST00000292410,;FGFR4,intron_variant,,ENST00000393648,;FGFR4,intron_variant,,ENST00000393637,NM_022963.2;FGFR4,downstream_gene_variant,,ENST00000503708,;FGFR4,downstream_gene_variant,,ENST00000510911,;FGFR4,downstream_gene_variant,,ENST00000513166,;FGFR4,downstream_gene_variant,,ENST00000514472,;FGFR4,downstream_gene_variant,,ENST00000507708,;FGFR4,non_coding_transcript_exon_variant,,ENST00000508139,;FGFR4,downstream_gene_variant,,ENST00000509511,;FGFR4,downstream_gene_variant,,ENST00000430285,;FGFR4,downstream_gene_variant,,ENST00000426612,;FGFR4,upstream_gene_variant,,ENST00000483872,;FGFR4,upstream_gene_variant,,ENST00000513423,;,regulatory_region_variant,,ENSR00001775992,;

	NSD1
	0.18
	15
	15
	0
	NSD1,missense_variant,p.Ser726Pro,ENST00000439151,NM_022455.4;NSD1,missense_variant,p.Ser623Pro,ENST00000361032,;NSD1,missense_variant,p.Ser457Pro,ENST00000354179,NM_172349.2;NSD1,missense_variant,p.Ser457Pro,ENST00000347982,;NSD1,downstream_gene_variant,,ENST00000508896,;NSD1,upstream_gene_variant,,ENST00000375350,;

	NPIPA5
	0.183098592
	20
	20
	0
	NPIPA5,missense_variant,p.Ala324Val,ENST00000360151,NM_001277325.1;NPIPA5,downstream_gene_variant,,ENST00000432570,;NPIPA5,downstream_gene_variant,,ENST00000534094,;NPIPA5,downstream_gene_variant,,ENST00000543801,;

	LRRC61
	0.1875
	12
	12
	0
	LRRC61,missense_variant,p.Asn143Ser,ENST00000359623,NM_001142928.1;LRRC61,missense_variant,p.Asn143Ser,ENST00000323078,NM_023942.2;LRRC61,missense_variant,p.Asn143Ser,ENST00000493307,;ZBED6CL,downstream_gene_variant,,ENST00000343855,NM_138434.2;RARRES2,downstream_gene_variant,,ENST00000466675,;RARRES2,downstream_gene_variant,,ENST00000223271,NM_002889.3;RARRES2,downstream_gene_variant,,ENST00000467793,;RARRES2,downstream_gene_variant,,ENST00000482669,;RP4-584D14.7,upstream_gene_variant,,ENST00000563946,;RARRES2,downstream_gene_variant,,ENST00000478771,;

	OR10G4
	0.189189189
	10
	10
	0
	OR10G4,missense_variant,p.Lys295Gln,ENST00000320891,NM_001004462.1;

	C1orf85
	0.194444444
	10
	10
	0
	C1orf85,missense_variant,p.Ile223Val,ENST00000362007,NM_001256609.1,NM_144580.2,NM_001256604.1;TMEM79,downstream_gene_variant,,ENST00000405535,NM_032323.2;TMEM79,downstream_gene_variant,,ENST00000295694,;VHLL,downstream_gene_variant,,ENST00000339922,NM_001004319.2;TMEM79,downstream_gene_variant,,ENST00000357501,;C1orf85,upstream_gene_variant,,ENST00000481050,;TMEM79,downstream_gene_variant,,ENST00000456810,;TMEM79,downstream_gene_variant,,ENST00000495881,;TMEM79,downstream_gene_variant,,ENST00000463670,;TMEM79,downstream_gene_variant,,ENST00000485135,;C1orf85,upstream_gene_variant,,ENST00000482579,;C1orf85,upstream_gene_variant,,ENST00000497831,;C1orf85,upstream_gene_variant,,ENST00000480968,;C1orf85,missense_variant,p.Ile137Val,ENST00000368264,;C1orf85,3_prime_UTR_variant,,ENST00000476177,;C1orf85,non_coding_transcript_exon_variant,,ENST00000497955,;C1orf85,non_coding_transcript_exon_variant,,ENST00000484214,;C1orf85,non_coding_transcript_exon_variant,,ENST00000479084,;C1orf85,intron_variant,,ENST00000472870,;C1orf85,upstream_gene_variant,,ENST00000461597,;

	VCPKMT
	0.194805195
	10
	10
	0
	VCPKMT,missense_variant,p.Ala63Asp,ENST00000395860,NM_024558.2;VCPKMT,missense_variant,p.Ala63Asp,ENST00000395859,NM_001040662.1;SOS2,downstream_gene_variant,,ENST00000216373,NM_006939.2;SOS2,downstream_gene_variant,,ENST00000543680,;VCPKMT,missense_variant,p.Ala63Asp,ENST00000491402,;VCPKMT,non_coding_transcript_exon_variant,,ENST00000484763,;VCPKMT,non_coding_transcript_exon_variant,,ENST00000569518,;,regulatory_region_variant,,ENSR00000097592,;

	PLEKHG2
	0.2
	24
	24
	0
	PLEKHG2,missense_variant,p.Glu797Lys,ENST00000425673,;PLEKHG2,missense_variant,p.Glu826Lys,ENST00000409794,NM_022835.2;PLEKHG2,missense_variant,p.Glu694Lys,ENST00000205135,;PLEKHG2,missense_variant,p.Glu767Lys,ENST00000458508,;PLEKHG2,missense_variant,p.Glu35Lys,ENST00000600210,;PLEKHG2,intron_variant,,ENST00000409797,;PLEKHG2,intron_variant,,ENST00000378550,;PLEKHG2,intron_variant,,ENST00000596443,;PLEKHG2,upstream_gene_variant,,ENST00000596339,;PLEKHG2,upstream_gene_variant,,ENST00000598238,;PLEKHG2,upstream_gene_variant,,ENST00000594124,;PLEKHG2,upstream_gene_variant,,ENST00000594161,;CTB-60E11.4,upstream_gene_variant,,ENST00000601124,;PLEKHG2,downstream_gene_variant,,ENST00000474449,;PLEKHG2,downstream_gene_variant,,ENST00000478523,;PLEKHG2,downstream_gene_variant,,ENST00000594307,;,regulatory_region_variant,,ENSR00001693263,;

	TMEM2
	0.2
	19
	19
	0
	TMEM2,missense_variant,p.Arg291His,ENST00000377044,NM_013390.2,NM_001135820.1;TMEM2,missense_variant,p.Arg291His,ENST00000377066,;TMEM2,missense_variant,p.Arg291His,ENST00000542935,;TMEM2,downstream_gene_variant,,ENST00000543165,;

	FCRLA
	0.2
	14
	14
	0
	FCRLA,missense_variant,p.Ser209Gly,ENST00000367959,NM_001184866.1;FCRLA,missense_variant,p.Ser192Gly,ENST00000540926,;FCRLA,missense_variant,p.Ser203Gly,ENST00000236938,NM_032738.3;FCRLA,missense_variant,p.Ser114Gly,ENST00000546024,NM_001184867.1;FCRLA,missense_variant,p.Ser192Gly,ENST00000367953,;FCRLA,missense_variant,p.Ser69Gly,ENST00000540521,NM_001184870.1;FCRLA,missense_variant,p.Ser63Gly,ENST00000367957,NM_001184872.1;FCRLA,missense_variant,p.Ser97Gly,ENST00000309691,;FCRLA,missense_variant,p.Ser52Gly,ENST00000294796,;FCRLA,intron_variant,,ENST00000367949,NM_001184873.1;FCRLA,intron_variant,,ENST00000350710,NM_001184871.1;FCRLA,intron_variant,,ENST00000349527,;FCRLA,intron_variant,,ENST00000367950,;FCRLA,non_coding_transcript_exon_variant,,ENST00000470841,;FCRLA,downstream_gene_variant,,ENST00000465403,;

	ZNF646
	0.204081633
	16
	16
	0
	ZNF646,missense_variant,p.Arg1318Gln,ENST00000394979,;ZNF646,missense_variant,p.Arg1318Gln,ENST00000300850,NM_014699.3;PRSS53,downstream_gene_variant,,ENST00000280606,NM_001039503.2;ZNF646,downstream_gene_variant,,ENST00000428260,;ZNF646,downstream_gene_variant,,ENST00000564189,;PRSS53,downstream_gene_variant,,ENST00000486499,;RP11-196G11.1,downstream_gene_variant,,ENST00000533518,;

	SCEL
	0.208333333
	13
	13
	0
	SCEL,missense_variant,p.Arg366Lys,ENST00000377246,NM_003843.3;SCEL,missense_variant,p.Arg386Lys,ENST00000349847,NM_144777.2;SCEL,intron_variant,,ENST00000535157,NM_001160706.1;SCEL-AS1,intron_variant,,ENST00000456280,;SCEL-AS1,intron_variant,,ENST00000457528,;SCEL,intron_variant,,ENST00000469982,;SCEL,splice_region_variant,,ENST00000471491,;

	ZNF91
	0.209677419
	13
	13
	0
	ZNF91,missense_variant,p.Thr896Ala,ENST00000300619,NM_003430.2;ZNF91,missense_variant,p.Thr864Ala,ENST00000397082,;ZNF91,intron_variant,,ENST00000599743,;ZNF91,downstream_gene_variant,,ENST00000595533,;ZNF91,intron_variant,,ENST00000596989,;ZNF91,upstream_gene_variant,,ENST00000596528,;ZNF91,upstream_gene_variant,,ENST00000599281,;ZNF91,upstream_gene_variant,,ENST00000593341,;

	FNBP1
	0.215686275
	17
	17
	0
	FNBP1,missense_variant,p.Ser481Asn,ENST00000420781,;FNBP1,missense_variant,p.Ser490Asn,ENST00000446176,NM_015033.2;FNBP1,missense_variant,p.Ser437Asn,ENST00000449089,;FNBP1,missense_variant,p.Ser461Asn,ENST00000355681,;FNBP1,missense_variant,p.Ser118Asn,ENST00000443566,;FNBP1,non_coding_transcript_exon_variant,,ENST00000478129,;FNBP1,non_coding_transcript_exon_variant,,ENST00000462766,;

	OR7G1
	0.21875
	11
	11
	0
	OR7G1,missense_variant,p.Val83Ala,ENST00000293614,;OR7G1,missense_variant,p.Val83Ala,ENST00000541538,NM_001005192.2;

	ITPKB
	0.225
	16
	16
	0
	ITPKB,missense_variant,p.Ser408Ala,ENST00000429204,NM_002221.3;ITPKB,missense_variant,p.Ser408Ala,ENST00000272117,;ITPKB,missense_variant,p.Ser408Ala,ENST00000366784,;

	FCGBP
	0.228070175
	16
	16
	0
	FCGBP,missense_variant,p.Val1340Leu,ENST00000221347,NM_003890.2;FCGBP,upstream_gene_variant,,ENST00000601713,;

	ZCCHC14
	0.228571429
	11
	11
	0
	ZCCHC14,missense_variant,p.Val693Met,ENST00000268616,NM_015144.2;ZCCHC14,missense_variant,p.Val577Met,ENST00000561928,;ZCCHC14,missense_variant,p.Val693Met,ENST00000568020,;ZCCHC14,downstream_gene_variant,,ENST00000565193,;

	PCM1
	0.236363636
	17
	17
	0
	PCM1,missense_variant,p.Met597Val,ENST00000325083,NM_006197.3;PCM1,missense_variant,p.Met597Val,ENST00000519253,;PCM1,missense_variant,p.Met597Val,ENST00000524226,;PCM1,missense_variant,p.Met636Val,ENST00000517730,;PCM1,downstream_gene_variant,,ENST00000518537,;PCM1,downstream_gene_variant,,ENST00000523055,;PCM1,downstream_gene_variant,,ENST00000518930,;PCM1,upstream_gene_variant,,ENST00000518762,;PCM1,upstream_gene_variant,,ENST00000517836,;

	OR2J2
	0.237623762
	20
	20
	0
	OR2J2,missense_variant,p.Val146Ala,ENST00000377167,NM_030905.2;

	SYNRG
	0.238095238
	10
	10
	0
	SYNRG,missense_variant,p.Thr222Ala,ENST00000339208,NM_001163544.1,NM_001163545.1,NM_007247.4;SYNRG,missense_variant,p.Thr222Ala,ENST00000346661,;SYNRG,intron_variant,,ENST00000345615,NM_080550.3,NM_001163546.1;SYNRG,intron_variant,,ENST00000502449,;SYNRG,intron_variant,,ENST00000394378,NM_198882.1;SYNRG,intron_variant,,ENST00000585472,;SYNRG,intron_variant,,ENST00000591288,NM_001163547.1;SYNRG,non_coding_transcript_exon_variant,,ENST00000394379,;SYNRG,intron_variant,,ENST00000588194,;SYNRG,non_coding_transcript_exon_variant,,ENST00000378189,;SYNRG,upstream_gene_variant,,ENST00000421408,;

	AC110781.3
	0.238095238
	12
	12
	0
	AC110781.3,missense_variant,p.Gly203Ser,ENST00000402221,;AC110781.3,missense_variant,p.Gly202Ser,ENST00000318959,;MAD1L1,intron_variant,,ENST00000406869,;MAD1L1,intron_variant,,ENST00000399654,NM_001013837.1,NM_003550.2,NM_001013836.1;MAD1L1,intron_variant,,ENST00000265854,;MAD1L1,intron_variant,,ENST00000402746,;MAD1L1,intron_variant,,ENST00000450235,;MIR4655,upstream_gene_variant,,ENST00000580817,;AC110781.3,non_coding_transcript_exon_variant,,ENST00000480694,;MAD1L1,intron_variant,,ENST00000481633,;

	OR7D4
	0.239130435
	12
	12
	0
	OR7D4,missense_variant,p.Arg88Trp,ENST00000308682,NM_001005191.2;

	HLA-DQA1
	0.239130435
	10
	10
	0
	HLA-DQA1,missense_variant,p.Gln57Glu,ENST00000343139,NM_002122.3;HLA-DQA1,missense_variant,p.Gln57Glu,ENST00000395363,;HLA-DQA1,missense_variant,p.Gln57Glu,ENST00000374949,;HLA-DQA1,missense_variant,p.Gln57Glu,ENST00000496318,;HLA-DQA1,downstream_gene_variant,,ENST00000422863,;HLA-DQA1,3_prime_UTR_variant,,ENST00000482745,;HLA-DQA1,non_coding_transcript_exon_variant,,ENST00000460633,;,regulatory_region_variant,,ENSR00001780168,;

	HSPA6
	0.24
	10
	10
	0
	HSPA6,missense_variant,p.Arg577Gln,ENST00000309758,NM_002155.3;RP11-25K21.6,intron_variant,,ENST00000537821,;FCGR2A,downstream_gene_variant,,ENST00000491841,;FCGR2A,downstream_gene_variant,,ENST00000467525,;

	OR11H12
	0.241935484
	17
	17
	0
	OR11H12,missense_variant,p.Val240Gly,ENST00000550708,NM_001013354.1,NM_001197287.1;

	HSPA6
	0.244897959
	10
	10
	0
	HSPA6,missense_variant,p.Asp562Glu,ENST00000309758,NM_002155.3;RP11-25K21.6,intron_variant,,ENST00000537821,;FCGR2A,downstream_gene_variant,,ENST00000491841,;FCGR2A,downstream_gene_variant,,ENST00000467525,;

	F5
	0.25
	11
	11
	0
	F5,missense_variant,p.Leu1402Phe,ENST00000367796,;F5,missense_variant,p.Leu1397Phe,ENST00000367797,NM_000130.4;

	C1orf85
	0.25
	17
	17
	0
	C1orf85,missense_variant,p.Pro203Ser,ENST00000362007,NM_001256609.1,NM_144580.2,NM_001256604.1;TMEM79,downstream_gene_variant,,ENST00000405535,NM_032323.2;TMEM79,downstream_gene_variant,,ENST00000295694,;VHLL,downstream_gene_variant,,ENST00000339922,NM_001004319.2;TMEM79,downstream_gene_variant,,ENST00000357501,;C1orf85,upstream_gene_variant,,ENST00000481050,;TMEM79,downstream_gene_variant,,ENST00000456810,;TMEM79,downstream_gene_variant,,ENST00000495881,;TMEM79,downstream_gene_variant,,ENST00000463670,;TMEM79,downstream_gene_variant,,ENST00000485135,;C1orf85,upstream_gene_variant,,ENST00000482579,;C1orf85,upstream_gene_variant,,ENST00000497831,;C1orf85,upstream_gene_variant,,ENST00000480968,;C1orf85,missense_variant,p.Pro117Ser,ENST00000368264,;C1orf85,3_prime_UTR_variant,,ENST00000476177,;C1orf85,non_coding_transcript_exon_variant,,ENST00000497955,;C1orf85,non_coding_transcript_exon_variant,,ENST00000484214,;C1orf85,non_coding_transcript_exon_variant,,ENST00000479084,;C1orf85,intron_variant,,ENST00000472870,;C1orf85,upstream_gene_variant,,ENST00000461597,;

	WDR55
	0.254901961
	15
	15
	0
	WDR55,missense_variant,p.Ser210Phe,ENST00000358337,NM_017706.4;HARS,downstream_gene_variant,,ENST00000504366,;HARS,downstream_gene_variant,,ENST00000504156,NM_002109.4;HARS,downstream_gene_variant,,ENST00000457527,NM_001258041.1;HARS,downstream_gene_variant,,ENST00000448240,;HARS,downstream_gene_variant,,ENST00000438307,NM_001258040.1;HARS,downstream_gene_variant,,ENST00000307633,NM_001258042.1;HARS,downstream_gene_variant,,ENST00000431330,;DND1,downstream_gene_variant,,ENST00000542735,NM_194249.2;WDR55,non_coding_transcript_exon_variant,,ENST00000520764,;WDR55,missense_variant,p.Ser49Phe,ENST00000504897,;WDR55,3_prime_UTR_variant,,ENST00000506393,;WDR55,non_coding_transcript_exon_variant,,ENST00000511232,;

	IFNA4
	0.262295082
	41
	40
	1
	IFNA4,missense_variant,p.Glu137Val,ENST00000421715,NM_021068.2;IFNWP9,downstream_gene_variant,,ENST00000448683,;

	OR7G1
	0.269230769
	10
	10
	0
	OR7G1,missense_variant,p.Trp141Cys,ENST00000293614,;OR7G1,missense_variant,p.Trp141Cys,ENST00000541538,NM_001005192.2;

	OR2J2
	0.282051282
	12
	12
	0
	OR2J2,missense_variant,p.Tyr74His,ENST00000377167,NM_030905.2;

	USP35
	0.282608696
	11
	11
	0
	USP35,missense_variant,p.Ala876Pro,ENST00000529308,NM_020798.2;USP35,missense_variant,p.Ala607Pro,ENST00000526425,;USP35,missense_variant,p.Ala462Pro,ENST00000441408,;USP35,missense_variant,p.Ala444Pro,ENST00000530267,;GAB2,downstream_gene_variant,,ENST00000361507,NM_080491.2;GAB2,downstream_gene_variant,,ENST00000340149,NM_012296.3;USP35,downstream_gene_variant,,ENST00000528910,;USP35,non_coding_transcript_exon_variant,,ENST00000530535,;USP35,3_prime_UTR_variant,,ENST00000530546,;USP35,downstream_gene_variant,,ENST00000530521,;

	SRRM5
	0.288888889
	14
	14
	0
	SRRM5,missense_variant,p.Ser654Arg,ENST00000526798,;SRRM5,missense_variant,p.Ser639Arg,ENST00000607544,;SRRM5,missense_variant,p.Ser639Arg,ENST00000417606,NM_001145641.1;ZNF428,intron_variant,,ENST00000300811,NM_182498.3;ZNF428,intron_variant,,ENST00000598676,;ZNF428,non_coding_transcript_exon_variant,,ENST00000595304,;

	DKK2
	0.289473684
	10
	10
	0
	DKK2,missense_variant,p.Arg146Gln,ENST00000285311,NM_014421.2;DKK2,missense_variant,p.Arg46Gln,ENST00000513208,;DKK2,missense_variant,p.Arg100Gln,ENST00000510463,;DKK2,non_coding_transcript_exon_variant,,ENST00000510534,;

	SIDT2
	0.292682927
	10
	10
	0
	SIDT2,missense_variant,p.Ile640Met,ENST00000324225,NM_001040455.1;SIDT2,missense_variant,p.Ile637Met,ENST00000431081,;SIDT2,missense_variant,p.Ile661Met,ENST00000278951,;SIDT2,upstream_gene_variant,,ENST00000532062,;SIDT2,upstream_gene_variant,,ENST00000525478,;SIDT2,downstream_gene_variant,,ENST00000525339,;SIDT2,non_coding_transcript_exon_variant,,ENST00000525065,;SIDT2,non_coding_transcript_exon_variant,,ENST00000529441,;SIDT2,non_coding_transcript_exon_variant,,ENST00000529484,;SIDT2,downstream_gene_variant,,ENST00000526813,;SIDT2,downstream_gene_variant,,ENST00000524988,;SIDT2,downstream_gene_variant,,ENST00000527654,;

	JMJD4
	0.294117647
	10
	10
	0
	JMJD4,missense_variant,p.Asp65Glu,ENST00000366758,NM_023007.2;JMJD4,missense_variant,p.Asp65Glu,ENST00000438896,NM_001161465.1;SNAP47,5_prime_UTR_variant,,ENST00000366759,NM_053052.3;SNAP47,5_prime_UTR_variant,,ENST00000315781,;SNAP47,intron_variant,,ENST00000366760,;SNAP47,upstream_gene_variant,,ENST00000426344,;SNAP47,upstream_gene_variant,,ENST00000418653,;SNAP47,intron_variant,,ENST00000475930,;SNAP47,intron_variant,,ENST00000491439,;JMJD4,upstream_gene_variant,,ENST00000485807,;SNAP47,downstream_gene_variant,,ENST00000480897,;SNAP47,downstream_gene_variant,,ENST00000480265,;JMJD4,upstream_gene_variant,,ENST00000480590,;SNAP47,upstream_gene_variant,,ENST00000470038,;JMJD4,upstream_gene_variant,,ENST00000465251,;,regulatory_region_variant,,ENSR00000083395,;

	OR2L8
	0.296296296
	15
	15
	0
	OR2L8,missense_variant,p.Phe199Leu,ENST00000357191,NM_001001963.1;OR2L13,intron_variant,,ENST00000366478,NM_175911.2;

	STON1
	0.333333333
	16
	16
	0
	STON1,missense_variant,p.Lys8Asn,ENST00000309835,;STON1,missense_variant,p.Lys8Asn,ENST00000406226,NM_001198595.1;STON1,missense_variant,p.Lys8Asn,ENST00000404752,NM_006873.3;STON1-GTF2A1L,missense_variant,p.Lys8Asn,ENST00000394754,NM_172311.2;STON1-GTF2A1L,missense_variant,p.Lys8Asn,ENST00000405008,;STON1-GTF2A1L,missense_variant,p.Lys8Asn,ENST00000402114,NM_001198593.1;STON1-GTF2A1L,missense_variant,p.Lys8Asn,ENST00000309827,;STON1-GTF2A1L,missense_variant,p.Lys8Asn,ENST00000394751,NM_001198594.1;STON1,upstream_gene_variant,,ENST00000444932,;

	ETAA1
	0.344827586
	11
	11
	0
	ETAA1,missense_variant,p.Glu673Lys,ENST00000272342,NM_019002.3;ETAA1,intron_variant,,ENST00000462772,;

	SERPINA1
	0.345454545
	12
	12
	0
	SERPINA1,missense_variant,p.Arg125His,ENST00000448921,NM_001127704.1,NM_001127701.1,NM_001127705.1,NM_001002236.2,NM_001127703.1;SERPINA1,missense_variant,p.Arg125His,ENST00000437397,NM_001127706.1,NM_001127707.1,NM_001127702.1;SERPINA1,missense_variant,p.Arg125His,ENST00000355814,NM_001002235.2,NM_001127700.1;SERPINA1,missense_variant,p.Arg125His,ENST00000440909,;SERPINA1,missense_variant,p.Arg125His,ENST00000393088,;SERPINA1,missense_variant,p.Arg125His,ENST00000404814,;SERPINA1,missense_variant,p.Arg125His,ENST00000393087,NM_000295.4;SERPINA1,missense_variant,p.Arg125His,ENST00000449399,;SERPINA1,missense_variant,p.Arg125His,ENST00000402629,;SERPINA1,missense_variant,p.Arg125His,ENST00000557492,;SERPINA1,missense_variant,p.Arg125His,ENST00000556091,;SERPINA1,missense_variant,p.Arg39His,ENST00000554720,;SERPINA1,downstream_gene_variant,,ENST00000557118,;SERPINA1,downstream_gene_variant,,ENST00000553327,;SERPINA1,downstream_gene_variant,,ENST00000556955,;SERPINA1,downstream_gene_variant,,ENST00000555289,;SERPINA1,missense_variant,p.Arg125His,ENST00000489769,;

	MUM1
	0.361702128
	13
	13
	0
	MUM1,missense_variant,p.Gly151Arg,ENST00000311401,;MUM1,missense_variant,p.Gly220Arg,ENST00000344663,;MUM1,missense_variant,p.Gly220Arg,ENST00000591806,NM_032853.3;MUM1,missense_variant,p.Gly220Arg,ENST00000415183,;MUM1,missense_variant,p.Gly220Arg,ENST00000591337,;MUM1,downstream_gene_variant,,ENST00000592374,;MUM1,3_prime_UTR_variant,,ENST00000587460,;MUM1,3_prime_UTR_variant,,ENST00000591433,;MUM1,3_prime_UTR_variant,,ENST00000588810,;MUM1,non_coding_transcript_exon_variant,,ENST00000590695,;MUM1,downstream_gene_variant,,ENST00000590866,;MUM1,downstream_gene_variant,,ENST00000588351,;MUM1,upstream_gene_variant,,ENST00000586996,;

	DMBT1
	0.395833333
	10
	10
	0
	DMBT1,missense_variant,p.Ser343Thr,ENST00000368909,NM_007329.2;DMBT1,missense_variant,p.Ser343Thr,ENST00000338354,;DMBT1,missense_variant,p.Ser343Thr,ENST00000344338,;DMBT1,missense_variant,p.Ser343Thr,ENST00000368955,NM_017579.2;DMBT1,missense_variant,p.Ser343Thr,ENST00000368956,NM_004406.2;DMBT1,missense_variant,p.Ser343Thr,ENST00000330163,;DMBT1,missense_variant,p.Ser211Thr,ENST00000359586,;

	OR2J2
	0.396226415
	10
	10
	0
	OR2J2,missense_variant,p.Thr218Ala,ENST00000377167,NM_030905.2;

	LGALS8
	0.434782609
	12
	12
	0
	LGALS8,missense_variant,p.Arg226Ser,ENST00000526589,;LGALS8,missense_variant,p.Arg184Ser,ENST00000366584,NM_201544.2;LGALS8,missense_variant,p.Arg226Ser,ENST00000450372,NM_006499.4;LGALS8,missense_variant,p.Arg184Ser,ENST00000341872,NM_201543.2;LGALS8,missense_variant,p.Arg157Ser,ENST00000323938,;LGALS8,missense_variant,p.Arg184Ser,ENST00000526634,;LGALS8,missense_variant,p.Arg226Ser,ENST00000352231,NM_201545.2;LGALS8,missense_variant,p.Arg226Ser,ENST00000527974,;LGALS8,missense_variant,p.Arg167Ser,ENST00000416919,;LGALS8,missense_variant,p.Arg167Ser,ENST00000525042,;LGALS8,missense_variant,p.Arg125Ser,ENST00000238181,;LGALS8,downstream_gene_variant,,ENST00000406509,;LGALS8,downstream_gene_variant,,ENST00000454943,;LGALS8,downstream_gene_variant,,ENST00000481485,;LGALS8,downstream_gene_variant,,ENST00000430527,;RP11-385F5.4,intron_variant,,ENST00000433131,;LGALS8,splice_region_variant,,ENST00000528259,;LGALS8,splice_region_variant,,ENST00000532640,;LGALS8,non_coding_transcript_exon_variant,,ENST00000366583,;LGALS8,non_coding_transcript_exon_variant,,ENST00000489586,;LGALS8,non_coding_transcript_exon_variant,,ENST00000525789,;LGALS8,downstream_gene_variant,,ENST00000532826,;LGALS8,downstream_gene_variant,,ENST00000434231,;LGALS8,downstream_gene_variant,,ENST00000528782,;LGALS8,downstream_gene_variant,,ENST00000442397,;LGALS8,downstream_gene_variant,,ENST00000529796,;LGALS8,downstream_gene_variant,,ENST00000526652,;

	IGHV1-58
	0.451612903
	13
	13
	0
	IGHV1-58,missense_variant,p.Met53Val,ENST00000390628,;IGHV4-59,downstream_gene_variant,,ENST00000455737,;IGHV4-59,downstream_gene_variant,,ENST00000390629,;IGHV3-57,upstream_gene_variant,,ENST00000520143,;

	TCTE1
	0.5
	11
	11
	0
	TCTE1,missense_variant,p.Phe261Ser,ENST00000371505,NM_182539.3;TCTE1,missense_variant,p.Phe108Ser,ENST00000371503,;TCTE1,missense_variant,p.Phe108Ser,ENST00000371504,;TMEM151B,intron_variant,,ENST00000438774,;RP11-444E17.6,intron_variant,,ENST00000505802,;

	KRT10
	0.104761905
	24
	24
	0
	KRT10,inframe_insertion,p.Gly556_Gly565dup,ENST00000269576,NM_000421.3;TMEM99,upstream_gene_variant,,ENST00000301665,NM_145274.3,NM_001195387.1,NM_001195386.1;TMEM99,upstream_gene_variant,,ENST00000436612,;TMEM99,upstream_gene_variant,,ENST00000496847,;,regulatory_region_variant,,ENSR00001346109,;

	IFI27
	0.236842105
	13
	13
	0
	IFI27,inframe_insertion,p.Ala43_Val44insMetAlaAla,ENST00000555744,;IFI27,inframe_insertion,p.Ala43_Val44insMetAlaAla,ENST00000554448,;IFI27,inframe_insertion,p.Ala46_Val47insMetAlaAla,ENST00000448882,NM_001130080.2;IFI27,inframe_insertion,p.Ala46_Val47insMetAlaAla,ENST00000444961,;IFI27,inframe_insertion,p.Ala43_Val44insMetAlaAla,ENST00000298902,NM_005532.3;IFI27,inframe_insertion,p.Ala33_Val34insMetAlaAla,ENST00000557634,;IFI27,inframe_insertion,p.Ala43_Val44insMetAlaAla,ENST00000556544,;IFI27,inframe_insertion,p.Ala43_Val44insMetAlaAla,ENST00000554800,;IFI27,5_prime_UTR_variant,,ENST00000557098,;IFI27,downstream_gene_variant,,ENST00000555819,;IFI27,inframe_insertion,p.Ala13_Val14insMetAlaAla,ENST00000557035,;IFI27,non_coding_transcript_exon_variant,,ENST00000553285,;IFI27,non_coding_transcript_exon_variant,,ENST00000555121,;IFI27,downstream_gene_variant,,ENST00000557700,;IFI27,downstream_gene_variant,,ENST00000555081,;

	TSPYL6
	0.144329897
	21
	21
	0
	TSPYL6,inframe_deletion,p.Gly194_Pro195del,ENST00000317802,NM_001003937.2;ACYP2,intron_variant,,ENST00000394666,NM_138448.3;ACYP2,intron_variant,,ENST00000607452,;ACYP2,intron_variant,,ENST00000303536,;ACYP2,intron_variant,,ENST00000606865,;ACYP2,intron_variant,,ENST00000494922,;

	DPCR1
	0.1875
	27
	27
	0
	DPCR1,inframe_deletion,p.Lys1165_Glu1168del,ENST00000462446,;DPCR1,inframe_deletion,p.Lys7_Glu10del,ENST00000304311,NM_080870.3;HCG21,intron_variant,,ENST00000419481,;

	KRTAP10-10
	0.208791209
	24
	24
	0
	KRTAP10-10,inframe_deletion,p.Cys105_Cys109del,ENST00000380095,NM_181688.1;TSPEAR,intron_variant,,ENST00000323084,NM_001272037.1,NM_144991.2;

	TLL1
	0.449339207
	12
	12
	0
	TLL1,inframe_deletion,p.Asp610_Arg611delinsGly,ENST00000061240,NM_012464.4;TLL1,inframe_deletion,p.Asp633_Arg634delinsGly,ENST00000507499,;RNA5SP170,upstream_gene_variant,,ENST00000517150,;TLL1,3_prime_UTR_variant,,ENST00000509505,;

	OR11G2
	0.210084034
	17
	17
	0
	OR11G2,frameshift_variant,p.Gly230ArgfsTer74,ENST00000357366,NM_001005503.1;

	DHRS4L2
	0.366666667
	10
	10
	0
	DHRS4L2,frameshift_variant,p.His211AlafsTer69,ENST00000335125,NM_198083.3;DHRS4L2,frameshift_variant,p.His209AlafsTer29,ENST00000382755,;DHRS4L2,frameshift_variant,p.His136AlafsTer32,ENST00000537912,;DHRS4L2,frameshift_variant,p.His211AlafsTer29,ENST00000559411,;DHRS4L2,frameshift_variant,p.His136AlafsTer?,ENST00000558753,;DHRS4L2,frameshift_variant,p.His88AlafsTer?,ENST00000560276,;DHRS4L2,intron_variant,,ENST00000545240,;DHRS4L2,intron_variant,,ENST00000534993,;DHRS4L2,intron_variant,,ENST00000543805,;DHRS4L2,intron_variant,,ENST00000397071,;DHRS4L2,downstream_gene_variant,,ENST00000559387,;DHRS4L2,non_coding_transcript_exon_variant,,ENST00000557812,;

	TAS2R46
	0.310344828
	13
	13
	0
	TAS2R46,frameshift_variant,p.Trp88GlyfsTer3,ENST00000533467,NM_176887.2;TAS2R14,intron_variant,,ENST00000381852,;PRR4,intron_variant,,ENST00000536668,;PRR4,intron_variant,,ENST00000535024,;PRR4,intron_variant,,ENST00000546265,;PRR4,intron_variant,,ENST00000541977,;







































Supplementary Table 1 continue
	Hugo_Symbol
	Allele
	Gene
	Feature
	Feature_type
	Consequence

	FRG1B
	-
	ENSG00000149531
	ENST00000278882
	Transcript
	splice_acceptor_variant

	GSTT2
	A
	ENSG00000099984
	ENST00000215780
	Transcript
	splice_donor_variant

	TLL1
	-
	ENSG00000038295
	ENST00000061240
	Transcript
	splice_donor_variant,coding_sequence_variant,intron_variant

	ZACN
	T
	ENSG00000186919
	ENST00000334586
	Transcript
	stop_gained

	OR2J1
	T
	ENSG00000204702
	ENST00000377171
	Transcript
	stop_gained

	RP1L1
	T
	ENSG00000183638
	ENST00000382483
	Transcript
	missense_variant

	RP1L1
	A
	ENSG00000183638
	ENST00000382483
	Transcript
	missense_variant

	EXOC3L1
	C
	ENSG00000179044
	ENST00000314586
	Transcript
	missense_variant

	AC024580.1
	G
	ENSG00000204533
	ENST00000376271
	Transcript
	missense_variant

	PDXP
	G
	ENSG00000241360
	ENST00000215904
	Transcript
	missense_variant

	AQP11
	A
	ENSG00000178301
	ENST00000313578
	Transcript
	missense_variant

	MUC22
	T
	ENSG00000261272
	ENST00000561890
	Transcript
	missense_variant

	KRTAP10-2
	C
	ENSG00000205445
	ENST00000391621
	Transcript
	missense_variant

	IGLL5
	G
	ENSG00000254709
	ENST00000526893
	Transcript
	missense_variant

	NEURL4
	T
	ENSG00000215041
	ENST00000399464
	Transcript
	missense_variant

	KRTAP12-1
	T
	ENSG00000187175
	ENST00000391617
	Transcript
	missense_variant

	RASA4B
	T
	ENSG00000170667
	ENST00000465829
	Transcript
	missense_variant

	FRG1B
	G
	ENSG00000149531
	ENST00000278882
	Transcript
	missense_variant

	MKI67
	T
	ENSG00000148773
	ENST00000368654
	Transcript
	missense_variant

	C5orf60
	T
	ENSG00000204661
	ENST00000448248
	Transcript
	missense_variant

	TSPYL4
	T
	ENSG00000187189
	ENST00000420283
	Transcript
	missense_variant

	FFAR3
	A
	ENSG00000185897
	ENST00000327809
	Transcript
	missense_variant

	ZNF721
	A
	ENSG00000182903
	ENST00000338977
	Transcript
	missense_variant

	SERPINF2
	A
	ENSG00000167711
	ENST00000324015
	Transcript
	missense_variant

	NPIPB11
	T
	ENSG00000254206
	ENST00000524087
	Transcript
	missense_variant

	TBC1D8
	C
	ENSG00000204634
	ENST00000376840
	Transcript
	missense_variant

	OR4M1
	T
	ENSG00000176299
	ENST00000315957
	Transcript
	missense_variant

	UBN2
	T
	ENSG00000157741
	ENST00000473989
	Transcript
	missense_variant

	NLRX1
	A
	ENSG00000160703
	ENST00000292199
	Transcript
	missense_variant

	ZNF66
	T
	ENSG00000160229
	ENST00000344519
	Transcript
	missense_variant

	MAMDC4
	A
	ENSG00000177943
	ENST00000445819
	Transcript
	missense_variant

	MDM1
	T
	ENSG00000111554
	ENST00000303145
	Transcript
	missense_variant

	KRTAP10-6
	T
	ENSG00000188155
	ENST00000400368
	Transcript
	missense_variant

	RNF215
	T
	ENSG00000099999
	ENST00000382363
	Transcript
	missense_variant

	MKI67
	C
	ENSG00000148773
	ENST00000368654
	Transcript
	missense_variant

	KRT6B
	G
	ENSG00000185479
	ENST00000252252
	Transcript
	missense_variant

	RAET1G
	C
	ENSG00000203722
	ENST00000367360
	Transcript
	missense_variant

	MUC19
	A
	ENSG00000205592
	ENST00000454784
	Transcript
	missense_variant

	CSF1
	A
	ENSG00000184371
	ENST00000329608
	Transcript
	missense_variant

	FRG1B
	G
	ENSG00000149531
	ENST00000278882
	Transcript
	missense_variant

	ZNF43
	A
	ENSG00000198521
	ENST00000354959
	Transcript
	missense_variant

	PLK5
	T
	ENSG00000185988
	ENST00000334770
	Transcript
	missense_variant

	MYPN
	A
	ENSG00000138347
	ENST00000358913
	Transcript
	missense_variant

	FRG1
	G
	ENSG00000109536
	ENST00000226798
	Transcript
	missense_variant

	SERTAD1
	C
	ENSG00000197019
	ENST00000357949
	Transcript
	missense_variant

	ZNF28
	C
	ENSG00000198538
	ENST00000457749
	Transcript
	missense_variant

	FAM186A
	G
	ENSG00000185958
	ENST00000327337
	Transcript
	missense_variant

	MYO7B
	G
	ENSG00000169994
	ENST00000409816
	Transcript
	missense_variant

	PIH1D1
	T
	ENSG00000104872
	ENST00000262265
	Transcript
	missense_variant

	IGKV1D-16
	T
	ENSG00000241244
	ENST00000492446
	Transcript
	missense_variant

	MUC17
	C
	ENSG00000169876
	ENST00000306151
	Transcript
	missense_variant

	PIH1D1
	G
	ENSG00000104872
	ENST00000262265
	Transcript
	missense_variant

	ZNF678
	A
	ENSG00000181450
	ENST00000343776
	Transcript
	missense_variant

	TCP10L2
	A
	ENSG00000166984
	ENST00000366832
	Transcript
	missense_variant

	TTLL6
	C
	ENSG00000170703
	ENST00000393382
	Transcript
	missense_variant

	MZF1
	T
	ENSG00000099326
	ENST00000215057
	Transcript
	missense_variant

	PDILT
	T
	ENSG00000169340
	ENST00000302451
	Transcript
	missense_variant

	C7orf31
	T
	ENSG00000153790
	ENST00000283905
	Transcript
	missense_variant

	MKL1
	C
	ENSG00000196588
	ENST00000355630
	Transcript
	missense_variant

	MUC22
	T
	ENSG00000261272
	ENST00000561890
	Transcript
	missense_variant

	FLG2
	C
	ENSG00000143520
	ENST00000388718
	Transcript
	missense_variant

	GTPBP3
	C
	ENSG00000130299
	ENST00000324894
	Transcript
	missense_variant

	KIAA1683
	A
	ENSG00000130518
	ENST00000600328
	Transcript
	missense_variant

	MYEOV
	C
	ENSG00000172927
	ENST00000308946
	Transcript
	missense_variant

	ELN
	A
	ENSG00000049540
	ENST00000358929
	Transcript
	missense_variant

	OR2L3
	T
	ENSG00000198128
	ENST00000359959
	Transcript
	missense_variant

	LRRK1
	A
	ENSG00000154237
	ENST00000388948
	Transcript
	missense_variant

	DPH1
	T
	ENSG00000108963
	ENST00000263083
	Transcript
	missense_variant

	MKI67
	T
	ENSG00000148773
	ENST00000368654
	Transcript
	missense_variant

	HIP1R
	A
	ENSG00000130787
	ENST00000253083
	Transcript
	missense_variant

	ADD1
	T
	ENSG00000087274
	ENST00000398129
	Transcript
	missense_variant

	PSMC3IP
	T
	ENSG00000131470
	ENST00000393795
	Transcript
	missense_variant

	ABCA7
	A
	ENSG00000064687
	ENST00000263094
	Transcript
	missense_variant

	THUMPD1
	A
	ENSG00000066654
	ENST00000381337
	Transcript
	missense_variant

	GSTA2
	A
	ENSG00000244067
	ENST00000493422
	Transcript
	missense_variant

	DDC8
	A
	ENSG00000178404
	ENST00000322630
	Transcript
	missense_variant

	SRCRB4D
	T
	ENSG00000146700
	ENST00000275560
	Transcript
	missense_variant

	TMEM104
	A
	ENSG00000109066
	ENST00000335464
	Transcript
	missense_variant

	EPPK1
	G
	ENSG00000227184
	ENST00000525985
	Transcript
	missense_variant

	ISG15
	A
	ENSG00000187608
	ENST00000379389
	Transcript
	missense_variant

	PDILT
	T
	ENSG00000169340
	ENST00000302451
	Transcript
	missense_variant

	OR11H12
	A
	ENSG00000257115
	ENST00000550708
	Transcript
	missense_variant

	LRRC23
	T
	ENSG00000010626
	ENST00000007969
	Transcript
	missense_variant

	ZNF799
	A
	ENSG00000196466
	ENST00000430385
	Transcript
	missense_variant

	ZNF99
	T
	ENSG00000213973
	ENST00000596209
	Transcript
	missense_variant

	TMPRSS9
	A
	ENSG00000178297
	ENST00000332578
	Transcript
	missense_variant

	KRTAP1-5
	A
	ENSG00000221852
	ENST00000361883
	Transcript
	missense_variant

	OR6B1
	T
	ENSG00000221813
	ENST00000408922
	Transcript
	missense_variant

	TMEM79
	A
	ENSG00000163472
	ENST00000295694
	Transcript
	missense_variant

	POTEG
	A
	ENSG00000222036
	ENST00000547889
	Transcript
	missense_variant,NMD_transcript_variant

	MYOM1
	G
	ENSG00000101605
	ENST00000356443
	Transcript
	missense_variant

	TAF1C
	A
	ENSG00000103168
	ENST00000567759
	Transcript
	missense_variant

	CCZ1
	A
	ENSG00000122674
	ENST00000325974
	Transcript
	missense_variant

	MKI67
	T
	ENSG00000148773
	ENST00000368654
	Transcript
	missense_variant

	LAIR1
	C
	ENSG00000167613
	ENST00000391742
	Transcript
	missense_variant

	AC079354.1
	G
	ENSG00000182329
	ENST00000541917
	Transcript
	missense_variant

	NBPF10
	A
	ENSG00000163386
	ENST00000342960
	Transcript
	missense_variant

	MUC21
	A
	ENSG00000204544
	ENST00000376296
	Transcript
	missense_variant

	COASY
	A
	ENSG00000068120
	ENST00000393818
	Transcript
	missense_variant

	C10orf71
	C
	ENSG00000177354
	ENST00000374144
	Transcript
	missense_variant

	POLD1
	A
	ENSG00000062822
	ENST00000440232
	Transcript
	missense_variant

	UBAP2
	T
	ENSG00000137073
	ENST00000360802
	Transcript
	missense_variant

	SRCRB4D
	T
	ENSG00000146700
	ENST00000275560
	Transcript
	missense_variant

	TACC3
	A
	ENSG00000013810
	ENST00000313288
	Transcript
	missense_variant

	TACC3
	A
	ENSG00000013810
	ENST00000313288
	Transcript
	missense_variant

	PLXNB2
	C
	ENSG00000196576
	ENST00000359337
	Transcript
	missense_variant

	NUP210
	T
	ENSG00000132182
	ENST00000254508
	Transcript
	missense_variant

	BPI
	T
	ENSG00000101425
	ENST00000262865
	Transcript
	missense_variant

	HYDIN
	C
	ENSG00000157423
	ENST00000393567
	Transcript
	missense_variant

	SLX4
	A
	ENSG00000188827
	ENST00000294008
	Transcript
	missense_variant

	HKR1
	T
	ENSG00000181666
	ENST00000324411
	Transcript
	missense_variant

	MUC17
	A
	ENSG00000169876
	ENST00000306151
	Transcript
	missense_variant

	PRMT6
	T
	ENSG00000198890
	ENST00000370078
	Transcript
	missense_variant

	VSX2
	A
	ENSG00000119614
	ENST00000261980
	Transcript
	missense_variant

	PRAMEF4
	T
	ENSG00000243073
	ENST00000235349
	Transcript
	missense_variant

	ALMS1
	G
	ENSG00000116127
	ENST00000264448
	Transcript
	missense_variant

	MDM1
	A
	ENSG00000111554
	ENST00000303145
	Transcript
	missense_variant

	KXD1
	G
	ENSG00000105700
	ENST00000222307
	Transcript
	missense_variant

	OR7D4
	A
	ENSG00000174667
	ENST00000308682
	Transcript
	missense_variant

	KRTAP4-11
	T
	ENSG00000212721
	ENST00000391413
	Transcript
	missense_variant

	RFPL4A
	A
	ENSG00000223638
	ENST00000434937
	Transcript
	missense_variant

	OR10G8
	T
	ENSG00000234560
	ENST00000431524
	Transcript
	missense_variant

	OR14I1
	C
	ENSG00000189181
	ENST00000342623
	Transcript
	missense_variant

	C17orf78
	G
	ENSG00000167230
	ENST00000300618
	Transcript
	missense_variant

	FCGBP
	T
	ENSG00000090920
	ENST00000221347
	Transcript
	missense_variant

	TDRD10
	A
	ENSG00000163239
	ENST00000368480
	Transcript
	missense_variant

	RP11-723O4.6
	A
	ENSG00000187695
	ENST00000508239
	Transcript
	missense_variant

	AHNAK2
	G
	ENSG00000185567
	ENST00000333244
	Transcript
	missense_variant

	WDR35
	C
	ENSG00000118965
	ENST00000345530
	Transcript
	missense_variant

	AGBL2
	A
	ENSG00000165923
	ENST00000525123
	Transcript
	missense_variant

	NFATC4
	C
	ENSG00000100968
	ENST00000250373
	Transcript
	missense_variant

	DCST1
	C
	ENSG00000163357
	ENST00000295542
	Transcript
	missense_variant

	PNPLA3
	G
	ENSG00000100344
	ENST00000216180
	Transcript
	missense_variant

	MAGEC1
	T
	ENSG00000155495
	ENST00000285879
	Transcript
	missense_variant

	KCNJ12
	A
	ENSG00000184185
	ENST00000331718
	Transcript
	missense_variant

	NPIPB7
	T
	ENSG00000233232
	ENST00000452313
	Transcript
	missense_variant

	KIR2DL3
	C
	ENSG00000243772
	ENST00000342376
	Transcript
	missense_variant

	HNF1A
	C
	ENSG00000135100
	ENST00000541395
	Transcript
	missense_variant

	IFNA17
	C
	ENSG00000234829
	ENST00000413767
	Transcript
	missense_variant

	MUC16
	G
	ENSG00000181143
	ENST00000397910
	Transcript
	missense_variant

	HCAR3
	C
	ENSG00000255398
	ENST00000528880
	Transcript
	missense_variant

	EDEM2
	T
	ENSG00000088298
	ENST00000374492
	Transcript
	missense_variant

	OBSCN
	T
	ENSG00000154358
	ENST00000422127
	Transcript
	missense_variant

	CYP2A13
	A
	ENSG00000197838
	ENST00000330436
	Transcript
	missense_variant

	CCDC149
	A
	ENSG00000181982
	ENST00000504487
	Transcript
	missense_variant

	ZNF705G
	G
	ENSG00000215372
	ENST00000400156
	Transcript
	missense_variant

	SCD
	C
	ENSG00000099194
	ENST00000370355
	Transcript
	missense_variant

	ANKLE1
	G
	ENSG00000160117
	ENST00000394458
	Transcript
	missense_variant

	BAI2
	A
	ENSG00000121753
	ENST00000373658
	Transcript
	missense_variant

	AKAP13
	G
	ENSG00000170776
	ENST00000394518
	Transcript
	missense_variant

	OR8H3
	T
	ENSG00000181761
	ENST00000313472
	Transcript
	missense_variant

	ZNF30
	G
	ENSG00000168661
	ENST00000601142
	Transcript
	missense_variant

	ZNF99
	A
	ENSG00000213973
	ENST00000596209
	Transcript
	missense_variant

	ITGAE
	C
	ENSG00000083457
	ENST00000263087
	Transcript
	missense_variant

	EMC1
	A
	ENSG00000127463
	ENST00000477853
	Transcript
	missense_variant

	SPATA31E1
	A
	ENSG00000177992
	ENST00000325643
	Transcript
	missense_variant

	CMTM2
	C
	ENSG00000140932
	ENST00000268595
	Transcript
	missense_variant

	SLC25A37
	G
	ENSG00000147454
	ENST00000519973
	Transcript
	missense_variant

	RIN3
	G
	ENSG00000100599
	ENST00000216487
	Transcript
	missense_variant

	LOX
	T
	ENSG00000113083
	ENST00000231004
	Transcript
	missense_variant

	CD33
	T
	ENSG00000105383
	ENST00000262262
	Transcript
	missense_variant

	SLFN12
	C
	ENSG00000172123
	ENST00000304905
	Transcript
	missense_variant

	ACBD3
	G
	ENSG00000182827
	ENST00000366812
	Transcript
	missense_variant

	ITGA11
	T
	ENSG00000137809
	ENST00000315757
	Transcript
	missense_variant

	FASTK
	A
	ENSG00000164896
	ENST00000297532
	Transcript
	missense_variant

	MSH4
	T
	ENSG00000057468
	ENST00000263187
	Transcript
	missense_variant

	REM2
	C
	ENSG00000139890
	ENST00000267396
	Transcript
	missense_variant

	OR10G4
	C
	ENSG00000254737
	ENST00000320891
	Transcript
	missense_variant

	HS3ST6
	C
	ENSG00000162040
	ENST00000293937
	Transcript
	missense_variant

	SIX5
	T
	ENSG00000177045
	ENST00000317578
	Transcript
	missense_variant

	POM121L12
	T
	ENSG00000221900
	ENST00000408890
	Transcript
	missense_variant

	PKD1L1
	A
	ENSG00000158683
	ENST00000289672
	Transcript
	missense_variant

	OTOR
	C
	ENSG00000125879
	ENST00000246081
	Transcript
	missense_variant

	C9orf131
	T
	ENSG00000174038
	ENST00000312292
	Transcript
	missense_variant

	EPPK1
	C
	ENSG00000227184
	ENST00000525985
	Transcript
	missense_variant

	PLXNB2
	C
	ENSG00000196576
	ENST00000359337
	Transcript
	missense_variant

	KRTAP4-4
	A
	ENSG00000171396
	ENST00000390661
	Transcript
	missense_variant

	EPPK1
	C
	ENSG00000227184
	ENST00000525985
	Transcript
	missense_variant

	SRP14
	C
	ENSG00000140319
	ENST00000267884
	Transcript
	missense_variant

	MATN2
	T
	ENSG00000132561
	ENST00000254898
	Transcript
	missense_variant

	OR10G4
	G
	ENSG00000254737
	ENST00000320891
	Transcript
	missense_variant

	TSEN54
	T
	ENSG00000182173
	ENST00000333213
	Transcript
	missense_variant

	SCAI
	T
	ENSG00000173611
	ENST00000336505
	Transcript
	missense_variant

	MYO18B
	G
	ENSG00000133454
	ENST00000536101
	Transcript
	missense_variant

	MAP3K1
	A
	ENSG00000095015
	ENST00000399503
	Transcript
	missense_variant

	NMS
	T
	ENSG00000204640
	ENST00000376865
	Transcript
	missense_variant

	OR2A25
	C
	ENSG00000221933
	ENST00000408898
	Transcript
	missense_variant

	CSTL1
	G
	ENSG00000125823
	ENST00000246020
	Transcript
	missense_variant

	MUC16
	T
	ENSG00000181143
	ENST00000397910
	Transcript
	missense_variant

	NACA2
	C
	ENSG00000253506
	ENST00000521764
	Transcript
	missense_variant

	NPIPB15
	T
	ENSG00000196436
	ENST00000429990
	Transcript
	missense_variant

	FAT1
	C
	ENSG00000083857
	ENST00000441802
	Transcript
	missense_variant

	THAP9
	T
	ENSG00000168152
	ENST00000302236
	Transcript
	missense_variant

	PROM2
	A
	ENSG00000155066
	ENST00000317620
	Transcript
	missense_variant

	HS6ST1
	T
	ENSG00000136720
	ENST00000259241
	Transcript
	missense_variant

	KRTAP10-12
	A
	ENSG00000189169
	ENST00000400365
	Transcript
	missense_variant

	TXNRD2
	G
	ENSG00000184470
	ENST00000400521
	Transcript
	missense_variant

	ZNF257
	C
	ENSG00000197134
	ENST00000594947
	Transcript
	missense_variant

	FCGR2A
	G
	ENSG00000143226
	ENST00000271450
	Transcript
	missense_variant

	FGFR4
	A
	ENSG00000160867
	ENST00000292408
	Transcript
	missense_variant

	NSD1
	C
	ENSG00000165671
	ENST00000439151
	Transcript
	missense_variant

	NPIPA5
	A
	ENSG00000183793
	ENST00000360151
	Transcript
	missense_variant

	LRRC61
	G
	ENSG00000127399
	ENST00000323078
	Transcript
	missense_variant

	OR10G4
	C
	ENSG00000254737
	ENST00000320891
	Transcript
	missense_variant

	C1orf85
	C
	ENSG00000198715
	ENST00000362007
	Transcript
	missense_variant

	VCPKMT
	T
	ENSG00000100483
	ENST00000395860
	Transcript
	missense_variant

	PLEKHG2
	A
	ENSG00000090924
	ENST00000425673
	Transcript
	missense_variant

	TMEM2
	T
	ENSG00000135048
	ENST00000377044
	Transcript
	missense_variant

	FCRLA
	G
	ENSG00000132185
	ENST00000367959
	Transcript
	missense_variant

	ZNF646
	A
	ENSG00000167395
	ENST00000394979
	Transcript
	missense_variant

	SCEL
	A
	ENSG00000136155
	ENST00000349847
	Transcript
	missense_variant,splice_region_variant

	ZNF91
	C
	ENSG00000167232
	ENST00000300619
	Transcript
	missense_variant

	FNBP1
	T
	ENSG00000187239
	ENST00000446176
	Transcript
	missense_variant

	OR7G1
	G
	ENSG00000161807
	ENST00000541538
	Transcript
	missense_variant

	ITPKB
	C
	ENSG00000143772
	ENST00000272117
	Transcript
	missense_variant

	FCGBP
	G
	ENSG00000090920
	ENST00000221347
	Transcript
	missense_variant

	ZCCHC14
	T
	ENSG00000140948
	ENST00000268616
	Transcript
	missense_variant

	PCM1
	G
	ENSG00000078674
	ENST00000325083
	Transcript
	missense_variant

	OR2J2
	C
	ENSG00000204700
	ENST00000377167
	Transcript
	missense_variant

	SYNRG
	C
	ENSG00000006114
	ENST00000339208
	Transcript
	missense_variant

	AC110781.3
	A
	ENSG00000176349
	ENST00000402221
	Transcript
	missense_variant

	OR7D4
	A
	ENSG00000174667
	ENST00000308682
	Transcript
	missense_variant

	HLA-DQA1
	G
	ENSG00000196735
	ENST00000343139
	Transcript
	missense_variant

	HSPA6
	A
	ENSG00000173110
	ENST00000309758
	Transcript
	missense_variant

	OR11H12
	G
	ENSG00000257115
	ENST00000550708
	Transcript
	missense_variant

	HSPA6
	G
	ENSG00000173110
	ENST00000309758
	Transcript
	missense_variant

	F5
	A
	ENSG00000198734
	ENST00000367797
	Transcript
	missense_variant

	C1orf85
	A
	ENSG00000198715
	ENST00000362007
	Transcript
	missense_variant

	WDR55
	T
	ENSG00000120314
	ENST00000358337
	Transcript
	missense_variant

	IFNA4
	A
	ENSG00000236637
	ENST00000421715
	Transcript
	missense_variant

	OR7G1
	G
	ENSG00000161807
	ENST00000541538
	Transcript
	missense_variant

	OR2J2
	C
	ENSG00000204700
	ENST00000377167
	Transcript
	missense_variant

	USP35
	C
	ENSG00000118369
	ENST00000529308
	Transcript
	missense_variant

	SRRM5
	C
	ENSG00000226763
	ENST00000417606
	Transcript
	missense_variant

	DKK2
	T
	ENSG00000155011
	ENST00000285311
	Transcript
	missense_variant

	SIDT2
	G
	ENSG00000149577
	ENST00000324225
	Transcript
	missense_variant

	JMJD4
	C
	ENSG00000081692
	ENST00000366758
	Transcript
	missense_variant

	OR2L8
	C
	ENSG00000196936
	ENST00000357191
	Transcript
	missense_variant

	STON1
	C
	ENSG00000243244
	ENST00000404752
	Transcript
	missense_variant

	ETAA1
	A
	ENSG00000143971
	ENST00000272342
	Transcript
	missense_variant

	SERPINA1
	T
	ENSG00000197249
	ENST00000355814
	Transcript
	missense_variant

	MUM1
	A
	ENSG00000160953
	ENST00000344663
	Transcript
	missense_variant

	DMBT1
	C
	ENSG00000187908
	ENST00000338354
	Transcript
	missense_variant

	OR2J2
	G
	ENSG00000204700
	ENST00000377167
	Transcript
	missense_variant

	LGALS8
	C
	ENSG00000116977
	ENST00000341872
	Transcript
	missense_variant,splice_region_variant

	IGHV1-58
	C
	ENSG00000211968
	ENST00000390628
	Transcript
	missense_variant

	TCTE1
	G
	ENSG00000146221
	ENST00000371505
	Transcript
	missense_variant

	KRT10
	GCTGCCGCCGCCGTATCCGCCGCCGGAGCT
	ENSG00000186395
	ENST00000269576
	Transcript
	inframe_insertion

	IFI27
	GGCCATGGC
	ENSG00000165949
	ENST00000298902
	Transcript
	inframe_insertion

	TSPYL6
	-
	ENSG00000178021
	ENST00000317802
	Transcript
	inframe_deletion

	DPCR1
	-
	ENSG00000168631
	ENST00000304311
	Transcript
	inframe_deletion

	KRTAP10-10
	-
	ENSG00000221859
	ENST00000380095
	Transcript
	inframe_deletion

	TLL1
	-
	ENSG00000038295
	ENST00000061240
	Transcript
	inframe_deletion

	OR11G2
	A
	ENSG00000196832
	ENST00000357366
	Transcript
	frameshift_variant

	DHRS4L2
	A
	ENSG00000187630
	ENST00000335125
	Transcript
	frameshift_variant

	TAS2R46
	-
	ENSG00000226761
	ENST00000533467
	Transcript
	frameshift_variant






















Supplementary Table 1 continue
	Hugo_Symbol
	Allele
	Gene
	Feature
	Feature_type
	Consequence

	FRG1B
	-
	ENSG00000149531
	ENST00000278882
	Transcript
	splice_acceptor_variant

	GSTT2
	A
	ENSG00000099984
	ENST00000215780
	Transcript
	splice_donor_variant

	TLL1
	-
	ENSG00000038295
	ENST00000061240
	Transcript
	splice_donor_variant,coding_sequence_variant,intron_variant

	ZACN
	T
	ENSG00000186919
	ENST00000334586
	Transcript
	stop_gained

	OR2J1
	T
	ENSG00000204702
	ENST00000377171
	Transcript
	stop_gained

	RP1L1
	T
	ENSG00000183638
	ENST00000382483
	Transcript
	missense_variant

	RP1L1
	A
	ENSG00000183638
	ENST00000382483
	Transcript
	missense_variant

	EXOC3L1
	C
	ENSG00000179044
	ENST00000314586
	Transcript
	missense_variant

	AC024580.1
	G
	ENSG00000204533
	ENST00000376271
	Transcript
	missense_variant

	PDXP
	G
	ENSG00000241360
	ENST00000215904
	Transcript
	missense_variant

	AQP11
	A
	ENSG00000178301
	ENST00000313578
	Transcript
	missense_variant

	MUC22
	T
	ENSG00000261272
	ENST00000561890
	Transcript
	missense_variant

	KRTAP10-2
	C
	ENSG00000205445
	ENST00000391621
	Transcript
	missense_variant

	IGLL5
	G
	ENSG00000254709
	ENST00000526893
	Transcript
	missense_variant

	NEURL4
	T
	ENSG00000215041
	ENST00000399464
	Transcript
	missense_variant

	KRTAP12-1
	T
	ENSG00000187175
	ENST00000391617
	Transcript
	missense_variant

	RASA4B
	T
	ENSG00000170667
	ENST00000465829
	Transcript
	missense_variant

	FRG1B
	G
	ENSG00000149531
	ENST00000278882
	Transcript
	missense_variant

	MKI67
	T
	ENSG00000148773
	ENST00000368654
	Transcript
	missense_variant

	C5orf60
	T
	ENSG00000204661
	ENST00000448248
	Transcript
	missense_variant

	TSPYL4
	T
	ENSG00000187189
	ENST00000420283
	Transcript
	missense_variant

	FFAR3
	A
	ENSG00000185897
	ENST00000327809
	Transcript
	missense_variant

	ZNF721
	A
	ENSG00000182903
	ENST00000338977
	Transcript
	missense_variant

	SERPINF2
	A
	ENSG00000167711
	ENST00000324015
	Transcript
	missense_variant

	NPIPB11
	T
	ENSG00000254206
	ENST00000524087
	Transcript
	missense_variant

	TBC1D8
	C
	ENSG00000204634
	ENST00000376840
	Transcript
	missense_variant

	OR4M1
	T
	ENSG00000176299
	ENST00000315957
	Transcript
	missense_variant

	UBN2
	T
	ENSG00000157741
	ENST00000473989
	Transcript
	missense_variant

	NLRX1
	A
	ENSG00000160703
	ENST00000292199
	Transcript
	missense_variant

	ZNF66
	T
	ENSG00000160229
	ENST00000344519
	Transcript
	missense_variant

	MAMDC4
	A
	ENSG00000177943
	ENST00000445819
	Transcript
	missense_variant

	MDM1
	T
	ENSG00000111554
	ENST00000303145
	Transcript
	missense_variant

	KRTAP10-6
	T
	ENSG00000188155
	ENST00000400368
	Transcript
	missense_variant

	RNF215
	T
	ENSG00000099999
	ENST00000382363
	Transcript
	missense_variant

	MKI67
	C
	ENSG00000148773
	ENST00000368654
	Transcript
	missense_variant

	KRT6B
	G
	ENSG00000185479
	ENST00000252252
	Transcript
	missense_variant

	RAET1G
	C
	ENSG00000203722
	ENST00000367360
	Transcript
	missense_variant

	MUC19
	A
	ENSG00000205592
	ENST00000454784
	Transcript
	missense_variant

	CSF1
	A
	ENSG00000184371
	ENST00000329608
	Transcript
	missense_variant

	FRG1B
	G
	ENSG00000149531
	ENST00000278882
	Transcript
	missense_variant

	ZNF43
	A
	ENSG00000198521
	ENST00000354959
	Transcript
	missense_variant

	PLK5
	T
	ENSG00000185988
	ENST00000334770
	Transcript
	missense_variant

	MYPN
	A
	ENSG00000138347
	ENST00000358913
	Transcript
	missense_variant

	FRG1
	G
	ENSG00000109536
	ENST00000226798
	Transcript
	missense_variant

	SERTAD1
	C
	ENSG00000197019
	ENST00000357949
	Transcript
	missense_variant

	ZNF28
	C
	ENSG00000198538
	ENST00000457749
	Transcript
	missense_variant

	FAM186A
	G
	ENSG00000185958
	ENST00000327337
	Transcript
	missense_variant

	MYO7B
	G
	ENSG00000169994
	ENST00000409816
	Transcript
	missense_variant

	PIH1D1
	T
	ENSG00000104872
	ENST00000262265
	Transcript
	missense_variant

	IGKV1D-16
	T
	ENSG00000241244
	ENST00000492446
	Transcript
	missense_variant

	MUC17
	C
	ENSG00000169876
	ENST00000306151
	Transcript
	missense_variant

	PIH1D1
	G
	ENSG00000104872
	ENST00000262265
	Transcript
	missense_variant

	ZNF678
	A
	ENSG00000181450
	ENST00000343776
	Transcript
	missense_variant

	TCP10L2
	A
	ENSG00000166984
	ENST00000366832
	Transcript
	missense_variant

	TTLL6
	C
	ENSG00000170703
	ENST00000393382
	Transcript
	missense_variant

	MZF1
	T
	ENSG00000099326
	ENST00000215057
	Transcript
	missense_variant

	PDILT
	T
	ENSG00000169340
	ENST00000302451
	Transcript
	missense_variant

	C7orf31
	T
	ENSG00000153790
	ENST00000283905
	Transcript
	missense_variant

	MKL1
	C
	ENSG00000196588
	ENST00000355630
	Transcript
	missense_variant

	MUC22
	T
	ENSG00000261272
	ENST00000561890
	Transcript
	missense_variant

	FLG2
	C
	ENSG00000143520
	ENST00000388718
	Transcript
	missense_variant

	GTPBP3
	C
	ENSG00000130299
	ENST00000324894
	Transcript
	missense_variant

	KIAA1683
	A
	ENSG00000130518
	ENST00000600328
	Transcript
	missense_variant

	MYEOV
	C
	ENSG00000172927
	ENST00000308946
	Transcript
	missense_variant

	ELN
	A
	ENSG00000049540
	ENST00000358929
	Transcript
	missense_variant

	OR2L3
	T
	ENSG00000198128
	ENST00000359959
	Transcript
	missense_variant

	LRRK1
	A
	ENSG00000154237
	ENST00000388948
	Transcript
	missense_variant

	DPH1
	T
	ENSG00000108963
	ENST00000263083
	Transcript
	missense_variant

	MKI67
	T
	ENSG00000148773
	ENST00000368654
	Transcript
	missense_variant

	HIP1R
	A
	ENSG00000130787
	ENST00000253083
	Transcript
	missense_variant

	ADD1
	T
	ENSG00000087274
	ENST00000398129
	Transcript
	missense_variant

	PSMC3IP
	T
	ENSG00000131470
	ENST00000393795
	Transcript
	missense_variant

	ABCA7
	A
	ENSG00000064687
	ENST00000263094
	Transcript
	missense_variant

	THUMPD1
	A
	ENSG00000066654
	ENST00000381337
	Transcript
	missense_variant

	GSTA2
	A
	ENSG00000244067
	ENST00000493422
	Transcript
	missense_variant

	DDC8
	A
	ENSG00000178404
	ENST00000322630
	Transcript
	missense_variant

	SRCRB4D
	T
	ENSG00000146700
	ENST00000275560
	Transcript
	missense_variant

	TMEM104
	A
	ENSG00000109066
	ENST00000335464
	Transcript
	missense_variant

	EPPK1
	G
	ENSG00000227184
	ENST00000525985
	Transcript
	missense_variant

	ISG15
	A
	ENSG00000187608
	ENST00000379389
	Transcript
	missense_variant

	PDILT
	T
	ENSG00000169340
	ENST00000302451
	Transcript
	missense_variant

	OR11H12
	A
	ENSG00000257115
	ENST00000550708
	Transcript
	missense_variant

	LRRC23
	T
	ENSG00000010626
	ENST00000007969
	Transcript
	missense_variant

	ZNF799
	A
	ENSG00000196466
	ENST00000430385
	Transcript
	missense_variant

	ZNF99
	T
	ENSG00000213973
	ENST00000596209
	Transcript
	missense_variant

	TMPRSS9
	A
	ENSG00000178297
	ENST00000332578
	Transcript
	missense_variant

	KRTAP1-5
	A
	ENSG00000221852
	ENST00000361883
	Transcript
	missense_variant

	OR6B1
	T
	ENSG00000221813
	ENST00000408922
	Transcript
	missense_variant

	TMEM79
	A
	ENSG00000163472
	ENST00000295694
	Transcript
	missense_variant

	POTEG
	A
	ENSG00000222036
	ENST00000547889
	Transcript
	missense_variant,NMD_transcript_variant

	MYOM1
	G
	ENSG00000101605
	ENST00000356443
	Transcript
	missense_variant

	TAF1C
	A
	ENSG00000103168
	ENST00000567759
	Transcript
	missense_variant

	CCZ1
	A
	ENSG00000122674
	ENST00000325974
	Transcript
	missense_variant

	MKI67
	T
	ENSG00000148773
	ENST00000368654
	Transcript
	missense_variant

	LAIR1
	C
	ENSG00000167613
	ENST00000391742
	Transcript
	missense_variant

	AC079354.1
	G
	ENSG00000182329
	ENST00000541917
	Transcript
	missense_variant

	NBPF10
	A
	ENSG00000163386
	ENST00000342960
	Transcript
	missense_variant

	MUC21
	A
	ENSG00000204544
	ENST00000376296
	Transcript
	missense_variant

	COASY
	A
	ENSG00000068120
	ENST00000393818
	Transcript
	missense_variant

	C10orf71
	C
	ENSG00000177354
	ENST00000374144
	Transcript
	missense_variant

	POLD1
	A
	ENSG00000062822
	ENST00000440232
	Transcript
	missense_variant

	UBAP2
	T
	ENSG00000137073
	ENST00000360802
	Transcript
	missense_variant

	SRCRB4D
	T
	ENSG00000146700
	ENST00000275560
	Transcript
	missense_variant

	TACC3
	A
	ENSG00000013810
	ENST00000313288
	Transcript
	missense_variant

	TACC3
	A
	ENSG00000013810
	ENST00000313288
	Transcript
	missense_variant

	PLXNB2
	C
	ENSG00000196576
	ENST00000359337
	Transcript
	missense_variant

	NUP210
	T
	ENSG00000132182
	ENST00000254508
	Transcript
	missense_variant

	BPI
	T
	ENSG00000101425
	ENST00000262865
	Transcript
	missense_variant

	HYDIN
	C
	ENSG00000157423
	ENST00000393567
	Transcript
	missense_variant

	SLX4
	A
	ENSG00000188827
	ENST00000294008
	Transcript
	missense_variant

	HKR1
	T
	ENSG00000181666
	ENST00000324411
	Transcript
	missense_variant

	MUC17
	A
	ENSG00000169876
	ENST00000306151
	Transcript
	missense_variant

	PRMT6
	T
	ENSG00000198890
	ENST00000370078
	Transcript
	missense_variant

	VSX2
	A
	ENSG00000119614
	ENST00000261980
	Transcript
	missense_variant

	PRAMEF4
	T
	ENSG00000243073
	ENST00000235349
	Transcript
	missense_variant

	ALMS1
	G
	ENSG00000116127
	ENST00000264448
	Transcript
	missense_variant

	MDM1
	A
	ENSG00000111554
	ENST00000303145
	Transcript
	missense_variant

	KXD1
	G
	ENSG00000105700
	ENST00000222307
	Transcript
	missense_variant

	OR7D4
	A
	ENSG00000174667
	ENST00000308682
	Transcript
	missense_variant

	KRTAP4-11
	T
	ENSG00000212721
	ENST00000391413
	Transcript
	missense_variant

	RFPL4A
	A
	ENSG00000223638
	ENST00000434937
	Transcript
	missense_variant

	OR10G8
	T
	ENSG00000234560
	ENST00000431524
	Transcript
	missense_variant

	OR14I1
	C
	ENSG00000189181
	ENST00000342623
	Transcript
	missense_variant

	C17orf78
	G
	ENSG00000167230
	ENST00000300618
	Transcript
	missense_variant

	FCGBP
	T
	ENSG00000090920
	ENST00000221347
	Transcript
	missense_variant

	TDRD10
	A
	ENSG00000163239
	ENST00000368480
	Transcript
	missense_variant

	RP11-723O4.6
	A
	ENSG00000187695
	ENST00000508239
	Transcript
	missense_variant

	AHNAK2
	G
	ENSG00000185567
	ENST00000333244
	Transcript
	missense_variant

	WDR35
	C
	ENSG00000118965
	ENST00000345530
	Transcript
	missense_variant

	AGBL2
	A
	ENSG00000165923
	ENST00000525123
	Transcript
	missense_variant

	NFATC4
	C
	ENSG00000100968
	ENST00000250373
	Transcript
	missense_variant

	DCST1
	C
	ENSG00000163357
	ENST00000295542
	Transcript
	missense_variant

	PNPLA3
	G
	ENSG00000100344
	ENST00000216180
	Transcript
	missense_variant

	MAGEC1
	T
	ENSG00000155495
	ENST00000285879
	Transcript
	missense_variant

	KCNJ12
	A
	ENSG00000184185
	ENST00000331718
	Transcript
	missense_variant

	NPIPB7
	T
	ENSG00000233232
	ENST00000452313
	Transcript
	missense_variant

	KIR2DL3
	C
	ENSG00000243772
	ENST00000342376
	Transcript
	missense_variant

	HNF1A
	C
	ENSG00000135100
	ENST00000541395
	Transcript
	missense_variant

	IFNA17
	C
	ENSG00000234829
	ENST00000413767
	Transcript
	missense_variant

	MUC16
	G
	ENSG00000181143
	ENST00000397910
	Transcript
	missense_variant

	HCAR3
	C
	ENSG00000255398
	ENST00000528880
	Transcript
	missense_variant

	EDEM2
	T
	ENSG00000088298
	ENST00000374492
	Transcript
	missense_variant

	OBSCN
	T
	ENSG00000154358
	ENST00000422127
	Transcript
	missense_variant

	CYP2A13
	A
	ENSG00000197838
	ENST00000330436
	Transcript
	missense_variant

	CCDC149
	A
	ENSG00000181982
	ENST00000504487
	Transcript
	missense_variant

	ZNF705G
	G
	ENSG00000215372
	ENST00000400156
	Transcript
	missense_variant

	SCD
	C
	ENSG00000099194
	ENST00000370355
	Transcript
	missense_variant

	ANKLE1
	G
	ENSG00000160117
	ENST00000394458
	Transcript
	missense_variant

	BAI2
	A
	ENSG00000121753
	ENST00000373658
	Transcript
	missense_variant

	AKAP13
	G
	ENSG00000170776
	ENST00000394518
	Transcript
	missense_variant

	OR8H3
	T
	ENSG00000181761
	ENST00000313472
	Transcript
	missense_variant

	ZNF30
	G
	ENSG00000168661
	ENST00000601142
	Transcript
	missense_variant

	ZNF99
	A
	ENSG00000213973
	ENST00000596209
	Transcript
	missense_variant

	ITGAE
	C
	ENSG00000083457
	ENST00000263087
	Transcript
	missense_variant

	EMC1
	A
	ENSG00000127463
	ENST00000477853
	Transcript
	missense_variant

	SPATA31E1
	A
	ENSG00000177992
	ENST00000325643
	Transcript
	missense_variant

	CMTM2
	C
	ENSG00000140932
	ENST00000268595
	Transcript
	missense_variant

	SLC25A37
	G
	ENSG00000147454
	ENST00000519973
	Transcript
	missense_variant

	RIN3
	G
	ENSG00000100599
	ENST00000216487
	Transcript
	missense_variant

	LOX
	T
	ENSG00000113083
	ENST00000231004
	Transcript
	missense_variant

	CD33
	T
	ENSG00000105383
	ENST00000262262
	Transcript
	missense_variant

	SLFN12
	C
	ENSG00000172123
	ENST00000304905
	Transcript
	missense_variant

	ACBD3
	G
	ENSG00000182827
	ENST00000366812
	Transcript
	missense_variant

	ITGA11
	T
	ENSG00000137809
	ENST00000315757
	Transcript
	missense_variant

	FASTK
	A
	ENSG00000164896
	ENST00000297532
	Transcript
	missense_variant

	MSH4
	T
	ENSG00000057468
	ENST00000263187
	Transcript
	missense_variant

	REM2
	C
	ENSG00000139890
	ENST00000267396
	Transcript
	missense_variant

	OR10G4
	C
	ENSG00000254737
	ENST00000320891
	Transcript
	missense_variant

	HS3ST6
	C
	ENSG00000162040
	ENST00000293937
	Transcript
	missense_variant

	SIX5
	T
	ENSG00000177045
	ENST00000317578
	Transcript
	missense_variant

	POM121L12
	T
	ENSG00000221900
	ENST00000408890
	Transcript
	missense_variant

	PKD1L1
	A
	ENSG00000158683
	ENST00000289672
	Transcript
	missense_variant

	OTOR
	C
	ENSG00000125879
	ENST00000246081
	Transcript
	missense_variant

	C9orf131
	T
	ENSG00000174038
	ENST00000312292
	Transcript
	missense_variant

	EPPK1
	C
	ENSG00000227184
	ENST00000525985
	Transcript
	missense_variant

	PLXNB2
	C
	ENSG00000196576
	ENST00000359337
	Transcript
	missense_variant

	KRTAP4-4
	A
	ENSG00000171396
	ENST00000390661
	Transcript
	missense_variant

	EPPK1
	C
	ENSG00000227184
	ENST00000525985
	Transcript
	missense_variant

	SRP14
	C
	ENSG00000140319
	ENST00000267884
	Transcript
	missense_variant

	MATN2
	T
	ENSG00000132561
	ENST00000254898
	Transcript
	missense_variant

	OR10G4
	G
	ENSG00000254737
	ENST00000320891
	Transcript
	missense_variant

	TSEN54
	T
	ENSG00000182173
	ENST00000333213
	Transcript
	missense_variant

	SCAI
	T
	ENSG00000173611
	ENST00000336505
	Transcript
	missense_variant

	MYO18B
	G
	ENSG00000133454
	ENST00000536101
	Transcript
	missense_variant

	MAP3K1
	A
	ENSG00000095015
	ENST00000399503
	Transcript
	missense_variant

	NMS
	T
	ENSG00000204640
	ENST00000376865
	Transcript
	missense_variant

	OR2A25
	C
	ENSG00000221933
	ENST00000408898
	Transcript
	missense_variant

	CSTL1
	G
	ENSG00000125823
	ENST00000246020
	Transcript
	missense_variant

	MUC16
	T
	ENSG00000181143
	ENST00000397910
	Transcript
	missense_variant

	NACA2
	C
	ENSG00000253506
	ENST00000521764
	Transcript
	missense_variant

	NPIPB15
	T
	ENSG00000196436
	ENST00000429990
	Transcript
	missense_variant

	FAT1
	C
	ENSG00000083857
	ENST00000441802
	Transcript
	missense_variant

	THAP9
	T
	ENSG00000168152
	ENST00000302236
	Transcript
	missense_variant

	PROM2
	A
	ENSG00000155066
	ENST00000317620
	Transcript
	missense_variant

	HS6ST1
	T
	ENSG00000136720
	ENST00000259241
	Transcript
	missense_variant

	KRTAP10-12
	A
	ENSG00000189169
	ENST00000400365
	Transcript
	missense_variant

	TXNRD2
	G
	ENSG00000184470
	ENST00000400521
	Transcript
	missense_variant

	ZNF257
	C
	ENSG00000197134
	ENST00000594947
	Transcript
	missense_variant

	FCGR2A
	G
	ENSG00000143226
	ENST00000271450
	Transcript
	missense_variant

	FGFR4
	A
	ENSG00000160867
	ENST00000292408
	Transcript
	missense_variant

	NSD1
	C
	ENSG00000165671
	ENST00000439151
	Transcript
	missense_variant

	NPIPA5
	A
	ENSG00000183793
	ENST00000360151
	Transcript
	missense_variant

	LRRC61
	G
	ENSG00000127399
	ENST00000323078
	Transcript
	missense_variant

	OR10G4
	C
	ENSG00000254737
	ENST00000320891
	Transcript
	missense_variant

	C1orf85
	C
	ENSG00000198715
	ENST00000362007
	Transcript
	missense_variant

	VCPKMT
	T
	ENSG00000100483
	ENST00000395860
	Transcript
	missense_variant

	PLEKHG2
	A
	ENSG00000090924
	ENST00000425673
	Transcript
	missense_variant

	TMEM2
	T
	ENSG00000135048
	ENST00000377044
	Transcript
	missense_variant

	FCRLA
	G
	ENSG00000132185
	ENST00000367959
	Transcript
	missense_variant

	ZNF646
	A
	ENSG00000167395
	ENST00000394979
	Transcript
	missense_variant

	SCEL
	A
	ENSG00000136155
	ENST00000349847
	Transcript
	missense_variant,splice_region_variant

	ZNF91
	C
	ENSG00000167232
	ENST00000300619
	Transcript
	missense_variant

	FNBP1
	T
	ENSG00000187239
	ENST00000446176
	Transcript
	missense_variant

	OR7G1
	G
	ENSG00000161807
	ENST00000541538
	Transcript
	missense_variant

	ITPKB
	C
	ENSG00000143772
	ENST00000272117
	Transcript
	missense_variant

	FCGBP
	G
	ENSG00000090920
	ENST00000221347
	Transcript
	missense_variant

	ZCCHC14
	T
	ENSG00000140948
	ENST00000268616
	Transcript
	missense_variant

	PCM1
	G
	ENSG00000078674
	ENST00000325083
	Transcript
	missense_variant

	OR2J2
	C
	ENSG00000204700
	ENST00000377167
	Transcript
	missense_variant

	SYNRG
	C
	ENSG00000006114
	ENST00000339208
	Transcript
	missense_variant

	AC110781.3
	A
	ENSG00000176349
	ENST00000402221
	Transcript
	missense_variant

	OR7D4
	A
	ENSG00000174667
	ENST00000308682
	Transcript
	missense_variant

	HLA-DQA1
	G
	ENSG00000196735
	ENST00000343139
	Transcript
	missense_variant

	HSPA6
	A
	ENSG00000173110
	ENST00000309758
	Transcript
	missense_variant

	OR11H12
	G
	ENSG00000257115
	ENST00000550708
	Transcript
	missense_variant

	HSPA6
	G
	ENSG00000173110
	ENST00000309758
	Transcript
	missense_variant

	F5
	A
	ENSG00000198734
	ENST00000367797
	Transcript
	missense_variant

	C1orf85
	A
	ENSG00000198715
	ENST00000362007
	Transcript
	missense_variant

	WDR55
	T
	ENSG00000120314
	ENST00000358337
	Transcript
	missense_variant

	IFNA4
	A
	ENSG00000236637
	ENST00000421715
	Transcript
	missense_variant

	OR7G1
	G
	ENSG00000161807
	ENST00000541538
	Transcript
	missense_variant

	OR2J2
	C
	ENSG00000204700
	ENST00000377167
	Transcript
	missense_variant

	USP35
	C
	ENSG00000118369
	ENST00000529308
	Transcript
	missense_variant

	SRRM5
	C
	ENSG00000226763
	ENST00000417606
	Transcript
	missense_variant

	DKK2
	T
	ENSG00000155011
	ENST00000285311
	Transcript
	missense_variant

	SIDT2
	G
	ENSG00000149577
	ENST00000324225
	Transcript
	missense_variant

	JMJD4
	C
	ENSG00000081692
	ENST00000366758
	Transcript
	missense_variant

	OR2L8
	C
	ENSG00000196936
	ENST00000357191
	Transcript
	missense_variant

	STON1
	C
	ENSG00000243244
	ENST00000404752
	Transcript
	missense_variant

	ETAA1
	A
	ENSG00000143971
	ENST00000272342
	Transcript
	missense_variant

	SERPINA1
	T
	ENSG00000197249
	ENST00000355814
	Transcript
	missense_variant

	MUM1
	A
	ENSG00000160953
	ENST00000344663
	Transcript
	missense_variant

	DMBT1
	C
	ENSG00000187908
	ENST00000338354
	Transcript
	missense_variant

	OR2J2
	G
	ENSG00000204700
	ENST00000377167
	Transcript
	missense_variant

	LGALS8
	C
	ENSG00000116977
	ENST00000341872
	Transcript
	missense_variant,splice_region_variant

	IGHV1-58
	C
	ENSG00000211968
	ENST00000390628
	Transcript
	missense_variant

	TCTE1
	G
	ENSG00000146221
	ENST00000371505
	Transcript
	missense_variant

	KRT10
	GCTGCCGCCGCCGTATCCGCCGCCGGAGCT
	ENSG00000186395
	ENST00000269576
	Transcript
	inframe_insertion

	IFI27
	GGCCATGGC
	ENSG00000165949
	ENST00000298902
	Transcript
	inframe_insertion

	TSPYL6
	-
	ENSG00000178021
	ENST00000317802
	Transcript
	inframe_deletion

	DPCR1
	-
	ENSG00000168631
	ENST00000304311
	Transcript
	inframe_deletion

	KRTAP10-10
	-
	ENSG00000221859
	ENST00000380095
	Transcript
	inframe_deletion

	TLL1
	-
	ENSG00000038295
	ENST00000061240
	Transcript
	inframe_deletion

	OR11G2
	A
	ENSG00000196832
	ENST00000357366
	Transcript
	frameshift_variant

	DHRS4L2
	A
	ENSG00000187630
	ENST00000335125
	Transcript
	frameshift_variant

	TAS2R46
	-
	ENSG00000226761
	ENST00000533467
	Transcript
	frameshift_variant






















Supplementary Table 1 continue
	Hugo_Symbol
	Existing_variation
	ALLELE_NUM
	DISTANCE
	STRAND_VEP
	SYMBOL

	FRG1B
	rs774274570
	1
	
	1
	FRG1B

	GSTT2
	rs5996646,rs76498342,COSM4002113
	1
	
	1
	GSTT2

	TLL1
	
	1
	
	1
	TLL1

	ZACN
	rs1043149
	1
	
	1
	ZACN

	OR2J1
	rs2394517,COSM3829935,COSM3829934
	1
	
	1
	OR2J1

	RP1L1
	rs72494282,COSM3982326
	1
	
	-1
	RP1L1

	RP1L1
	rs11782670,COSM3982328
	1
	
	-1
	RP1L1

	EXOC3L1
	rs9939768
	1
	
	-1
	EXOC3L1

	AC024580.1
	rs373247932
	1
	
	-1
	AC024580.1

	PDXP
	rs753956304
	1
	
	1
	PDXP

	AQP11
	rs2276415,COSM3998591
	1
	
	1
	AQP11

	MUC22
	rs72502537,COSM4160626
	1
	
	1
	MUC22

	KRTAP10-2
	rs233240,COSM50652
	1
	
	-1
	KRTAP10-2

	IGLL5
	rs28477498,COSM3693964
	1
	
	1
	IGLL5

	NEURL4
	rs11655578,COSM4130571,COSM4130572
	1
	
	-1
	NEURL4

	KRTAP12-1
	rs9984476,COSM4002058
	1
	
	-1
	KRTAP12-1

	RASA4B
	rs746316
	1
	
	-1
	RASA4B

	FRG1B
	rs375238322
	1
	
	1
	FRG1B

	MKI67
	rs11591817,COSM3997834
	1
	
	-1
	MKI67

	C5orf60
	rs75942553,COSM3761163
	1
	
	-1
	C5orf60

	TSPYL4
	rs17524614
	1
	
	-1
	TSPYL4

	FFAR3
	rs62109581,COSM148592
	1
	
	1
	FFAR3

	ZNF721
	COSM1540398,COSM1540397
	1
	
	-1
	ZNF721

	SERPINF2
	rs1057335,COSM3736156
	1
	
	1
	SERPINF2

	NPIPB11
	rs372788579
	1
	
	-1
	NPIPB11

	TBC1D8
	rs746924,COSM3757533,COSM3757532
	1
	
	-1
	TBC1D8

	OR4M1
	rs2635535,COSM3753842
	1
	
	1
	OR4M1

	UBN2
	rs750334244
	1
	
	1
	UBN2

	NLRX1
	
	1
	
	1
	NLRX1

	ZNF66
	rs138771709
	1
	
	1
	ZNF66

	MAMDC4
	rs200390935,COSM1739570,COSM1739571
	1
	
	1
	MAMDC4

	MDM1
	rs2306393,COSM3753455
	1
	
	-1
	MDM1

	KRTAP10-6
	rs76150656
	1
	
	-1
	KRTAP10-6

	RNF215
	rs5749088,COSM4002139
	1
	
	-1
	RNF215

	MKI67
	rs2240,COSM4144476
	1
	
	-1
	MKI67

	KRT6B
	rs150221772,COSM3998838
	1
	
	-1
	KRT6B

	RAET1G
	rs9397449
	1
	
	-1
	RAET1G

	MUC19
	
	1
	
	1
	MUC19

	CSF1
	rs2229165,COSM3996736,COSM3996737
	1
	
	1
	CSF1

	FRG1B
	rs758029935,COSM477967,COSM477968,COSM3783477
	1
	
	1
	FRG1B

	ZNF43
	rs780083833
	1
	
	-1
	ZNF43

	PLK5
	rs759949419
	1
	
	1
	PLK5

	MYPN
	rs10997975
	1
	
	1
	MYPN

	FRG1
	rs189762674
	1
	
	1
	FRG1

	SERTAD1
	rs268687
	1
	
	-1
	SERTAD1

	ZNF28
	rs111592619
	1
	
	-1
	ZNF28

	FAM186A
	COSM3772644
	1
	
	-1
	FAM186A

	MYO7B
	rs11686946,COSM330409,COSM330410
	1
	
	1
	MYO7B

	PIH1D1
	rs2293013
	1
	
	-1
	PIH1D1

	IGKV1D-16
	rs539837037
	1
	
	1
	IGKV1D-16

	MUC17
	rs4269454,COSM4161647
	1
	
	1
	MUC17

	PIH1D1
	rs2293012
	1
	
	-1
	PIH1D1

	ZNF678
	COSM303650,COSM3927624
	1
	
	1
	ZNF678

	TCP10L2
	rs2297463,COSM3829651,COSM3829652
	1
	
	1
	TCP10L2

	TTLL6
	rs3959442
	1
	
	-1
	TTLL6

	MZF1
	rs3752111,COSM3757371
	1
	
	-1
	MZF1

	PDILT
	rs9652589
	1
	
	-1
	PDILT

	C7orf31
	rs12535348,COSM150253
	1
	
	-1
	C7orf31

	MKL1
	rs878756,COSM149301
	1
	
	-1
	MKL1

	MUC22
	rs115709409
	1
	
	1
	MUC22

	FLG2
	rs148036681
	1
	
	-1
	FLG2

	GTPBP3
	rs3810206
	1
	
	1
	GTPBP3

	KIAA1683
	rs2277921,COSM3756497,COSM3756496
	1
	
	-1
	KIAA1683

	MYEOV
	rs11228610,COSM3752704
	1
	
	1
	MYEOV

	ELN
	rs537844185,rs2071307,COSM150313
	1
	
	1
	ELN

	OR2L3
	rs148941926,COSM3997406
	1
	
	1
	OR2L3

	LRRK1
	rs34874770,COSM3678015,COSM3678016,COSM3678014
	1
	
	1
	LRRK1

	DPH1
	
	1
	
	1
	DPH1

	MKI67
	rs12777740
	1
	
	-1
	MKI67

	HIP1R
	rs2271051,COSM4146772
	1
	
	1
	HIP1R

	ADD1
	rs4961,COSM3760566,COSM3760567
	1
	
	1
	ADD1

	PSMC3IP
	rs2292754
	1
	
	-1
	PSMC3IP

	ABCA7
	rs3752233,COSM438468
	1
	
	1
	ABCA7

	THUMPD1
	rs11074471
	1
	
	-1
	THUMPD1

	GSTA2
	rs2234951,COSM4004076
	1
	
	-1
	GSTA2

	DDC8
	rs59666014
	1
	
	-1
	DDC8

	SRCRB4D
	rs4728712,COSM1452110
	1
	
	-1
	SRCRB4D

	TMEM104
	rs2016126,COSM3755830
	1
	
	1
	TMEM104

	EPPK1
	rs201976887,COSM1319745
	1
	
	-1
	EPPK1

	ISG15
	rs1921,COSM3751464
	1
	
	1
	ISG15

	PDILT
	rs9652588
	1
	
	-1
	PDILT

	OR11H12
	rs202116908
	1
	
	1
	OR11H12

	LRRC23
	rs2071073,COSM147406,COSM147405
	1
	
	1
	LRRC23

	ZNF799
	rs12974755,COSM4131214
	1
	
	-1
	ZNF799

	ZNF99
	rs62119159,COSM148579
	1
	
	-1
	ZNF99

	TMPRSS9
	rs62120714,COSM4000638
	1
	
	1
	TMPRSS9

	KRTAP1-5
	rs148850772
	1
	
	-1
	KRTAP1-5

	OR6B1
	rs7787378,COSM3762460
	1
	
	1
	OR6B1

	TMEM79
	rs6684514,COSM3750418
	1
	
	1
	TMEM79

	POTEG
	rs138358738,COSM3733818
	1
	
	1
	POTEG

	MYOM1
	rs1791085,COSM3756135
	1
	
	-1
	MYOM1

	TAF1C
	rs2230131
	1
	
	-1
	TAF1C

	CCZ1
	rs200812052,COSM4162326
	1
	
	1
	CCZ1

	MKI67
	rs7918199,COSM146354
	1
	
	-1
	MKI67

	LAIR1
	rs74463408,COSM3757194
	1
	
	-1
	LAIR1

	AC079354.1
	rs12615065,COSM4001471,COSM4001472
	1
	
	1
	AC079354.1

	NBPF10
	rs61813408,COSM3927610
	1
	
	1
	NBPF10

	MUC21
	rs11756238,COSM1133019
	1
	
	1
	MUC21

	COASY
	rs615942,COSM1383389
	1
	
	1
	COASY

	C10orf71
	rs45554335,COSM4144738,COSM4144737
	1
	
	1
	C10orf71

	POLD1
	rs1726801,COSM3757064,COSM3757065
	1
	
	1
	POLD1

	UBAP2
	rs1785506,COSM1179699
	1
	
	-1
	UBAP2

	SRCRB4D
	rs10227141,COSM4162449
	1
	
	-1
	SRCRB4D

	TACC3
	rs17132047,COSM447606
	1
	
	1
	TACC3

	TACC3
	rs1063743
	1
	
	1
	TACC3

	PLXNB2
	rs79966207,COSM304162
	1
	
	-1
	PLXNB2

	NUP210
	rs7628051
	1
	
	-1
	NUP210

	BPI
	rs1341023,COSM4001898
	1
	
	1
	BPI

	HYDIN
	rs2502726,COSM3818433,COSM3818434
	1
	
	-1
	HYDIN

	SLX4
	rs3810813,COSM1377772
	1
	
	-1
	SLX4

	HKR1
	rs3745764
	1
	
	1
	HKR1

	MUC17
	rs10265276
	1
	
	1
	MUC17

	PRMT6
	rs2232016,COSM3735913,COSM3735912,COSM3735914
	1
	
	1
	PRMT6

	VSX2
	rs75395981
	1
	
	1
	VSX2

	PRAMEF4
	rs199749044,COSM3975986
	1
	
	-1
	PRAMEF4

	ALMS1
	rs17848880
	1
	
	1
	ALMS1

	MDM1
	rs962976,COSM4147417,COSM4147418
	1
	
	-1
	MDM1

	KXD1
	rs7648,COSM3756507
	1
	
	1
	KXD1

	OR7D4
	rs5020278,COSM3757501
	1
	
	-1
	OR7D4

	KRTAP4-11
	rs9897031,COSM3795591
	1
	
	-1
	KRTAP4-11

	RFPL4A
	rs2616963,COSM4132640
	1
	
	1
	RFPL4A

	OR10G8
	rs75240316,COSM147363
	1
	
	1
	OR10G8

	OR14I1
	rs55871516,COSM146860
	1
	
	-1
	OR14I1

	C17orf78
	rs550347470
	1
	
	1
	C17orf78

	FCGBP
	rs760726604,rs34938990,COSM2155882
	1
	
	-1
	FCGBP

	TDRD10
	rs3811448
	1
	
	1
	TDRD10

	RP11-723O4.6
	rs61738926
	1
	
	-1
	RP11-723O4.6

	AHNAK2
	rs557538603
	1
	
	-1
	AHNAK2

	WDR35
	rs1060742,COSM148806
	1
	
	-1
	WDR35

	AGBL2
	rs12286721,COSM3752392
	1
	
	-1
	AGBL2

	NFATC4
	rs2229309,COSM4148053,COSM4148052,COSM4148054
	1
	
	1
	NFATC4

	DCST1
	rs11264300,COSM1559945
	1
	
	1
	DCST1

	PNPLA3
	rs738409,COSM149307
	1
	
	1
	PNPLA3

	MAGEC1
	rs176037
	1
	
	1
	MAGEC1

	KCNJ12
	rs73313922,COSM1741567
	1
	
	1
	KCNJ12

	NPIPB7
	rs756247236
	1
	
	-1
	NPIPB7

	KIR2DL3
	rs3810343,rs72487145
	1
	
	1
	KIR2DL3

	HNF1A
	rs1169288,COSM430522
	1
	
	1
	HNF1A

	IFNA17
	rs9298814,COSM1624859
	1
	
	-1
	IFNA17

	MUC16
	rs12462651
	1
	
	-1
	MUC16

	HCAR3
	rs470535
	1
	
	-1
	HCAR3

	EDEM2
	rs3746429,COSM4001890
	1
	
	-1
	EDEM2

	OBSCN
	rs3795800
	1
	
	1
	OBSCN

	CYP2A13
	rs8192784,COSM4131884
	1
	
	1
	CYP2A13

	CCDC149
	rs74764772,COSM4003059
	1
	
	-1
	CCDC149

	ZNF705G
	rs9693671,COSM3982588,COSM3982587
	1
	
	-1
	ZNF705G

	SCD
	rs2234970,COSM3997733
	1
	
	1
	SCD

	ANKLE1
	rs2363956,COSM3756454,COSM3756456,COSM3756455
	1
	
	1
	ANKLE1

	BAI2
	rs148929083
	1
	
	-1
	BAI2

	AKAP13
	rs61731243
	1
	
	1
	AKAP13

	OR8H3
	rs61751933,COSM147221
	1
	
	1
	OR8H3

	ZNF30
	rs1811,COSM3932996,COSM3932997
	1
	
	1
	ZNF30

	ZNF99
	rs61740110,COSM148581
	1
	
	-1
	ZNF99

	ITGAE
	rs220479,COSM3766076
	1
	
	-1
	ITGAE

	EMC1
	rs552276163
	1
	
	-1
	EMC1

	SPATA31E1
	rs11142017
	1
	
	1
	SPATA31E1

	CMTM2
	rs2290182
	1
	
	1
	CMTM2

	SLC25A37
	rs2942194,COSM3763267
	1
	
	1
	SLC25A37

	RIN3
	rs3829947,COSM3999415
	1
	
	1
	RIN3

	LOX
	rs1800449,COSM448489
	1
	
	-1
	LOX

	CD33
	rs12459419,COSM3757092
	1
	
	1
	CD33

	SLFN12
	rs1849733,COSM1179770
	1
	
	-1
	SLFN12

	ACBD3
	rs2306120,COSM3997294
	1
	
	-1
	ACBD3

	ITGA11
	rs2306022
	1
	
	-1
	ITGA11

	FASTK
	rs2288648,COSM4161964
	1
	
	-1
	FASTK

	MSH4
	
	1
	
	1
	MSH4

	REM2
	rs8014119,COSM4147997
	1
	
	1
	REM2

	OR10G4
	rs547068
	1
	
	1
	OR10G4

	HS3ST6
	rs337285,COSM3754746,COSM3754745
	1
	
	-1
	HS3ST6

	SIX5
	rs2341097,COSM439801
	1
	
	-1
	SIX5

	POM121L12
	rs73357087,COSM3750034
	1
	
	1
	POM121L12

	PKD1L1
	rs2686817,COSM3762699
	1
	
	-1
	PKD1L1

	OTOR
	rs6135876,COSM3758454
	1
	
	1
	OTOR

	C9orf131
	rs615474,COSM150598,COSM3982850
	1
	
	1
	C9orf131

	EPPK1
	rs7839934,COSM3982422
	1
	
	-1
	EPPK1

	PLXNB2
	rs11547731,COSM445170
	1
	
	-1
	PLXNB2

	KRTAP4-4
	rs74572864,COSM4000156
	1
	
	-1
	KRTAP4-4

	EPPK1
	rs6558399,COSM3763104
	1
	
	-1
	EPPK1

	SRP14
	rs7535
	1
	
	-1
	SRP14

	MATN2
	rs2290472,COSM4006995,COSM4006994
	1
	
	1
	MATN2

	OR10G4
	rs4936880
	1
	
	1
	OR10G4

	TSEN54
	rs8064529
	1
	
	1
	TSEN54

	SCAI
	rs589292,COSM3763635
	1
	
	-1
	SCAI

	MYO18B
	rs2236005,COSM4156088
	1
	
	1
	MYO18B

	MAP3K1
	rs832582
	1
	
	1
	MAP3K1

	NMS
	rs13411940,COSM148914
	1
	
	1
	NMS

	OR2A25
	rs61731397,COSM4004355
	1
	
	1
	OR2A25

	CSTL1
	rs7361799
	1
	
	1
	CSTL1

	MUC16
	rs12461695
	1
	
	-1
	MUC16

	NACA2
	rs61739273,COSM437062
	1
	
	-1
	NACA2

	NPIPB15
	rs10468354
	1
	
	1
	NPIPB15

	FAT1
	rs11939575,COSM4003035,COSM4003034
	1
	
	-1
	FAT1

	THAP9
	rs897945
	1
	
	1
	THAP9

	PROM2
	rs72819488
	1
	
	1
	PROM2

	HS6ST1
	rs200979099,COSM1481920
	1
	
	-1
	HS6ST1

	KRTAP10-12
	rs34302939,COSM4002059
	1
	
	1
	KRTAP10-12

	TXNRD2
	rs1139793
	1
	
	-1
	TXNRD2

	ZNF257
	rs148612115,COSM107563
	1
	
	1
	ZNF257

	FCGR2A
	rs1801274,COSM3997022
	1
	
	1
	FCGR2A

	FGFR4
	rs351855,COSM1567768
	1
	
	1
	FGFR4

	NSD1
	rs28932178
	1
	
	1
	NSD1

	NPIPA5
	rs758707893,COSM3957154,COSM3957153
	1
	
	-1
	NPIPA5

	LRRC61
	rs3735169,COSM3762480
	1
	
	1
	LRRC61

	OR10G4
	rs4936881,COSM147352
	1
	
	1
	OR10G4

	C1orf85
	rs10908495,COSM3750419,COSM3750420
	1
	
	-1
	C1orf85

	VCPKMT
	rs11157729,COSM3753974
	1
	
	-1
	VCPKMT

	PLEKHG2
	rs775231498,COSM3952968,COSM3952967,COSM3952969
	1
	
	1
	PLEKHG2

	TMEM2
	rs25689,COSM3763988
	1
	
	-1
	TMEM2

	FCRLA
	rs2275603,COSM3997027,COSM3997026,COSM3997028
	1
	
	1
	FCRLA

	ZNF646
	rs3751856,COSM3679899,COSM3679900
	1
	
	1
	ZNF646

	SCEL
	rs2274016,COSM3931864
	1
	
	1
	SCEL

	ZNF91
	rs296093,COSM4000622,COSM4000621
	1
	
	-1
	ZNF91

	FNBP1
	rs1023000,COSM3763674,COSM455470,COSM3763675
	1
	
	-1
	FNBP1

	OR7G1
	rs6511874
	1
	
	-1
	OR7G1

	ITPKB
	rs6667260,COSM4143423,COSM425464
	1
	
	-1
	ITPKB

	FCGBP
	rs767928639,rs11083543,COSM116255
	1
	
	-1
	FCGBP

	ZCCHC14
	rs3748400,COSM3765942
	1
	
	-1
	ZCCHC14

	PCM1
	rs208753
	1
	
	1
	PCM1

	OR2J2
	rs3116856
	1
	
	1
	OR2J2

	SYNRG
	rs12602536,COSM1128746
	1
	
	-1
	SYNRG

	AC110781.3
	rs6957894,COSM4162080
	1
	
	1
	AC110781.3

	OR7D4
	rs61729907,COSM3757502
	1
	
	-1
	OR7D4

	HLA-DQA1
	rs10093,COSM4160990
	1
	
	1
	HLA-DQA1

	HSPA6
	rs368844
	1
	
	1
	HSPA6

	OR11H12
	rs61969158,COSM4147948
	1
	
	1
	OR11H12

	HSPA6
	rs753856,COSM3750530
	1
	
	1
	HSPA6

	F5
	rs13306334
	1
	
	-1
	F5

	C1orf85
	rs10908496,COSM3750421,COSM3750422
	1
	
	-1
	C1orf85

	WDR55
	rs2286394
	1
	
	1
	WDR55

	IFNA4
	rs3750480
	1
	
	-1
	IFNA4

	OR7G1
	rs2217657
	1
	
	-1
	OR7G1

	OR2J2
	rs3116855,COSM4160485
	1
	
	1
	OR2J2

	USP35
	rs2512526
	1
	
	1
	USP35

	SRRM5
	rs3815422,COSM148658
	1
	
	1
	SRRM5

	DKK2
	rs17037102,COSM149724
	1
	
	-1
	DKK2

	SIDT2
	
	1
	
	1
	SIDT2

	JMJD4
	rs2295994,COSM3749032
	1
	
	-1
	JMJD4

	OR2L8
	rs201126494,COSM4143648
	1
	
	1
	OR2L8

	STON1
	rs17039250,COSM3758256,COSM3758255
	1
	
	1
	STON1

	ETAA1
	rs61740794,COSM148868
	1
	
	1
	ETAA1

	SERPINA1
	rs709932,COSM3736121
	1
	
	-1
	SERPINA1

	MUM1
	rs3826942
	1
	
	1
	MUM1

	DMBT1
	rs111575923,COSM4144400,COSM4144398,COSM4144399
	1
	
	1
	DMBT1

	OR2J2
	rs3130743,COSM4160488
	1
	
	1
	OR2J2

	LGALS8
	rs2243525
	1
	
	1
	LGALS8

	IGHV1-58
	rs2516904
	1
	
	-1
	IGHV1-58

	TCTE1
	rs2297336,COSM4004053
	1
	
	-1
	TCTE1

	KRT10
	rs776920005
	1
	
	-1
	KRT10

	IFI27
	rs3833507,COSM433527
	1
	
	1
	IFI27

	TSPYL6
	TMP_ESP_2_54482704_54482709,COSM1408536
	1
	
	-1
	TSPYL6

	DPCR1
	
	1
	
	1
	DPCR1

	KRTAP10-10
	rs66931310
	1
	
	1
	KRTAP10-10

	TLL1
	
	1
	
	1
	TLL1

	OR11G2
	rs55781225,COSM112052
	1
	
	1
	OR11G2

	DHRS4L2
	rs368539076
	1
	
	1
	DHRS4L2

	TAS2R46
	rs201847607,COSM430335
	1
	
	-1
	TAS2R46




















Supplementary Table 1 continue
	Hugo_Symbol
	SYMBOL_SOURCE
	HGNC_ID
	BIOTYPE
	CANONICAL
	CCDS

	FRG1B
	HGNC
	15792
	protein_coding
	YES
	

	GSTT2
	HGNC
	4642
	protein_coding
	YES
	CCDS13821.1

	TLL1
	HGNC
	11843
	protein_coding
	YES
	CCDS3811.1

	ZACN
	HGNC
	29504
	protein_coding
	YES
	CCDS11740.2

	OR2J1
	HGNC
	8259
	protein_coding
	YES
	

	RP1L1
	HGNC
	15946
	protein_coding
	YES
	CCDS43708.1

	RP1L1
	HGNC
	15946
	protein_coding
	YES
	CCDS43708.1

	EXOC3L1
	HGNC
	27540
	protein_coding
	YES
	CCDS10832.1

	AC024580.1
	Clone_based_ensembl_gene
	
	protein_coding
	YES
	

	PDXP
	HGNC
	30259
	protein_coding
	YES
	CCDS13953.1

	AQP11
	HGNC
	19940
	protein_coding
	YES
	CCDS8251.1

	MUC22
	HGNC
	39755
	protein_coding
	YES
	CCDS59003.1

	KRTAP10-2
	HGNC
	22967
	protein_coding
	YES
	CCDS42955.1

	IGLL5
	HGNC
	38476
	protein_coding
	YES
	CCDS54506.1

	NEURL4
	HGNC
	34410
	protein_coding
	YES
	CCDS42251.1

	KRTAP12-1
	HGNC
	20529
	protein_coding
	YES
	CCDS42966.1

	RASA4B
	HGNC
	35202
	protein_coding
	
	

	FRG1B
	HGNC
	15792
	protein_coding
	YES
	

	MKI67
	HGNC
	7107
	protein_coding
	YES
	CCDS7659.1

	C5orf60
	HGNC
	27753
	protein_coding
	YES
	CCDS47353.1

	TSPYL4
	HGNC
	21559
	protein_coding
	YES
	CCDS5106.1

	FFAR3
	HGNC
	4499
	protein_coding
	YES
	CCDS12459.1

	ZNF721
	HGNC
	29425
	protein_coding
	
	

	SERPINF2
	HGNC
	9075
	protein_coding
	YES
	CCDS11011.1

	NPIPB11
	HGNC
	37453
	protein_coding
	YES
	

	TBC1D8
	HGNC
	17791
	protein_coding
	YES
	CCDS46375.1

	OR4M1
	HGNC
	14735
	protein_coding
	YES
	CCDS32021.1

	UBN2
	HGNC
	21931
	protein_coding
	YES
	CCDS43655.2

	NLRX1
	HGNC
	29890
	protein_coding
	
	CCDS8416.1

	ZNF66
	HGNC
	13135
	protein_coding
	YES
	

	MAMDC4
	HGNC
	24083
	protein_coding
	
	

	MDM1
	HGNC
	29917
	protein_coding
	YES
	CCDS8983.1

	KRTAP10-6
	HGNC
	20523
	protein_coding
	YES
	CCDS42959.1

	RNF215
	HGNC
	33434
	protein_coding
	YES
	CCDS33633.1

	MKI67
	HGNC
	7107
	protein_coding
	YES
	CCDS7659.1

	KRT6B
	HGNC
	6444
	protein_coding
	YES
	CCDS8828.1

	RAET1G
	HGNC
	16795
	protein_coding
	YES
	CCDS43514.1

	MUC19
	HGNC
	14362
	protein_coding
	YES
	

	CSF1
	HGNC
	2432
	protein_coding
	YES
	CCDS816.1

	FRG1B
	HGNC
	15792
	protein_coding
	YES
	

	ZNF43
	HGNC
	13109
	protein_coding
	YES
	CCDS12413.2

	PLK5
	HGNC
	27001
	protein_coding
	YES
	CCDS59328.1

	MYPN
	HGNC
	23246
	protein_coding
	YES
	CCDS7275.1

	FRG1
	HGNC
	3954
	protein_coding
	YES
	CCDS34121.1

	SERTAD1
	HGNC
	17932
	protein_coding
	YES
	CCDS12557.1

	ZNF28
	HGNC
	13073
	protein_coding
	YES
	CCDS33093.2

	FAM186A
	HGNC
	26980
	protein_coding
	YES
	CCDS44878.1

	MYO7B
	HGNC
	7607
	protein_coding
	
	CCDS46405.1

	PIH1D1
	HGNC
	26075
	protein_coding
	YES
	CCDS12765.1

	IGKV1D-16
	HGNC
	5748
	IG_V_gene
	YES
	

	MUC17
	HGNC
	16800
	protein_coding
	YES
	CCDS34711.1

	PIH1D1
	HGNC
	26075
	protein_coding
	YES
	CCDS12765.1

	ZNF678
	HGNC
	28652
	protein_coding
	YES
	

	TCP10L2
	HGNC
	21254
	protein_coding
	YES
	CCDS47514.1

	TTLL6
	HGNC
	26664
	protein_coding
	YES
	CCDS45724.1

	MZF1
	HGNC
	13108
	protein_coding
	YES
	CCDS12988.1

	PDILT
	HGNC
	27338
	protein_coding
	YES
	CCDS10584.1

	C7orf31
	HGNC
	21722
	protein_coding
	
	CCDS5394.1

	MKL1
	HGNC
	14334
	protein_coding
	YES
	CCDS14003.1

	MUC22
	HGNC
	39755
	protein_coding
	YES
	CCDS59003.1

	FLG2
	HGNC
	33276
	protein_coding
	YES
	CCDS30861.1

	GTPBP3
	HGNC
	14880
	protein_coding
	
	CCDS32951.1

	KIAA1683
	HGNC
	29350
	protein_coding
	
	CCDS32958.1

	MYEOV
	HGNC
	7563
	protein_coding
	YES
	CCDS8190.1

	ELN
	HGNC
	3327
	protein_coding
	
	

	OR2L3
	HGNC
	15009
	protein_coding
	YES
	CCDS31104.1

	LRRK1
	HGNC
	18608
	protein_coding
	YES
	CCDS42086.1

	DPH1
	HGNC
	3003
	protein_coding
	YES
	CCDS42228.1

	MKI67
	HGNC
	7107
	protein_coding
	YES
	CCDS7659.1

	HIP1R
	HGNC
	18415
	protein_coding
	YES
	CCDS31922.1

	ADD1
	HGNC
	243
	protein_coding
	
	CCDS43205.1

	PSMC3IP
	HGNC
	17928
	protein_coding
	YES
	CCDS45688.1

	ABCA7
	HGNC
	37
	protein_coding
	YES
	CCDS12055.1

	THUMPD1
	HGNC
	23807
	protein_coding
	YES
	CCDS10588.1

	GSTA2
	HGNC
	4627
	protein_coding
	YES
	CCDS4944.1

	DDC8
	Uniprot_gn
	
	protein_coding
	YES
	CCDS58603.1

	SRCRB4D
	HGNC
	14461
	protein_coding
	YES
	CCDS5585.1

	TMEM104
	HGNC
	25984
	protein_coding
	YES
	CCDS32723.1

	EPPK1
	HGNC
	15577
	protein_coding
	YES
	

	ISG15
	HGNC
	4053
	protein_coding
	YES
	CCDS6.1

	PDILT
	HGNC
	27338
	protein_coding
	YES
	CCDS10584.1

	OR11H12
	HGNC
	30738
	protein_coding
	YES
	CCDS32017.1

	LRRC23
	HGNC
	19138
	protein_coding
	YES
	CCDS8569.1

	ZNF799
	HGNC
	28071
	protein_coding
	YES
	CCDS45989.1

	ZNF99
	HGNC
	13175
	protein_coding
	YES
	CCDS59369.1

	TMPRSS9
	HGNC
	30079
	protein_coding
	YES
	CCDS12088.1

	KRTAP1-5
	HGNC
	16777
	protein_coding
	YES
	CCDS42321.1

	OR6B1
	HGNC
	8354
	protein_coding
	YES
	CCDS43667.1

	TMEM79
	HGNC
	28196
	protein_coding
	
	CCDS1138.1

	POTEG
	HGNC
	33896
	nonsense_mediated_decay
	
	

	MYOM1
	HGNC
	7613
	protein_coding
	YES
	CCDS45824.1

	TAF1C
	HGNC
	11534
	protein_coding
	YES
	CCDS32496.1

	CCZ1
	HGNC
	21691
	protein_coding
	YES
	CCDS34597.1

	MKI67
	HGNC
	7107
	protein_coding
	YES
	CCDS7659.1

	LAIR1
	HGNC
	6477
	protein_coding
	YES
	CCDS12891.1

	AC079354.1
	Clone_based_vega_gene
	
	protein_coding
	YES
	

	NBPF10
	HGNC
	31992
	protein_coding
	YES
	

	MUC21
	HGNC
	21661
	protein_coding
	YES
	CCDS34388.1

	COASY
	HGNC
	29932
	protein_coding
	
	CCDS11429.1

	C10orf71
	HGNC
	26973
	protein_coding
	YES
	CCDS44387.1

	POLD1
	HGNC
	9175
	protein_coding
	YES
	CCDS12795.1

	UBAP2
	HGNC
	14185
	protein_coding
	
	CCDS6547.1

	SRCRB4D
	HGNC
	14461
	protein_coding
	YES
	CCDS5585.1

	TACC3
	HGNC
	11524
	protein_coding
	YES
	CCDS3352.1

	TACC3
	HGNC
	11524
	protein_coding
	YES
	CCDS3352.1

	PLXNB2
	HGNC
	9104
	protein_coding
	
	CCDS43035.1

	NUP210
	HGNC
	30052
	protein_coding
	YES
	CCDS33704.1

	BPI
	HGNC
	1095
	protein_coding
	YES
	CCDS13303.1

	HYDIN
	HGNC
	19368
	protein_coding
	YES
	CCDS59269.1

	SLX4
	HGNC
	23845
	protein_coding
	YES
	CCDS10506.2

	HKR1
	HGNC
	4928
	protein_coding
	YES
	CCDS12502.1

	MUC17
	HGNC
	16800
	protein_coding
	YES
	CCDS34711.1

	PRMT6
	HGNC
	18241
	protein_coding
	YES
	CCDS41360.2

	VSX2
	HGNC
	1975
	protein_coding
	YES
	CCDS9827.1

	PRAMEF4
	HGNC
	31971
	protein_coding
	YES
	CCDS30592.1

	ALMS1
	HGNC
	428
	protein_coding
	YES
	CCDS42697.1

	MDM1
	HGNC
	29917
	protein_coding
	YES
	CCDS8983.1

	KXD1
	HGNC
	28420
	protein_coding
	
	CCDS12381.1

	OR7D4
	HGNC
	8380
	protein_coding
	YES
	CCDS32901.1

	KRTAP4-11
	HGNC
	18911
	protein_coding
	YES
	CCDS45675.1

	RFPL4A
	HGNC
	16449
	protein_coding
	YES
	CCDS46201.1

	OR10G8
	HGNC
	14845
	protein_coding
	YES
	CCDS31704.1

	OR14I1
	HGNC
	19575
	protein_coding
	YES
	CCDS31125.1

	C17orf78
	HGNC
	26831
	protein_coding
	YES
	CCDS45655.1

	FCGBP
	HGNC
	13572
	protein_coding
	YES
	CCDS12546.1

	TDRD10
	HGNC
	25316
	protein_coding
	YES
	CCDS41406.1

	RP11-723O4.6
	Clone_based_vega_gene
	
	protein_coding
	YES
	

	AHNAK2
	HGNC
	20125
	protein_coding
	YES
	CCDS45177.1

	WDR35
	HGNC
	29250
	protein_coding
	YES
	CCDS33152.1

	AGBL2
	HGNC
	26296
	protein_coding
	YES
	CCDS7944.1

	NFATC4
	HGNC
	7778
	protein_coding
	
	CCDS9629.1

	DCST1
	HGNC
	26539
	protein_coding
	YES
	CCDS1083.1

	PNPLA3
	HGNC
	18590
	protein_coding
	YES
	CCDS14054.1

	MAGEC1
	HGNC
	6812
	protein_coding
	YES
	CCDS35417.1

	KCNJ12
	HGNC
	6258
	protein_coding
	
	CCDS11219.1

	NPIPB7
	HGNC
	33832
	protein_coding
	YES
	

	KIR2DL3
	HGNC
	6331
	protein_coding
	YES
	CCDS33107.1

	HNF1A
	HGNC
	11621
	protein_coding
	
	

	IFNA17
	HGNC
	5422
	protein_coding
	YES
	CCDS6500.1

	MUC16
	HGNC
	15582
	protein_coding
	YES
	CCDS54212.1

	HCAR3
	HGNC
	16824
	protein_coding
	YES
	CCDS53842.1

	EDEM2
	HGNC
	15877
	protein_coding
	YES
	CCDS13247.1

	OBSCN
	HGNC
	15719
	protein_coding
	
	CCDS58065.1

	CYP2A13
	HGNC
	2608
	protein_coding
	YES
	CCDS12571.1

	CCDC149
	HGNC
	25405
	protein_coding
	YES
	CCDS47036.1

	ZNF705G
	HGNC
	37134
	protein_coding
	YES
	CCDS47773.1

	SCD
	HGNC
	10571
	protein_coding
	YES
	CCDS7493.1

	ANKLE1
	HGNC
	26812
	protein_coding
	YES
	

	BAI2
	HGNC
	944
	protein_coding
	YES
	CCDS346.2

	AKAP13
	HGNC
	371
	protein_coding
	
	CCDS32319.1

	OR8H3
	HGNC
	15309
	protein_coding
	YES
	CCDS31519.1

	ZNF30
	HGNC
	13090
	protein_coding
	
	CCDS46045.1

	ZNF99
	HGNC
	13175
	protein_coding
	YES
	CCDS59369.1

	ITGAE
	HGNC
	6147
	protein_coding
	YES
	CCDS32531.1

	EMC1
	HGNC
	28957
	protein_coding
	YES
	CCDS190.1

	SPATA31E1
	HGNC
	26672
	protein_coding
	YES
	CCDS6676.1

	CMTM2
	HGNC
	19173
	protein_coding
	YES
	CCDS10814.1

	SLC25A37
	HGNC
	29786
	protein_coding
	YES
	CCDS47828.1

	RIN3
	HGNC
	18751
	protein_coding
	YES
	CCDS32144.1

	LOX
	HGNC
	6664
	protein_coding
	YES
	CCDS4129.1

	CD33
	HGNC
	1659
	protein_coding
	YES
	CCDS33084.1

	SLFN12
	HGNC
	25500
	protein_coding
	
	CCDS11295.1

	ACBD3
	HGNC
	15453
	protein_coding
	YES
	CCDS1551.1

	ITGA11
	HGNC
	6136
	protein_coding
	YES
	CCDS45291.1

	FASTK
	HGNC
	24676
	protein_coding
	YES
	CCDS5918.1

	MSH4
	HGNC
	7327
	protein_coding
	YES
	CCDS670.1

	REM2
	HGNC
	20248
	protein_coding
	YES
	CCDS45082.1

	OR10G4
	HGNC
	14809
	protein_coding
	YES
	CCDS31702.1

	HS3ST6
	HGNC
	14178
	protein_coding
	
	

	SIX5
	HGNC
	10891
	protein_coding
	YES
	CCDS12673.1

	POM121L12
	HGNC
	25369
	protein_coding
	YES
	CCDS43584.1

	PKD1L1
	HGNC
	18053
	protein_coding
	YES
	CCDS34633.1

	OTOR
	HGNC
	8517
	protein_coding
	YES
	CCDS13124.1

	C9orf131
	HGNC
	31418
	protein_coding
	YES
	CCDS6572.2

	EPPK1
	HGNC
	15577
	protein_coding
	YES
	

	PLXNB2
	HGNC
	9104
	protein_coding
	
	CCDS43035.1

	KRTAP4-4
	HGNC
	16928
	protein_coding
	YES
	CCDS11383.1

	EPPK1
	HGNC
	15577
	protein_coding
	YES
	

	SRP14
	HGNC
	11299
	protein_coding
	YES
	CCDS42017.1

	MATN2
	HGNC
	6908
	protein_coding
	
	

	OR10G4
	HGNC
	14809
	protein_coding
	YES
	CCDS31702.1

	TSEN54
	HGNC
	27561
	protein_coding
	YES
	CCDS11724.1

	SCAI
	HGNC
	26709
	protein_coding
	
	CCDS48017.1

	MYO18B
	HGNC
	18150
	protein_coding
	
	CCDS54507.1

	MAP3K1
	HGNC
	6848
	protein_coding
	YES
	CCDS43318.1

	NMS
	HGNC
	32203
	protein_coding
	YES
	CCDS33259.1

	OR2A25
	HGNC
	19562
	protein_coding
	YES
	CCDS43669.1

	CSTL1
	HGNC
	15958
	protein_coding
	
	CCDS13153.1

	MUC16
	HGNC
	15582
	protein_coding
	YES
	CCDS54212.1

	NACA2
	HGNC
	23290
	protein_coding
	YES
	CCDS11630.1

	NPIPB15
	HGNC
	34409
	protein_coding
	YES
	

	FAT1
	HGNC
	3595
	protein_coding
	YES
	CCDS47177.1

	THAP9
	HGNC
	23192
	protein_coding
	YES
	CCDS3598.1

	PROM2
	HGNC
	20685
	protein_coding
	YES
	CCDS2012.1

	HS6ST1
	HGNC
	5201
	protein_coding
	YES
	CCDS42748.1

	KRTAP10-12
	HGNC
	20533
	protein_coding
	YES
	CCDS42967.1

	TXNRD2
	HGNC
	18155
	protein_coding
	YES
	CCDS42981.1

	ZNF257
	HGNC
	13498
	protein_coding
	YES
	CCDS46030.1

	FCGR2A
	HGNC
	3616
	protein_coding
	YES
	CCDS44264.1

	FGFR4
	HGNC
	3691
	protein_coding
	YES
	CCDS4410.1

	NSD1
	HGNC
	14234
	protein_coding
	YES
	CCDS4412.1

	NPIPA5
	HGNC
	41980
	protein_coding
	YES
	CCDS59264.1

	LRRC61
	HGNC
	21704
	protein_coding
	
	CCDS5901.1

	OR10G4
	HGNC
	14809
	protein_coding
	YES
	CCDS31702.1

	C1orf85
	HGNC
	29436
	protein_coding
	YES
	CCDS1139.1

	VCPKMT
	HGNC
	20352
	protein_coding
	YES
	CCDS9696.2

	PLEKHG2
	HGNC
	29515
	protein_coding
	
	

	TMEM2
	HGNC
	11869
	protein_coding
	YES
	CCDS6638.1

	FCRLA
	HGNC
	18504
	protein_coding
	YES
	CCDS53415.1

	ZNF646
	HGNC
	29004
	protein_coding
	
	

	SCEL
	HGNC
	10573
	protein_coding
	YES
	CCDS9459.1

	ZNF91
	HGNC
	13166
	protein_coding
	YES
	CCDS42541.1

	FNBP1
	HGNC
	17069
	protein_coding
	YES
	CCDS48040.1

	OR7G1
	HGNC
	8465
	protein_coding
	YES
	CCDS32898.2

	ITPKB
	HGNC
	6179
	protein_coding
	
	CCDS1555.1

	FCGBP
	HGNC
	13572
	protein_coding
	YES
	CCDS12546.1

	ZCCHC14
	HGNC
	24134
	protein_coding
	YES
	CCDS10961.1

	PCM1
	HGNC
	8727
	protein_coding
	YES
	CCDS47812.1

	OR2J2
	HGNC
	8260
	protein_coding
	YES
	CCDS43434.1

	SYNRG
	HGNC
	557
	protein_coding
	YES
	CCDS11321.1

	AC110781.3
	Clone_based_vega_gene
	
	protein_coding
	YES
	

	OR7D4
	HGNC
	8380
	protein_coding
	YES
	CCDS32901.1

	HLA-DQA1
	HGNC
	4942
	protein_coding
	YES
	CCDS4752.1

	HSPA6
	HGNC
	5239
	protein_coding
	YES
	CCDS1231.1

	OR11H12
	HGNC
	30738
	protein_coding
	YES
	CCDS32017.1

	HSPA6
	HGNC
	5239
	protein_coding
	YES
	CCDS1231.1

	F5
	HGNC
	3542
	protein_coding
	YES
	CCDS1281.1

	C1orf85
	HGNC
	29436
	protein_coding
	YES
	CCDS1139.1

	WDR55
	HGNC
	25971
	protein_coding
	YES
	CCDS4235.1

	IFNA4
	HGNC
	5425
	protein_coding
	YES
	CCDS6498.1

	OR7G1
	HGNC
	8465
	protein_coding
	YES
	CCDS32898.2

	OR2J2
	HGNC
	8260
	protein_coding
	YES
	CCDS43434.1

	USP35
	HGNC
	20061
	protein_coding
	YES
	CCDS41693.1

	SRRM5
	HGNC
	37248
	protein_coding
	
	CCDS46095.1

	DKK2
	HGNC
	2892
	protein_coding
	YES
	CCDS3675.1

	SIDT2
	HGNC
	24272
	protein_coding
	YES
	CCDS31682.1

	JMJD4
	HGNC
	25724
	protein_coding
	YES
	CCDS1561.1

	OR2L8
	HGNC
	15014
	protein_coding
	YES
	CCDS31101.1

	STON1
	HGNC
	17003
	protein_coding
	
	CCDS1841.1

	ETAA1
	HGNC
	24648
	protein_coding
	YES
	CCDS1882.1

	SERPINA1
	HGNC
	8941
	protein_coding
	
	CCDS9925.1

	MUM1
	HGNC
	29641
	protein_coding
	YES
	CCDS12062.1

	DMBT1
	HGNC
	2926
	protein_coding
	
	

	OR2J2
	HGNC
	8260
	protein_coding
	YES
	CCDS43434.1

	LGALS8
	HGNC
	6569
	protein_coding
	
	CCDS1612.1

	IGHV1-58
	HGNC
	5555
	IG_V_gene
	YES
	

	TCTE1
	HGNC
	11693
	protein_coding
	YES
	CCDS4910.1

	KRT10
	HGNC
	6413
	protein_coding
	YES
	CCDS11377.1

	IFI27
	HGNC
	5397
	protein_coding
	
	CCDS32148.1

	TSPYL6
	HGNC
	14521
	protein_coding
	YES
	CCDS42682.1

	DPCR1
	HGNC
	21666
	protein_coding
	
	

	KRTAP10-10
	HGNC
	22972
	protein_coding
	YES
	CCDS33585.1

	TLL1
	HGNC
	11843
	protein_coding
	YES
	CCDS3811.1

	OR11G2
	HGNC
	15346
	protein_coding
	YES
	CCDS32032.1

	DHRS4L2
	HGNC
	19731
	protein_coding
	YES
	CCDS9606.2

	TAS2R46
	HGNC
	18877
	protein_coding
	YES
	CCDS53748.1































Supplementary Table 1 continue
	Hugo_Symbol
	ENSP
	SWISSPROT

	FRG1B
	ENSP00000278882
	FRG1B_HUMAN

	GSTT2
	ENSP00000215780
	GST2_HUMAN

	TLL1
	ENSP00000061240
	TLL1_HUMAN

	ZACN
	ENSP00000334854
	ZACN_HUMAN

	OR2J1
	ENSP00000366376
	OR2J1_HUMAN

	RP1L1
	ENSP00000371923
	

	RP1L1
	ENSP00000371923
	

	EXOC3L1
	ENSP00000325674
	EX3L1_HUMAN

	AC024580.1
	ENSP00000365447
	

	PDXP
	ENSP00000215904
	PLPP_HUMAN

	AQP11
	ENSP00000318770
	AQP11_HUMAN

	MUC22
	ENSP00000455906
	MUC22_HUMAN

	KRTAP10-2
	ENSP00000375479
	KR102_HUMAN

	IGLL5
	ENSP00000431254
	LAC1_HUMAN,IGLL5_HUMAN

	NEURL4
	ENSP00000382390
	NEUL4_HUMAN

	KRTAP12-1
	ENSP00000375475
	KR121_HUMAN

	RASA4B
	ENSP00000417895
	RAS4B_HUMAN

	FRG1B
	ENSP00000278882
	FRG1B_HUMAN

	MKI67
	ENSP00000357643
	KI67_HUMAN

	C5orf60
	ENSP00000404583
	CE060_HUMAN

	TSPYL4
	ENSP00000410943
	TSYL4_HUMAN

	FFAR3
	ENSP00000328230
	FFAR3_HUMAN

	ZNF721
	ENSP00000340524
	ZN721_HUMAN

	SERPINF2
	ENSP00000321853
	A2AP_HUMAN

	NPIPB11
	ENSP00000430853
	NPB11_HUMAN

	TBC1D8
	ENSP00000366036
	TBCD8_HUMAN

	OR4M1
	ENSP00000319654
	OR4M1_HUMAN

	UBN2
	ENSP00000418648
	UBN2_HUMAN

	NLRX1
	ENSP00000292199
	NLRX1_HUMAN

	ZNF66
	ENSP00000461425
	ZNF66_HUMAN

	MAMDC4
	ENSP00000411339
	AEGP_HUMAN

	MDM1
	ENSP00000302537
	MDM1_HUMAN

	KRTAP10-6
	ENSP00000383219
	KR106_HUMAN

	RNF215
	ENSP00000371800
	RN215_HUMAN

	MKI67
	ENSP00000357643
	KI67_HUMAN

	KRT6B
	ENSP00000252252
	K2C6B_HUMAN

	RAET1G
	ENSP00000356329
	RET1G_HUMAN

	MUC19
	ENSP00000476404
	

	CSF1
	ENSP00000327513
	CSF1_HUMAN

	FRG1B
	ENSP00000278882
	FRG1B_HUMAN

	ZNF43
	ENSP00000347045
	ZNF43_HUMAN

	PLK5
	ENSP00000466248
	PLK5_HUMAN

	MYPN
	ENSP00000351790
	MYPN_HUMAN

	FRG1
	ENSP00000226798
	FRG1_HUMAN

	SERTAD1
	ENSP00000350633
	SRTD1_HUMAN

	ZNF28
	ENSP00000397693
	ZNF28_HUMAN

	FAM186A
	ENSP00000329995
	F186A_HUMAN

	MYO7B
	ENSP00000386461
	MYO7B_HUMAN

	PIH1D1
	ENSP00000262265
	PIHD1_HUMAN

	IGKV1D-16
	ENSP00000418200
	

	MUC17
	ENSP00000302716
	MUC17_HUMAN

	PIH1D1
	ENSP00000262265
	PIHD1_HUMAN

	ZNF678
	ENSP00000344828
	ZN678_HUMAN

	TCP10L2
	ENSP00000355797
	TCP2L_HUMAN

	TTLL6
	ENSP00000377043
	TTLL6_HUMAN

	MZF1
	ENSP00000215057
	MZF1_HUMAN

	PDILT
	ENSP00000305465
	PDILT_HUMAN

	C7orf31
	ENSP00000283905
	CG031_HUMAN

	MKL1
	ENSP00000347847
	MKL1_HUMAN

	MUC22
	ENSP00000455906
	MUC22_HUMAN

	FLG2
	ENSP00000373370
	FILA2_HUMAN

	GTPBP3
	ENSP00000313818
	GTPB3_HUMAN

	KIAA1683
	ENSP00000470780
	K1683_HUMAN

	MYEOV
	ENSP00000308330
	MYEOV_HUMAN

	ELN
	ENSP00000351807
	

	OR2L3
	ENSP00000353044
	OR2L3_HUMAN

	LRRK1
	ENSP00000373600
	LRRK1_HUMAN

	DPH1
	ENSP00000263083
	DPH1_HUMAN

	MKI67
	ENSP00000357643
	KI67_HUMAN

	HIP1R
	ENSP00000253083
	HIP1R_HUMAN

	ADD1
	ENSP00000381197
	ADDA_HUMAN

	PSMC3IP
	ENSP00000377384
	HOP2_HUMAN

	ABCA7
	ENSP00000263094
	ABCA7_HUMAN

	THUMPD1
	ENSP00000370741
	THUM1_HUMAN

	GSTA2
	ENSP00000420168
	GSTA2_HUMAN

	DDC8
	ENSP00000312767
	DDC8_HUMAN

	SRCRB4D
	ENSP00000275560
	SRB4D_HUMAN

	TMEM104
	ENSP00000334849
	TM104_HUMAN

	EPPK1
	ENSP00000436337
	

	ISG15
	ENSP00000368699
	ISG15_HUMAN

	PDILT
	ENSP00000305465
	PDILT_HUMAN

	OR11H12
	ENSP00000449002
	O11HC_HUMAN

	LRRC23
	ENSP00000007969
	LRC23_HUMAN

	ZNF799
	ENSP00000411084
	ZN799_HUMAN

	ZNF99
	ENSP00000472969
	

	TMPRSS9
	ENSP00000330264
	TMPS9_HUMAN

	KRTAP1-5
	ENSP00000355302
	KRA15_HUMAN

	OR6B1
	ENSP00000386151
	OR6B1_HUMAN

	TMEM79
	ENSP00000295694
	TMM79_HUMAN

	POTEG
	ENSP00000448062
	POTEG_HUMAN

	MYOM1
	ENSP00000348821
	MYOM1_HUMAN

	TAF1C
	ENSP00000455265
	TAF1C_HUMAN

	CCZ1
	ENSP00000325681
	CCZ1_HUMAN

	MKI67
	ENSP00000357643
	KI67_HUMAN

	LAIR1
	ENSP00000375622
	LAIR1_HUMAN

	AC079354.1
	ENSP00000437957
	

	NBPF10
	ENSP00000345684
	

	MUC21
	ENSP00000365473
	MUC21_HUMAN

	COASY
	ENSP00000377406
	COASY_HUMAN

	C10orf71
	ENSP00000363259
	CJ071_HUMAN

	POLD1
	ENSP00000406046
	DPOD1_HUMAN

	UBAP2
	ENSP00000354039
	UBAP2_HUMAN

	SRCRB4D
	ENSP00000275560
	SRB4D_HUMAN

	TACC3
	ENSP00000326550
	TACC3_HUMAN

	TACC3
	ENSP00000326550
	TACC3_HUMAN

	PLXNB2
	ENSP00000352288
	PLXB2_HUMAN

	NUP210
	ENSP00000254508
	PO210_HUMAN

	BPI
	ENSP00000262865
	BPI_HUMAN

	HYDIN
	ENSP00000377197
	HYDIN_HUMAN

	SLX4
	ENSP00000294008
	SLX4_HUMAN

	HKR1
	ENSP00000315505
	HKR1_HUMAN

	MUC17
	ENSP00000302716
	MUC17_HUMAN

	PRMT6
	ENSP00000359095
	ANM6_HUMAN

	VSX2
	ENSP00000261980
	VSX2_HUMAN

	PRAMEF4
	ENSP00000235349
	PRAM4_HUMAN

	ALMS1
	ENSP00000264448
	ALMS1_HUMAN

	MDM1
	ENSP00000302537
	MDM1_HUMAN

	KXD1
	ENSP00000222307
	KXDL1_HUMAN

	OR7D4
	ENSP00000310488
	OR7D4_HUMAN

	KRTAP4-11
	ENSP00000375232
	KR411_HUMAN

	RFPL4A
	ENSP00000392936
	RFPLA_HUMAN

	OR10G8
	ENSP00000389072
	O10G8_HUMAN

	OR14I1
	ENSP00000339726
	O14I1_HUMAN

	C17orf78
	ENSP00000300618
	CQ078_HUMAN

	FCGBP
	ENSP00000221347
	FCGBP_HUMAN

	TDRD10
	ENSP00000357465
	TDR10_HUMAN

	RP11-723O4.6
	ENSP00000424951
	YC006_HUMAN

	AHNAK2
	ENSP00000353114
	AHNK2_HUMAN

	WDR35
	ENSP00000314444
	WDR35_HUMAN

	AGBL2
	ENSP00000435582
	CBPC2_HUMAN

	NFATC4
	ENSP00000250373
	NFAC4_HUMAN

	DCST1
	ENSP00000295542
	DCST1_HUMAN

	PNPLA3
	ENSP00000216180
	PLPL3_HUMAN

	MAGEC1
	ENSP00000285879
	MAGC1_HUMAN

	KCNJ12
	ENSP00000328150
	IRK12_HUMAN

	NPIPB7
	ENSP00000405348
	NPIB7_HUMAN

	KIR2DL3
	ENSP00000342215
	KI2L3_HUMAN

	HNF1A
	ENSP00000443112
	

	IFNA17
	ENSP00000411940
	IFN17_HUMAN

	MUC16
	ENSP00000381008
	

	HCAR3
	ENSP00000436714
	HCAR3_HUMAN

	EDEM2
	ENSP00000363616
	EDEM2_HUMAN

	OBSCN
	ENSP00000409493
	OBSCN_HUMAN

	CYP2A13
	ENSP00000332679
	CP2AD_HUMAN

	CCDC149
	ENSP00000425715
	CC149_HUMAN

	ZNF705G
	ENSP00000383020
	Z705G_HUMAN

	SCD
	ENSP00000359380
	ACOD_HUMAN

	ANKLE1
	ENSP00000377971
	ANKL1_HUMAN

	BAI2
	ENSP00000362762
	BAI2_HUMAN

	AKAP13
	ENSP00000378026
	AKP13_HUMAN

	OR8H3
	ENSP00000323928
	OR8H3_HUMAN

	ZNF30
	ENSP00000469954
	ZNF30_HUMAN

	ZNF99
	ENSP00000472969
	

	ITGAE
	ENSP00000263087
	ITAE_HUMAN

	EMC1
	ENSP00000420608
	EMC1_HUMAN

	SPATA31E1
	ENSP00000322640
	S31E1_HUMAN

	CMTM2
	ENSP00000268595
	CKLF2_HUMAN

	SLC25A37
	ENSP00000429200
	MFRN1_HUMAN

	RIN3
	ENSP00000216487
	RIN3_HUMAN

	LOX
	ENSP00000231004
	LYOX_HUMAN

	CD33
	ENSP00000262262
	CD33_HUMAN

	SLFN12
	ENSP00000302077
	SLN12_HUMAN

	ACBD3
	ENSP00000355777
	GCP60_HUMAN

	ITGA11
	ENSP00000327290
	ITA11_HUMAN

	FASTK
	ENSP00000297532
	FASTK_HUMAN

	MSH4
	ENSP00000263187
	MSH4_HUMAN

	REM2
	ENSP00000267396
	REM2_HUMAN

	OR10G4
	ENSP00000325076
	O10G4_HUMAN

	HS3ST6
	ENSP00000293937
	HS3S6_HUMAN

	SIX5
	ENSP00000316842
	SIX5_HUMAN

	POM121L12
	ENSP00000386133
	P1L12_HUMAN

	PKD1L1
	ENSP00000289672
	PK1L1_HUMAN

	OTOR
	ENSP00000246081
	OTOR_HUMAN

	C9orf131
	ENSP00000308279
	CI131_HUMAN

	EPPK1
	ENSP00000436337
	

	PLXNB2
	ENSP00000352288
	PLXB2_HUMAN

	KRTAP4-4
	ENSP00000375076
	KRA44_HUMAN

	EPPK1
	ENSP00000436337
	

	SRP14
	ENSP00000267884
	SRP14_HUMAN

	MATN2
	ENSP00000254898
	

	OR10G4
	ENSP00000325076
	O10G4_HUMAN

	TSEN54
	ENSP00000327487
	SEN54_HUMAN

	SCAI
	ENSP00000336756
	SCAI_HUMAN

	MYO18B
	ENSP00000441229
	

	MAP3K1
	ENSP00000382423
	M3K1_HUMAN

	NMS
	ENSP00000366061
	NMS_HUMAN

	OR2A25
	ENSP00000386167
	O2A25_HUMAN

	CSTL1
	ENSP00000246020
	CST1L_HUMAN

	MUC16
	ENSP00000381008
	

	NACA2
	ENSP00000427802
	NACA2_HUMAN

	NPIPB15
	ENSP00000411140
	NPB15_HUMAN

	FAT1
	ENSP00000406229
	FAT1_HUMAN

	THAP9
	ENSP00000305533
	THAP9_HUMAN

	PROM2
	ENSP00000318270
	PROM2_HUMAN

	HS6ST1
	ENSP00000259241
	H6ST1_HUMAN

	KRTAP10-12
	ENSP00000383216
	KR10C_HUMAN

	TXNRD2
	ENSP00000383365
	TRXR2_HUMAN

	ZNF257
	ENSP00000470209
	ZN257_HUMAN

	FCGR2A
	ENSP00000271450
	FCG2A_HUMAN

	FGFR4
	ENSP00000292408
	FGFR4_HUMAN

	NSD1
	ENSP00000395929
	NSD1_HUMAN

	NPIPA5
	ENSP00000433597
	NPIA5_HUMAN

	LRRC61
	ENSP00000339047
	LRC61_HUMAN

	OR10G4
	ENSP00000325076
	O10G4_HUMAN

	C1orf85
	ENSP00000354553
	NCUG1_HUMAN

	VCPKMT
	ENSP00000379201
	MT21D_HUMAN

	PLEKHG2
	ENSP00000392906
	PKHG2_HUMAN

	TMEM2
	ENSP00000366243
	TMEM2_HUMAN

	FCRLA
	ENSP00000356936
	

	ZNF646
	ENSP00000378429
	ZN646_HUMAN

	SCEL
	ENSP00000302579
	SCEL_HUMAN

	ZNF91
	ENSP00000300619
	ZNF91_HUMAN

	FNBP1
	ENSP00000413625
	FNBP1_HUMAN

	OR7G1
	ENSP00000444134
	OR7G1_HUMAN

	ITPKB
	ENSP00000272117
	IP3KB_HUMAN

	FCGBP
	ENSP00000221347
	FCGBP_HUMAN

	ZCCHC14
	ENSP00000268616
	ZCH14_HUMAN

	PCM1
	ENSP00000327077
	PCM1_HUMAN

	OR2J2
	ENSP00000366372
	OR2J2_HUMAN

	SYNRG
	ENSP00000343610
	SYNRG_HUMAN

	AC110781.3
	ENSP00000385502
	

	OR7D4
	ENSP00000310488
	OR7D4_HUMAN

	HLA-DQA1
	ENSP00000339398
	DQA1_HUMAN

	HSPA6
	ENSP00000310219
	HSP76_HUMAN

	OR11H12
	ENSP00000449002
	O11HC_HUMAN

	HSPA6
	ENSP00000310219
	HSP76_HUMAN

	F5
	ENSP00000356771
	FA5_HUMAN

	C1orf85
	ENSP00000354553
	NCUG1_HUMAN

	WDR55
	ENSP00000351100
	WDR55_HUMAN

	IFNA4
	ENSP00000412897
	IFNA4_HUMAN

	OR7G1
	ENSP00000444134
	OR7G1_HUMAN

	OR2J2
	ENSP00000366372
	OR2J2_HUMAN

	USP35
	ENSP00000431876
	UBP35_HUMAN

	SRRM5
	ENSP00000414512
	SRRM5_HUMAN

	DKK2
	ENSP00000285311
	DKK2_HUMAN

	SIDT2
	ENSP00000314023
	SIDT2_HUMAN

	JMJD4
	ENSP00000355720
	JMJD4_HUMAN

	OR2L8
	ENSP00000349719
	OR2L8_HUMAN

	STON1
	ENSP00000385273
	STON1_HUMAN

	ETAA1
	ENSP00000272342
	ETAA1_HUMAN

	SERPINA1
	ENSP00000348068
	A1AT_HUMAN

	MUM1
	ENSP00000345789
	

	DMBT1
	ENSP00000342210
	DMBT1_HUMAN

	OR2J2
	ENSP00000366372
	OR2J2_HUMAN

	LGALS8
	ENSP00000342139
	LEG8_HUMAN

	IGHV1-58
	ENSP00000375037
	

	TCTE1
	ENSP00000360560
	TCTE1_HUMAN

	KRT10
	ENSP00000269576
	K1C10_HUMAN

	IFI27
	ENSP00000298902
	IFI27_HUMAN

	TSPYL6
	ENSP00000417919
	TSYL6_HUMAN

	DPCR1
	ENSP00000305948
	DPCR1_HUMAN

	KRTAP10-10
	ENSP00000369438
	KR10A_HUMAN

	TLL1
	ENSP00000061240
	TLL1_HUMAN

	OR11G2
	ENSP00000349930
	O11G2_HUMAN

	DHRS4L2
	ENSP00000334801
	DR4L2_HUMAN

	TAS2R46
	ENSP00000436450
	T2R46_HUMAN














































Supplementary Table 1 continue
	Hugo_Symbol
	TREMBL

	FRG1B
	

	GSTT2
	

	TLL1
	D6RCE0_HUMAN

	ZACN
	

	OR2J1
	

	RP1L1
	A6NKC6_HUMAN

	RP1L1
	A6NKC6_HUMAN

	EXOC3L1
	H3BTH9_HUMAN

	AC024580.1
	H7BYB4_HUMAN

	PDXP
	B1AHD3_HUMAN

	AQP11
	

	MUC22
	

	KRTAP10-2
	

	IGLL5
	A0M8Q9_HUMAN

	NEURL4
	

	KRTAP12-1
	

	RASA4B
	F8W6L0_HUMAN,E5RGQ8_HUMAN

	FRG1B
	

	MKI67
	

	C5orf60
	

	TSPYL4
	Q69YV8_HUMAN

	FFAR3
	

	ZNF721
	

	SERPINF2
	C9JMH6_HUMAN

	NPIPB11
	F5H8A1_HUMAN,F5H5F2_HUMAN,F5GWQ4_HUMAN

	TBC1D8
	

	OR4M1
	

	UBN2
	C9J6Y5_HUMAN

	NLRX1
	C9JQE9_HUMAN,C9JLK8_HUMAN,C9J0R6_HUMAN,B7Z889_HUMAN

	ZNF66
	

	MAMDC4
	

	MDM1
	F5H804_HUMAN

	KRTAP10-6
	

	RNF215
	C9JDL7_HUMAN

	MKI67
	

	KRT6B
	

	RAET1G
	J7HEM2_HUMAN

	MUC19
	C9JCE7_HUMAN

	CSF1
	H7BY18_HUMAN,E9PKP4_HUMAN

	FRG1B
	

	ZNF43
	M0R0T7_HUMAN,M0QYJ6_HUMAN,M0QXI2_HUMAN

	PLK5
	

	MYPN
	A5PKT7_HUMAN

	FRG1
	E9PRR7_HUMAN

	SERTAD1
	Q53GC0_HUMAN

	ZNF28
	C9K0H3_HUMAN

	FAM186A
	

	MYO7B
	C9JC21_HUMAN,B9A063_HUMAN

	PIH1D1
	M0R0J2_HUMAN

	IGKV1D-16
	

	MUC17
	A1A4F7_HUMAN

	PIH1D1
	M0R0J2_HUMAN

	ZNF678
	

	TCP10L2
	F5GYV4_HUMAN

	TTLL6
	D3DTW0_HUMAN,C9JMG1_HUMAN

	MZF1
	M0R2C0_HUMAN

	PDILT
	

	C7orf31
	C9JTB1_HUMAN,C9JF06_HUMAN,C9J431_HUMAN

	MKL1
	Q29R68_HUMAN

	MUC22
	

	FLG2
	

	GTPBP3
	

	KIAA1683
	U3KQN7_HUMAN,U3KQG6_HUMAN

	MYEOV
	F5H0B3_HUMAN

	ELN
	Q9UMK5_HUMAN,F8WAH6_HUMAN

	OR2L3
	

	LRRK1
	E9PMK9_HUMAN,E9PLF8_HUMAN,E9PK39_HUMAN,B3KSX5_HUMAN

	DPH1
	B3KQW7_HUMAN

	MKI67
	

	HIP1R
	B3KN98_HUMAN

	ADD1
	Q4TT76_HUMAN,D6RAH3_HUMAN

	PSMC3IP
	K7ERB6_HUMAN

	ABCA7
	E9PL63_HUMAN

	THUMPD1
	O60362_HUMAN,B4DFY9_HUMAN

	GSTA2
	

	DDC8
	

	SRCRB4D
	

	TMEM104
	

	EPPK1
	E9PPU0_HUMAN

	ISG15
	

	PDILT
	

	OR11H12
	

	LRRC23
	C9JQN5_HUMAN

	ZNF799
	M0R135_HUMAN,D3YTF2_HUMAN

	ZNF99
	M0R335_HUMAN

	TMPRSS9
	

	KRTAP1-5
	

	OR6B1
	

	TMEM79
	

	POTEG
	

	MYOM1
	

	TAF1C
	H3BQZ8_HUMAN,H3BNH3_HUMAN

	CCZ1
	Q7L8P3_HUMAN,F5H553_HUMAN

	MKI67
	

	LAIR1
	

	AC079354.1
	F5H626_HUMAN

	NBPF10
	S4R3H5_HUMAN,A6NDV3_HUMAN

	MUC21
	

	COASY
	K7ES73_HUMAN,K7EQ60_HUMAN,K7EP09_HUMAN,K7EN91_HUMAN

	C10orf71
	

	POLD1
	M0R2J2_HUMAN

	UBAP2
	Q5JV03_HUMAN

	SRCRB4D
	

	TACC3
	E7EMT0_HUMAN,C9JA91_HUMAN

	TACC3
	E7EMT0_HUMAN,C9JA91_HUMAN

	PLXNB2
	Q2TBE4_HUMAN,E2PU09_HUMAN,A6QRH1_HUMAN

	NUP210
	

	BPI
	B4DKH6_HUMAN

	HYDIN
	K0A1M3_HUMAN,I1Z9D0_HUMAN,F5H8I6_HUMAN,F5GXK3_HUMAN

	SLX4
	

	HKR1
	Q7Z6E1_HUMAN,K7EM51_HUMAN,K7EL22_HUMAN,K7EJS1_HUMAN,F5H6A5_HUMAN

	MUC17
	A1A4F7_HUMAN

	PRMT6
	

	VSX2
	

	PRAMEF4
	

	ALMS1
	A6NMY3_HUMAN

	MDM1
	F5H804_HUMAN

	KXD1
	M0R228_HUMAN,M0QXP3_HUMAN,M0QXN9_HUMAN,M0QX74_HUMAN

	OR7D4
	

	KRTAP4-11
	

	RFPL4A
	

	OR10G8
	

	OR14I1
	

	C17orf78
	

	FCGBP
	

	TDRD10
	

	RP11-723O4.6
	D6RBZ9_HUMAN

	AHNAK2
	

	WDR35
	

	AGBL2
	E9PJH3_HUMAN,E9PI49_HUMAN

	NFATC4
	G3V4K1_HUMAN

	DCST1
	

	PNPLA3
	U3N901_HUMAN

	MAGEC1
	A0PK03_HUMAN

	KCNJ12
	

	NPIPB7
	O60358_HUMAN

	KIR2DL3
	M4NBK9_HUMAN,M4N692_HUMAN,E3NZD8_HUMAN,Q9UPI8_HUMAN,C6EVR7_HUMAN

	HNF1A
	F5H5U3_HUMAN,B8YNW1_HUMAN,B8YNU9_HUMAN

	IFNA17
	Q9UMJ2_HUMAN

	MUC16
	F8WE81_HUMAN,B5ME49_HUMAN

	HCAR3
	

	EDEM2
	B4E1F4_HUMAN

	OBSCN
	

	CYP2A13
	

	CCDC149
	

	ZNF705G
	

	SCD
	

	ANKLE1
	

	BAI2
	

	AKAP13
	H0YMI5_HUMAN,A8MYJ1_HUMAN

	OR8H3
	

	ZNF30
	

	ZNF99
	M0R335_HUMAN

	ITGAE
	

	EMC1
	

	SPATA31E1
	

	CMTM2
	

	SLC25A37
	

	RIN3
	Q5CZ74_HUMAN

	LOX
	D0PNI2_HUMAN,Q71V04_HUMAN,B7ZAJ4_HUMAN,B4DN04_HUMAN,B0AZT2_HUMAN

	CD33
	Q546G0_HUMAN

	SLFN12
	C9JIA1_HUMAN,C9J4K7_HUMAN

	ACBD3
	

	ITGA11
	

	FASTK
	

	MSH4
	Q5ZEZ0_HUMAN

	REM2
	

	OR10G4
	

	HS3ST6
	C9JH64_HUMAN

	SIX5
	

	POM121L12
	

	PKD1L1
	

	OTOR
	

	C9orf131
	

	EPPK1
	E9PPU0_HUMAN

	PLXNB2
	Q2TBE4_HUMAN,E2PU09_HUMAN,A6QRH1_HUMAN

	KRTAP4-4
	

	EPPK1
	E9PPU0_HUMAN

	SRP14
	H0YLW0_HUMAN

	MATN2
	J3KN08_HUMAN,E5RJM4_HUMAN

	OR10G4
	

	TSEN54
	E7EN92_HUMAN

	SCAI
	

	MYO18B
	Q8N903_HUMAN

	MAP3K1
	

	NMS
	

	OR2A25
	

	CSTL1
	

	MUC16
	F8WE81_HUMAN,B5ME49_HUMAN

	NACA2
	

	NPIPB15
	

	FAT1
	D6RCE4_HUMAN

	THAP9
	

	PROM2
	

	HS6ST1
	B4E2L3_HUMAN

	KRTAP10-12
	

	TXNRD2
	

	ZNF257
	M0R0N1_HUMAN

	FCGR2A
	F5H137_HUMAN,F5GY95_HUMAN

	FGFR4
	G3JVM2_HUMAN,E7EWF4_HUMAN,D6RJD4_HUMAN,D6RG06_HUMAN,D6R9V0_HUMAN

	NSD1
	Q9H6H8_HUMAN,Q9H6B5_HUMAN,Q96MN8_HUMAN,Q96DQ7_HUMAN,Q658U6_HUMAN,D6RE14_HUMAN,D6RBP3_HUMAN,D6RA90_HUMAN

	NPIPA5
	

	LRRC61
	

	OR10G4
	

	C1orf85
	

	VCPKMT
	

	PLEKHG2
	

	TMEM2
	F5H6B2_HUMAN,B4E1B9_HUMAN,B3KNL9_HUMAN

	FCRLA
	A6NC03_HUMAN

	ZNF646
	H3BSD0_HUMAN,C9J3L0_HUMAN

	SCEL
	

	ZNF91
	M0R186_HUMAN

	FNBP1
	B7ZL12_HUMAN

	OR7G1
	

	ITPKB
	

	FCGBP
	

	ZCCHC14
	

	PCM1
	E5RGQ4_HUMAN

	OR2J2
	

	SYNRG
	

	AC110781.3
	Q8N997_HUMAN,E9PF64_HUMAN

	OR7D4
	

	HLA-DQA1
	Q67AI2_HUMAN,Q67AI1_HUMAN,Q67AI0_HUMAN,Q67AH9_HUMAN,Q67AH8_HUMAN,Q67AH7_HUMAN,Q67AH6_HUMAN,Q67AC4_HUMAN,Q67AC3_HUMAN,Q67AC2_HUMAN,Q67AC1_HUMAN,Q67AC0_HUMAN,Q67AB9_HUMAN,Q67AB8_HUMAN,Q67AB7_HUMAN,Q67AB6_HUMAN,Q67AB5_HUMAN,Q67AA7_HUMAN,Q67AA6_HUMAN,Q67AA5_HUMAN,Q67A93_HUMAN,Q67A92_HUMAN,Q30066_HUMAN,Q30065_HUMAN,O19703_HUMAN,F6UB03_HUMAN

	HSPA6
	

	OR11H12
	

	HSPA6
	

	F5
	Q8TD21_HUMAN,Q2HZZ1_HUMAN,Q1L610_HUMAN

	C1orf85
	

	WDR55
	G3V1J0_HUMAN

	IFNA4
	Q9UMJ2_HUMAN

	OR7G1
	

	OR2J2
	

	USP35
	E9PRM2_HUMAN,E9PK78_HUMAN

	SRRM5
	

	DKK2
	D6RGF1_HUMAN

	SIDT2
	G3V172_HUMAN,E9PPN9_HUMAN,E9PME7_HUMAN,E9PMC3_HUMAN

	JMJD4
	

	OR2L8
	

	STON1
	

	ETAA1
	

	SERPINA1
	Q3I0J7_HUMAN,G3V5R8_HUMAN,G3V544_HUMAN,G3V4I7_HUMAN,G3V387_HUMAN,G3V2B9_HUMAN,E9KL23_HUMAN,A6YP93_HUMAN

	MUM1
	K7EP97_HUMAN,K7END0_HUMAN,J3KNX4_HUMAN

	DMBT1
	B6V682_HUMAN

	OR2J2
	

	LGALS8
	E9PPL1_HUMAN,E9PJ77_HUMAN,B1ANM0_HUMAN

	IGHV1-58
	

	TCTE1
	

	KRT10
	

	IFI27
	Q7Z5R2_HUMAN,G3V4U3_HUMAN,G3V4L7_HUMAN,G3V3Q7_HUMAN,G3V2M7_HUMAN

	TSPYL6
	

	DPCR1
	

	KRTAP10-10
	

	TLL1
	D6RCE0_HUMAN

	OR11G2
	

	DHRS4L2
	H0YLE1_HUMAN

	TAS2R46
	Q50KH0_HUMAN
















Supplementary Table 1 continue
	Hugo_Symbol
	UNIPARC
	RefSeq

	FRG1B
	UPI000012AC05
	

	GSTT2
	UPI000006DC51
	NM_000854.3

	TLL1
	UPI0000072EED
	NM_012464.4

	ZACN
	UPI0000E5A0B8
	NM_180990.3

	OR2J1
	UPI000004186E
	

	RP1L1
	UPI00001AF9CC
	NM_178857.5

	RP1L1
	UPI00001AF9CC
	NM_178857.5

	EXOC3L1
	UPI000013F886
	NM_178516.3

	AC024580.1
	UPI0000D61823
	

	PDXP
	UPI000006D362
	NM_020315.4

	AQP11
	UPI000003B106
	NM_173039.2

	MUC22
	UPI0001E92A31
	NM_001198815.1

	KRTAP10-2
	UPI000021C438
	NM_198693.2

	IGLL5
	UPI0000119C74
	NM_001178126.1

	NEURL4
	UPI000020081C
	NM_032442.2

	KRTAP12-1
	UPI00001A95B9
	NM_181686.1

	RASA4B
	UPI000013EB6F
	XM_005250084.1

	FRG1B
	UPI000012AC05
	

	MKI67
	UPI000013DB54
	NM_002417.4

	C5orf60
	UPI00004191D3
	NM_001142306.1

	TSPYL4
	UPI00001BBB76
	NM_021648.4

	FFAR3
	UPI0000001C3F
	NM_005304.3

	ZNF721
	UPI000020B95C
	

	SERPINF2
	UPI000012500F
	NM_000934.3

	NPIPB11
	UPI0001E8F094
	

	TBC1D8
	UPI00015ADD19
	NM_001102426.1

	OR4M1
	UPI0000061F0F
	NM_001005500.1

	UBN2
	UPI00001D74DF
	NM_173569.3

	NLRX1
	UPI0000161217
	NM_001282358.1

	ZNF66
	UPI00025A2C0A
	

	MAMDC4
	UPI0000EE5638
	

	MDM1
	UPI00001FC70C
	NM_017440.4

	KRTAP10-6
	UPI0000E5A408
	NM_198688.2

	RNF215
	UPI00001D8373
	NM_001017981.1

	MKI67
	UPI000013DB54
	NM_002417.4

	KRT6B
	UPI000013CD50
	NM_005555.3

	RAET1G
	UPI00003B0CBD
	NM_001001788.2

	MUC19
	UPI0003B927DE
	

	CSF1
	UPI00001AFA6F
	NM_172211.3

	FRG1B
	UPI000012AC05
	

	ZNF43
	UPI00001BD957
	NM_003423.3

	PLK5
	UPI000015FEF2
	NM_001243079.1

	MYPN
	UPI00002288CF
	NM_001256267.1

	FRG1
	UPI000012AC04
	NM_004477.2

	SERTAD1
	UPI000006F397
	NM_013376.3

	ZNF28
	UPI00001D8190
	NM_006969.3

	FAM186A
	UPI00001D7978
	NM_001145475.1

	MYO7B
	UPI00006C04F0
	NM_001080527.1

	PIH1D1
	UPI000006F844
	NM_017916.2

	IGKV1D-16
	UPI0000116772
	

	MUC17
	UPI0000D5BB56
	NM_001040105.1

	PIH1D1
	UPI000006F844
	NM_017916.2

	ZNF678
	UPI000019862A
	NM_178549.3

	TCP10L2
	UPI0000253B82
	NM_001145121.1

	TTLL6
	UPI00017BCE80
	NM_001130918.1

	MZF1
	UPI0000072863
	NM_198055.1

	PDILT
	UPI000000DAC6
	NM_174924.1

	C7orf31
	UPI000013DD61
	NM_138811.3

	MKL1
	UPI000007311D
	NM_020831.3

	MUC22
	UPI0001E92A31
	NM_001198815.1

	FLG2
	UPI00004E1DE5
	NM_001014342.2

	GTPBP3
	UPI0000071EBF
	NM_032620.3

	KIAA1683
	UPI0000037D35
	NM_025249.3

	MYEOV
	UPI0000039DE8
	NM_138768.2

	ELN
	UPI0000D61C6B
	NM_001278939.1

	OR2L3
	UPI0000061EB8
	NM_001004687.1

	LRRK1
	UPI0000D4FE63
	NM_024652.3

	DPH1
	UPI000013D3A0
	NM_001383.3

	MKI67
	UPI000013DB54
	NM_002417.4

	HIP1R
	UPI000012C72C
	NM_003959.1

	ADD1
	UPI0000125501
	NM_001119.4

	PSMC3IP
	UPI000007142B
	NM_001256015.1

	ABCA7
	UPI000013D3A4
	NM_019112.3

	THUMPD1
	UPI000007226C
	NM_017736.3

	GSTA2
	UPI0000072E13
	NM_000846.4

	DDC8
	UPI0000071A46
	NM_001243541.1

	SRCRB4D
	UPI000006D197
	NM_080744.1

	TMEM104
	UPI00002001C9
	NM_017728.3

	EPPK1
	UPI00006C0DF1
	NM_031308.2

	ISG15
	UPI0000048D70
	NM_005101.3

	PDILT
	UPI000000DAC6
	NM_174924.1

	OR11H12
	UPI00004EAFF2
	NM_001197287.1

	LRRC23
	UPI000013C506
	NM_001135217.1

	ZNF799
	UPI000016184E
	NM_001080821.2

	ZNF99
	UPI0000426011
	NM_001080409.2

	TMPRSS9
	UPI00001B4EC6
	NM_182973.1

	KRTAP1-5
	UPI00000707CB
	NM_031957.1

	OR6B1
	UPI0000041B18
	NM_001005281.1

	TMEM79
	UPI000006F977
	NM_032323.2

	POTEG
	UPI00015DFD28
	NM_001145442.1

	MYOM1
	UPI000022A657
	NM_003803.3

	TAF1C
	UPI0000167B3A
	NM_005679.3

	CCZ1
	UPI000006CEFF
	NM_015622.5

	MKI67
	UPI000013DB54
	NM_002417.4

	LAIR1
	UPI000011A058
	CCDS12891.1

	AC079354.1
	UPI00020659C3
	NM_001277372.1

	NBPF10
	UPI0001CE93AE
	NM_001039703.5

	MUC21
	UPI000047030C
	NM_001010909.2

	COASY
	UPI000006F293
	NM_025233.6

	C10orf71
	UPI0000161572
	NM_001135196.1

	POLD1
	UPI000007288E
	NM_002691.3

	UBAP2
	UPI0000140784
	NM_018449.2

	SRCRB4D
	UPI000006D197
	NM_080744.1

	TACC3
	UPI0000136869
	NM_006342.2

	TACC3
	UPI0000136869
	NM_006342.2

	PLXNB2
	UPI000003812D
	NM_012401.3

	NUP210
	UPI00001600AF
	NM_024923.3

	BPI
	UPI000013D349
	NM_001725.2

	HYDIN
	UPI0001FEF4F9
	NM_001270974.1

	SLX4
	UPI000050D2C5
	NM_032444.2

	HKR1
	UPI00001AE470
	NM_181786.2

	MUC17
	UPI0000D5BB56
	NM_001040105.1

	PRMT6
	UPI000004B63D
	NM_018137.2

	VSX2
	UPI0000128755
	NM_182894.2

	PRAMEF4
	UPI00001C1DA0
	NM_001009611.2

	ALMS1
	UPI0000212786
	NM_015120.4

	MDM1
	UPI00001FC70C
	NM_017440.4

	KXD1
	UPI000013C7F8
	NM_024069.3

	OR7D4
	UPI00000472B5
	NM_001005191.2

	KRTAP4-11
	UPI00001AFBF7
	NM_033059.3

	RFPL4A
	UPI0000D6181F
	NM_001145014.1

	OR10G8
	UPI0000040A8F
	NM_001004464.1

	OR14I1
	UPI0000199BC9
	NM_001004734.1

	C17orf78
	UPI0000140B91
	NM_173625.3

	FCGBP
	UPI00001B0455
	NM_003890.2

	TDRD10
	UPI0001533DB6
	NM_001098475.1

	RP11-723O4.6
	UPI00001C0B67
	

	AHNAK2
	UPI00015BB2CA
	NM_138420.2

	WDR35
	UPI000034E5D3
	NM_001006657.1

	AGBL2
	UPI00001A95E3
	NM_024783.3

	NFATC4
	UPI000013CCB1
	NM_004554.4

	DCST1
	UPI000013E269
	NM_152494.3

	PNPLA3
	UPI000006CED5
	NM_025225.2

	MAGEC1
	UPI000006F2FD
	NM_005462.4

	KCNJ12
	UPI00000725C7
	NM_001194958.2

	NPIPB7
	UPI0000E028CF
	

	KIR2DL3
	UPI000012DB1C
	NM_015868.2

	HNF1A
	UPI000204ABCB
	NM_000545.5

	IFNA17
	UPI0000052AF9
	NM_021268.2

	MUC16
	UPI000065CA24
	NM_024690.2

	HCAR3
	UPI00001AFD35
	NM_006018.2

	EDEM2
	UPI00001285D9
	NM_018217.2

	OBSCN
	UPI0001838884
	NM_001098623.2

	CYP2A13
	UPI000013E07A
	NM_000766.4

	CCDC149
	UPI00005A7F29
	NM_001130726.2

	ZNF705G
	UPI0001761700
	NM_001164457.1

	SCD
	UPI00001252D2
	NM_005063.4

	ANKLE1
	UPI000165D67E
	NM_001278444.1,NM_152363.5,NM_001278445.1,NM_001278443.1

	BAI2
	UPI0000E2A42F
	NM_001703.2

	AKAP13
	UPI0000167BA0
	NM_001270546.1

	OR8H3
	UPI0000041D25
	NM_001005201.1

	ZNF30
	UPI0000E0464D
	NM_194325.2

	ZNF99
	UPI0000426011
	NM_001080409.2

	ITGAE
	UPI000049DE2D
	NM_002208.4

	EMC1
	UPI0000070A23
	NM_015047.2

	SPATA31E1
	UPI000036764A
	NM_178828.4

	CMTM2
	UPI0000073CB1
	NM_144673.2

	SLC25A37
	UPI00005A61AD
	NM_016612.2

	RIN3
	UPI00001C1C97
	NM_024832.3

	LOX
	UPI000012EA87
	NM_001178102.1

	CD33
	UPI000013D285
	NM_001772.3

	SLFN12
	UPI000013E9E5
	NM_018042.3

	ACBD3
	UPI000006F1E1
	NM_022735.3

	ITGA11
	UPI00001FE74D
	NM_001004439.1

	FASTK
	UPI0000000CBA
	NM_006712.4

	MSH4
	UPI000006D934
	NM_002440.3

	REM2
	UPI00000716C5
	NM_173527.2

	OR10G4
	UPI0000041BAD
	NM_001004462.1

	HS3ST6
	UPI00004E18B8
	NM_001009606.3

	SIX5
	UPI0000366E2B
	NM_175875.4

	POM121L12
	UPI00001B6540
	NM_182595.3

	PKD1L1
	UPI0000130FA9
	NM_138295.3

	OTOR
	UPI0000047809
	NM_020157.3

	C9orf131
	UPI00001605AC
	NM_001040410.2

	EPPK1
	UPI00006C0DF1
	NM_031308.2

	PLXNB2
	UPI000003812D
	NM_012401.3

	KRTAP4-4
	UPI000006DEC1
	NM_032524.1

	EPPK1
	UPI00006C0DF1
	NM_031308.2

	SRP14
	UPI0000001C32
	NM_003134.4

	MATN2
	UPI0001AE6EDA
	NM_030583.2

	OR10G4
	UPI0000041BAD
	NM_001004462.1

	TSEN54
	UPI00001C1FD2
	NM_207346.2

	SCAI
	UPI00002117CF
	NM_001144877.2

	MYO18B
	UPI0000207402
	CCDS54507.1

	MAP3K1
	UPI000015153B
	NM_005921.1

	NMS
	UPI00004C7A83
	NM_001011717.1

	OR2A25
	UPI00002373C5
	NM_001004488.1

	CSTL1
	UPI000003E836
	NM_138283.1

	MUC16
	UPI000065CA24
	NM_024690.2

	NACA2
	UPI0000070B04
	NM_199290.3

	NPIPB15
	UPI000198C783
	NM_001306094.1

	FAT1
	UPI000051946B
	NM_005245.3

	THAP9
	UPI0000367262
	NM_024672.4

	PROM2
	UPI0000071157
	NM_001165978.1

	HS6ST1
	UPI0000D61231
	NM_004807.2

	KRTAP10-12
	UPI000021C445
	NM_198699.1

	TXNRD2
	UPI0000167BDD
	NM_006440.3

	ZNF257
	UPI0000E045CA
	NM_033468.2

	FCGR2A
	UPI000013D8DE
	NM_001136219.1

	FGFR4
	UPI000012A72D
	NM_213647.1

	NSD1
	UPI000006F9C6
	NM_022455.4

	NPIPA5
	UPI00001AFA8F
	NM_001277325.1

	LRRC61
	UPI000006F2E8
	NM_023942.2

	OR10G4
	UPI0000041BAD
	NM_001004462.1

	C1orf85
	UPI00000361F7
	NM_001256604.1

	VCPKMT
	UPI000004C2A8
	NM_024558.2

	PLEKHG2
	UPI0001AE644F
	NM_022835.2

	TMEM2
	UPI0000071E8D
	NM_001135820.1

	FCRLA
	UPI0001D3957E
	NM_001184866.1

	ZNF646
	UPI00001395B0
	

	SCEL
	UPI000013CFF1
	NM_144777.2

	ZNF91
	UPI00002038F9
	NM_003430.2

	FNBP1
	UPI000022408C
	NM_015033.2

	OR7G1
	UPI0000041C27
	NM_001005192.2

	ITPKB
	UPI000013D92B
	NM_002221.3

	FCGBP
	UPI00001B0455
	NM_003890.2

	ZCCHC14
	UPI00000705C4
	NM_015144.2

	PCM1
	UPI0000210A25
	NM_006197.3

	OR2J2
	UPI000004B9D1
	NM_030905.2

	SYNRG
	UPI000013C4EA
	NM_007247.4

	AC110781.3
	UPI000173A1E7
	

	OR7D4
	UPI00000472B5
	NM_001005191.2

	HLA-DQA1
	UPI0000140E19
	NM_002122.3

	HSPA6
	UPI0000074238
	NM_002155.3

	OR11H12
	UPI00004EAFF2
	NM_001197287.1

	HSPA6
	UPI0000074238
	NM_002155.3

	F5
	UPI0000070F01
	NM_000130.4

	C1orf85
	UPI00000361F7
	NM_001256604.1

	WDR55
	UPI000013F1EC
	NM_017706.4

	IFNA4
	UPI000002BA77
	NM_021068.2

	OR7G1
	UPI0000041C27
	NM_001005192.2

	OR2J2
	UPI000004B9D1
	NM_030905.2

	USP35
	UPI0000456553
	NM_020798.2

	SRRM5
	UPI000059D73E
	NM_001145641.1

	DKK2
	UPI0000048EF2
	NM_014421.2

	SIDT2
	UPI000004BA68
	NM_001040455.1

	JMJD4
	UPI000013FE0C
	NM_023007.2

	OR2L8
	UPI0000061E5D
	NM_001001963.1

	STON1
	UPI000006E627
	NM_006873.3

	ETAA1
	UPI00001414BC
	NM_019002.3

	SERPINA1
	UPI000000CBEC
	NM_001127700.1

	MUM1
	UPI00001A95DB
	

	DMBT1
	UPI000047021C
	NM_007329.2

	OR2J2
	UPI000004B9D1
	NM_030905.2

	LGALS8
	UPI0000169BB8
	NM_201543.2

	IGHV1-58
	UPI000011AAC6
	

	TCTE1
	UPI0000160BC0
	NM_182539.3

	KRT10
	UPI000013D842
	NM_000421.3

	IFI27
	UPI000013E535
	NM_005532.3

	TSPYL6
	UPI000006CF77
	NM_001003937.2

	DPCR1
	UPI000006DAD7
	NM_080870.3

	KRTAP10-10
	UPI00001A95B8
	NM_181688.1

	TLL1
	UPI0000072EED
	NM_012464.4

	OR11G2
	UPI000015F241
	NM_001005503.1

	DHRS4L2
	UPI000013F4CD
	NM_198083.3

	TAS2R46
	UPI000000D821
	NM_176887.2






















































Supplementary Table 1 continue
	Hugo_Symbol
	SIFT
	PolyPhen
	EXON
	INTRON

	FRG1B
	
	
	
	42131

	GSTT2
	
	
	
	42038

	TLL1
	
	
	14/21
	14/20

	ZACN
	
	
	42193
	

	OR2J1
	
	
	42004
	

	RP1L1
	
	unknown(0)
	42097
	

	RP1L1
	
	unknown(0)
	42097
	

	EXOC3L1
	tolerated(0.46)
	benign(0)
	42321
	

	AC024580.1
	
	unknown(0)
	42005
	

	PDXP
	deleterious(0.01)
	possibly_damaging(0.465)
	42036
	

	AQP11
	tolerated(0.21)
	benign(0.102)
	42006
	

	MUC22
	
	unknown(0)
	42038
	

	KRTAP10-2
	tolerated(1)
	benign(0.008)
	42004
	

	IGLL5
	tolerated_low_confidence(1)
	benign(0)
	42065
	

	NEURL4
	deleterious(0.01)
	possibly_damaging(0.615)
	2/29
	

	KRTAP12-1
	tolerated(0.05)
	possibly_damaging(0.867)
	42004
	

	RASA4B
	tolerated(1)
	benign(0)
	42328
	

	FRG1B
	deleterious(0)
	benign(0.258)
	42224
	

	MKI67
	tolerated(0.46)
	benign(0.417)
	13/15
	

	C5orf60
	tolerated_low_confidence(0.18)
	possibly_damaging(0.682)
	42099
	

	TSPYL4
	tolerated(0.38)
	benign(0.168)
	42004
	

	FFAR3
	tolerated(0.17)
	benign(0.052)
	42036
	

	ZNF721
	deleterious(0.04)
	possibly_damaging(0.718)
	42036
	

	SERPINF2
	tolerated(0.38)
	benign(0.011)
	42286
	

	NPIPB11
	deleterious_low_confidence(0.01)
	possibly_damaging(0.747)
	42223
	

	TBC1D8
	tolerated(0.91)
	benign(0)
	20/20
	

	OR4M1
	tolerated(0.18)
	benign(0.009)
	42004
	

	UBN2
	tolerated(0.17)
	benign(0.092)
	15/18
	

	NLRX1
	deleterious(0.05)
	benign(0.235)
	42286
	

	ZNF66
	deleterious(0.04)
	possibly_damaging(0.55)
	42097
	

	MAMDC4
	tolerated(0.05)
	benign(0.409)
	25/29
	

	MDM1
	tolerated(0.41)
	benign(0.001)
	42260
	

	KRTAP10-6
	tolerated(0.23)
	unknown(0)
	42004
	

	RNF215
	tolerated(0.61)
	benign(0.009)
	42193
	

	MKI67
	tolerated(0.93)
	benign(0)
	13/15
	

	KRT6B
	deleterious(0)
	probably_damaging(0.986)
	42043
	

	RAET1G
	tolerated(0.19)
	benign(0.018)
	42039
	

	MUC19
	
	probably_damaging(0.97)
	49/84
	

	CSF1
	tolerated(0.71)
	benign(0.028)
	42163
	

	FRG1B
	deleterious(0)
	possibly_damaging(0.761)
	42163
	

	ZNF43
	tolerated(1)
	benign(0.008)
	42097
	

	PLK5
	tolerated(0.05)
	benign(0.302)
	42167
	

	MYPN
	tolerated(1)
	benign(0)
	42327
	

	FRG1
	tolerated(0.81)
	benign(0.009)
	42163
	

	SERTAD1
	tolerated(0.54)
	benign(0)
	42036
	

	ZNF28
	tolerated(0.85)
	benign(0.014)
	42097
	

	FAM186A
	tolerated(1)
	benign(0)
	42101
	

	MYO7B
	deleterious(0.02)
	benign(0.219)
	46/46
	

	PIH1D1
	tolerated_low_confidence(1)
	benign(0.001)
	42012
	

	IGKV1D-16
	deleterious(0.01)
	benign(0.26)
	42036
	

	MUC17
	
	unknown(0)
	42075
	

	PIH1D1
	tolerated_low_confidence(0.15)
	benign(0)
	42012
	

	ZNF678
	tolerated(1)
	benign(0)
	42097
	

	TCP10L2
	tolerated(0.61)
	benign(0.001)
	42131
	

	TTLL6
	tolerated_low_confidence(0.36)
	benign(0)
	42019
	

	MZF1
	tolerated(0.26)
	probably_damaging(0.992)
	42040
	

	PDILT
	tolerated_low_confidence(0.75)
	benign(0)
	42349
	

	C7orf31
	tolerated(0.17)
	possibly_damaging(0.791)
	42164
	

	MKL1
	tolerated(0.72)
	benign(0)
	42352
	

	MUC22
	
	unknown(0)
	42038
	

	FLG2
	
	unknown(0)
	42065
	

	GTPBP3
	tolerated(0.59)
	benign(0.007)
	42163
	

	KIAA1683
	tolerated(1)
	benign(0)
	42066
	

	MYEOV
	tolerated_low_confidence(0.12)
	probably_damaging(0.991)
	42065
	

	ELN
	deleterious_low_confidence(0.01)
	unknown(0)
	20/34
	

	OR2L3
	deleterious(0.04)
	benign(0.248)
	42004
	

	LRRK1
	tolerated(0.16)
	benign(0.322)
	32/34
	

	DPH1
	deleterious(0)
	probably_damaging(0.999)
	42106
	

	MKI67
	tolerated(0.16)
	probably_damaging(0.961)
	13/15
	

	HIP1R
	tolerated(0.63)
	benign(0.001)
	23/32
	

	ADD1
	deleterious(0.01)
	probably_damaging(0.985)
	42260
	

	PSMC3IP
	deleterious(0.02)
	benign(0.278)
	42162
	

	ABCA7
	deleterious(0.03)
	possibly_damaging(0.835)
	12/47
	

	THUMPD1
	tolerated(0.13)
	benign(0.002)
	42098
	

	GSTA2
	tolerated(0.09)
	benign(0.02)
	42130
	

	DDC8
	tolerated(0.76)
	benign(0.041)
	42065
	

	SRCRB4D
	tolerated(0.08)
	benign(0.005)
	42104
	

	TMEM104
	tolerated(0.74)
	benign(0.061)
	42103
	

	EPPK1
	
	probably_damaging(0.973)
	42036
	

	ISG15
	tolerated(0.38)
	benign(0.002)
	42036
	

	PDILT
	tolerated_low_confidence(1)
	benign(0)
	42349
	

	OR11H12
	deleterious(0.01)
	benign(0.178)
	42004
	

	LRRC23
	tolerated(0.9)
	benign(0.001)
	42101
	

	ZNF799
	deleterious(0.05)
	benign(0.223)
	42097
	

	ZNF99
	deleterious(0)
	probably_damaging(0.997)
	42097
	

	TMPRSS9
	tolerated(0.05)
	possibly_damaging(0.589)
	42201
	

	KRTAP1-5
	deleterious(0)
	probably_damaging(0.997)
	42004
	

	OR6B1
	tolerated(0.11)
	benign(0.004)
	42004
	

	TMEM79
	tolerated(0.15)
	possibly_damaging(0.525)
	42038
	

	POTEG
	deleterious(0)
	probably_damaging(0.987)
	42015
	

	MYOM1
	tolerated_low_confidence(1)
	benign(0.001)
	2/38
	

	TAF1C
	tolerated(0.13)
	benign(0.014)
	14/14
	

	CCZ1
	tolerated(0.64)
	benign(0.004)
	42352
	

	MKI67
	deleterious(0.05)
	possibly_damaging(0.518)
	13/15
	

	LAIR1
	tolerated(0.2)
	benign(0.017)
	42103
	

	AC079354.1
	tolerated(0.52)
	benign(0.002)
	42291
	

	NBPF10
	
	benign(0.2)
	80/84
	

	MUC21
	tolerated(1)
	unknown(0)
	42037
	

	COASY
	tolerated(0.15)
	benign(0.219)
	42012
	

	C10orf71
	tolerated(0.3)
	benign(0.007)
	42065
	

	POLD1
	tolerated(0.61)
	benign(0.001)
	42120
	

	UBAP2
	tolerated(0.13)
	benign(0.187)
	2/29
	

	SRCRB4D
	tolerated(0.33)
	probably_damaging(0.971)
	42318
	

	TACC3
	tolerated(0.42)
	benign(0.133)
	42109
	

	TACC3
	tolerated(0.63)
	benign(0.004)
	42109
	

	PLXNB2
	tolerated(0.19)
	benign(0.341)
	14/37
	

	NUP210
	tolerated(0.24)
	benign(0.001)
	7/40
	

	BPI
	deleterious(0.01)
	benign(0.271)
	42018
	

	HYDIN
	
	probably_damaging(0.969)
	44/86
	

	SLX4
	deleterious(0)
	probably_damaging(0.999)
	42352
	

	HKR1
	tolerated(0.13)
	benign(0.1)
	42160
	

	MUC17
	
	unknown(0)
	42075
	

	PRMT6
	deleterious(0.01)
	probably_damaging(0.976)
	42004
	

	VSX2
	deleterious(0.01)
	benign(0.008)
	42128
	

	PRAMEF4
	tolerated(1)
	benign(0.002)
	42066
	

	ALMS1
	
	probably_damaging(0.982)
	42238
	

	MDM1
	deleterious(0.03)
	benign(0.119)
	42076
	

	KXD1
	tolerated_low_confidence(0.21)
	benign(0.008)
	42128
	

	OR7D4
	tolerated(0.35)
	benign(0.036)
	42004
	

	KRTAP4-11
	tolerated(1)
	unknown(0)
	42004
	

	RFPL4A
	tolerated(0.23)
	benign(0.048)
	42065
	

	OR10G8
	tolerated(0.22)
	benign(0.001)
	42004
	

	OR14I1
	deleterious(0.01)
	probably_damaging(0.969)
	42004
	

	C17orf78
	tolerated(0.23)
	possibly_damaging(0.602)
	42041
	

	FCGBP
	
	benign(0.401)
	8/36
	

	TDRD10
	tolerated(1)
	benign(0.001)
	42258
	

	RP11-723O4.6
	tolerated(0.11)
	benign(0.018)
	42131
	

	AHNAK2
	
	benign(0.159)
	42191
	

	WDR35
	tolerated(0.75)
	benign(0)
	42062
	

	AGBL2
	tolerated(0.07)
	benign(0)
	13/19
	

	NFATC4
	tolerated(0.73)
	benign(0)
	42044
	

	DCST1
	tolerated(0.5)
	benign(0.044)
	14/17
	

	PNPLA3
	deleterious(0)
	probably_damaging(0.987)
	42071
	

	MAGEC1
	deleterious_low_confidence(0)
	benign(0.001)
	42097
	

	KCNJ12
	tolerated(0.32)
	probably_damaging(0.916)
	42065
	

	NPIPB7
	tolerated_low_confidence(1)
	benign(0.014)
	42191
	

	KIR2DL3
	tolerated(1)
	benign(0.001)
	42011
	

	HNF1A
	tolerated(0.06)
	probably_damaging(0.976)
	42012
	

	IFNA17
	tolerated(1)
	benign(0)
	42004
	

	MUC16
	
	unknown(0)
	3/84
	

	HCAR3
	tolerated_low_confidence(0.29)
	benign(0)
	42004
	

	EDEM2
	tolerated(0.64)
	benign(0.004)
	42318
	

	OBSCN
	
	benign(0.016)
	53/105
	

	CYP2A13
	tolerated(0.2)
	benign(0.006)
	42012
	

	CCDC149
	deleterious_low_confidence(0.03)
	benign(0.002)
	42349
	

	ZNF705G
	tolerated(1)
	benign(0)
	42191
	

	SCD
	tolerated(1)
	benign(0)
	42129
	

	ANKLE1
	deleterious(0.03)
	probably_damaging(0.999)
	42132
	

	BAI2
	tolerated(0.06)
	benign(0.359)
	15/33
	

	AKAP13
	deleterious_low_confidence(0.01)
	benign(0)
	7/37
	

	OR8H3
	tolerated(1)
	benign(0)
	42004
	

	ZNF30
	tolerated(0.13)
	benign(0.001)
	42128
	

	ZNF99
	tolerated(0.2)
	benign(0.002)
	42097
	

	ITGAE
	tolerated(1)
	benign(0)
	13/31
	

	EMC1
	deleterious_low_confidence(0)
	benign(0.039)
	42026
	

	SPATA31E1
	tolerated(0.12)
	benign(0.002)
	42097
	

	CMTM2
	tolerated(0.47)
	benign(0.197)
	42038
	

	SLC25A37
	tolerated(1)
	benign(0.003)
	42038
	

	RIN3
	tolerated(0.27)
	unknown(0)
	42164
	

	LOX
	tolerated(0.44)
	benign(0.002)
	42010
	

	CD33
	deleterious(0.03)
	benign(0.165)
	42041
	

	SLFN12
	tolerated(0.56)
	benign(0.057)
	42038
	

	ACBD3
	deleterious(0.02)
	benign(0.217)
	42070
	

	ITGA11
	tolerated(0.14)
	benign(0.06)
	42367
	

	FASTK
	tolerated(0.87)
	benign(0.004)
	42225
	

	MSH4
	tolerated(0.06)
	benign(0.128)
	20/20
	

	REM2
	tolerated(0.21)
	possibly_damaging(0.607)
	42039
	

	OR10G4
	tolerated(0.62)
	benign(0)
	42004
	

	HS3ST6
	tolerated(1)
	benign(0.008)
	42036
	

	SIX5
	deleterious(0.01)
	possibly_damaging(0.483)
	42065
	

	POM121L12
	deleterious(0.01)
	probably_damaging(0.932)
	42004
	

	PKD1L1
	deleterious(0)
	probably_damaging(0.951)
	7/57
	

	OTOR
	deleterious(0)
	probably_damaging(0.994)
	42007
	

	C9orf131
	tolerated(1)
	benign(0)
	42036
	

	EPPK1
	
	benign(0)
	42036
	

	PLXNB2
	deleterious(0.05)
	probably_damaging(0.997)
	15/37
	

	KRTAP4-4
	
	unknown(0)
	42004
	

	EPPK1
	
	benign(0)
	42036
	

	SRP14
	deleterious_low_confidence(0)
	unknown(0)
	42128
	

	MATN2
	deleterious(0)
	probably_damaging(0.921)
	42081
	

	OR10G4
	deleterious(0)
	possibly_damaging(0.9)
	42004
	

	TSEN54
	tolerated(0.05)
	benign(0.014)
	42257
	

	SCAI
	tolerated_low_confidence(0.31)
	benign(0)
	42080
	

	MYO18B
	tolerated(1)
	benign(0)
	43/43
	

	MAP3K1
	tolerated_low_confidence(0.76)
	benign(0)
	14/20
	

	NMS
	deleterious(0.05)
	benign(0.089)
	42013
	

	OR2A25
	tolerated(0.96)
	benign(0.011)
	42004
	

	CSTL1
	tolerated(0.57)
	possibly_damaging(0.678)
	42006
	

	MUC16
	
	unknown(0)
	3/84
	

	NACA2
	deleterious(0.02)
	probably_damaging(0.969)
	42004
	

	NPIPB15
	tolerated_low_confidence(0.07)
	benign(0.089)
	42191
	

	FAT1
	
	benign(0)
	42061
	

	THAP9
	deleterious(0.01)
	benign(0.339)
	42128
	

	PROM2
	deleterious(0.04)
	possibly_damaging(0.821)
	42361
	

	HS6ST1
	deleterious(0)
	probably_damaging(0.997)
	42005
	

	KRTAP10-12
	deleterious(0.04)
	unknown(0)
	42004
	

	TXNRD2
	tolerated(0.28)
	benign(0)
	13/18
	

	ZNF257
	deleterious(0.01)
	possibly_damaging(0.84)
	42097
	

	FCGR2A
	tolerated(0.4)
	benign(0.001)
	42100
	

	FGFR4
	tolerated(0.2)
	possibly_damaging(0.742)
	42264
	

	NSD1
	tolerated_low_confidence(0.27)
	benign(0.002)
	42146
	

	NPIPA5
	tolerated(0.63)
	benign(0.038)
	42223
	

	LRRC61
	tolerated(1)
	benign(0)
	42036
	

	OR10G4
	deleterious(0.02)
	benign(0.082)
	42004
	

	C1orf85
	tolerated(0.71)
	benign(0)
	42099
	

	VCPKMT
	tolerated(0.27)
	benign(0.004)
	42009
	

	PLEKHG2
	deleterious_low_confidence(0)
	probably_damaging(0.991)
	16/17
	

	TMEM2
	tolerated(0.39)
	benign(0)
	42117
	

	FCRLA
	tolerated(0.57)
	benign(0.001)
	42129
	

	ZNF646
	tolerated(0.36)
	benign(0.159)
	42004
	

	SCEL
	deleterious_low_confidence(0.03)
	possibly_damaging(0.469)
	19/33
	

	ZNF91
	tolerated(0.84)
	probably_damaging(0.994)
	42097
	

	FNBP1
	tolerated(0.32)
	benign(0.002)
	14/17
	

	OR7G1
	tolerated(0.06)
	benign(0.004)
	42004
	

	ITPKB
	tolerated_low_confidence(1)
	benign(0)
	42010
	

	FCGBP
	
	possibly_damaging(0.559)
	8/36
	

	ZCCHC14
	tolerated(0.06)
	probably_damaging(0.919)
	42350
	

	PCM1
	tolerated(0.24)
	benign(0.001)
	12/39
	

	OR2J2
	tolerated(1)
	benign(0.001)
	42004
	

	SYNRG
	tolerated(0.39)
	benign(0.003)
	42206
	

	AC110781.3
	
	probably_damaging(0.934)
	42036
	

	OR7D4
	deleterious(0)
	benign(0.205)
	42004
	

	HLA-DQA1
	tolerated(0.26)
	benign(0.002)
	42039
	

	HSPA6
	tolerated_low_confidence(0.52)
	benign(0.001)
	42004
	

	OR11H12
	deleterious(0)
	probably_damaging(1)
	42004
	

	HSPA6
	tolerated_low_confidence(0.32)
	benign(0.039)
	42004
	

	F5
	tolerated_low_confidence(0.41)
	unknown(0)
	13/25
	

	C1orf85
	tolerated(0.16)
	benign(0.009)
	42099
	

	WDR55
	deleterious(0.01)
	possibly_damaging(0.669)
	42130
	

	IFNA4
	tolerated(0.19)
	benign(0.04)
	42004
	

	OR7G1
	tolerated(1)
	benign(0)
	42004
	

	OR2J2
	deleterious(0)
	probably_damaging(0.987)
	42004
	

	USP35
	tolerated(1)
	benign(0.073)
	42287
	

	SRRM5
	tolerated(0.83)
	benign(0.002)
	42004
	

	DKK2
	tolerated(0.45)
	possibly_damaging(0.602)
	42066
	

	SIDT2
	deleterious(0.02)
	benign(0.209)
	20/26
	

	JMJD4
	tolerated_low_confidence(1)
	benign(0.005)
	42009
	

	OR2L8
	tolerated(0.13)
	benign(0.287)
	42004
	

	STON1
	tolerated(1)
	benign(0)
	42038
	

	ETAA1
	tolerated(1)
	benign(0.001)
	42129
	

	SERPINA1
	tolerated(1)
	benign(0.001)
	42039
	

	MUM1
	tolerated(1)
	benign(0)
	42137
	

	DMBT1
	tolerated(0.66)
	benign(0.046)
	11/53
	

	OR2J2
	deleterious(0)
	benign(0.006)
	42004
	

	LGALS8
	tolerated(1)
	benign(0)
	42257
	

	IGHV1-58
	
	benign(0.014)
	42036
	

	TCTE1
	deleterious(0)
	probably_damaging(0.996)
	42067
	

	KRT10
	
	
	42192
	

	IFI27
	
	
	42098
	

	TSPYL6
	
	
	42004
	

	DPCR1
	
	
	42037
	

	KRTAP10-10
	
	
	42004
	

	TLL1
	
	
	14/21
	

	OR11G2
	
	
	42004
	

	DHRS4L2
	
	
	42162
	

	TAS2R46
	
	
	42004
	




































	Hugo_Symbol
	DOMAINS

	FRG1B
	

	GSTT2
	

	TLL1
	

	ZACN
	Low_complexity_(Seg):seg,Transmembrane_helices:TMhelix,hmmpanther:PTHR18945,hmmpanther:PTHR18945:SF398,Gene3D:1.20.120.370,Superfamily_domains:SSF90112

	OR2J1
	PROSITE_profiles:PS50262,hmmpanther:PTHR26453:SF184,hmmpanther:PTHR26453,Gene3D:1.20.1070.10,Pfam_domain:PF13853,Superfamily_domains:SSF81321

	RP1L1
	Low_complexity_(Seg):seg,hmmpanther:PTHR23005:SF3,hmmpanther:PTHR23005

	RP1L1
	Low_complexity_(Seg):seg,Coiled-coils_(Ncoils):Coil,hmmpanther:PTHR23005:SF3,hmmpanther:PTHR23005

	EXOC3L1
	hmmpanther:PTHR21292,hmmpanther:PTHR21292:SF12,Pfam_domain:PF06046

	AC024580.1
	

	PDXP
	hmmpanther:PTHR19288,hmmpanther:PTHR19288:SF32,TIGRFAM_domain:TIGR01452,Gene3D:3.40.50.1000,TIGRFAM_domain:TIGR01460,Pfam_domain:PF13242,PIRSF_domain:PIRSF000915,Superfamily_domains:SSF56784

	AQP11
	Prints_domain:PR02024,Superfamily_domains:SSF81338,PIRSF_domain:PIRSF017529,Pfam_domain:PF00230,Gene3D:1.20.1080.10,hmmpanther:PTHR21191:SF7,hmmpanther:PTHR21191

	MUC22
	Low_complexity_(Seg):seg

	KRTAP10-2
	hmmpanther:PTHR23262,hmmpanther:PTHR23262:SF8

	IGLL5
	hmmpanther:PTHR23266,hmmpanther:PTHR23266:SF75

	NEURL4
	Low_complexity_(Seg):seg,hmmpanther:PTHR12429:SF2,hmmpanther:PTHR12429

	KRTAP12-1
	hmmpanther:PTHR23262:SF35,hmmpanther:PTHR23262,Pfam_domain:PF13885

	RASA4B
	PROSITE_profiles:PS50018,hmmpanther:PTHR10194,hmmpanther:PTHR10194:SF4,Pfam_domain:PF00616,Gene3D:1.10.506.10,SMART_domains:SM00323,Superfamily_domains:SSF48350

	FRG1B
	Pfam_domain:PF06229,hmmpanther:PTHR12928,hmmpanther:PTHR12928:SF1

	MKI67
	hmmpanther:PTHR21603,hmmpanther:PTHR21603:SF3,Pfam_domain:PF08065

	C5orf60
	hmmpanther:PTHR21859,hmmpanther:PTHR21859:SF10

	TSPYL4
	

	FFAR3
	PROSITE_profiles:PS50262,hmmpanther:PTHR24231,hmmpanther:PTHR24231:SF31,Pfam_domain:PF00001,Gene3D:1.20.1070.10,Superfamily_domains:SSF81321

	ZNF721
	PROSITE_profiles:PS50157,hmmpanther:PTHR24376:SF16,hmmpanther:PTHR24376,PROSITE_patterns:PS00028,Gene3D:3.30.160.60,Pfam_domain:PF13465,SMART_domains:SM00355,Superfamily_domains:SSF57667

	SERPINF2
	hmmpanther:PTHR11461:SF20,hmmpanther:PTHR11461,Pfam_domain:PF00079,Gene3D:2.30.39.10,SMART_domains:SM00093,Superfamily_domains:SSF56574

	NPIPB11
	hmmpanther:PTHR15438:SF1,hmmpanther:PTHR15438,Low_complexity_(Seg):seg

	TBC1D8
	

	OR4M1
	Transmembrane_helices:TMhelix,PROSITE_profiles:PS50262,hmmpanther:PTHR26451,hmmpanther:PTHR26451:SF53,PROSITE_patterns:PS00237,Gene3D:1.20.1070.10,Superfamily_domains:SSF81321,Prints_domain:PR00237

	UBN2
	Low_complexity_(Seg):seg,hmmpanther:PTHR16426,hmmpanther:PTHR16426:SF15

	NLRX1
	Low_complexity_(Seg):seg,hmmpanther:PTHR24106:SF17,hmmpanther:PTHR24106

	ZNF66
	PROSITE_profiles:PS50157,hmmpanther:PTHR24384,hmmpanther:PTHR24384:SF83,PROSITE_patterns:PS00028,Pfam_domain:PF13465,Gene3D:3.30.160.60,SMART_domains:SM00355,Superfamily_domains:SSF57667

	MAMDC4
	PROSITE_profiles:PS50060,hmmpanther:PTHR23282:SF63,hmmpanther:PTHR23282,Pfam_domain:PF00629,SMART_domains:SM00137,Superfamily_domains:SSF49899

	MDM1
	Pfam_domain:PF15501,hmmpanther:PTHR32078

	KRTAP10-6
	hmmpanther:PTHR23262,hmmpanther:PTHR23262:SF18

	RNF215
	hmmpanther:PTHR22765:SF26,hmmpanther:PTHR22765,Gene3D:3.30.40.10,Superfamily_domains:SSF57850

	MKI67
	hmmpanther:PTHR21603,hmmpanther:PTHR21603:SF3

	KRT6B
	hmmpanther:PTHR23239:SF141,hmmpanther:PTHR23239,Pfam_domain:PF00038,Superfamily_domains:SSF64593

	RAET1G
	hmmpanther:PTHR16675:SF135,hmmpanther:PTHR16675,Gene3D:3.30.500.10,Pfam_domain:PF00129,Superfamily_domains:SSF54452

	MUC19
	Low_complexity_(Seg):seg,hmmpanther:PTHR11339,hmmpanther:PTHR11339:SF266

	CSF1
	PIRSF_domain:PIRSF001948,Pfam_domain:PF05337,hmmpanther:PTHR10058

	FRG1B
	Superfamily_domains:SSF50405,Pfam_domain:PF06229,Gene3D:2.80.10.50,hmmpanther:PTHR12928,hmmpanther:PTHR12928:SF1

	ZNF43
	PROSITE_profiles:PS50157,hmmpanther:PTHR24377,hmmpanther:PTHR24377:SF220,PROSITE_patterns:PS00028,Pfam_domain:PF13465,Gene3D:3.30.160.60,SMART_domains:SM00355,Superfamily_domains:SSF57667

	PLK5
	PROSITE_profiles:PS50011,hmmpanther:PTHR24345,hmmpanther:PTHR24345:SF43,Gene3D:1.10.510.10,Superfamily_domains:SSF56112

	MYPN
	Low_complexity_(Seg):seg,hmmpanther:PTHR19897

	FRG1
	hmmpanther:PTHR12928,hmmpanther:PTHR12928:SF2,Gene3D:2.80.10.50,Pfam_domain:PF06229,Superfamily_domains:SSF50405

	SERTAD1
	hmmpanther:PTHR16277,hmmpanther:PTHR16277:SF12

	ZNF28
	PROSITE_profiles:PS50157,hmmpanther:PTHR24377,hmmpanther:PTHR24377:SF226,PROSITE_patterns:PS00028,Gene3D:3.30.160.60,SMART_domains:SM00355,Superfamily_domains:SSF57667

	FAM186A
	

	MYO7B
	

	PIH1D1
	hmmpanther:PTHR22997

	IGKV1D-16
	PROSITE_profiles:PS50835,hmmpanther:PTHR23267:SF122,hmmpanther:PTHR23267,Pfam_domain:PF07686,Gene3D:2.60.40.10,SMART_domains:SM00406,SMART_domains:SM00409,Superfamily_domains:SSF48726

	MUC17
	

	PIH1D1
	hmmpanther:PTHR22997

	ZNF678
	PROSITE_profiles:PS50157,hmmpanther:PTHR24409,Pfam_domain:PF13465,Gene3D:3.30.160.60,SMART_domains:SM00355,Superfamily_domains:SSF57667

	TCP10L2
	hmmpanther:PTHR10331

	TTLL6
	

	MZF1
	Pfam_domain:PF02023,SMART_domains:SM00431

	PDILT
	hmmpanther:PTHR18929:SF58,hmmpanther:PTHR18929

	C7orf31
	hmmpanther:PTHR31393,Pfam_domain:PF15093

	MKL1
	hmmpanther:PTHR22793:SF6,hmmpanther:PTHR22793

	MUC22
	Low_complexity_(Seg):seg

	FLG2
	Low_complexity_(Seg):seg,hmmpanther:PTHR22571,hmmpanther:PTHR22571:SF24

	GTPBP3
	HAMAP:MF_00379,PROSITE_profiles:PS51709,hmmpanther:PTHR11649:SF56,hmmpanther:PTHR11649,TIGRFAM_domain:TIGR00231,Gene3D:3.40.50.300,Superfamily_domains:SSF52540,Superfamily_domains:0051155

	KIAA1683
	hmmpanther:PTHR22590,hmmpanther:PTHR22590:SF1

	MYEOV
	

	ELN
	Low_complexity_(Seg):seg,hmmpanther:PTHR24018:SF2,hmmpanther:PTHR24018

	OR2L3
	Prints_domain:PR00245,Superfamily_domains:SSF81321,Pfam_domain:PF13853,Gene3D:1.20.1070.10,hmmpanther:PTHR26453:SF104,hmmpanther:PTHR26453,PROSITE_profiles:PS50262,Transmembrane_helices:TMhelix

	LRRK1
	Low_complexity_(Seg):seg

	DPH1
	hmmpanther:PTHR10762:SF1,hmmpanther:PTHR10762,TIGRFAM_domain:TIGR00322,Pfam_domain:PF01866,PIRSF_domain:PIRSF004967

	MKI67
	hmmpanther:PTHR21603,hmmpanther:PTHR21603:SF3,Pfam_domain:PF08065

	HIP1R
	PROSITE_profiles:PS50945,hmmpanther:PTHR10407,hmmpanther:PTHR10407:SF10,Gene3D:1r0dB00,Superfamily_domains:SSF109885

	ADD1
	hmmpanther:PTHR10672,hmmpanther:PTHR10672:SF4

	PSMC3IP
	hmmpanther:PTHR15938,Pfam_domain:PF07106

	ABCA7
	hmmpanther:PTHR19229,hmmpanther:PTHR19229:SF49

	THUMPD1
	hmmpanther:PTHR13452,hmmpanther:PTHR13452:SF6

	GSTA2
	PROSITE_profiles:PS50405,hmmpanther:PTHR11571:SF115,hmmpanther:PTHR11571,Pfam_domain:PF00043,Gene3D:1.20.1050.10,Superfamily_domains:SSF47616

	DDC8
	hmmpanther:PTHR21553,hmmpanther:PTHR21553:SF2

	SRCRB4D
	Superfamily_domains:SSF56487,SMART_domains:SM00202,Pfam_domain:PF00530,Gene3D:3.10.250.10,hmmpanther:PTHR19331:SF258,hmmpanther:PTHR19331,PROSITE_profiles:PS50287

	TMEM104
	Low_complexity_(Seg):seg,Transmembrane_helices:TMhelix,hmmpanther:PTHR16189:SF0,hmmpanther:PTHR16189,Pfam_domain:PF01490

	EPPK1
	Superfamily_domains:SSF75399,SMART_domains:SM00250,Gene3D:3.90.1290.10,Pfam_domain:PF00681,hmmpanther:PTHR11915:SF252,hmmpanther:PTHR11915

	ISG15
	Superfamily_domains:SSF54236,SMART_domains:SM00213,Gene3D:3.10.20.90,hmmpanther:PTHR10666,hmmpanther:PTHR10666:SF81,PROSITE_profiles:PS50053

	PDILT
	hmmpanther:PTHR18929:SF58,hmmpanther:PTHR18929

	OR11H12
	PROSITE_profiles:PS50262,hmmpanther:PTHR24242,hmmpanther:PTHR24242:SF201,Gene3D:1.20.1070.10,Superfamily_domains:SSF81321

	LRRC23
	Superfamily_domains:SSF52058,Gene3D:3.80.10.10,hmmpanther:PTHR10588:SF204,hmmpanther:PTHR10588

	ZNF799
	SMART_domains:SM00355,hmmpanther:PTHR24379:SF16,hmmpanther:PTHR24379,PROSITE_profiles:PS50157

	ZNF99
	Superfamily_domains:SSF57667,SMART_domains:SM00355,Pfam_domain:PF13465,Gene3D:3.30.160.60,hmmpanther:PTHR24375:SF102,hmmpanther:PTHR24375,PROSITE_profiles:PS50157

	TMPRSS9
	PROSITE_profiles:PS50240,hmmpanther:PTHR24256,hmmpanther:PTHR24256:SF108,Gene3D:2.40.10.10,Pfam_domain:PF00089,SMART_domains:SM00020,PIRSF_domain:PIRSF037931,Superfamily_domains:SSF50494

	KRTAP1-5
	Pfam_domain:PF01500,hmmpanther:PTHR23262:SF9,hmmpanther:PTHR23262

	OR6B1
	Transmembrane_helices:TMhelix,PROSITE_profiles:PS50262,hmmpanther:PTHR26453,hmmpanther:PTHR26453:SF174,Pfam_domain:PF13853,Gene3D:1.20.1070.10,Superfamily_domains:SSF81321

	TMEM79
	hmmpanther:PTHR31004:SF0,hmmpanther:PTHR31004

	POTEG
	PROSITE_profiles:PS50297,hmmpanther:PTHR24118,hmmpanther:PTHR24118:SF43,Gene3D:1.25.40.20,Superfamily_domains:SSF48403

	MYOM1
	

	TAF1C
	Low_complexity_(Seg):seg,hmmpanther:PTHR15319,hmmpanther:PTHR15319:SF0

	CCZ1
	Pfam_domain:PF08217,hmmpanther:PTHR13056

	MKI67
	hmmpanther:PTHR21603,hmmpanther:PTHR21603:SF3,Pfam_domain:PF08065

	LAIR1
	hmmpanther:PTHR11738:SF12,hmmpanther:PTHR11738

	AC079354.1
	Low_complexity_(Seg):seg,hmmpanther:PTHR21937

	NBPF10
	PROSITE_profiles:PS51316,Pfam_domain:PF06758

	MUC21
	Low_complexity_(Seg):seg,Pfam_domain:PF05647

	COASY
	

	C10orf71
	

	POLD1
	Low_complexity_(Seg):seg,Superfamily_domains:SSF53098,hmmpanther:PTHR10322,hmmpanther:PTHR10322:SF11

	UBAP2
	hmmpanther:PTHR16308,hmmpanther:PTHR16308:SF17

	SRCRB4D
	Superfamily_domains:SSF56487,SMART_domains:SM00202,Pfam_domain:PF00530,Gene3D:3.10.250.10,PROSITE_patterns:PS00420,hmmpanther:PTHR19331:SF258,hmmpanther:PTHR19331,PROSITE_profiles:PS50287

	TACC3
	hmmpanther:PTHR13924

	TACC3
	hmmpanther:PTHR13924

	PLXNB2
	SMART_domains:SM00423,Gene3D:3.30.1680.10,hmmpanther:PTHR22625:SF9,hmmpanther:PTHR22625

	NUP210
	hmmpanther:PTHR23019,hmmpanther:PTHR23019:SF2

	BPI
	Transmembrane_helices:TMhelix,Cleavage_site_(Signalp):SignalP-TM

	HYDIN
	Low_complexity_(Seg):seg,Coiled-coils_(Ncoils):Coil,Gene3D:3.40.50.300,hmmpanther:PTHR23053,hmmpanther:PTHR23053:SF5

	SLX4
	hmmpanther:PTHR21541

	HKR1
	Superfamily_domains:SSF57667,SMART_domains:SM00355,Gene3D:3.30.160.60,Pfam_domain:PF00096,PROSITE_patterns:PS00028,hmmpanther:PTHR24381,hmmpanther:PTHR24381:SF129,PROSITE_profiles:PS50157

	MUC17
	Low_complexity_(Seg):seg

	PRMT6
	PROSITE_profiles:PS51678,hmmpanther:PTHR11006:SF50,hmmpanther:PTHR11006,Gene3D:2.70.160.11,Superfamily_domains:SSF53335

	VSX2
	hmmpanther:PTHR24329:SF251,hmmpanther:PTHR24329

	PRAMEF4
	PIRSF_domain:PIRSF038286,hmmpanther:PTHR14224,hmmpanther:PTHR14224:SF19

	ALMS1
	

	MDM1
	Pfam_domain:PF15501,hmmpanther:PTHR32078

	KXD1
	hmmpanther:PTHR13511:SF0,hmmpanther:PTHR13511

	OR7D4
	PROSITE_profiles:PS50262,hmmpanther:PTHR26451,hmmpanther:PTHR26451:SF131,Gene3D:1.20.1070.10,Superfamily_domains:SSF81321,Prints_domain:PR00245

	KRTAP4-11
	hmmpanther:PTHR23262,hmmpanther:PTHR23262:SF1

	RFPL4A
	PROSITE_profiles:PS50188,hmmpanther:PTHR25462,hmmpanther:PTHR25462:SF202,Pfam_domain:PF13765,SMART_domains:SM00589,Superfamily_domains:SSF49899,Prints_domain:PR01407

	OR10G8
	Superfamily_domains:SSF81321,Gene3D:1.20.1070.10,Pfam_domain:PF13853,hmmpanther:PTHR26453,hmmpanther:PTHR26453:SF146,PROSITE_profiles:PS50262

	OR14I1
	Transmembrane_helices:TMhelix,PROSITE_profiles:PS50262,hmmpanther:PTHR26452:SF68,hmmpanther:PTHR26452,Gene3D:1.20.1070.10,Pfam_domain:PF13853,Superfamily_domains:SSF81321

	C17orf78
	

	FCGBP
	hmmpanther:PTHR11339:SF244,hmmpanther:PTHR11339,Pfam_domain:PF08742,SMART_domains:SM00832

	TDRD10
	hmmpanther:PTHR22948:SF12,hmmpanther:PTHR22948,Pfam_domain:PF00567

	RP11-723O4.6
	

	AHNAK2
	hmmpanther:PTHR23348:SF37,hmmpanther:PTHR23348

	WDR35
	hmmpanther:PTHR16517:SF1,hmmpanther:PTHR16517,Gene3D:2.130.10.10,SMART_domains:SM00320,PIRSF_domain:PIRSF037536,Superfamily_domains:SSF82171

	AGBL2
	hmmpanther:PTHR12756,hmmpanther:PTHR12756:SF7,Superfamily_domains:SSF53187

	NFATC4
	Low_complexity_(Seg):seg,hmmpanther:PTHR12533,hmmpanther:PTHR12533:SF9

	DCST1
	hmmpanther:PTHR21041:SF5,hmmpanther:PTHR21041,Pfam_domain:PF07782

	PNPLA3
	hmmpanther:PTHR12406,hmmpanther:PTHR12406:SF22,Pfam_domain:PF01734,Superfamily_domains:SSF52151

	MAGEC1
	

	KCNJ12
	Transmembrane_helices:TMhelix,hmmpanther:PTHR11767,hmmpanther:PTHR11767:SF14,Pfam_domain:PF01007,Gene3D:1.10.287.70,PIRSF_domain:PIRSF005465,Superfamily_domains:SSF81324,Superfamily_domains:SSF81296

	NPIPB7
	Pfam_domain:PF06409,hmmpanther:PTHR15438

	KIR2DL3
	Cleavage_site_(Signalp):SignalP-noTM

	HNF1A
	hmmpanther:PTHR11568:SF4,hmmpanther:PTHR11568,Pfam_domain:PF04814,Superfamily_domains:SSF100957

	IFNA17
	hmmpanther:PTHR11691,hmmpanther:PTHR11691:SF29,Gene3D:1.20.1250.10,Pfam_domain:PF00143,Superfamily_domains:SSF47266

	MUC16
	

	HCAR3
	

	EDEM2
	Superfamily_domains:SSF48225,Gene3D:1.50.10.50,Pfam_domain:PF01532,hmmpanther:PTHR11742,hmmpanther:PTHR11742:SF26

	OBSCN
	PROSITE_profiles:PS50835,hmmpanther:PTHR19897:SF17,hmmpanther:PTHR19897,Pfam_domain:PF07679,Gene3D:2.60.40.10,SMART_domains:SM00409,SMART_domains:SM00408,Superfamily_domains:SSF48726

	CYP2A13
	hmmpanther:PTHR24300,hmmpanther:PTHR24300:SF96,Gene3D:1.10.630.10

	CCDC149
	hmmpanther:PTHR21682,hmmpanther:PTHR21682:SF1

	ZNF705G
	PROSITE_profiles:PS50157,hmmpanther:PTHR24381,hmmpanther:PTHR24381:SF19,Pfam_domain:PF13465,Gene3D:3.30.160.60,SMART_domains:SM00355,Superfamily_domains:SSF57667

	SCD
	Transmembrane_helices:TMhelix,Prints_domain:PR00075,Pfam_domain:PF00487,hmmpanther:PTHR11351,hmmpanther:PTHR11351:SF25

	ANKLE1
	hmmpanther:PTHR13428:SF5,hmmpanther:PTHR13428

	BAI2
	hmmpanther:PTHR12011,hmmpanther:PTHR12011:SF41,Pfam_domain:PF12003,Prints_domain:PR01694

	AKAP13
	hmmpanther:PTHR13944,hmmpanther:PTHR13944:SF4

	OR8H3
	Superfamily_domains:SSF81321,Gene3D:1.20.1070.10,hmmpanther:PTHR26452:SF280,hmmpanther:PTHR26452

	ZNF30
	PROSITE_profiles:PS50157,hmmpanther:PTHR24377:SF190,hmmpanther:PTHR24377,Gene3D:3.30.160.60,Superfamily_domains:SSF57667

	ZNF99
	hmmpanther:PTHR24375:SF102,hmmpanther:PTHR24375

	ITGAE
	PROSITE_profiles:PS51470,hmmpanther:PTHR23220,hmmpanther:PTHR23220:SF74,Gene3D:3nigC00,SMART_domains:SM00191,Superfamily_domains:SSF69318,Prints_domain:PR01185

	EMC1
	Cleavage_site_(Signalp):SignalP-noTM,hmmpanther:PTHR21573,hmmpanther:PTHR21573:SF0

	SPATA31E1
	hmmpanther:PTHR21859,hmmpanther:PTHR21859:SF11

	CMTM2
	Low_complexity_(Seg):seg,Transmembrane_helices:TMhelix,PROSITE_profiles:PS51225,hmmpanther:PTHR22776:SF15,hmmpanther:PTHR22776

	SLC25A37
	PROSITE_profiles:PS50920,hmmpanther:PTHR24089:SF177,hmmpanther:PTHR24089,Pfam_domain:PF00153,Gene3D:1okcA00,Superfamily_domains:0048588

	RIN3
	hmmpanther:PTHR23101:SF58,hmmpanther:PTHR23101

	LOX
	hmmpanther:PTHR19331,hmmpanther:PTHR19331:SF3

	CD33
	Cleavage_site_(Signalp):SignalP-noTM,hmmpanther:PTHR12035,hmmpanther:PTHR12035:SF52

	SLFN12
	hmmpanther:PTHR12155:SF2,hmmpanther:PTHR12155

	ACBD3
	Low_complexity_(Seg):seg,Coiled-coils_(Ncoils):Coil,hmmpanther:PTHR22973:SF11,hmmpanther:PTHR22973

	ITGA11
	PROSITE_profiles:PS51470,hmmpanther:PTHR23220:SF21,hmmpanther:PTHR23220,Gene3D:3nigC00,SMART_domains:SM00191,Superfamily_domains:SSF69318,Prints_domain:PR01185

	FASTK
	hmmpanther:PTHR21228,hmmpanther:PTHR21228:SF4,Pfam_domain:PF08368

	MSH4
	hmmpanther:PTHR11361,hmmpanther:PTHR11361:SF21

	REM2
	Low_complexity_(Seg):seg,hmmpanther:PTHR24070,hmmpanther:PTHR24070:SF197,PIRSF_domain:PIRSF038017

	OR10G4
	hmmpanther:PTHR26453,hmmpanther:PTHR26453:SF6,Gene3D:1.20.1070.10,Superfamily_domains:SSF81321,Prints_domain:PR00237

	HS3ST6
	hmmpanther:PTHR10605,hmmpanther:PTHR10605:SF7,Gene3D:3.40.50.300,Pfam_domain:PF00685,Superfamily_domains:SSF52540

	SIX5
	hmmpanther:PTHR10390:SF32,hmmpanther:PTHR10390

	POM121L12
	hmmpanther:PTHR23193,hmmpanther:PTHR23193:SF25

	PKD1L1
	

	OTOR
	hmmpanther:PTHR23158,Gene3D:2.30.30.40,Superfamily_domains:SSF50044

	C9orf131
	hmmpanther:PTHR21777,Pfam_domain:PF14650

	EPPK1
	Superfamily_domains:SSF75399,Gene3D:3.90.1290.10,hmmpanther:PTHR11915:SF252,hmmpanther:PTHR11915

	PLXNB2
	Superfamily_domains:SSF81296,SMART_domains:SM00429,Gene3D:2.60.40.10,Pfam_domain:PF01833,hmmpanther:PTHR22625:SF9,hmmpanther:PTHR22625

	KRTAP4-4
	Low_complexity_(Seg):seg,hmmpanther:PTHR23262:SF43,hmmpanther:PTHR23262

	EPPK1
	hmmpanther:PTHR11915:SF252,hmmpanther:PTHR11915

	SRP14
	Low_complexity_(Seg):seg,hmmpanther:PTHR12013

	MATN2
	PROSITE_profiles:PS50234,hmmpanther:PTHR22992,hmmpanther:PTHR22992:SF17,Gene3D:3.40.50.410,Pfam_domain:PF00092,SMART_domains:SM00327,Superfamily_domains:SSF53300

	OR10G4
	PROSITE_profiles:PS50262,hmmpanther:PTHR26453,hmmpanther:PTHR26453:SF6,Gene3D:1.20.1070.10,Pfam_domain:PF13853,Superfamily_domains:SSF81321,Prints_domain:PR00245

	TSEN54
	hmmpanther:PTHR21027

	SCAI
	hmmpanther:PTHR21243,PIRSF_domain:PIRSF013022

	MYO18B
	

	MAP3K1
	hmmpanther:PTHR24361:SF255,hmmpanther:PTHR24361

	NMS
	hmmpanther:PTHR32414,Cleavage_site_(Signalp):SignalP-noTM

	OR2A25
	Transmembrane_helices:TMhelix,PROSITE_profiles:PS50262,hmmpanther:PTHR26451:SF146,hmmpanther:PTHR26451,Gene3D:1.20.1070.10,Superfamily_domains:SSF81321

	CSTL1
	hmmpanther:PTHR11413,hmmpanther:PTHR11413:SF9,Pfam_domain:PF00031,Gene3D:3.10.450.10,SMART_domains:SM00043,Superfamily_domains:SSF54403

	MUC16
	

	NACA2
	Low_complexity_(Seg):seg,PIRSF_domain:PIRSF015901,hmmpanther:PTHR21713:SF2,hmmpanther:PTHR21713

	NPIPB15
	Pfam_domain:PF06409,hmmpanther:PTHR15438

	FAT1
	PROSITE_profiles:PS50268,hmmpanther:PTHR24026:SF40,hmmpanther:PTHR24026,Pfam_domain:PF00028,Gene3D:2.60.40.60,SMART_domains:SM00112,Superfamily_domains:SSF49313

	THAP9
	hmmpanther:PTHR10725,hmmpanther:PTHR10725:SF6

	PROM2
	Pfam_domain:PF05478,hmmpanther:PTHR22730:SF6,hmmpanther:PTHR22730

	HS6ST1
	hmmpanther:PTHR12812,hmmpanther:PTHR12812:SF1,Pfam_domain:PF03567,Superfamily_domains:SSF52540

	KRTAP10-12
	hmmpanther:PTHR23262:SF8,hmmpanther:PTHR23262

	TXNRD2
	hmmpanther:PTHR22912,hmmpanther:PTHR22912:SF101,Gene3D:3.50.50.60,TIGRFAM_domain:TIGR01438,Superfamily_domains:SSF51905

	ZNF257
	PROSITE_profiles:PS50157,hmmpanther:PTHR24384,hmmpanther:PTHR24384:SF109,PROSITE_patterns:PS00028,Pfam_domain:PF13465,Gene3D:3.30.160.60,SMART_domains:SM00355,Superfamily_domains:SSF57667,Superfamily_domains:SSF57667

	FCGR2A
	PROSITE_profiles:PS50835,hmmpanther:PTHR11481,hmmpanther:PTHR11481:SF51,Gene3D:2.60.40.10,Pfam_domain:PF13895,SMART_domains:SM00409,SMART_domains:SM00408,Superfamily_domains:SSF48726

	FGFR4
	Low_complexity_(Seg):seg,hmmpanther:PTHR24416,hmmpanther:PTHR24416:SF312,PIRSF_domain:PIRSF000628

	NSD1
	hmmpanther:PTHR22884,hmmpanther:PTHR22884:SF312

	NPIPA5
	Low_complexity_(Seg):seg,hmmpanther:PTHR15438

	LRRC61
	Superfamily_domains:SSF52058,Gene3D:3.80.10.10,hmmpanther:PTHR10588,hmmpanther:PTHR10588:SF201

	OR10G4
	hmmpanther:PTHR26453,hmmpanther:PTHR26453:SF6,Gene3D:1.20.1070.10,Superfamily_domains:SSF81321,Prints_domain:PR00237

	C1orf85
	hmmpanther:PTHR31981:SF1,hmmpanther:PTHR31981,Pfam_domain:PF15065

	VCPKMT
	hmmpanther:PTHR14614:SF16,hmmpanther:PTHR14614,Pfam_domain:PF10294,Gene3D:3.40.50.150

	PLEKHG2
	

	TMEM2
	hmmpanther:PTHR15535,hmmpanther:PTHR15535:SF17

	FCRLA
	Superfamily_domains:SSF48726,SMART_domains:SM00409,Gene3D:2.60.40.10,Pfam_domain:PF13895,hmmpanther:PTHR11481,hmmpanther:PTHR11481:SF9,PROSITE_profiles:PS50835

	ZNF646
	Superfamily_domains:SSF57667,SMART_domains:SM00355,Pfam_domain:PF00096,Gene3D:3.30.160.60,PROSITE_patterns:PS00028,hmmpanther:PTHR24402,hmmpanther:PTHR24402:SF182,PROSITE_profiles:PS50157

	SCEL
	hmmpanther:PTHR15468:SF6,hmmpanther:PTHR15468

	ZNF91
	Superfamily_domains:SSF57667,SMART_domains:SM00355,Gene3D:3.30.160.60,hmmpanther:PTHR24375,hmmpanther:PTHR24375:SF100,PROSITE_profiles:PS50157

	FNBP1
	hmmpanther:PTHR12602:SF21,hmmpanther:PTHR12602

	OR7G1
	Gene3D:1.20.1070.10,Superfamily_domains:SSF81321,hmmpanther:PTHR26451:SF326,hmmpanther:PTHR26451,PROSITE_profiles:PS50262

	ITPKB
	hmmpanther:PTHR12400:SF4,hmmpanther:PTHR12400

	FCGBP
	PROSITE_profiles:PS51233,hmmpanther:PTHR11339:SF244,hmmpanther:PTHR11339,Pfam_domain:PF00094,SMART_domains:SM00216

	ZCCHC14
	hmmpanther:PTHR16195:SF12,hmmpanther:PTHR16195

	PCM1
	hmmpanther:PTHR14164,hmmpanther:PTHR14164:SF12

	OR2J2
	Transmembrane_helices:TMhelix,PROSITE_profiles:PS50262,hmmpanther:PTHR26453,hmmpanther:PTHR26453:SF207,Pfam_domain:PF13853,Gene3D:1.20.1070.10,Superfamily_domains:SSF81321

	SYNRG
	hmmpanther:PTHR15463

	AC110781.3
	

	OR7D4
	PROSITE_profiles:PS50262,hmmpanther:PTHR26451,hmmpanther:PTHR26451:SF131,Gene3D:1.20.1070.10,Superfamily_domains:SSF81321

	HLA-DQA1
	Superfamily_domains:SSF54452,SMART_domains:SM00920,Pfam_domain:PF00993,Gene3D:3.10.320.10,hmmpanther:PTHR19944:SF54,hmmpanther:PTHR19944

	HSPA6
	Superfamily_domains:SSF100934,Gene3D:1.20.1270.10,Pfam_domain:PF00012,hmmpanther:PTHR19375:SF168,hmmpanther:PTHR19375

	OR11H12
	Transmembrane_helices:TMhelix,PROSITE_profiles:PS50262,hmmpanther:PTHR24242,hmmpanther:PTHR24242:SF201,Gene3D:1.20.1070.10,Pfam_domain:PF13853,Superfamily_domains:SSF81321

	HSPA6
	Superfamily_domains:SSF100934,Gene3D:1.20.1270.10,Pfam_domain:PF00012,hmmpanther:PTHR19375:SF168,hmmpanther:PTHR19375

	F5
	hmmpanther:PTHR10127,hmmpanther:PTHR10127:SF597

	C1orf85
	hmmpanther:PTHR31981:SF1,hmmpanther:PTHR31981,Pfam_domain:PF15065

	WDR55
	Superfamily_domains:SSF50978,SMART_domains:SM00320,PIRSF_domain:PIRSF038169,Gene3D:2.130.10.10,hmmpanther:PTHR22840,PROSITE_profiles:PS50294

	IFNA4
	Superfamily_domains:SSF47266,SMART_domains:SM00076,Pfam_domain:PF00143,Gene3D:1.20.1250.10,hmmpanther:PTHR11691,hmmpanther:PTHR11691:SF29

	OR7G1
	Prints_domain:PR00245,Gene3D:1.20.1070.10,Superfamily_domains:SSF81321,hmmpanther:PTHR26451:SF326,hmmpanther:PTHR26451,PROSITE_profiles:PS50262,Transmembrane_helices:TMhelix

	OR2J2
	Transmembrane_helices:TMhelix,PROSITE_profiles:PS50262,hmmpanther:PTHR26453,hmmpanther:PTHR26453:SF207,Gene3D:1.20.1070.10,Superfamily_domains:SSF81321,Prints_domain:PR00237

	USP35
	PROSITE_profiles:PS50235,hmmpanther:PTHR24006:SF343,hmmpanther:PTHR24006,Pfam_domain:PF00443,Superfamily_domains:SSF54001

	SRRM5
	

	DKK2
	

	SIDT2
	Transmembrane_helices:TMhelix,hmmpanther:PTHR12185,hmmpanther:PTHR12185:SF16,Pfam_domain:PF13965

	JMJD4
	hmmpanther:PTHR12480:SF6,hmmpanther:PTHR12480

	OR2L8
	PROSITE_profiles:PS50262,hmmpanther:PTHR26453:SF104,hmmpanther:PTHR26453,Pfam_domain:PF13853,Gene3D:1.20.1070.10,Superfamily_domains:SSF81321,Prints_domain:PR00237

	STON1
	PIRSF_domain:PIRSF037099,hmmpanther:PTHR11998,hmmpanther:PTHR11998:SF18

	ETAA1
	hmmpanther:PTHR16434:SF1,hmmpanther:PTHR16434,Pfam_domain:PF15350

	SERPINA1
	hmmpanther:PTHR11461,hmmpanther:PTHR11461:SF150,Pfam_domain:PF00079,Gene3D:3.30.497.10,SMART_domains:SM00093,Superfamily_domains:SSF56574

	MUM1
	hmmpanther:PTHR31333,hmmpanther:PTHR31333:SF4

	DMBT1
	hmmpanther:PTHR19331,hmmpanther:PTHR19331:SF250

	OR2J2
	Transmembrane_helices:TMhelix,PROSITE_profiles:PS50262,hmmpanther:PTHR26453,hmmpanther:PTHR26453:SF207,Pfam_domain:PF13853,Gene3D:1.20.1070.10,Superfamily_domains:SSF81321,Prints_domain:PR00237

	LGALS8
	hmmpanther:PTHR11346,hmmpanther:PTHR11346:SF22,Gene3D:2.60.120.200,Superfamily_domains:SSF49899

	IGHV1-58
	PROSITE_profiles:PS50835,hmmpanther:PTHR23266,hmmpanther:PTHR23266:SF73,Gene3D:2.60.40.10,Pfam_domain:PF07686,SMART_domains:SM00406,Superfamily_domains:SSF48726

	TCTE1
	hmmpanther:PTHR24107,hmmpanther:PTHR24107:SF2,Gene3D:3.80.10.10,Superfamily_domains:SSF52047

	KRT10
	Low_complexity_(Seg):seg

	IFI27
	Low_complexity_(Seg):seg,Transmembrane_helices:TMhelix,hmmpanther:PTHR16932:SF15,hmmpanther:PTHR16932,Pfam_domain:PF06140

	TSPYL6
	Low_complexity_(Seg):seg,Superfamily_domains:SSF143113,hmmpanther:PTHR11875:SF29,hmmpanther:PTHR11875

	DPCR1
	Low_complexity_(Seg):seg,hmmpanther:PTHR22094:SF0,hmmpanther:PTHR22094

	KRTAP10-10
	Low_complexity_(Seg):seg,hmmpanther:PTHR23262:SF40,hmmpanther:PTHR23262,Pfam_domain:PF13885

	TLL1
	PROSITE_profiles:PS50026,hmmpanther:PTHR10127,hmmpanther:PTHR10127:SF304,PROSITE_patterns:PS01186,Pfam_domain:PF14670,Gene3D:2.10.25.10,PIRSF_domain:PIRSF001199,SMART_domains:SM00179,SMART_domains:SM00181,Superfamily_domains:SSF57196

	OR11G2
	Prints_domain:PR00245,Superfamily_domains:SSF81321,Pfam_domain:PF13853,Gene3D:1.20.1070.10,hmmpanther:PTHR24242,hmmpanther:PTHR24242:SF183,PROSITE_profiles:PS50262

	DHRS4L2
	Superfamily_domains:SSF51735,Gene3D:3.40.50.720,hmmpanther:PTHR24322:SF198,hmmpanther:PTHR24322

	TAS2R46
	hmmpanther:PTHR11394,hmmpanther:PTHR11394:SF48,Pfam_domain:PF05296,Gene3D:1.20.1070.10,Superfamily_domains:SSF81321
























































Supplementary Table 1 continue
	Hugo_Symbol
	AF
	AFR_AF
	AMR_AF
	ASN_AF
	EAS_AF

	FRG1B
	
	
	
	
	

	GSTT2
	
	
	
	
	

	TLL1
	
	
	
	
	

	ZACN
	T:0.1889
	T:0.0658
	T:0.3184
	
	T:0.3065

	OR2J1
	T:0.3371
	T:0.0461
	T:0.4323
	
	T:0.3512

	RP1L1
	T:0.1699
	T:0.0991
	T:0.134
	
	T:0.4236

	RP1L1
	A:0.1613
	A:0.0832
	A:0.1254
	
	A:0.4187

	EXOC3L1
	C:0.1999
	C:0.5113
	C:0.0735
	
	C:0.0248

	AC024580.1
	
	
	
	
	

	PDXP
	
	
	
	
	

	AQP11
	A:0.1460
	A:0.1377
	A:0.1902
	
	A:0.1825

	MUC22
	T:0.0278
	T:0.0287
	T:0.0014
	
	T:0.0615

	KRTAP10-2
	C:0.2167
	C:0.1725
	C:0.1527
	
	C:0.371

	IGLL5
	G:0.0347
	G:0.0764
	G:0.0144
	
	G:0.0139

	NEURL4
	T:0.1348
	T:0.0038
	T:0.1902
	
	T:0.1081

	KRTAP12-1
	T:0.1232
	T:0.0946
	T:0.121
	
	T:0.0813

	RASA4B
	
	
	
	
	

	FRG1B
	
	
	
	
	

	MKI67
	T:0.2224
	T:0.3056
	T:0.2233
	
	T:0.2609

	C5orf60
	T:0.0609
	T:0.0257
	T:0.0663
	
	T:0.0843

	TSPYL4
	T:0.1016
	T:0.0106
	T:0.2089
	
	T:0.1101

	FFAR3
	
	
	
	
	

	ZNF721
	
	
	
	
	

	SERPINF2
	A:0.2216
	A:0.2057
	A:0.2003
	
	A:0.1567

	NPIPB11
	T:0.0128
	T:0
	T:0.013
	
	T:0.0536

	TBC1D8
	T:0.4856
	C:0.4667
	C:0.5706
	
	C:0.2946

	OR4M1
	T:0.2544
	T:0.0847
	T:0.3242
	
	T:0.2937

	UBN2
	
	
	
	
	

	NLRX1
	
	
	
	
	

	ZNF66
	T:0.0134
	T:0
	T:0
	
	T:0.0625

	MAMDC4
	A:0.0032
	A:0
	A:0
	
	A:0.0159

	MDM1
	C:0.3127
	T:0.857
	T:0.7392
	
	T:0.4504

	KRTAP10-6
	T:0.0118
	T:0.0356
	T:0.0072
	
	T:0.002

	RNF215
	T:0.1316
	T:0.0522
	T:0.1556
	
	T:0.1438

	MKI67
	C:0.2328
	C:0.3427
	C:0.2291
	
	C:0.2609

	KRT6B
	G:0.0264
	G:0.0008
	G:0
	
	G:0.123

	RAET1G
	C:0.2260
	C:0.1021
	C:0.111
	
	C:0.5317

	MUC19
	
	
	
	
	

	CSF1
	A:0.1114
	A:0.1717
	A:0.0965
	
	A:0.1488

	FRG1B
	
	
	
	
	

	ZNF43
	
	
	
	
	

	PLK5
	
	
	
	
	

	MYPN
	A:0.3359
	A:0.1762
	A:0.4035
	
	A:0.2649

	FRG1
	
	
	
	
	

	SERTAD1
	T:0.4581
	C:0.8797
	C:0.4914
	
	C:0.2411

	ZNF28
	
	
	
	
	

	FAM186A
	
	
	
	
	

	MYO7B
	G:0.2067
	G:0.1135
	G:0.1239
	
	G:0.1865

	PIH1D1
	C:0.3912
	T:0.6475
	T:0.6124
	
	T:0.4117

	IGKV1D-16
	A:0.0002
	A:0
	A:0
	
	A:0

	MUC17
	C:0.2382
	C:0.351
	C:0.1023
	
	C:0.252

	PIH1D1
	T:0.3912
	G:0.6475
	G:0.6124
	
	G:0.4117

	ZNF678
	
	
	
	
	

	TCP10L2
	
	
	
	
	

	TTLL6
	C:0.2716
	C:0.3434
	C:0.4063
	
	C:0.1875

	MZF1
	T:0.0711
	T:0.0023
	T:0.1412
	
	T:0.1081

	PDILT
	T:0.3564
	T:0.4153
	T:0.3473
	
	T:0.1538

	C7orf31
	T:0.2813
	T:0.0484
	T:0.3919
	
	T:0.1567

	MKL1
	C:0.4832
	C:0.9448
	C:0.2839
	
	C:0.1111

	MUC22
	T:0.1342
	T:0.2126
	T:0.1571
	
	T:0.0853

	FLG2
	C:0.0038
	C:0
	C:0
	
	C:0.0188

	GTPBP3
	T:0.3776
	C:0.8669
	C:0.487
	
	C:0.2907

	KIAA1683
	A:0.3001
	A:0.4554
	A:0.2478
	
	A:0.3165

	MYEOV
	C:0.1799
	C:0.1785
	C:0.0922
	
	C:0.2153

	ELN
	A:0.2204
	A:0.1339,A:0.1339
	A:0.2464,A:0.2464
	
	A:0.1081,A:0.1081

	OR2L3
	T:0.0094
	T:0
	T:0
	
	T:0.0456

	LRRK1
	A:0.0014
	A:0
	A:0
	
	A:0.0069

	DPH1
	
	
	
	
	

	MKI67
	T:0.2222
	T:0.3056
	T:0.2233
	
	T:0.2599

	HIP1R
	A:0.1585
	A:0.2239
	A:0.0504
	
	A:0.2262

	ADD1
	T:0.2085
	T:0.0492
	T:0.1744
	
	T:0.4524

	PSMC3IP
	T:0.0899
	T:0.1293
	T:0.0331
	
	T:0.1855

	ABCA7
	A:0.0607
	A:0.003
	A:0.0086
	
	A:0.1915

	THUMPD1
	A:0.1466
	A:0.0961
	A:0.0865
	
	A:0.2212

	GSTA2
	A:0.0707
	A:0.0015
	A:0.0216
	
	A:0.13

	DDC8
	A:0.0116
	A:0.003
	A:0.0014
	
	A:0.0526

	SRCRB4D
	T:0.1891
	T:0.0454
	T:0.255
	
	T:0.2421

	TMEM104
	G:0.4537
	A:0.6293
	A:0.5
	
	A:0.3968

	EPPK1
	
	
	
	
	

	ISG15
	A:0.3389
	A:0.4387
	A:0.2709
	
	A:0.1845

	PDILT
	T:0.3528
	T:0.4017
	T:0.3473
	
	T:0.1538

	OR11H12
	T:0.0004
	
	
	
	

	LRRC23
	
	T:0.1498
	T:0.0865
	
	T:0.2589

	ZNF799
	A:0.0885
	A:0.0174
	A:0.0793
	
	A:0.0585

	ZNF99
	T:0.0895
	T:0.0681
	T:0.0879
	
	T:0.0933

	TMPRSS9
	A:0.1418
	A:0.1831
	A:0.0663
	
	A:0.2351

	KRTAP1-5
	A:0.0056
	A:0
	A:0
	
	A:0.0278

	OR6B1
	T:0.1623
	T:0.0764
	T:0.3674
	
	T:0.2411

	TMEM79
	A:0.2029
	A:0.0794
	A:0.2781
	
	A:0.2272

	POTEG
	
	
	
	
	

	MYOM1
	G:0.1280
	G:0.1339
	G:0.0879
	
	G:0.1845

	TAF1C
	A:0.1587
	A:0.208
	A:0.0648
	
	A:0.1508

	CCZ1
	
	
	
	
	

	MKI67
	T:0.1028
	T:0.0666
	T:0.1556
	
	T:0.1359

	LAIR1
	C:0.1554
	C:0.0802
	C:0.1153
	
	C:0.2877

	AC079354.1
	G:0.1280
	G:0.0325
	G:0.1037
	
	G:0.1776

	NBPF10
	A:0.2420
	A:0.1369
	A:0.3674
	
	A:0.1617

	MUC21
	A:0.0385
	A:0.0356
	A:0.062
	
	A:0.0208

	COASY
	C:0.4930
	A:0.4289
	A:0.487
	
	A:0.4524

	C10orf71
	C:0.1765
	C:0.1029
	C:0.2608
	
	C:0.3095

	POLD1
	A:0.1883
	A:0.3222
	A:0.1023
	
	A:0.1607

	UBAP2
	C:0.3710
	T:0.4909
	T:0.732
	
	T:0.8274

	SRCRB4D
	T:0.0956
	T:0.146
	T:0.0749
	
	T:0.1488

	TACC3
	A:0.1492
	A:0.059
	A:0.1873
	
	A:0.1478

	TACC3
	A:0.1699
	A:0.1331
	A:0.196
	
	A:0.1478

	PLXNB2
	C:0.0745
	C:0.0061
	C:0.0893
	
	C:0.0694

	NUP210
	C:0.4830
	T:0.8215
	T:0.4236
	
	T:0.3323

	BPI
	T:0.4313
	T:0.1573
	T:0.5245
	
	T:0.5764

	HYDIN
	C:0.4539
	C:0.205
	C:0.4597
	
	C:0.4365

	SLX4
	A:0.0629
	A:0
	A:0.0663
	
	A:0.1429

	HKR1
	T:0.1883
	T:0.1067
	T:0.1801
	
	T:0.1627

	MUC17
	A:0.2350
	A:0.3389
	A:0.1009
	
	A:0.253

	PRMT6
	T:0.1252
	T:0.0098
	T:0.0865
	
	T:0.1448

	VSX2
	A:0.0246
	A:0.003
	A:0.0764
	
	A:0.0198

	PRAMEF4
	
	
	
	
	

	ALMS1
	G:0.0068
	G:0
	G:0
	
	G:0.0337

	MDM1
	G:0.3249
	A:0.8079
	A:0.7378
	
	A:0.4484

	KXD1
	G:0.4625
	G:0.146
	G:0.5533
	
	G:0.6895

	OR7D4
	A:0.1476
	A:0.0567
	A:0.1066
	
	A:0.2153

	KRTAP4-11
	C:0.3123
	T:0.9622
	T:0.6686
	
	T:0.4306

	RFPL4A
	
	
	
	
	

	OR10G8
	T:0.0713
	T:0.0514
	T:0.1427
	
	T:0.1448

	OR14I1
	C:0.1328
	C:0.1649
	C:0.0865
	
	C:0.128

	C17orf78
	G:0.0010
	G:0
	G:0
	
	G:0.005

	FCGBP
	
	
	
	
	

	TDRD10
	A:0.1811
	A:0.1384
	A:0.1455
	
	A:0.1706

	RP11-723O4.6
	A:0.0569
	A:0.0582
	A:0.013
	
	A:0.0516

	AHNAK2
	
	
	
	
	

	WDR35
	C:0.1186
	C:0.0038
	C:0.1196
	
	C:0.1736

	AGBL2
	C:0.4193
	A:0.6377
	A:0.6657
	
	A:0.5694

	NFATC4
	C:0.2804
	C:0.084
	C:0.379
	
	C:0.1448

	DCST1
	A:0.4455
	C:0.3858
	C:0.5865
	
	C:0.8849

	PNPLA3
	G:0.2622
	G:0.118
	G:0.4841
	
	G:0.3502

	MAGEC1
	T:0.2924
	T:0.1831
	T:0.219
	
	T:0.1438

	KCNJ12
	
	
	
	
	

	NPIPB7
	
	
	
	
	

	KIR2DL3
	
	
	
	
	

	HNF1A
	C:0.2985
	C:0.0832
	C:0.33
	
	C:0.3889

	IFNA17
	
	
	
	
	

	MUC16
	G:0.1464
	G:0.087
	G:0.1787
	
	G:0.2669

	HCAR3
	
	
	
	
	

	EDEM2
	T:0.1138
	T:0.0045
	T:0.1052
	
	T:0.0952

	OBSCN
	T:0.0863
	T:0.0166
	T:0.0115
	
	T:0.3165

	CYP2A13
	A:0.0745
	A:0.1853
	A:0.0288
	
	A:0.0615

	CCDC149
	A:0.0349
	A:0.0076
	A:0.0029
	
	A:0.1349

	ZNF705G
	
	
	
	
	

	SCD
	C:0.3890
	C:0.3631
	C:0.5461
	
	C:0.4028

	ANKLE1
	G:0.4607
	G:0.5045
	G:0.3905
	
	G:0.3115

	BAI2
	A:0.0052
	A:0
	A:0
	
	A:0.0248

	AKAP13
	G:0.0691
	G:0.0545
	G:0.0288
	
	G:0.1875

	OR8H3
	T:0.1038
	T:0.0522
	T:0.098
	
	T:0.1429

	ZNF30
	A:0.4139
	G:0.6997
	G:0.3761
	
	G:0.6032

	ZNF99
	A:0.0849
	A:0.0545
	A:0.085
	
	A:0.0933

	ITGAE
	T:0.2897
	C:0.9887
	C:0.6167
	
	C:0.4058

	EMC1
	A:0.0002
	A:0
	A:0
	
	A:0.001

	SPATA31E1
	A:0.4601
	A:0.5151
	A:0.4049
	
	A:0.3373

	CMTM2
	C:0.2366
	C:0.2663
	C:0.2421
	
	C:0.3036

	SLC25A37
	G:0.1731
	G:0.0197
	G:0.2421
	
	G:0.2163

	RIN3
	G:0.4425
	G:0.4561
	G:0.451
	
	G:0.2748

	LOX
	T:0.1567
	T:0.1437
	T:0.1599
	
	T:0.1875

	CD33
	T:0.2107
	T:0.0514
	T:0.4841
	
	T:0.1855

	SLFN12
	C:0.3762
	C:0.2685
	C:0.5375
	
	C:0.3462

	ACBD3
	T:0.4688
	G:0.615
	G:0.6383
	
	G:0.4504

	ITGA11
	T:0.0493
	T:0.003
	T:0.0403
	
	T:0.0833

	FASTK
	A:0.0805
	A:0.1278
	A:0.0375
	
	A:0.2014

	MSH4
	
	
	
	
	

	REM2
	C:0.1070
	C:0.1755
	C:0.1167
	
	C:0.0347

	OR10G4
	
	
	
	
	

	HS3ST6
	G:0.4044
	C:0.6293
	C:0.4914
	
	C:0.5188

	SIX5
	T:0.2981
	T:0.3298
	T:0.2305
	
	T:0.2937

	POM121L12
	T:0.1438
	T:0.2073
	T:0.2133
	
	T:0.0982

	PKD1L1
	A:0.4848
	A:0.5136
	A:0.5072
	
	A:0.5089

	OTOR
	C:0.1945
	C:0.0545
	C:0.1239
	
	C:0.3165

	C9orf131
	G:0.3460
	T:0.5991
	T:0.8127
	
	T:0.4484

	EPPK1
	C:0.2859
	C:0.2254
	C:0.2997
	
	C:0.2669

	PLXNB2
	T:0.3456
	C:0.7602
	C:0.5548
	
	C:0.5813

	KRTAP4-4
	A:0.0190
	A:0.0008
	A:0
	
	A:0.0754

	EPPK1
	T:0.3147
	C:0.7791
	C:0.732
	
	C:0.3869

	SRP14
	G:0.1194
	C:0.8578
	C:0.9395
	
	C:0.7966

	MATN2
	T:0.0909
	T:0.0083
	T:0.134
	
	T:0.0804

	OR10G4
	G:0.4273
	G:0.4682
	G:0.5014
	
	G:0.3591

	TSEN54
	C:0.4387
	T:0.5514
	T:0.4597
	
	T:0.4415

	SCAI
	T:0.2316
	T:0.1339
	T:0.2133
	
	T:0.3065

	MYO18B
	G:0.4263
	G:0.9107
	G:0.2522
	
	G:0.244

	MAP3K1
	G:0.2917
	A:0.7126
	A:0.6527
	
	A:0.5704

	NMS
	T:0.2708
	T:0.2776
	T:0.1931
	
	T:0.3502

	OR2A25
	C:0.1490
	C:0.0318
	C:0.3386
	
	C:0.2877

	CSTL1
	G:0.0641
	G:0.0877
	G:0.0173
	
	G:0.0843

	MUC16
	T:0.1460
	T:0.0855
	T:0.1787
	
	T:0.2669

	NACA2
	C:0.1492
	C:0.0575
	C:0.1037
	
	C:0.1667

	NPIPB15
	
	
	
	
	

	FAT1
	T:0.2542
	C:0.907
	C:0.7176
	
	C:0.5

	THAP9
	T:0.3253
	T:0.0651
	T:0.6484
	
	T:0.2004

	PROM2
	A:0.1006
	A:0.003
	A:0.0879
	
	A:0.2004

	HS6ST1
	
	
	
	
	

	KRTAP10-12
	A:0.3075
	A:0.6233
	A:0.1383
	
	A:0.1151

	TXNRD2
	A:0.2817
	G:0.9516
	G:0.6239
	
	G:0.623

	ZNF257
	C:0.0102
	
	
	
	

	FCGR2A
	G:0.4417
	G:0.5257
	G:0.451
	
	G:0.2778

	FGFR4
	A:0.2995
	A:0.1097
	A:0.3098
	
	A:0.4633

	NSD1
	C:0.2496
	C:0.1059
	C:0.2233
	
	C:0.5119

	NPIPA5
	
	
	
	
	

	LRRC61
	G:0.2584
	G:0.2625
	G:0.1571
	
	G:0.2897

	OR10G4
	C:0.4277
	C:0.469
	C:0.5029
	
	C:0.3591

	C1orf85
	C:0.2065
	C:0.0923
	C:0.2795
	
	C:0.2272

	VCPKMT
	T:0.2500
	T:0.2216
	T:0.245
	
	T:0.4603

	PLEKHG2
	
	
	
	
	

	TMEM2
	T:0.2841
	T:0.3608
	T:0.2752
	
	T:0.1766

	FCRLA
	G:0.4770
	G:0.764
	G:0.4553
	
	G:0.5734

	ZNF646
	A:0.0070
	A:0
	A:0
	
	A:0.0347

	SCEL
	A:0.2352
	A:0.1694
	A:0.1585
	
	A:0.5923

	ZNF91
	C:0.1723
	C:0.1884
	C:0.0418
	
	C:0.3472

	FNBP1
	C:0.3652
	T:0.5787
	T:0.6527
	
	T:0.7927

	OR7G1
	G:0.3438
	G:0.6188
	G:0.1369
	
	G:0.3244

	ITPKB
	A:0.3896
	C:0.6067
	C:0.6599
	
	C:0.6786

	FCGBP
	G:0.2578
	G:0.121,G:0.121
	G:0.4092,G:0.4092
	
	G:0.2173,G:0.2173

	ZCCHC14
	T:0.4615
	T:0.1135
	T:0.5259
	
	T:0.3115

	PCM1
	A:0.3071
	G:0.8132
	G:0.6297
	
	G:0.63

	OR2J2
	C:0.3780
	C:0.112
	C:0.451
	
	C:0.378

	SYNRG
	C:0.1695
	C:0.0877
	C:0.2176
	
	C:0.1389

	AC110781.3
	A:0.4077
	A:0.3714
	A:0.4784
	
	A:0.4187

	OR7D4
	A:0.1476
	A:0.0567
	A:0.1066
	
	A:0.2163

	HLA-DQA1
	G:0.4034
	G:0.2958
	G:0.4827
	
	G:0.4216

	HSPA6
	A:0.1026
	A:0.0023
	A:0.0706
	
	A:0.2738

	OR11H12
	
	
	
	
	

	HSPA6
	G:0.1232
	G:0.0265
	G:0.1268
	
	G:0.2837

	F5
	A:0.1723
	A:0.0008
	A:0.0908
	
	A:0.6022

	C1orf85
	A:0.1993
	A:0.0681
	A:0.2738
	
	A:0.2272

	WDR55
	T:0.2005
	T:0.0545
	T:0.2161
	
	T:0.3016

	IFNA4
	A:0.2276
	A:0.2466
	A:0.2392
	
	A:0.4087

	OR7G1
	A:0.0064
	
	
	
	

	OR2J2
	C:0.3165
	C:0.0408
	C:0.4035
	
	C:0.3512

	USP35
	G:0.1510
	C:0.9985
	C:0.9207
	
	C:0.6558

	SRRM5
	C:0.1881
	C:0.2103
	C:0.2622
	
	C:0.2569

	DKK2
	T:0.1655
	T:0.0053
	T:0.3069
	
	T:0.3859

	SIDT2
	
	
	
	
	

	JMJD4
	C:0.4153
	C:0.4682
	C:0.4914
	
	C:0.3671

	OR2L8
	
	
	
	
	

	STON1
	C:0.3339
	C:0.2784
	C:0.3127
	
	C:0.378

	ETAA1
	A:0.4557
	A:0.348
	A:0.5403
	
	A:0.505

	SERPINA1
	T:0.1605
	T:0.0197
	T:0.1138
	
	T:0.2282

	MUM1
	G:0.3271
	A:0.6831
	A:0.7349
	
	A:0.5149

	DMBT1
	
	
	
	
	

	OR2J2
	G:0.3165
	G:0.0408
	G:0.4035
	
	G:0.3512

	LGALS8
	G:0.3223
	C:0.7005
	C:0.7622
	
	C:0.6865

	IGHV1-58
	C:0.3870
	C:0.1445
	C:0.5548
	
	C:0.4673

	TCTE1
	G:0.1993
	G:0.0242
	G:0.134
	
	G:0.3998

	KRT10
	
	
	
	
	

	IFI27
	-:0.3423
	GGCCATGGC:0.8306
	GGCCATGGC:0.5591
	
	GGCCATGGC:0.5486

	TSPYL6
	
	-:0.1921
	-:0.111
	
	-:0.1865

	DPCR1
	
	
	
	
	

	KRTAP10-10
	-:0.4978
	-:0.5575
	-:0.6153
	
	-:0.37

	TLL1
	
	
	
	
	

	OR11G2
	
	
	
	
	

	DHRS4L2
	A:0.0355
	A:0.0076
	A:0.0187
	
	A:0.1022

	TAS2R46
	-:0.0136
	-:0.0023
	-:0.0058
	
	-:0.0466










Supplementary Table 1 continue
	Hugo_Symbol
	EUR_AF
	SAS_AF
	AA_AF
	EA_AF
	CLIN_SIG

	FRG1B
	
	
	
	
	

	GSTT2
	
	
	A:0.0792,A:0.0792
	A:0.1419,A:0.1419
	

	TLL1
	
	
	
	
	

	ZACN
	T:0.1899
	T:0.1411
	T:0.099
	T:0.1762
	

	OR2J1
	T:0.5815
	T:0.3967
	
	
	

	RP1L1
	T:0.1113
	T:0.09
	T:0.1089
	T:0.1336
	

	RP1L1
	A:0.1034
	A:0.0869
	A:0.0881
	A:0.1233
	

	EXOC3L1
	C:0.0686
	C:0.184
	C:0.419
	C:0.0692
	

	AC024580.1
	
	
	
	
	

	PDXP
	
	
	
	
	

	AQP11
	A:0.0964
	A:0.1391
	A:0.135
	A:0.0933
	

	MUC22
	T:0.002
	T:0.0368
	
	
	

	KRTAP10-2
	C:0.2068
	C:0.1728
	C:0.1727
	C:0.1967
	

	IGLL5
	G:0.0189
	G:0.0307
	G:0.0775
	G:0.0186
	

	NEURL4
	T:0.1928
	T:0.2403
	T:0.0431
	T:0.2121
	

	KRTAP12-1
	T:0.1461
	T:0.183
	T:0.0879
	T:0.1604
	

	RASA4B
	
	
	
	
	

	FRG1B
	
	
	
	
	

	MKI67
	T:0.1571
	T:0.137
	T:0.2694
	T:0.1731
	

	C5orf60
	T:0.0755
	T:0.0654
	T:0.0282
	T:0.0871
	

	TSPYL4
	T:0.1501
	T:0.09
	T:0.0274
	T:0.1227
	

	FFAR3
	
	
	A:0.1435
	A:0.23
	

	ZNF721
	
	
	
	
	

	SERPINF2
	A:0.173
	A:0.3753
	A:0.2115
	A:0.1799
	

	NPIPB11
	T:0
	T:0.001
	
	
	

	TBC1D8
	C:0.6819
	C:0.593
	C:0.5186
	C:0.6682
	

	OR4M1
	T:0.3439
	T:0.3016
	T:0.1332
	T:0.3244
	

	UBN2
	
	
	
	
	

	NLRX1
	
	
	
	
	

	ZNF66
	T:0.004
	T:0
	
	
	

	MAMDC4
	A:0
	A:0
	
	
	

	MDM1
	T:0.7187
	T:0.6329
	T:0.8391
	T:0.7142
	

	KRTAP10-6
	T:0
	T:0.0051
	T:0.0338
	T:0.0015
	

	RNF215
	T:0.2545
	T:0.0828
	T:0.084
	T:0.2556
	

	MKI67
	C:0.1571
	C:0.136
	C:0.3094
	C:0.1736
	

	KRT6B
	G:0
	G:0.0072
	G:0.0005
	G:0.0002
	

	RAET1G
	C:0.1501
	C:0.2382
	C:0.1117
	C:0.1314
	

	MUC19
	
	
	
	
	

	CSF1
	A:0.0119
	A:0.1043
	A:0.1412
	A:0.0078
	

	FRG1B
	
	
	
	
	

	ZNF43
	
	
	
	
	

	PLK5
	
	
	
	
	

	MYPN
	A:0.4851
	A:0.4233
	A:0.2215
	A:0.48
	not_provided,benign

	FRG1
	
	
	
	
	

	SERTAD1
	C:0.503
	C:0.4714
	C:0.8264
	C:0.5183
	

	ZNF28
	
	
	
	
	

	FAM186A
	
	
	
	
	

	MYO7B
	G:0.1968
	G:0.4223
	G:0.1239
	G:0.1866
	

	PIH1D1
	T:0.7535
	T:0.6084
	T:0.6173
	T:0.7658
	

	IGKV1D-16
	A:0.001
	A:0
	
	
	

	MUC17
	C:0.1213
	C:0.2883
	C:0.3059
	C:0.1162
	

	PIH1D1
	G:0.7535
	G:0.6084
	G:0.6173
	G:0.7658
	

	ZNF678
	
	
	
	
	

	TCP10L2
	
	
	
	
	

	TTLL6
	C:0.2664
	C:0.1708
	C:0.3295
	C:0.2709
	

	MZF1
	T:0.0427
	T:0.1053
	T:0.0085
	T:0.033
	

	PDILT
	T:0.4732
	T:0.3722
	T:0.4231
	T:0.5015
	

	C7orf31
	T:0.4891
	T:0.4325
	T:0.1151
	T:0.4992
	

	MKL1
	C:0.3797
	C:0.4908
	C:0.8606
	C:0.397
	

	MUC22
	T:0.1213
	T:0.0757
	
	
	

	FLG2
	C:0
	C:0
	
	
	

	GTPBP3
	C:0.7217
	C:0.6278
	C:0.8525
	C:0.7077
	

	KIAA1683
	A:0.1581
	A:0.2566
	A:0.4208
	A:0.1637
	

	MYEOV
	C:0.1083
	C:0.2812
	C:0.1561
	C:0.1082
	

	ELN
	A:0.4205,A:0.4205
	A:0.229,A:0.229
	A:0.1768,A:0.1768
	A:0.4129,A:0.4129
	benign

	OR2L3
	T:0
	T:0.001
	T:0.0005
	T:0
	

	LRRK1
	A:0
	A:0
	
	
	

	DPH1
	
	
	
	
	

	MKI67
	T:0.1571
	T:0.137
	T:0.2699
	T:0.1733
	

	HIP1R
	A:0.0706
	A:0.1677
	A:0.1913
	A:0.0588
	

	ADD1
	T:0.2048
	T:0.2004
	
	
	risk_factor

	PSMC3IP
	T:0.005
	T:0.0654
	T:0.1003
	T:0.0042
	

	ABCA7
	A:0.0408
	A:0.0613
	A:0.0079
	A:0.041
	

	THUMPD1
	A:0.1262
	A:0.2014
	A:0.095
	A:0.1435
	

	GSTA2
	A:0.0527
	A:0.1564
	A:0.0077
	A:0.0347
	

	DDC8
	A:0
	A:0
	
	
	

	SRCRB4D
	T:0.2048
	T:0.2658
	T:0.0856
	T:0.2037
	

	TMEM104
	A:0.6412
	A:0.5235
	A:0.6487
	A:0.6402
	

	EPPK1
	
	
	G:0.0116
	G:0.0026
	

	ISG15
	A:0.3926
	A:0.3558
	A:0.4147
	A:0.3949
	

	PDILT
	T:0.4732
	T:0.3722
	T:0.409
	T:0.5012
	

	OR11H12
	
	
	
	
	

	LRRC23
	T:0.001
	T:0.0204
	T:0.1362
	T:0.0042
	

	ZNF799
	A:0.1501
	A:0.1585
	A:0.0433
	A:0.1534
	

	ZNF99
	T:0.0934
	T:0.1115
	T:0.0651
	T:0.0913
	

	TMPRSS9
	A:0.0427
	A:0.1452
	A:0.1718
	A:0.0441
	

	KRTAP1-5
	A:0
	A:0
	A:0.0005
	A:0
	

	OR6B1
	T:0.0885
	T:0.1278
	T:0.0707
	T:0.0929
	

	TMEM79
	A:0.2694
	A:0.2229
	A:0.1185
	A:0.2933
	

	POTEG
	
	
	
	
	

	MYOM1
	G:0.0915
	G:0.1278
	G:0.1189
	G:0.0859
	

	TAF1C
	A:0.1103
	A:0.2168
	A:0.1958
	A:0.0936
	

	CCZ1
	
	
	
	
	

	MKI67
	T:0.0785
	T:0.1053
	T:0.0672
	T:0.0897
	

	LAIR1
	C:0.1402
	C:0.1646
	C:0.0733
	C:0.1147
	

	AC079354.1
	G:0.1938
	G:0.1554
	
	
	

	NBPF10
	A:0.3867
	A:0.229
	
	
	

	MUC21
	A:0.0467
	A:0.0358
	
	
	

	COASY
	A:0.5239
	A:0.6656
	A:0.4309
	A:0.5429
	

	C10orf71
	C:0.1481
	C:0.1084
	C:0.1254
	C:0.1596
	

	POLD1
	A:0.0706
	A:0.2178
	A:0.2963
	A:0.072
	

	UBAP2
	T:0.6163
	T:0.5511
	T:0.5327
	T:0.6173
	

	SRCRB4D
	T:0.0159
	T:0.0695
	T:0.1337
	T:0.0117
	

	TACC3
	A:0.2634
	A:0.1278
	A:0.0943
	A:0.2414
	

	TACC3
	A:0.2634
	A:0.1278
	A:0.1571
	A:0.2463
	

	PLXNB2
	C:0.175
	C:0.0583
	C:0.0255
	C:0.1551
	

	NUP210
	T:0.5239
	T:0.3548
	T:0.7576
	T:0.5433
	

	BPI
	T:0.5437
	T:0.4703
	T:0.2165
	T:0.5355
	

	HYDIN
	C:0.7445
	C:0.5051
	
	
	

	SLX4
	A:0.0537
	A:0.0726
	A:0.0132
	A:0.0545
	

	HKR1
	T:0.2614
	T:0.2556
	T:0.1425
	T:0.2549
	

	MUC17
	A:0.1213
	A:0.2883
	A:0.3
	A:0.1162
	

	PRMT6
	T:0.1918
	T:0.2198
	T:0.0443
	T:0.2075
	

	VSX2
	A:0.0099
	A:0.0368
	A:0.0052
	A:0.0107
	benign

	PRAMEF4
	
	
	
	
	

	ALMS1
	G:0
	G:0
	G:0
	G:0.0001
	

	MDM1
	A:0.7187
	A:0.6401
	A:0.7851
	A:0.7137
	

	KXD1
	G:0.5606
	G:0.4908
	G:0.2011
	G:0.5638
	

	OR7D4
	A:0.2018
	A:0.1738
	A:0.0794
	A:0.1829
	

	KRTAP4-11
	T:0.7137
	T:0.5685
	T:0.9321
	T:0.7216
	

	RFPL4A
	
	
	
	
	

	OR10G8
	T:0.007
	T:0.0378
	T:0.0436
	T:0.0028
	

	OR14I1
	C:0.1173
	C:0.1431
	C:0.153
	C:0.1153
	

	C17orf78
	G:0
	G:0
	
	
	

	FCGBP
	
	
	
	
	

	TDRD10
	A:0.2256
	A:0.229
	A:0.1373
	A:0.1971
	

	RP11-723O4.6
	A:0.0179
	A:0.1319
	
	
	

	AHNAK2
	
	
	
	
	

	WDR35
	C:0.1123
	C:0.2229
	C:0.0211
	C:0.0881
	

	AGBL2
	A:0.5666
	A:0.4693
	A:0.6154
	A:0.5461
	

	NFATC4
	C:0.5716
	C:0.316
	C:0.1656
	C:0.586
	

	DCST1
	C:0.3569
	C:0.6227
	C:0.4081
	C:0.347
	

	PNPLA3
	G:0.2256
	G:0.2464
	G:0.145
	G:0.221
	

	MAGEC1
	T:0.3757
	T:0.1912
	T:0.26
	T:0.4527
	

	KCNJ12
	
	
	
	
	

	NPIPB7
	
	
	
	
	

	KIR2DL3
	
	
	
	
	

	HNF1A
	C:0.339
	C:0.4325
	
	
	benign,risk_factor

	IFNA17
	
	
	C:0.1302
	C:0.0527
	

	MUC16
	G:0.0865
	G:0.1411
	G:0.096
	G:0.077
	

	HCAR3
	
	
	
	
	

	EDEM2
	T:0.1799
	T:0.2188
	T:0.0338
	T:0.1769
	

	OBSCN
	T:0.0258
	T:0.0583
	T:0.0177
	T:0.0186
	

	CYP2A13
	A:0.0109
	A:0.0358
	A:0.1471
	A:0.014
	

	CCDC149
	A:0.0099
	A:0.0174
	
	
	

	ZNF705G
	
	
	
	
	

	SCD
	C:0.4245
	C:0.2618
	C:0.3563
	C:0.4217
	

	ANKLE1
	G:0.5726
	G:0.4898
	G:0.5005
	G:0.5187
	

	BAI2
	A:0
	A:0.001
	A:0
	A:0.0001
	

	AKAP13
	G:0.0298
	G:0.0358
	G:0.0572
	G:0.0377
	

	OR8H3
	T:0.1213
	T:0.1196
	T:0.0559
	T:0.1172
	

	ZNF30
	G:0.5119
	G:0.6401
	G:0.6571
	G:0.4742
	

	ZNF99
	A:0.0905
	A:0.1115
	A:0.0519
	A:0.0911
	

	ITGAE
	C:0.8618
	C:0.5583
	C:0.9555
	C:0.8165
	

	EMC1
	A:0
	A:0
	
	
	

	SPATA31E1
	A:0.5179
	A:0.4918
	A:0.4975
	A:0.4914
	

	CMTM2
	C:0.1302
	C:0.2331
	C:0.2665
	C:0.1131
	

	SLC25A37
	G:0.2922
	G:0.1646
	G:0.0597
	G:0.2765
	

	RIN3
	G:0.5815
	G:0.4479
	G:0.4564
	G:0.57
	

	LOX
	T:0.162
	T:0.135
	
	
	benign

	CD33
	T:0.3101
	T:0.1554
	T:0.0933
	T:0.3006
	

	SLFN12
	C:0.4881
	C:0.3231
	C:0.3252
	C:0.4892
	

	ACBD3
	G:0.6103
	G:0.3436
	G:0.5878
	G:0.6047
	

	ITGA11
	T:0.0716
	T:0.0603
	T:0.0157
	T:0.0822
	

	FASTK
	A:0
	A:0.0051
	A:0.0899
	A:0.0017
	

	MSH4
	
	
	
	
	

	REM2
	C:0.1074
	C:0.0818
	C:0.1502
	C:0.0834
	

	OR10G4
	
	
	
	
	

	HS3ST6
	C:0.5676
	C:0.7321
	C:0.5945
	C:0.5454
	

	SIX5
	T:0.3231
	T:0.2822
	T:0.3046
	T:0.3637
	

	POM121L12
	T:0.1451
	T:0.0542
	T:0.1916
	T:0.132
	

	PKD1L1
	A:0.505
	A:0.3845
	A:0.4952
	A:0.4907
	

	OTOR
	C:0.16
	C:0.3436
	C:0.0783
	C:0.1748
	

	C9orf131
	T:0.7495
	T:0.729
	T:0.6235
	T:0.7577
	

	EPPK1
	C:0.2575
	C:0.407
	C:0.2228
	C:0.2555
	

	PLXNB2
	C:0.6392
	C:0.6728
	C:0.7618
	C:0.6464
	

	KRTAP4-4
	A:0.002
	A:0.0164
	A:0.0011
	A:0.0009
	

	EPPK1
	C:0.7475
	C:0.7689
	C:0.7661
	C:0.7722
	

	SRP14
	C:0.9284
	C:0.907
	C:0.8727
	C:0.9263
	

	MATN2
	T:0.1829
	T:0.0879
	T:0.0365
	T:0.1781
	

	OR10G4
	G:0.4404
	G:0.3763
	G:0.4761
	G:0.4556
	

	TSEN54
	T:0.6839
	T:0.6442
	T:0.5803
	T:0.7019
	benign

	SCAI
	T:0.3101
	T:0.2188
	T:0.1545
	T:0.3059
	

	MYO18B
	G:0.174
	G:0.3425
	G:0.7682
	G:0.154
	

	MAP3K1
	A:0.8062
	A:0.7832
	A:0.7454
	A:0.8228
	

	NMS
	T:0.2048
	T:0.3027
	T:0.2714
	T:0.2205
	

	OR2A25
	C:0.0606
	C:0.1207
	C:0.0318
	C:0.0517
	

	CSTL1
	G:0.0278
	G:0.0818
	G:0.0765
	G:0.016
	

	MUC16
	T:0.0865
	T:0.1411
	T:0.0959
	T:0.0768
	

	NACA2
	C:0.1471
	C:0.2894
	C:0.0747
	C:0.1452
	

	NPIPB15
	
	
	
	
	

	FAT1
	C:0.7803
	C:0.7658
	C:0.8931
	C:0.7958
	

	THAP9
	T:0.5507
	T:0.3446
	T:0.1512
	T:0.558
	

	PROM2
	A:0.1382
	A:0.1002
	A:0.0286
	A:0.1413
	

	HS6ST1
	
	
	
	
	

	KRTAP10-12
	A:0.1392
	A:0.3722
	A:0.5137
	A:0.1374
	

	TXNRD2
	G:0.7217
	G:0.5644
	G:0.9157
	G:0.7377
	

	ZNF257
	
	
	
	
	not_provided

	FCGR2A
	G:0.5109
	G:0.4192
	
	
	risk_factor

	FGFR4
	A:0.2942
	A:0.3855
	
	
	pathogenic

	NSD1
	C:0.1441
	C:0.3006
	C:0.1026
	C:0.1385
	benign

	NPIPA5
	
	
	
	
	

	LRRC61
	G:0.2455
	G:0.3057
	G:0.2442
	G:0.2556
	

	OR10G4
	C:0.4404
	C:0.3763
	C:0.4786
	C:0.4558
	

	C1orf85
	C:0.2694
	C:0.2229
	C:0.1235
	C:0.2933
	

	VCPKMT
	T:0.1461
	T:0.182
	T:0.1988
	T:0.1562
	

	PLEKHG2
	
	
	
	
	

	TMEM2
	T:0.2187
	T:0.365
	T:0.3284
	T:0.2113
	

	FCRLA
	G:0.2078
	G:0.2822
	G:0.6589
	G:0.2188
	

	ZNF646
	A:0
	A:0
	
	
	

	SCEL
	A:0.0736
	A:0.1769
	A:0.1512
	A:0.0714
	

	ZNF91
	C:0.0636
	C:0.1748
	C:0.1624
	C:0.0536
	

	FNBP1
	T:0.507
	T:0.6667
	T:0.5915
	T:0.5242
	

	OR7G1
	G:0.1918
	G:0.2955
	G:0.5377
	G:0.1734
	

	ITPKB
	C:0.5258
	C:0.5971
	C:0.5769
	C:0.4822
	

	FCGBP
	G:0.3608,G:0.3608
	G:0.271,G:0.271
	G:0.1387,G:0.1387
	G:0.3461,G:0.3461
	

	ZCCHC14
	T:0.7594
	T:0.7342
	T:0.2408
	T:0.7608
	

	PCM1
	G:0.7624
	G:0.5685
	G:0.8425
	G:0.8022
	

	OR2J2
	C:0.5477
	C:0.5112
	C:0.1871
	C:0.5409
	

	SYNRG
	C:0.2097
	C:0.2362
	C:0.1003
	C:0.1773
	

	AC110781.3
	A:0.3559
	A:0.4489
	
	
	

	OR7D4
	A:0.2008
	A:0.1738
	A:0.0794
	A:0.1828
	

	HLA-DQA1
	G:0.4483
	G:0.4274
	G:0.2265
	G:0.2922
	

	HSPA6
	A:0.1034
	A:0.0838
	
	
	

	OR11H12
	
	
	
	
	

	HSPA6
	G:0.1143
	G:0.0951
	G:0.0381
	G:0.1034
	

	F5
	A:0.0239
	A:0.1718
	A:0.0054
	A:0.0081
	

	C1orf85
	A:0.2694
	A:0.2229
	A:0.096
	A:0.2929
	

	WDR55
	T:0.2396
	T:0.2423
	T:0.0763
	T:0.2342
	

	IFNA4
	A:0.1521
	A:0.0849
	A:0.204
	A:0.156
	

	OR7G1
	
	
	G:0.7896
	G:0.3205
	

	OR2J2
	C:0.5149
	C:0.3875
	C:0.1157
	C:0.4911
	

	USP35
	C:0.9602
	C:0.681
	C:0.988
	C:0.9609
	

	SRRM5
	C:0.1461
	C:0.0777
	C:0.2074
	C:0.1505
	

	DKK2
	T:0.1083
	T:0.1135
	T:0.032
	T:0.1024
	

	SIDT2
	
	
	
	
	

	JMJD4
	C:0.3976
	C:0.3579
	C:0.3794
	C:0.3789
	

	OR2L8
	
	
	
	
	

	STON1
	C:0.3181
	C:0.3947
	C:0.2971
	C:0.3197
	

	ETAA1
	A:0.4692
	A:0.4765
	A:0.3392
	A:0.4505
	

	SERPINA1
	T:0.1561
	T:0.319
	
	
	benign,other

	MUM1
	A:0.7187
	A:0.7311
	A:0.6852
	A:0.757
	

	DMBT1
	
	
	C:0.0992
	C:0.0207
	

	OR2J2
	G:0.5149
	G:0.3875
	G:0.1155
	G:0.4922
	

	LGALS8
	C:0.7396
	C:0.5143
	C:0.7227
	C:0.7529
	

	IGHV1-58
	C:0.5974
	C:0.2965
	C:0.2156
	C:0.5873
	

	TCTE1
	G:0.1769
	G:0.2986
	G:0.0538
	G:0.1571
	

	KRT10
	
	
	
	
	

	IFI27
	GGCCATGGC:0.6282
	GGCCATGGC:0.637
	GGCCATGGC:0.7511
	GGCCATGGC:0.6015
	

	TSPYL6
	-:0.1143
	-:0.1677
	
	
	

	DPCR1
	
	
	
	
	

	KRTAP10-10
	-:0.5736
	-:0.3875
	-:0.5476
	-:0.5543
	

	TLL1
	
	
	
	
	

	OR11G2
	
	
	A:0.6684
	A:0.7083
	

	DHRS4L2
	A:0.0139
	A:0.0389
	A:0.0352
	A:0.0407
	

	TAS2R46
	-:0.0089
	-:0.0051
	-:0.0045
	-:0.0094
	































Supplementary Table 1 continue
	Hugo_Symbol
	SOMATIC
	PUBMED

	FRG1B
	
	

	GSTT2
	0,0,1
	

	TLL1
	
	

	ZACN
	
	

	OR2J1
	0,1,1
	22714804

	RP1L1
	0,1
	

	RP1L1
	0,1
	

	EXOC3L1
	
	19854717

	AC024580.1
	
	

	PDXP
	
	

	AQP11
	0,1
	

	MUC22
	0,1
	

	KRTAP10-2
	0,1
	

	IGLL5
	0,1
	

	NEURL4
	0,1,1
	

	KRTAP12-1
	0,1
	

	RASA4B
	
	

	FRG1B
	
	

	MKI67
	0,1
	

	C5orf60
	0,1
	

	TSPYL4
	
	

	FFAR3
	0,1
	

	ZNF721
	1,1
	

	SERPINF2
	0,1
	16828203

	NPIPB11
	
	

	TBC1D8
	0,1,1
	

	OR4M1
	0,1
	

	UBN2
	
	

	NLRX1
	
	

	ZNF66
	
	

	MAMDC4
	0,1,1
	

	MDM1
	0,1
	

	KRTAP10-6
	
	

	RNF215
	0,1
	

	MKI67
	0,1
	16385451

	KRT6B
	0,1
	

	RAET1G
	
	

	MUC19
	
	

	CSF1
	0,1,1
	

	FRG1B
	0,1,1,1
	

	ZNF43
	
	

	PLK5
	
	

	MYPN
	
	2.03952E+23

	FRG1
	
	

	SERTAD1
	
	

	ZNF28
	
	

	FAM186A
	1
	

	MYO7B
	0,1,1
	

	PIH1D1
	
	

	IGKV1D-16
	
	

	MUC17
	0,1
	

	PIH1D1
	
	

	ZNF678
	1,1
	

	TCP10L2
	0,1,1
	

	TTLL6
	
	

	MZF1
	0,1
	

	PDILT
	
	

	C7orf31
	0,1
	

	MKL1
	0,1
	12482934

	MUC22
	
	

	FLG2
	
	

	GTPBP3
	
	15542390

	KIAA1683
	0,1,1
	

	MYEOV
	0,1
	

	ELN
	0,0,1
	1.76729E+71

	OR2L3
	0,1
	

	LRRK1
	0,1,1,1
	

	DPH1
	
	

	MKI67
	
	

	HIP1R
	0,1
	

	ADD1
	0,1,1
	19379518,22810272,19330901,25567773,19559392,19619703,18279468,20981351,18398333,18657677,18787518,17765140,19199261,19166692,19574959,20927398,19838659,19274077,19927152,16109321,19960031,18513389,20145305,18660489,21194526,19131662,21291465,20565774,21339657,19263529,22198647

	PSMC3IP
	
	

	ABCA7
	0,1
	

	THUMPD1
	
	

	GSTA2
	0,1
	2.47071E+15

	DDC8
	
	

	SRCRB4D
	0,1
	

	TMEM104
	0,1
	

	EPPK1
	0,1
	

	ISG15
	0,1
	

	PDILT
	
	

	OR11H12
	
	

	LRRC23
	0,1,1
	

	ZNF799
	0,1
	

	ZNF99
	0,1
	

	TMPRSS9
	0,1
	

	KRTAP1-5
	
	

	OR6B1
	0,1
	

	TMEM79
	0,1
	2.014E+15

	POTEG
	0,1
	

	MYOM1
	0,1
	

	TAF1C
	
	

	CCZ1
	0,1
	

	MKI67
	0,1
	

	LAIR1
	0,1
	

	AC079354.1
	0,1,1
	

	NBPF10
	0,1
	

	MUC21
	0,1
	

	COASY
	0,1
	1.6949E+103

	C10orf71
	0,1,1
	

	POLD1
	0,1,1
	1.51134E+39

	UBAP2
	0,1
	20670673

	SRCRB4D
	0,1
	

	TACC3
	0,1
	

	TACC3
	
	

	PLXNB2
	0,1
	

	NUP210
	
	

	BPI
	0,1
	2.04636E+23

	HYDIN
	0,1,1
	

	SLX4
	0,1
	

	HKR1
	
	

	MUC17
	
	

	PRMT6
	0,1,1,1
	

	VSX2
	
	22204637

	PRAMEF4
	0,1
	

	ALMS1
	
	

	MDM1
	0,1,1
	1.79033E+23

	KXD1
	0,1
	

	OR7D4
	0,1
	

	KRTAP4-11
	0,1
	

	RFPL4A
	0,1
	

	OR10G8
	0,1
	

	OR14I1
	0,1
	

	C17orf78
	
	

	FCGBP
	0,0,1
	

	TDRD10
	
	25340798

	RP11-723O4.6
	
	

	AHNAK2
	
	

	WDR35
	0,1
	

	AGBL2
	0,1
	19060910

	NFATC4
	0,1,1,1
	18452871

	DCST1
	0,1
	

	PNPLA3
	0,1
	24868321,25482317,24897026,23576902,23394097,24345846,19524579,20962157,22105854,23032985,24102786,24916969,25504078,25755421,25755414,25232397,24829591,19542081,21068004,22110053,23069476,24114809,24917523,25646328,26019735,22719190,25624712,20585554,19651814,21168155,22141340,23269818,24123231,24927606,20335584,22792295,24132155,21663607,21533024,19729411,21168459,22162034,23275357,24125181,24333862,24947770,22543885,23804528,23236228,19223251,19390624,19738004,21176169,22258181,23292069,24369119,24978903,24069270,24799990,22521357,19395112,22001757,19844213,21236304,22314430,23334462,24417250,25024592,22505194,24206787,25624707,22087248,24966605,19946271,21254164,22338072,23416328,24425067,25040896,25356026,23594525,22959976,22140488,25018854,20373368,21274868,22546774,23418085,24445574,25060292,21788578,25278691,22617559,19638269,25024597,20546964,21281435,22634340,23512881,24477042,25069572,25593453,23226254,25713769,19324104,23535911,20648472,21319195,22704398,23564580,24498332,25074358,22898488,2603450

	MAGEC1
	
	21810217

	KCNJ12
	0,1
	

	NPIPB7
	
	

	KIR2DL3
	
	

	HNF1A
	0,1
	2.1943E+199

	IFNA17
	0,1
	

	MUC16
	
	

	HCAR3
	
	

	EDEM2
	0,1
	20802025

	OBSCN
	
	

	CYP2A13
	0,1
	

	CCDC149
	0,1
	

	ZNF705G
	0,1,1
	

	SCD
	0,1
	2.05659E+23

	ANKLE1
	0,1,1,1
	2.0853E+159

	BAI2
	
	

	AKAP13
	
	

	OR8H3
	0,1
	

	ZNF30
	0,1,1
	

	ZNF99
	0,1
	

	ITGAE
	0,1
	1.90231E+15

	EMC1
	
	

	SPATA31E1
	
	

	CMTM2
	
	

	SLC25A37
	0,1
	

	RIN3
	0,1
	

	LOX
	0,1
	2.51124E+87

	CD33
	0,1
	2.34442E+31

	SLFN12
	0,1
	

	ACBD3
	0,1
	

	ITGA11
	
	19390575

	FASTK
	0,1
	24743186

	MSH4
	
	

	REM2
	0,1
	

	OR10G4
	
	

	HS3ST6
	0,1,1
	

	SIX5
	0,1
	

	POM121L12
	0,1
	

	PKD1L1
	0,1
	

	OTOR
	0,1
	

	C9orf131
	0,1,1
	

	EPPK1
	0,1
	

	PLXNB2
	0,1
	

	KRTAP4-4
	0,1
	

	EPPK1
	0,1
	

	SRP14
	
	16251468

	MATN2
	0,1,1
	

	OR10G4
	
	

	TSEN54
	
	

	SCAI
	0,1
	

	MYO18B
	0,1
	

	MAP3K1
	
	18521924

	NMS
	0,1
	

	OR2A25
	0,1
	

	CSTL1
	
	

	MUC16
	
	

	NACA2
	0,1
	

	NPIPB15
	
	

	FAT1
	0,1,1
	

	THAP9
	
	21625490

	PROM2
	
	

	HS6ST1
	0,1
	

	KRTAP10-12
	0,1
	

	TXNRD2
	
	2.35974E+23

	ZNF257
	1,1
	21499247

	FCGR2A
	0,1
	17018637,19545442,23456091,21060334,24048792,17327408,18194515,18796628,24117665,19461987,23982074,18633131,18759263,16893392,24775607,24884501,25105367,19066394,19140833,17315188,24911936,21068098,22654485,20041166,19421223,18418394,25093412,24586589,18793404,17668374,19640933,19915573,25645453,21792837,24649108,18936436,20149216,20148910,21187939,25848939,22113576,21723269,20439102,20691091,22623917,25596266,20929558,15657875,20508037,21317643,21900198,21719445,19121645,21780194,21208440,21737555,22957039,25101798,20207250,16846490,22417159,21768177,22565545,22691414,22117530,23128233,22922574,21831733,20848568,25430668,19232413,23906684,23649770,22081228,23965133,26089985,21044892,23459936,21408207,22446962,22271896,23597143,21297633,24946689,22484354,21658613,22087647,19838195,21379322,22540264,22938532,23739238

	FGFR4
	0,1
	2.2271E+191

	NSD1
	
	18001468

	NPIPA5
	0,1,1
	

	LRRC61
	0,1
	19473523

	OR10G4
	0,1
	

	C1orf85
	0,1,1
	

	VCPKMT
	0,1
	

	PLEKHG2
	0,1,1,1
	

	TMEM2
	0,1
	

	FCRLA
	0,1,1,1
	

	ZNF646
	0,1,1
	

	SCEL
	0,1
	

	ZNF91
	0,1,1
	

	FNBP1
	0,1,1,1
	

	OR7G1
	
	

	ITPKB
	0,1,1
	

	FCGBP
	0,0,1
	

	ZCCHC14
	0,1
	1.94308E+15

	PCM1
	
	16894060

	OR2J2
	
	

	SYNRG
	0,1
	

	AC110781.3
	0,1
	

	OR7D4
	0,1
	22362865

	HLA-DQA1
	0,1
	

	HSPA6
	
	

	OR11H12
	0,1
	

	HSPA6
	0,1
	

	F5
	
	

	C1orf85
	0,1,1
	

	WDR55
	
	18222353

	IFNA4
	
	

	OR7G1
	
	

	OR2J2
	0,1
	

	USP35
	
	

	SRRM5
	0,1
	

	DKK2
	0,1
	2.46516E+39

	SIDT2
	
	

	JMJD4
	0,1
	

	OR2L8
	0,1
	

	STON1
	0,1,1
	

	ETAA1
	0,1
	25093842

	SERPINA1
	0,1
	2.10676E+55

	MUM1
	
	

	DMBT1
	0,1,1,1
	

	OR2J2
	0,1
	

	LGALS8
	
	

	IGHV1-58
	
	

	TCTE1
	0,1
	

	KRT10
	
	

	IFI27
	0,1
	

	TSPYL6
	0,1
	

	DPCR1
	
	

	KRTAP10-10
	
	

	TLL1
	
	

	OR11G2
	0,1
	

	DHRS4L2
	
	

	TAS2R46
	0,1
	




















Supplementary Table 1 continue
	Hugo_Symbol
	MOTIF_NAME
	MOTIF_POS
	HIGH_INF_POS
	MOTIF_SCORE_CHANGE
	IMPACT

	FRG1B
	
	
	
	
	HIGH

	GSTT2
	
	
	
	
	HIGH

	TLL1
	
	
	
	
	HIGH

	ZACN
	
	
	
	
	HIGH

	OR2J1
	
	
	
	
	HIGH

	RP1L1
	
	
	
	
	MODERATE

	RP1L1
	
	
	
	
	MODERATE

	EXOC3L1
	
	
	
	
	MODERATE

	AC024580.1
	
	
	
	
	MODERATE

	PDXP
	
	
	
	
	MODERATE

	AQP11
	
	
	
	
	MODERATE

	MUC22
	
	
	
	
	MODERATE

	KRTAP10-2
	
	
	
	
	MODERATE

	IGLL5
	
	
	
	
	MODERATE

	NEURL4
	
	
	
	
	MODERATE

	KRTAP12-1
	
	
	
	
	MODERATE

	RASA4B
	
	
	
	
	MODERATE

	FRG1B
	
	
	
	
	MODERATE

	MKI67
	
	
	
	
	MODERATE

	C5orf60
	
	
	
	
	MODERATE

	TSPYL4
	
	
	
	
	MODERATE

	FFAR3
	
	
	
	
	MODERATE

	ZNF721
	
	
	
	
	MODERATE

	SERPINF2
	
	
	
	
	MODERATE

	NPIPB11
	
	
	
	
	MODERATE

	TBC1D8
	
	
	
	
	MODERATE

	OR4M1
	
	
	
	
	MODERATE

	UBN2
	
	
	
	
	MODERATE

	NLRX1
	
	
	
	
	MODERATE

	ZNF66
	
	
	
	
	MODERATE

	MAMDC4
	
	
	
	
	MODERATE

	MDM1
	
	
	
	
	MODERATE

	KRTAP10-6
	
	
	
	
	MODERATE

	RNF215
	
	
	
	
	MODERATE

	MKI67
	
	
	
	
	MODERATE

	KRT6B
	
	
	
	
	MODERATE

	RAET1G
	
	
	
	
	MODERATE

	MUC19
	
	
	
	
	MODERATE

	CSF1
	
	
	
	
	MODERATE

	FRG1B
	
	
	
	
	MODERATE

	ZNF43
	
	
	
	
	MODERATE

	PLK5
	
	
	
	
	MODERATE

	MYPN
	
	
	
	
	MODERATE

	FRG1
	
	
	
	
	MODERATE

	SERTAD1
	
	
	
	
	MODERATE

	ZNF28
	
	
	
	
	MODERATE

	FAM186A
	
	
	
	
	MODERATE

	MYO7B
	
	
	
	
	MODERATE

	PIH1D1
	
	
	
	
	MODERATE

	IGKV1D-16
	
	
	
	
	MODERATE

	MUC17
	
	
	
	
	MODERATE

	PIH1D1
	
	
	
	
	MODERATE

	ZNF678
	
	
	
	
	MODERATE

	TCP10L2
	
	
	
	
	MODERATE

	TTLL6
	
	
	
	
	MODERATE

	MZF1
	
	
	
	
	MODERATE

	PDILT
	
	
	
	
	MODERATE

	C7orf31
	
	
	
	
	MODERATE

	MKL1
	
	
	
	
	MODERATE

	MUC22
	
	
	
	
	MODERATE

	FLG2
	
	
	
	
	MODERATE

	GTPBP3
	
	
	
	
	MODERATE

	KIAA1683
	
	
	
	
	MODERATE

	MYEOV
	
	
	
	
	MODERATE

	ELN
	
	
	
	
	MODERATE

	OR2L3
	
	
	
	
	MODERATE

	LRRK1
	
	
	
	
	MODERATE

	DPH1
	
	
	
	
	MODERATE

	MKI67
	
	
	
	
	MODERATE

	HIP1R
	
	
	
	
	MODERATE

	ADD1
	
	
	
	
	MODERATE

	PSMC3IP
	
	
	
	
	MODERATE

	ABCA7
	
	
	
	
	MODERATE

	THUMPD1
	
	
	
	
	MODERATE

	GSTA2
	
	
	
	
	MODERATE

	DDC8
	
	
	
	
	MODERATE

	SRCRB4D
	
	
	
	
	MODERATE

	TMEM104
	
	
	
	
	MODERATE

	EPPK1
	
	
	
	
	MODERATE

	ISG15
	
	
	
	
	MODERATE

	PDILT
	
	
	
	
	MODERATE

	OR11H12
	
	
	
	
	MODERATE

	LRRC23
	
	
	
	
	MODERATE

	ZNF799
	
	
	
	
	MODERATE

	ZNF99
	
	
	
	
	MODERATE

	TMPRSS9
	
	
	
	
	MODERATE

	KRTAP1-5
	
	
	
	
	MODERATE

	OR6B1
	
	
	
	
	MODERATE

	TMEM79
	
	
	
	
	MODERATE

	POTEG
	
	
	
	
	MODERATE

	MYOM1
	
	
	
	
	MODERATE

	TAF1C
	
	
	
	
	MODERATE

	CCZ1
	
	
	
	
	MODERATE

	MKI67
	
	
	
	
	MODERATE

	LAIR1
	
	
	
	
	MODERATE

	AC079354.1
	
	
	
	
	MODERATE

	NBPF10
	
	
	
	
	MODERATE

	MUC21
	
	
	
	
	MODERATE

	COASY
	
	
	
	
	MODERATE

	C10orf71
	
	
	
	
	MODERATE

	POLD1
	
	
	
	
	MODERATE

	UBAP2
	
	
	
	
	MODERATE

	SRCRB4D
	
	
	
	
	MODERATE

	TACC3
	
	
	
	
	MODERATE

	TACC3
	
	
	
	
	MODERATE

	PLXNB2
	
	
	
	
	MODERATE

	NUP210
	
	
	
	
	MODERATE

	BPI
	
	
	
	
	MODERATE

	HYDIN
	
	
	
	
	MODERATE

	SLX4
	
	
	
	
	MODERATE

	HKR1
	
	
	
	
	MODERATE

	MUC17
	
	
	
	
	MODERATE

	PRMT6
	
	
	
	
	MODERATE

	VSX2
	
	
	
	
	MODERATE

	PRAMEF4
	
	
	
	
	MODERATE

	ALMS1
	
	
	
	
	MODERATE

	MDM1
	
	
	
	
	MODERATE

	KXD1
	
	
	
	
	MODERATE

	OR7D4
	
	
	
	
	MODERATE

	KRTAP4-11
	
	
	
	
	MODERATE

	RFPL4A
	
	
	
	
	MODERATE

	OR10G8
	
	
	
	
	MODERATE

	OR14I1
	
	
	
	
	MODERATE

	C17orf78
	
	
	
	
	MODERATE

	FCGBP
	
	
	
	
	MODERATE

	TDRD10
	
	
	
	
	MODERATE

	RP11-723O4.6
	
	
	
	
	MODERATE

	AHNAK2
	
	
	
	
	MODERATE

	WDR35
	
	
	
	
	MODERATE

	AGBL2
	
	
	
	
	MODERATE

	NFATC4
	
	
	
	
	MODERATE

	DCST1
	
	
	
	
	MODERATE

	PNPLA3
	
	
	
	
	MODERATE

	MAGEC1
	
	
	
	
	MODERATE

	KCNJ12
	
	
	
	
	MODERATE

	NPIPB7
	
	
	
	
	MODERATE

	KIR2DL3
	
	
	
	
	MODERATE

	HNF1A
	
	
	
	
	MODERATE

	IFNA17
	
	
	
	
	MODERATE

	MUC16
	
	
	
	
	MODERATE

	HCAR3
	
	
	
	
	MODERATE

	EDEM2
	
	
	
	
	MODERATE

	OBSCN
	
	
	
	
	MODERATE

	CYP2A13
	
	
	
	
	MODERATE

	CCDC149
	
	
	
	
	MODERATE

	ZNF705G
	
	
	
	
	MODERATE

	SCD
	
	
	
	
	MODERATE

	ANKLE1
	
	
	
	
	MODERATE

	BAI2
	
	
	
	
	MODERATE

	AKAP13
	
	
	
	
	MODERATE

	OR8H3
	
	
	
	
	MODERATE

	ZNF30
	
	
	
	
	MODERATE

	ZNF99
	
	
	
	
	MODERATE

	ITGAE
	
	
	
	
	MODERATE

	EMC1
	
	
	
	
	MODERATE

	SPATA31E1
	
	
	
	
	MODERATE

	CMTM2
	
	
	
	
	MODERATE

	SLC25A37
	
	
	
	
	MODERATE

	RIN3
	
	
	
	
	MODERATE

	LOX
	
	
	
	
	MODERATE

	CD33
	
	
	
	
	MODERATE

	SLFN12
	
	
	
	
	MODERATE

	ACBD3
	
	
	
	
	MODERATE

	ITGA11
	
	
	
	
	MODERATE

	FASTK
	
	
	
	
	MODERATE

	MSH4
	
	
	
	
	MODERATE

	REM2
	
	
	
	
	MODERATE

	OR10G4
	
	
	
	
	MODERATE

	HS3ST6
	
	
	
	
	MODERATE

	SIX5
	
	
	
	
	MODERATE

	POM121L12
	
	
	
	
	MODERATE

	PKD1L1
	
	
	
	
	MODERATE

	OTOR
	
	
	
	
	MODERATE

	C9orf131
	
	
	
	
	MODERATE

	EPPK1
	
	
	
	
	MODERATE

	PLXNB2
	
	
	
	
	MODERATE

	KRTAP4-4
	
	
	
	
	MODERATE

	EPPK1
	
	
	
	
	MODERATE

	SRP14
	
	
	
	
	MODERATE

	MATN2
	
	
	
	
	MODERATE

	OR10G4
	
	
	
	
	MODERATE

	TSEN54
	
	
	
	
	MODERATE

	SCAI
	
	
	
	
	MODERATE

	MYO18B
	
	
	
	
	MODERATE

	MAP3K1
	
	
	
	
	MODERATE

	NMS
	
	
	
	
	MODERATE

	OR2A25
	
	
	
	
	MODERATE

	CSTL1
	
	
	
	
	MODERATE

	MUC16
	
	
	
	
	MODERATE

	NACA2
	
	
	
	
	MODERATE

	NPIPB15
	
	
	
	
	MODERATE

	FAT1
	
	
	
	
	MODERATE

	THAP9
	
	
	
	
	MODERATE

	PROM2
	
	
	
	
	MODERATE

	HS6ST1
	
	
	
	
	MODERATE

	KRTAP10-12
	
	
	
	
	MODERATE

	TXNRD2
	
	
	
	
	MODERATE

	ZNF257
	
	
	
	
	MODERATE

	FCGR2A
	
	
	
	
	MODERATE

	FGFR4
	
	
	
	
	MODERATE

	NSD1
	
	
	
	
	MODERATE

	NPIPA5
	
	
	
	
	MODERATE

	LRRC61
	
	
	
	
	MODERATE

	OR10G4
	
	
	
	
	MODERATE

	C1orf85
	
	
	
	
	MODERATE

	VCPKMT
	
	
	
	
	MODERATE

	PLEKHG2
	
	
	
	
	MODERATE

	TMEM2
	
	
	
	
	MODERATE

	FCRLA
	
	
	
	
	MODERATE

	ZNF646
	
	
	
	
	MODERATE

	SCEL
	
	
	
	
	MODERATE

	ZNF91
	
	
	
	
	MODERATE

	FNBP1
	
	
	
	
	MODERATE

	OR7G1
	
	
	
	
	MODERATE

	ITPKB
	
	
	
	
	MODERATE

	FCGBP
	
	
	
	
	MODERATE

	ZCCHC14
	
	
	
	
	MODERATE

	PCM1
	
	
	
	
	MODERATE

	OR2J2
	
	
	
	
	MODERATE

	SYNRG
	
	
	
	
	MODERATE

	AC110781.3
	
	
	
	
	MODERATE

	OR7D4
	
	
	
	
	MODERATE

	HLA-DQA1
	
	
	
	
	MODERATE

	HSPA6
	
	
	
	
	MODERATE

	OR11H12
	
	
	
	
	MODERATE

	HSPA6
	
	
	
	
	MODERATE

	F5
	
	
	
	
	MODERATE

	C1orf85
	
	
	
	
	MODERATE

	WDR55
	
	
	
	
	MODERATE

	IFNA4
	
	
	
	
	MODERATE

	OR7G1
	
	
	
	
	MODERATE

	OR2J2
	
	
	
	
	MODERATE

	USP35
	
	
	
	
	MODERATE

	SRRM5
	
	
	
	
	MODERATE

	DKK2
	
	
	
	
	MODERATE

	SIDT2
	
	
	
	
	MODERATE

	JMJD4
	
	
	
	
	MODERATE

	OR2L8
	
	
	
	
	MODERATE

	STON1
	
	
	
	
	MODERATE

	ETAA1
	
	
	
	
	MODERATE

	SERPINA1
	
	
	
	
	MODERATE

	MUM1
	
	
	
	
	MODERATE

	DMBT1
	
	
	
	
	MODERATE

	OR2J2
	
	
	
	
	MODERATE

	LGALS8
	
	
	
	
	MODERATE

	IGHV1-58
	
	
	
	
	MODERATE

	TCTE1
	
	
	
	
	MODERATE

	KRT10
	
	
	
	
	MODERATE

	IFI27
	
	
	
	
	MODERATE

	TSPYL6
	
	
	
	
	MODERATE

	DPCR1
	
	
	
	
	MODERATE

	KRTAP10-10
	
	
	
	
	MODERATE

	TLL1
	
	
	
	
	MODERATE

	OR11G2
	
	
	
	
	HIGH

	DHRS4L2
	
	
	
	
	HIGH

	TAS2R46
	
	
	
	
	HIGH





















Supplementary Table 1 continue
	Hugo_Symbol
	PICK
	VARIANT_CLASS
	TSL
	HGVS_OFFSET
	PHENO
	MINIMISED

	FRG1B
	1
	deletion
	
	3
	
	

	GSTT2
	1
	SNV
	
	
	0,0,1
	

	TLL1
	1
	deletion
	
	
	
	

	ZACN
	1
	SNV
	
	
	
	

	OR2J1
	1
	SNV
	
	
	0,1,1
	

	RP1L1
	1
	SNV
	
	
	0,1
	

	RP1L1
	1
	SNV
	
	
	0,1
	

	EXOC3L1
	1
	SNV
	
	
	
	

	AC024580.1
	1
	SNV
	
	
	
	

	PDXP
	1
	SNV
	
	
	
	

	AQP11
	1
	SNV
	
	
	0,1
	

	MUC22
	1
	SNV
	
	
	0,1
	

	KRTAP10-2
	1
	SNV
	
	
	0,1
	

	IGLL5
	1
	SNV
	
	
	0,1
	

	NEURL4
	1
	SNV
	
	
	0,1,1
	

	KRTAP12-1
	1
	SNV
	
	
	0,1
	

	RASA4B
	
	SNV
	
	
	
	

	FRG1B
	1
	SNV
	
	
	
	

	MKI67
	1
	SNV
	
	
	0,1
	

	C5orf60
	1
	SNV
	
	
	0,1
	

	TSPYL4
	1
	SNV
	
	
	
	

	FFAR3
	1
	SNV
	
	
	0,1
	

	ZNF721
	
	SNV
	
	
	1,1
	

	SERPINF2
	1
	SNV
	
	
	0,1
	

	NPIPB11
	1
	SNV
	
	
	
	

	TBC1D8
	1
	SNV
	
	
	0,1,1
	

	OR4M1
	1
	SNV
	
	
	0,1
	

	UBN2
	1
	SNV
	
	
	
	

	NLRX1
	
	SNV
	
	
	
	

	ZNF66
	1
	SNV
	
	
	
	

	MAMDC4
	
	SNV
	
	
	0,1,1
	

	MDM1
	1
	SNV
	
	
	0,1
	

	KRTAP10-6
	1
	SNV
	
	
	
	

	RNF215
	1
	SNV
	
	
	0,1
	

	MKI67
	1
	SNV
	
	
	0,1
	

	KRT6B
	1
	SNV
	
	
	0,1
	

	RAET1G
	1
	SNV
	
	
	
	

	MUC19
	1
	SNV
	
	
	
	

	CSF1
	1
	SNV
	
	
	0,1,1
	

	FRG1B
	1
	SNV
	
	
	0,1,1,1
	

	ZNF43
	1
	SNV
	
	
	
	

	PLK5
	1
	SNV
	
	
	
	

	MYPN
	1
	SNV
	
	
	1
	

	FRG1
	1
	SNV
	
	
	
	

	SERTAD1
	1
	SNV
	
	
	
	

	ZNF28
	1
	SNV
	
	
	
	

	FAM186A
	1
	SNV
	
	
	1
	

	MYO7B
	
	SNV
	
	
	0,1,1
	

	PIH1D1
	1
	SNV
	
	
	
	

	IGKV1D-16
	1
	SNV
	
	
	
	

	MUC17
	1
	SNV
	
	
	0,1
	

	PIH1D1
	1
	SNV
	
	
	
	

	ZNF678
	1
	SNV
	
	
	1,1
	

	TCP10L2
	1
	SNV
	
	
	0,1,1
	

	TTLL6
	1
	SNV
	
	
	
	

	MZF1
	1
	SNV
	
	
	0,1
	

	PDILT
	1
	SNV
	
	
	
	

	C7orf31
	
	SNV
	
	
	1,1
	

	MKL1
	1
	SNV
	
	
	0,1
	

	MUC22
	1
	SNV
	
	
	
	

	FLG2
	1
	SNV
	
	
	
	

	GTPBP3
	
	SNV
	
	
	
	

	KIAA1683
	
	SNV
	
	
	0,1,1
	

	MYEOV
	1
	SNV
	
	
	0,1
	

	ELN
	
	SNV
	
	
	1,0,1
	

	OR2L3
	1
	SNV
	
	
	0,1
	

	LRRK1
	1
	SNV
	
	
	0,1,1,1
	

	DPH1
	1
	SNV
	
	
	
	

	MKI67
	1
	SNV
	
	
	
	

	HIP1R
	1
	SNV
	
	
	0,1
	

	ADD1
	
	SNV
	
	
	1,1,1
	

	PSMC3IP
	1
	SNV
	
	
	
	

	ABCA7
	1
	SNV
	
	
	0,1
	

	THUMPD1
	1
	SNV
	
	
	
	

	GSTA2
	1
	SNV
	
	
	0,1
	

	DDC8
	1
	SNV
	
	
	
	

	SRCRB4D
	1
	SNV
	
	
	0,1
	

	TMEM104
	1
	SNV
	
	
	0,1
	

	EPPK1
	1
	SNV
	
	
	0,1
	

	ISG15
	1
	SNV
	
	
	0,1
	

	PDILT
	1
	SNV
	
	
	
	

	OR11H12
	1
	SNV
	
	
	
	

	LRRC23
	1
	SNV
	
	
	0,1,1
	

	ZNF799
	1
	SNV
	
	
	0,1
	

	ZNF99
	1
	SNV
	
	
	0,1
	

	TMPRSS9
	1
	SNV
	
	
	0,1
	

	KRTAP1-5
	1
	SNV
	
	
	
	

	OR6B1
	1
	SNV
	
	
	0,1
	

	TMEM79
	
	SNV
	
	
	1,1
	

	POTEG
	
	SNV
	
	
	0,1
	

	MYOM1
	1
	SNV
	
	
	0,1
	

	TAF1C
	1
	SNV
	
	
	
	

	CCZ1
	1
	SNV
	
	
	0,1
	

	MKI67
	1
	SNV
	
	
	0,1
	

	LAIR1
	1
	SNV
	
	
	0,1
	

	AC079354.1
	1
	SNV
	
	
	0,1,1
	

	NBPF10
	1
	SNV
	
	
	0,1
	

	MUC21
	1
	SNV
	
	
	0,1
	

	COASY
	
	SNV
	
	
	0,1
	

	C10orf71
	1
	SNV
	
	
	0,1,1
	

	POLD1
	1
	SNV
	
	
	0,1,1
	

	UBAP2
	
	SNV
	
	
	0,1
	

	SRCRB4D
	1
	SNV
	
	
	0,1
	

	TACC3
	1
	SNV
	
	
	0,1
	

	TACC3
	1
	SNV
	
	
	
	

	PLXNB2
	
	SNV
	
	
	0,1
	

	NUP210
	1
	SNV
	
	
	
	

	BPI
	1
	SNV
	
	
	0,1
	

	HYDIN
	1
	SNV
	
	
	0,1,1
	

	SLX4
	1
	SNV
	
	
	0,1
	

	HKR1
	1
	SNV
	
	
	
	

	MUC17
	1
	SNV
	
	
	
	

	PRMT6
	1
	SNV
	
	
	0,1,1,1
	

	VSX2
	1
	SNV
	
	
	1
	

	PRAMEF4
	1
	SNV
	
	
	0,1
	

	ALMS1
	1
	SNV
	
	
	
	

	MDM1
	1
	SNV
	
	
	1,1,1
	

	KXD1
	
	SNV
	
	
	0,1
	

	OR7D4
	1
	SNV
	
	
	0,1
	

	KRTAP4-11
	1
	SNV
	
	
	0,1
	

	RFPL4A
	1
	SNV
	
	
	0,1
	

	OR10G8
	1
	SNV
	
	
	0,1
	

	OR14I1
	1
	SNV
	
	
	0,1
	

	C17orf78
	1
	SNV
	
	
	
	

	FCGBP
	1
	SNV
	
	
	0,0,1
	

	TDRD10
	1
	SNV
	
	
	
	

	RP11-723O4.6
	1
	SNV
	
	
	
	

	AHNAK2
	1
	SNV
	
	
	
	

	WDR35
	1
	SNV
	
	
	0,1
	

	AGBL2
	1
	SNV
	
	
	1,1
	

	NFATC4
	
	SNV
	
	
	0,1,1,1
	

	DCST1
	1
	SNV
	
	
	1,1
	

	PNPLA3
	1
	SNV
	
	
	1,1
	

	MAGEC1
	1
	SNV
	
	
	
	

	KCNJ12
	
	SNV
	
	
	0,1
	

	NPIPB7
	1
	SNV
	
	
	
	

	KIR2DL3
	1
	SNV
	
	
	
	

	HNF1A
	
	SNV
	
	
	1,1
	

	IFNA17
	1
	SNV
	
	
	0,1
	

	MUC16
	1
	SNV
	
	
	
	

	HCAR3
	1
	SNV
	
	
	
	

	EDEM2
	1
	SNV
	
	
	0,1
	

	OBSCN
	
	SNV
	
	
	
	

	CYP2A13
	1
	SNV
	
	
	0,1
	

	CCDC149
	1
	SNV
	
	
	0,1
	

	ZNF705G
	1
	SNV
	
	
	0,1,1
	

	SCD
	1
	SNV
	
	
	0,1
	

	ANKLE1
	1
	SNV
	
	
	1,1,1,1
	

	BAI2
	1
	SNV
	
	
	
	

	AKAP13
	
	SNV
	
	
	
	

	OR8H3
	1
	SNV
	
	
	0,1
	

	ZNF30
	
	SNV
	
	
	0,1,1
	

	ZNF99
	1
	SNV
	
	
	0,1
	

	ITGAE
	1
	SNV
	
	
	0,1
	

	EMC1
	1
	SNV
	
	
	
	

	SPATA31E1
	1
	SNV
	
	
	
	

	CMTM2
	1
	SNV
	
	
	
	

	SLC25A37
	1
	SNV
	
	
	0,1
	

	RIN3
	1
	SNV
	
	
	0,1
	

	LOX
	1
	SNV
	
	
	1,1
	

	CD33
	1
	SNV
	
	
	0,1
	

	SLFN12
	
	SNV
	
	
	0,1
	

	ACBD3
	1
	SNV
	
	
	0,1
	

	ITGA11
	1
	SNV
	
	
	
	

	FASTK
	1
	SNV
	
	
	0,1
	

	MSH4
	1
	SNV
	
	
	
	

	REM2
	1
	SNV
	
	
	0,1
	

	OR10G4
	1
	SNV
	
	
	
	

	HS3ST6
	
	SNV
	
	
	0,1,1
	

	SIX5
	1
	SNV
	
	
	0,1
	

	POM121L12
	1
	SNV
	
	
	0,1
	

	PKD1L1
	1
	SNV
	
	
	0,1
	

	OTOR
	1
	SNV
	
	
	0,1
	

	C9orf131
	1
	SNV
	
	
	0,1,1
	

	EPPK1
	1
	SNV
	
	
	0,1
	

	PLXNB2
	
	SNV
	
	
	0,1
	

	KRTAP4-4
	1
	SNV
	
	
	0,1
	

	EPPK1
	1
	SNV
	
	
	0,1
	

	SRP14
	1
	SNV
	
	
	
	

	MATN2
	
	SNV
	
	
	0,1,1
	

	OR10G4
	1
	SNV
	
	
	
	

	TSEN54
	1
	SNV
	
	
	1
	

	SCAI
	
	SNV
	
	
	0,1
	

	MYO18B
	
	SNV
	
	
	0,1
	

	MAP3K1
	1
	SNV
	
	
	
	

	NMS
	1
	SNV
	
	
	0,1
	

	OR2A25
	1
	SNV
	
	
	0,1
	

	CSTL1
	
	SNV
	
	
	
	

	MUC16
	1
	SNV
	
	
	
	

	NACA2
	1
	SNV
	
	
	0,1
	

	NPIPB15
	1
	SNV
	
	
	
	

	FAT1
	1
	SNV
	
	
	0,1,1
	

	THAP9
	1
	SNV
	
	
	
	

	PROM2
	1
	SNV
	
	
	
	

	HS6ST1
	1
	SNV
	
	
	0,1
	

	KRTAP10-12
	1
	SNV
	
	
	0,1
	

	TXNRD2
	1
	SNV
	
	
	
	

	ZNF257
	1
	SNV
	
	
	1,1
	

	FCGR2A
	1
	SNV
	
	
	1,1
	

	FGFR4
	1
	SNV
	
	
	1,1
	

	NSD1
	1
	SNV
	
	
	1
	

	NPIPA5
	1
	SNV
	
	
	0,1,1
	

	LRRC61
	
	SNV
	
	
	0,1
	

	OR10G4
	1
	SNV
	
	
	0,1
	

	C1orf85
	1
	SNV
	
	
	0,1,1
	

	VCPKMT
	1
	SNV
	
	
	0,1
	

	PLEKHG2
	
	SNV
	
	
	0,1,1,1
	

	TMEM2
	1
	SNV
	
	
	0,1
	

	FCRLA
	1
	SNV
	
	
	0,1,1,1
	

	ZNF646
	
	SNV
	
	
	0,1,1
	

	SCEL
	1
	SNV
	
	
	0,1
	

	ZNF91
	1
	SNV
	
	
	0,1,1
	

	FNBP1
	1
	SNV
	
	
	0,1,1,1
	

	OR7G1
	1
	SNV
	
	
	
	

	ITPKB
	
	SNV
	
	
	0,1,1
	

	FCGBP
	1
	SNV
	
	
	0,0,1
	

	ZCCHC14
	1
	SNV
	
	
	0,1
	

	PCM1
	1
	SNV
	
	
	
	

	OR2J2
	1
	SNV
	
	
	
	

	SYNRG
	1
	SNV
	
	
	0,1
	

	AC110781.3
	1
	SNV
	
	
	0,1
	

	OR7D4
	1
	SNV
	
	
	0,1
	

	HLA-DQA1
	1
	SNV
	
	
	0,1
	

	HSPA6
	1
	SNV
	
	
	
	

	OR11H12
	1
	SNV
	
	
	0,1
	

	HSPA6
	1
	SNV
	
	
	0,1
	

	F5
	1
	SNV
	
	
	
	

	C1orf85
	1
	SNV
	
	
	0,1,1
	

	WDR55
	1
	SNV
	
	
	
	

	IFNA4
	1
	SNV
	
	
	
	

	OR7G1
	1
	SNV
	
	
	
	

	OR2J2
	1
	SNV
	
	
	0,1
	

	USP35
	1
	SNV
	
	
	
	

	SRRM5
	
	SNV
	
	
	0,1
	

	DKK2
	1
	SNV
	
	
	0,1
	

	SIDT2
	1
	SNV
	
	
	
	

	JMJD4
	1
	SNV
	
	
	0,1
	

	OR2L8
	1
	SNV
	
	
	0,1
	

	STON1
	
	SNV
	
	
	0,1,1
	

	ETAA1
	1
	SNV
	
	
	0,1
	

	SERPINA1
	
	SNV
	
	
	1,1
	

	MUM1
	1
	SNV
	
	
	
	

	DMBT1
	
	SNV
	
	
	0,1,1,1
	

	OR2J2
	1
	SNV
	
	
	0,1
	

	LGALS8
	
	SNV
	
	
	
	

	IGHV1-58
	1
	SNV
	
	
	
	

	TCTE1
	1
	SNV
	
	
	0,1
	

	KRT10
	1
	insertion
	
	
	
	

	IFI27
	
	insertion
	
	3
	0,1
	

	TSPYL6
	1
	deletion
	
	
	0,1
	

	DPCR1
	
	deletion
	
	7
	
	

	KRTAP10-10
	1
	deletion
	
	12
	
	

	TLL1
	1
	deletion
	
	
	
	

	OR11G2
	1
	insertion
	
	6
	0,1
	

	DHRS4L2
	1
	insertion
	
	
	
	

	TAS2R46
	1
	deletion
	
	
	0,1
	












































Supplementary Table 1 continue
	Hugo_Symbol
	ExAC_AF
	ExAC_AF_AFR
	ExAC_AF_AMR
	ExAC_AF_EAS
	ExAC_AF_FIN

	FRG1B
	0.01458
	0.008062
	0.01995
	0.02175
	0.008866

	GSTT2
	0.144
	0.08716
	0.08677
	0.298
	0.1214

	TLL1
	
	
	
	
	

	ZACN
	0.1944
	0.08699
	0.4025
	0.3464
	0.1794

	OR2J1
	0.4948
	0.1141
	0.4833
	0.3277
	0.6278

	RP1L1
	0.1363
	0.1045
	0.1224
	0.4102
	0.06532

	RP1L1
	0.1289
	0.0889
	0.119
	0.3974
	0.06275

	EXOC3L1
	0.1209
	0.4473
	0.07966
	0.01654
	0.1118

	AC024580.1
	
	
	
	
	

	PDXP
	0.000009415
	0.0001107
	0
	0
	0

	AQP11
	0.1361
	0.1379
	0.2338
	0.1864
	0.2219

	MUC22
	0.02563
	0.04255
	0.05556
	0.125
	0

	KRTAP10-2
	0.2022
	0.1807
	0.1458
	0.3754
	0.2085

	IGLL5
	0.02449
	0.07634
	0.0167
	0.01362
	0.004536

	NEURL4
	0.1828
	0.03413
	0.2127
	0.1063
	0.1124

	KRTAP12-1
	0.1443
	0.09165
	0.1236
	0.08423
	0.1592

	RASA4B
	
	
	
	
	

	FRG1B
	
	
	
	
	

	MKI67
	0.1841
	0.2846
	0.2222
	0.2802
	0.1234

	C5orf60
	0.05915
	0.02809
	0.06494
	0.06832
	0.06989

	TSPYL4
	0.1415
	0.02551
	0.3064
	0.1009
	0.2338

	FFAR3
	0.2171
	0.1282
	0.1917
	0.2129
	0.2481

	ZNF721
	
	
	
	
	

	SERPINF2
	0.2211
	0.2065
	0.2719
	0.14
	0.1873

	NPIPB11
	0.007053
	0.0005531
	0.03308
	0.04811
	0

	TBC1D8
	0.6032
	0.4949
	0.5605
	0.3095
	0.6073

	OR4M1
	0.2983
	0.1223
	0.3102
	0.3149
	0.3322

	UBN2
	0.000009457
	0
	0
	0
	0

	NLRX1
	
	
	
	
	

	ZNF66
	0.006784
	0
	0.0002815
	0.06898
	0.01571

	MAMDC4
	0.001161
	0.0001289
	0
	0.01422
	0

	MDM1
	0.6972
	0.8469
	0.6624
	0.4231
	0.7251

	KRTAP10-6
	0.004538
	0.03254
	0.002773
	0.001275
	0.0003027

	RNF215
	0.1846
	0.08033
	0.1253
	0.1423
	0.1504

	MKI67
	0.1875
	0.3176
	0.2246
	0.2806
	0.1234

	KRT6B
	0.01056
	0.0005516
	0.000535
	0.132
	0

	RAET1G
	0.1756
	0.1078
	0.06963
	0.5404
	0.1365

	MUC19
	
	
	
	
	

	CSF1
	0.05291
	0.1458
	0.09773
	0.1602
	0.004989

	FRG1B
	0.01029
	0.01044
	0.004096
	0.006696
	0.005176

	ZNF43
	
	
	
	
	

	PLK5
	0.0000555
	0.003817
	0
	0
	0

	MYPN
	0.4287
	0.2071
	0.4168
	0.2611
	0.5402

	FRG1
	
	
	
	
	

	SERTAD1
	0.5052
	0.8433
	0.5226
	0.1939
	0.4433

	ZNF28
	
	
	
	
	

	FAM186A
	
	
	
	
	

	MYO7B
	0.1852
	0.1732
	0.171
	0.2618
	0.3479

	PIH1D1
	0.6792
	0.6309
	0.5697
	0.3837
	0.6769

	IGKV1D-16
	0.000009475
	0
	0
	0
	0

	MUC17
	0.1653
	0.3181
	0.1367
	0.2146
	0.1169

	PIH1D1
	0.6792
	0.6311
	0.5698
	0.3834
	0.6769

	ZNF678
	
	
	
	
	

	TCP10L2
	0.1789
	0.06843
	0.1549
	0.1555
	0.1771

	TTLL6
	0.2424
	0.3378
	0.4341
	0.193
	0.3418

	MZF1
	0.06647
	0.00876
	0.2022
	0.0797
	0.04265

	PDILT
	0.4405
	0.4196
	0.3075
	0.1227
	0.4893

	C7orf31
	0.4104
	0.1009
	0.3613
	0.1514
	0.4313

	MKL1
	0.3946
	0.8747
	0.1882
	0.1077
	0.3306

	MUC22
	0.09819
	0.1755
	0.04444
	0.06818
	0

	FLG2
	0.001384
	0
	0
	0.01871
	0

	GTPBP3
	0.6577
	0.858
	0.4661
	0.2588
	0.8154

	KIAA1683
	0.2225
	0.4336
	0.2551
	0.3246
	0.168

	MYEOV
	0.1395
	0.167
	0.08593
	0.1991
	0.07966

	ELN
	0.3205
	0.1663
	0.2047
	0.115
	0.3534

	OR2L3
	0.002655
	0.0004412
	0
	0.0341
	0

	LRRK1
	0.0009723
	0
	0
	0.01236
	0

	DPH1
	
	
	
	
	

	MKI67
	0.1843
	0.2851
	0.2225
	0.2807
	0.1234

	HIP1R
	0.1001
	0.1992
	0.04029
	0.24
	0.1365

	ADD1
	0.2039
	0.07827
	0.2097
	0.4786
	0.1869

	PSMC3IP
	0.03976
	0.1082
	0.04128
	0.1634
	0.01164

	ABCA7
	0.0479
	0.006277
	0.01074
	0.1747
	0.05668

	THUMPD1
	0.1515
	0.08749
	0.08082
	0.2259
	0.171

	GSTA2
	0.05922
	0.006839
	0.01632
	0.1265
	0.1025

	DDC8
	0.001712
	0.00365
	0
	0.04114
	0

	SRCRB4D
	0.215
	0.08449
	0.2683
	0.259
	0.1983

	TMEM104
	0.5775
	0.6397
	0.4466
	0.4064
	0.6034

	EPPK1
	0.08377
	0.1305
	0.0999
	0.2281
	0.1024

	ISG15
	0.3687
	0.4112
	0.2444
	0.2032
	0.4757

	PDILT
	0.439
	0.407
	0.3066
	0.1227
	0.4891

	OR11H12
	0.006208
	0.0005812
	0.03565
	0.01814
	0.001307

	LRRC23
	0.05107
	0.1426
	0.1336
	0.2729
	0.0001512

	ZNF799
	0.128
	0.04099
	0.06018
	0.06816
	0.1219

	ZNF99
	0.09144
	0.06946
	0.09204
	0.08063
	0.08164

	TMPRSS9
	0.08276
	0.1723
	0.08427
	0.2644
	0.0345

	KRTAP1-5
	0.002284
	0.0004788
	0.0001786
	0.02946
	0

	OR6B1
	0.1457
	0.07345
	0.4899
	0.245
	0.1118

	TMEM79
	0.2676
	0.1102
	0.2784
	0.2503
	0.2977

	POTEG
	0.01283
	0.4411
	0.3345
	0.239
	0.1294

	MYOM1
	0.1021
	0.1318
	0.07585
	0.1698
	0.101

	TAF1C
	0.1203
	0.2523
	0.0922
	0.1996
	0.1323

	CCZ1
	0.2868
	0.2857
	0.3696
	0.2269
	0.2401

	MKI67
	0.1016
	0.06706
	0.1718
	0.1379
	0.05791

	LAIR1
	0.1332
	0.08176
	0.1001
	0.2683
	0.1542

	AC079354.1
	0.1508
	0.05837
	0.1364
	0.2167
	0.1762

	NBPF10
	0.325
	0.182
	0.3857
	0.1804
	0.4091

	MUC21
	0.02427
	0.05076
	0.03618
	0.006632
	0.01415

	COASY
	0.5383
	0.4328
	0.5354
	0.4351
	0.5337

	C10orf71
	0.1806
	0.1306
	0.3299
	0.3156
	0.1866

	POLD1
	0.1172
	0.3019
	0.1126
	0.1422
	0.03931

	UBAP2
	0.6261
	0.5263
	0.7822
	0.8296
	0.5576

	SRCRB4D
	0.05027
	0.1351
	0.0776
	0.1518
	0.02394

	TACC3
	0.2016
	0.08901
	0.2054
	0.1693
	0.2704

	TACC3
	0.2087
	0.1545
	0.2069
	0.166
	0.2658

	PLXNB2
	0.07934
	0.03518
	0.1392
	0.1098
	0.2381

	NUP210
	0.4984
	0.7806
	0.3573
	0.3335
	0.4682

	BPI
	0.5036
	0.201
	0.5674
	0.5529
	0.4407

	HYDIN
	0.6054
	0.2683
	0.3558
	0.445
	0.7565

	SLX4
	0.06469
	0.01022
	0.08627
	0.1909
	0.06311

	HKR1
	0.2361
	0.1337
	0.1491
	0.1493
	0.2875

	MUC17
	0.1648
	0.3127
	0.1365
	0.2155
	0.1169

	PRMT6
	0.1753
	0.03662
	0.08774
	0.1496
	0.1684

	VSX2
	0.02351
	0.009825
	0.2544
	0.03876
	0.02073

	PRAMEF4
	0.01642
	0.02636
	0.01961
	0.01058
	0.01124

	ALMS1
	0.002348
	0
	0
	0.03149
	0

	MDM1
	0.6931
	0.792
	0.6618
	0.425
	0.7253

	KXD1
	0.5276
	0.1911
	0.6225
	0.6724
	0.6113

	OR7D4
	0.169
	0.0731
	0.07734
	0.2209
	0.2561

	KRTAP4-11
	0.6914
	0.9327
	0.579
	0.4533
	0.7883

	RFPL4A
	0.2116
	0.1953
	0.3582
	0.3188
	0.4124

	OR10G8
	0.04689
	0.04622
	0.199
	0.1624
	0.03598

	OR14I1
	0.142
	0.1579
	0.161
	0.1735
	0.1745

	C17orf78
	0.0004639
	0
	0
	0.006245
	0

	FCGBP
	0.1444
	0.0297
	0.1215
	0.04282
	0.1536

	TDRD10
	0.2043
	0.1393
	0.1654
	0.1336
	0.3281

	RP11-723O4.6
	0.05544
	0.032
	0.02083
	0.04225
	0.04334

	AHNAK2
	0.0006057
	0.0001188
	0.0002675
	0.0002549
	0.0003024

	WDR35
	0.1083
	0.01887
	0.09461
	0.1817
	0.08452

	AGBL2
	0.5743
	0.6297
	0.7446
	0.6274
	0.6603

	NFATC4
	0.4525
	0.1839
	0.4016
	0.163
	0.5999

	DCST1
	0.4611
	0.3921
	0.6376
	0.8737
	0.4094

	PNPLA3
	0.2665
	0.1356
	0.5751
	0.3795
	0.2262

	MAGEC1
	0.3662
	0.2865
	0.3424
	0.205
	0.4741

	KCNJ12
	0.4416
	0.4765
	0.4644
	0.4612
	0.4662

	NPIPB7
	0.0003287
	0.001656
	0
	0.000664
	0

	KIR2DL3
	0.01796
	0.01755
	0.0006808
	0
	0.006419

	HNF1A
	0.3509
	0.1212
	0.3659
	0.4226
	0.4013

	IFNA17
	0.07298
	0.1184
	0.07103
	0.1727
	0.0273

	MUC16
	0.114
	0.09698
	0.2091
	0.2671
	0.06592

	HCAR3
	0.0007062
	0.001508
	0.0000894
	0.002731
	0.0001519

	EDEM2
	0.1595
	0.02749
	0.08898
	0.11
	0.2036

	OBSCN
	0.05029
	0.01829
	0.006866
	0.3416
	0.05641

	CYP2A13
	0.03383
	0.1649
	0.01428
	0.07396
	0.005141

	CCDC149
	0.01304
	0.009819
	0.004902
	0.1636
	0.04574

	ZNF705G
	0.3761
	0.5344
	0.3853
	0.2712
	0.3848

	SCD
	0.4021
	0.3595
	0.5802
	0.3971
	0.3801

	ANKLE1
	0.4848
	0.4947
	0.3818
	0.3104
	0.5682

	BAI2
	0.003113
	0
	0.002961
	0.03617
	0

	AKAP13
	0.04163
	0.05416
	0.01837
	0.1725
	0.008467

	OR8H3
	0.1168
	0.04953
	0.1032
	0.1578
	0.1955

	ZNF30
	0.5179
	0.6823
	0.3051
	0.6274
	0.526

	ZNF99
	0.08922
	0.05286
	0.08834
	0.08076
	0.0819

	ITGAE
	0.7271
	0.9643
	0.5452
	0.3876
	0.8568

	EMC1
	0.00001883
	0
	0
	0.0002548
	0

	SPATA31E1
	0.4618
	0.503
	0.3498
	0.3302
	0.5359

	CMTM2
	0.1853
	0.2606
	0.3461
	0.3053
	0.09918

	SLC25A37
	0.2528
	0.05576
	0.2965
	0.2062
	0.2669

	RIN3
	0.4806
	0.4444
	0.3405
	0.2712
	0.4723

	LOX
	0.1699
	0.176
	0.1775
	0.2052
	0.1416

	CD33
	0.294
	0.08098
	0.5815
	0.1778
	0.373

	SLFN12
	0.449
	0.3142
	0.4889
	0.3466
	0.5927

	ACBD3
	0.5723
	0.5951
	0.7465
	0.425
	0.6276

	ITGA11
	0.06601
	0.01646
	0.02241
	0.08076
	0.09523

	FASTK
	0.02973
	0.0991
	0.04458
	0.2017
	0.0001535

	MSH4
	
	
	
	
	

	REM2
	0.09729
	0.1622
	0.08665
	0.03508
	0.1742

	OR10G4
	0.1632
	0.0504
	0.2037
	0.2173
	0.236

	HS3ST6
	0.5653
	0.6243
	0.4171
	0.5476
	0.6653

	SIX5
	0.3139
	0.3129
	0.2072
	0.2716
	0.31

	POM121L12
	0.1334
	0.2059
	0.1784
	0.1078
	0.1899

	PKD1L1
	0.4883
	0.4967
	0.5098
	0.5467
	0.5705

	OTOR
	0.1984
	0.07081
	0.154
	0.3071
	0.1793

	C9orf131
	0.717
	0.628
	0.8381
	0.4634
	0.697

	EPPK1
	0.2694
	0.2312
	0.2672
	0.2719
	0.1523

	PLXNB2
	0.6344
	0.7478
	0.5151
	0.5865
	0.5743

	KRTAP4-4
	0.01066
	0.001186
	0.0004459
	0.08217
	0.01315

	EPPK1
	0.6913
	0.7642
	0.7104
	0.458
	0.7514

	SRP14
	0.9037
	0.8592
	0.9641
	0.7662
	0.9026

	MATN2
	0.1445
	0.03279
	0.194
	0.08365
	0.1625

	OR10G4
	0.446
	0.4793
	0.4725
	0.36
	0.4319

	TSEN54
	0.6194
	0.5792
	0.3704
	0.4392
	0.6925

	SCAI
	0.2472
	0.1512
	0.1435
	0.2807
	0.1549

	MYO18B
	0.2613
	0.8089
	0.255
	0.207
	0.2104

	MAP3K1
	0.7603
	0.7386
	0.5744
	0.5714
	0.8067

	NMS
	0.2366
	0.2678
	0.1965
	0.3552
	0.2231

	OR2A25
	0.1273
	0.03064
	0.4398
	0.3118
	0.1565

	CSTL1
	0.03815
	0.08184
	0.01472
	0.07717
	0.01436

	MUC16
	0.1139
	0.0961
	0.2087
	0.2668
	0.06592

	NACA2
	0.1574
	0.07072
	0.1059
	0.1867
	0.1173

	NPIPB15
	0.09883
	0.08665
	0.1209
	0.1315
	0.1151

	FAT1
	0.758
	0.8898
	0.6475
	0.4927
	0.7464

	THAP9
	0.4922
	0.1378
	0.7238
	0.2003
	0.6048

	PROM2
	0.1223
	0.02736
	0.07933
	0.2049
	0.1697

	HS6ST1
	0.396
	0.3726
	0.4756
	0.4734
	0.48

	KRTAP10-12
	0.1971
	0.5682
	0.08926
	0.1117
	0.1562

	TXNRD2
	0.6949
	0.9148
	0.549
	0.604
	0.6915

	ZNF257
	0.003927
	0
	0
	0.0524
	0

	FCGR2A
	0.4783
	0.5456
	0.5217
	0.3297
	0.5091

	FGFR4
	0.3196
	0.132
	0.4344
	0.4478
	0.3358

	NSD1
	0.2022
	0.1037
	0.259
	0.516
	0.2128

	NPIPA5
	0.1101
	0.1212
	0.09468
	0.142
	0.2413

	LRRC61
	0.2488
	0.2449
	0.09586
	0.2904
	0.2557

	OR10G4
	0.4457
	0.4805
	0.4691
	0.3573
	0.4318

	C1orf85
	0.2685
	0.1181
	0.279
	0.2502
	0.2981

	VCPKMT
	0.2029
	0.2318
	0.2687
	0.4963
	0.2103

	PLEKHG2
	0.0000189
	0
	0
	0
	0

	TMEM2
	0.2439
	0.3334
	0.2417
	0.1656
	0.275

	FCRLA
	0.3195
	0.6818
	0.4808
	0.5762
	0.1943

	ZNF646
	0.002167
	0
	0
	0.02937
	0

	SCEL
	0.1507
	0.1645
	0.2045
	0.5835
	0.101

	ZNF91
	0.1024
	0.1755
	0.02876
	0.3709
	0.09208

	FNBP1
	0.5747
	0.5812
	0.7534
	0.7916
	0.5299

	OR7G1
	0.2255
	0.5574
	0.1228
	0.2913
	0.208

	ITPKB
	0.5242
	0.5851
	0.7374
	0.6688
	0.4347

	FCGBP
	0.309
	0.1591
	0.4894
	0.2498
	0.4433

	ZCCHC14
	0.64
	0.2156
	0.4576
	0.2959
	0.7681

	PCM1
	0.7288
	0.8312
	0.511
	0.6386
	0.8287

	OR2J2
	0.5031
	0.1686
	0.5019
	0.3381
	0.6302

	SYNRG
	0.1757
	0.1022
	0.1982
	0.1269
	0.1746

	AC110781.3
	0.3331
	0.3568
	0.482
	0.4662
	0.3921

	OR7D4
	0.169
	0.07313
	0.07737
	0.2203
	0.2562

	HLA-DQA1
	0.3684
	0.2872
	0.3686
	0.3912
	0.4375

	HSPA6
	0.05306
	0.01082
	0.03533
	0.1765
	0.0502

	OR11H12
	0.1128
	0.3305
	0.2092
	0.2463
	0.18

	HSPA6
	0.09265
	0.04337
	0.1515
	0.2522
	0.06556

	F5
	0.09566
	0.006728
	0.1386
	0.6398
	0.08215

	C1orf85
	0.2654
	0.08937
	0.2774
	0.2494
	0.3032

	WDR55
	0.2372
	0.07427
	0.2461
	0.3069
	0.2666

	IFNA4
	0.1878
	0.2288
	0.2957
	0.4381
	0.1886

	OR7G1
	0.3722
	0.8103
	0.237
	0.3182
	0.3294

	OR2J2
	0.4482
	0.09517
	0.4666
	0.3267
	0.59

	USP35
	0.8855
	0.9906
	0.8871
	0.6472
	0.844

	SRRM5
	0.0671
	0.2248
	0.2281
	0.2809
	0.2778

	DKK2
	0.1399
	0.02559
	0.3011
	0.3834
	0.1315

	SIDT2
	
	
	
	
	

	JMJD4
	0.3559
	0.5212
	0.5038
	0.459
	0.5058

	OR2L8
	0.03938
	0.05199
	0.01094
	0.07603
	0.0294

	STON1
	0.3284
	0.2885
	0.3005
	0.3977
	0.4469

	ETAA1
	0.4477
	0.3312
	0.4921
	0.5041
	0.4536

	SERPINA1
	0.1632
	0.03257
	0.1069
	0.1986
	0.1271

	MUM1
	0.705
	0.6796
	0.734
	0.4839
	0.5999

	DMBT1
	0.06929
	0.1219
	0.1235
	0.1943
	0.03296

	OR2J2
	0.4481
	0.0945
	0.4646
	0.3254
	0.5898

	LGALS8
	0.7167
	0.7215
	0.7756
	0.6616
	0.7695

	IGHV1-58
	0.5044
	0.2037
	0.6003
	0.4114
	0.6427

	TCTE1
	0.186
	0.04943
	0.1189
	0.409
	0.2206

	KRT10
	0.002891
	0.0006974
	0.000116
	0
	0

	IFI27
	0.5783
	0.7683
	0.5252
	0.5667
	0.5018

	TSPYL6
	0.1407
	0.1984
	0.08954
	0.1828
	0.1282

	DPCR1
	
	
	
	
	

	KRTAP10-10
	0.5047
	0.5325
	0.6536
	0.3946
	0.545

	TLL1
	
	
	
	
	

	OR11G2
	0.6761
	0.6398
	0.5887
	0.506
	0.7269

	DHRS4L2
	0.03402
	0.01382
	0.02148
	0.07891
	0.01717

	TAS2R46
	
	
	
	
	
































Supplementary Table 1 continue
	Hugo_Symbol
	ExAC_AF_NFE
	ExAC_AF_OTH
	ExAC_AF_SAS
	GENE_PHENO
	FILTER

	FRG1B
	0.01574
	0.007634
	0.0103
	
	common_variant

	GSTT2
	0.1477
	0.1599
	0.137
	
	common_variant

	TLL1
	
	
	
	1
	PASS

	ZACN
	0.17
	0.1902
	0.1257
	
	common_variant

	OR2J1
	0.5899
	0.5058
	0.4146
	
	common_variant

	RP1L1
	0.1287
	0.1203
	0.08644
	1
	common_variant

	RP1L1
	0.1208
	0.1203
	0.08258
	1
	common_variant

	EXOC3L1
	0.07516
	0.09393
	0.1791
	
	common_variant

	AC024580.1
	
	
	
	
	PASS

	PDXP
	0
	0
	0
	
	PASS

	AQP11
	0.1016
	0.1482
	0.1446
	
	common_variant

	MUC22
	0.0003712
	0.01695
	0.0421
	
	common_variant

	KRTAP10-2
	0.2035
	0.173
	0.1712
	
	common_variant

	IGLL5
	0.01863
	0.03333
	0.03427
	
	common_variant

	NEURL4
	0.205
	0.2476
	0.2831
	
	common_variant

	KRTAP12-1
	0.1612
	0.1464
	0.1553
	
	common_variant

	RASA4B
	
	
	
	
	PASS

	FRG1B
	
	
	
	
	PASS

	MKI67
	0.1671
	0.1556
	0.1385
	
	common_variant

	C5orf60
	0.09674
	0.04945
	0.06383
	
	common_variant

	TSPYL4
	0.1431
	0.1964
	0.1268
	
	common_variant

	FFAR3
	0.233
	0.2298
	0.2203
	
	common_variant

	ZNF721
	
	
	
	
	PASS

	SERPINF2
	0.1817
	0.2205
	0.3774
	1
	common_variant

	NPIPB11
	0
	0.001497
	0.0002489
	
	common_variant

	TBC1D8
	0.6756
	0.6043
	0.5902
	
	common_variant

	OR4M1
	0.3234
	0.3127
	0.2822
	
	common_variant

	UBN2
	0
	0
	0.00006095
	
	PASS

	NLRX1
	
	
	
	
	PASS

	ZNF66
	0.001016
	0.0059
	0.001888
	
	common_variant

	MAMDC4
	0.00003879
	0
	0.000557
	
	common_variant

	MDM1
	0.7171
	0.719
	0.6918
	
	common_variant

	KRTAP10-6
	0.001629
	0.004491
	0.004283
	
	common_variant

	RNF215
	0.2471
	0.2139
	0.11
	
	common_variant

	MKI67
	0.1676
	0.1556
	0.1385
	
	common_variant

	KRT6B
	0.00003681
	0.002882
	0.004205
	1
	common_variant

	RAET1G
	0.1448
	0.1715
	0.229
	
	common_variant

	MUC19
	
	
	
	
	PASS

	CSF1
	0.005875
	0.03746
	0.09626
	
	common_variant

	FRG1B
	0.008736
	0.01125
	0.00765
	
	common_variant

	ZNF43
	
	
	
	
	PASS

	PLK5
	0
	0
	0
	
	PASS

	MYPN
	0.4796
	0.4568
	0.4251
	1
	common_variant

	FRG1
	
	
	
	1
	PASS

	SERTAD1
	0.5136
	0.4825
	0.4744
	
	common_variant

	ZNF28
	
	
	
	
	PASS

	FAM186A
	
	
	
	
	PASS

	MYO7B
	0.276
	0.3072
	0.4524
	
	common_variant

	PIH1D1
	0.7647
	0.7355
	0.637
	
	common_variant

	IGKV1D-16
	0.00001844
	0
	0
	
	PASS

	MUC17
	0.1128
	0.183
	0.2702
	
	common_variant

	PIH1D1
	0.7647
	0.7355
	0.6369
	
	common_variant

	ZNF678
	
	
	
	
	PASS

	TCP10L2
	0.2026
	0.1831
	0.194
	
	common_variant

	TTLL6
	0.3178
	0.2987
	0.2305
	
	common_variant

	MZF1
	0.03853
	0.08143
	0.1302
	
	common_variant

	PDILT
	0.522
	0.4323
	0.4059
	
	common_variant

	C7orf31
	0.5039
	0.4232
	0.4264
	
	common_variant

	MKL1
	0.3894
	0.3956
	0.4783
	1
	common_variant

	MUC22
	0.2509
	0.1525
	0.07891
	
	common_variant

	FLG2
	0
	0
	0
	
	common_variant

	GTPBP3
	0.7171
	0.6842
	0.6243
	1
	common_variant

	KIAA1683
	0.1707
	0.2046
	0.2346
	
	common_variant

	MYEOV
	0.1199
	0.1726
	0.2953
	
	common_variant

	ELN
	0.4192
	0.3487
	0.2422
	1
	common_variant

	OR2L3
	0
	0.001441
	0.0005486
	
	common_variant

	LRRK1
	0
	0
	0.0003659
	
	common_variant

	DPH1
	
	
	
	
	PASS

	MKI67
	0.1673
	0.1556
	0.1383
	
	common_variant

	HIP1R
	0.06402
	0.109
	0.1268
	
	common_variant

	ADD1
	0.1946
	0.2248
	0.1744
	
	common_variant

	PSMC3IP
	0.003827
	0.04179
	0.07173
	1
	common_variant

	ABCA7
	0.04193
	0.0448
	0.05358
	
	common_variant

	THUMPD1
	0.1484
	0.1772
	0.2011
	
	common_variant

	GSTA2
	0.03986
	0.0634
	0.132
	
	common_variant

	DDC8
	0.0005033
	0.005814
	0.001307
	
	common_variant

	SRCRB4D
	0.2153
	0.1957
	0.2796
	
	common_variant

	TMEM104
	0.6316
	0.5173
	0.5324
	
	common_variant

	EPPK1
	0.06661
	0.08257
	0.05805
	
	common_variant

	ISG15
	0.4072
	0.3931
	0.3403
	1
	common_variant

	PDILT
	0.5214
	0.4308
	0.4059
	
	common_variant

	OR11H12
	0.001002
	0.001845
	0.003722
	
	common_variant

	LRRC23
	0.003938
	0.01441
	0.01652
	
	common_variant

	ZNF799
	0.1593
	0.1095
	0.1508
	
	common_variant

	ZNF99
	0.09178
	0.1014
	0.1112
	
	common_variant

	TMPRSS9
	0.04021
	0.0562
	0.1074
	
	common_variant

	KRTAP1-5
	0.00003711
	0.001471
	0.0001273
	
	common_variant

	OR6B1
	0.08752
	0.1076
	0.1115
	
	common_variant

	TMEM79
	0.3004
	0.2767
	0.2357
	
	common_variant

	POTEG
	0.1585
	0
	0.3071
	
	common_variant

	MYOM1
	0.09929
	0.1096
	0.1154
	
	common_variant

	TAF1C
	0.1306
	0.1667
	0.2235
	
	common_variant

	CCZ1
	0.2705
	0.2594
	0.3379
	
	common_variant

	MKI67
	0.08985
	0.08501
	0.1122
	
	common_variant

	LAIR1
	0.1224
	0.1405
	0.155
	
	common_variant

	AC079354.1
	0.2567
	0.1772
	0.1746
	
	common_variant

	NBPF10
	0.3844
	0.3675
	0.2754
	
	common_variant

	MUC21
	0.03125
	0.01645
	0.01366
	
	common_variant

	COASY
	0.5463
	0.5592
	0.6411
	1
	common_variant

	C10orf71
	0.1642
	0.1478
	0.09508
	
	common_variant

	POLD1
	0.06884
	0.09565
	0.2067
	1
	common_variant

	UBAP2
	0.6212
	0.6095
	0.5215
	
	common_variant

	SRCRB4D
	0.01452
	0.06069
	0.06679
	
	common_variant

	TACC3
	0.2514
	0.1978
	0.1391
	1
	common_variant

	TACC3
	0.2481
	0.2041
	0.1383
	1
	common_variant

	PLXNB2
	0.2046
	0.1324
	0.08423
	
	common_variant

	NUP210
	0.5451
	0.4769
	0.3793
	
	common_variant

	BPI
	0.5444
	0.5246
	0.4976
	
	common_variant

	HYDIN
	0.7462
	0.6788
	0.5082
	1
	common_variant

	SLX4
	0.05058
	0.0562
	0.06772
	1
	common_variant

	HKR1
	0.2646
	0.3069
	0.2791
	
	common_variant

	MUC17
	0.1128
	0.183
	0.2701
	
	common_variant

	PRMT6
	0.2042
	0.188
	0.2336
	
	common_variant

	VSX2
	0.01899
	0.0315
	0.03404
	1
	common_variant

	PRAMEF4
	0.0124
	0.01375
	0.02966
	
	common_variant

	ALMS1
	0.00001843
	0
	0
	1
	common_variant

	MDM1
	0.7167
	0.7176
	0.6975
	
	common_variant

	KXD1
	0.5497
	0.536
	0.4745
	
	common_variant

	OR7D4
	0.1784
	0.2305
	0.1916
	
	common_variant

	KRTAP4-11
	0.7273
	0.689
	0.6144
	
	common_variant

	RFPL4A
	0.4144
	0.358
	0.2723
	
	common_variant

	OR10G8
	0.006698
	0.04035
	0.02584
	
	common_variant

	OR14I1
	0.1258
	0.1354
	0.1464
	
	common_variant

	C17orf78
	0
	0
	0
	
	common_variant

	FCGBP
	0.1131
	0.1296
	0.1848
	
	common_variant

	TDRD10
	0.2088
	0.219
	0.2355
	
	common_variant

	RP11-723O4.6
	0.01823
	0.02941
	0.09897
	
	common_variant

	AHNAK2
	0.0009205
	0
	0.0003657
	
	common_variant

	WDR35
	0.08842
	0.1138
	0.207
	1
	common_variant

	AGBL2
	0.547
	0.5951
	0.4569
	
	common_variant

	NFATC4
	0.6076
	0.5154
	0.3767
	
	common_variant

	DCST1
	0.3465
	0.4409
	0.5822
	
	common_variant

	PNPLA3
	0.2281
	0.2507
	0.2175
	1
	common_variant

	MAGEC1
	0.4843
	0.4286
	0.275
	
	common_variant

	KCNJ12
	0.4714
	0.4773
	0.4841
	
	common_variant

	NPIPB7
	0.0001452
	0
	0.0001567
	
	PASS

	KIR2DL3
	0.002126
	0.001672
	0.002042
	
	common_variant

	HNF1A
	0.352
	0.4086
	0.4241
	1
	common_variant

	IFNA17
	0.02764
	0.04037
	0.04565
	
	common_variant

	MUC16
	0.07442
	0.1217
	0.1363
	
	common_variant

	HCAR3
	0.0003336
	0
	0.0001903
	
	common_variant

	EDEM2
	0.1819
	0.2075
	0.2103
	
	common_variant

	OBSCN
	0.02298
	0.03623
	0.04669
	
	common_variant

	CYP2A13
	0.01425
	0.02312
	0.03282
	
	common_variant

	CCDC149
	0.002613
	0.08065
	0.04406
	
	common_variant

	ZNF705G
	0.3819
	0.3924
	0.3219
	
	common_variant

	SCD
	0.4133
	0.3743
	0.2831
	
	common_variant

	ANKLE1
	0.5235
	0.5188
	0.4745
	
	common_variant

	BAI2
	0.00005795
	0
	0.0005064
	
	common_variant

	AKAP13
	0.03392
	0.02882
	0.02755
	
	common_variant

	OR8H3
	0.1124
	0.1246
	0.129
	
	common_variant

	ZNF30
	0.4943
	0.5377
	0.6023
	
	common_variant

	ZNF99
	0.0906
	0.0971
	0.1113
	
	common_variant

	ITGAE
	0.8096
	0.7486
	0.5582
	
	common_variant

	EMC1
	0
	0
	0
	
	PASS

	SPATA31E1
	0.492
	0.4928
	0.4483
	
	common_variant

	CMTM2
	0.1204
	0.1671
	0.2273
	
	common_variant

	SLC25A37
	0.2936
	0.2747
	0.2091
	
	common_variant

	RIN3
	0.5531
	0.5058
	0.4599
	
	common_variant

	LOX
	0.1681
	0.1691
	0.1716
	
	common_variant

	CD33
	0.3194
	0.3014
	0.1582
	
	common_variant

	SLFN12
	0.489
	0.4553
	0.3551
	
	common_variant

	ACBD3
	0.596
	0.5377
	0.4171
	
	common_variant

	ITGA11
	0.09141
	0.05795
	0.0594
	
	common_variant

	FASTK
	0.001113
	0.01173
	0.007067
	
	common_variant

	MSH4
	
	
	
	
	PASS

	REM2
	0.09531
	0.09448
	0.07935
	
	common_variant

	OR10G4
	0.1569
	0.1503
	0.1057
	
	common_variant

	HS3ST6
	0.5814
	0.6391
	0.7165
	
	common_variant

	SIX5
	0.3511
	0.3656
	0.2909
	1
	common_variant

	POM121L12
	0.1386
	0.1242
	0.05631
	
	common_variant

	PKD1L1
	0.4982
	0.4654
	0.3759
	
	common_variant

	OTOR
	0.1809
	0.2118
	0.3124
	
	common_variant

	C9orf131
	0.7552
	0.7032
	0.6877
	
	common_variant

	EPPK1
	0.2501
	0.2485
	0.4058
	
	common_variant

	PLXNB2
	0.649
	0.6144
	0.6688
	
	common_variant

	KRTAP4-4
	0.002753
	0.02174
	0.01347
	
	common_variant

	EPPK1
	0.7663
	0.7515
	0.7988
	
	common_variant

	SRP14
	0.921
	0.9116
	0.897
	
	common_variant

	MATN2
	0.1749
	0.1565
	0.09515
	
	common_variant

	OR10G4
	0.4704
	0.4422
	0.378
	
	common_variant

	TSEN54
	0.6803
	0.6383
	0.6673
	1
	common_variant

	SCAI
	0.3042
	0.2201
	0.2104
	
	common_variant

	MYO18B
	0.1613
	0.2377
	0.3614
	
	common_variant

	MAP3K1
	0.8205
	0.7565
	0.7733
	1
	common_variant

	NMS
	0.2096
	0.2205
	0.2855
	
	common_variant

	OR2A25
	0.05631
	0.1369
	0.1027
	
	common_variant

	CSTL1
	0.01835
	0.0389
	0.08648
	
	common_variant

	MUC16
	0.07463
	0.1221
	0.138
	
	common_variant

	NACA2
	0.1473
	0.1671
	0.2758
	
	common_variant

	NPIPB15
	0.105
	0.1086
	0.07271
	
	common_variant

	FAT1
	0.7873
	0.7855
	0.799
	
	common_variant

	THAP9
	0.5676
	0.4885
	0.3777
	
	common_variant

	PROM2
	0.1314
	0.1246
	0.1174
	
	common_variant

	HS6ST1
	0.4765
	0.464
	0.4229
	1
	common_variant

	KRTAP10-12
	0.1418
	0.1851
	0.3241
	
	common_variant

	TXNRD2
	0.7403
	0.6822
	0.5811
	1
	common_variant

	ZNF257
	0.00001859
	0.001462
	0.0003057
	
	common_variant

	FCGR2A
	0.4958
	0.4308
	0.4151
	
	common_variant

	FGFR4
	0.3011
	0.2994
	0.3577
	
	common_variant

	NSD1
	0.1459
	0.1715
	0.2515
	1
	common_variant

	NPIPA5
	0.1473
	0.2222
	0.1867
	
	common_variant

	LRRC61
	0.2647
	0.2522
	0.2827
	
	common_variant

	OR10G4
	0.4703
	0.4402
	0.3809
	
	common_variant

	C1orf85
	0.3004
	0.2781
	0.2365
	
	common_variant

	VCPKMT
	0.1774
	0.1823
	0.1815
	
	common_variant

	PLEKHG2
	0
	0
	0
	
	PASS

	TMEM2
	0.2061
	0.232
	0.3472
	
	common_variant

	FCRLA
	0.2168
	0.2767
	0.28
	
	common_variant

	ZNF646
	0.00003795
	0
	0
	
	common_variant

	SCEL
	0.07462
	0.1069
	0.177
	
	common_variant

	ZNF91
	0.05677
	0.1032
	0.1428
	
	common_variant

	FNBP1
	0.5264
	0.5345
	0.6681
	
	common_variant

	OR7G1
	0.1739
	0.2176
	0.2595
	
	common_variant

	ITPKB
	0.4722
	0.5137
	0.5617
	
	common_variant

	FCGBP
	0.3819
	0.3631
	0.2935
	
	common_variant

	ZCCHC14
	0.7575
	0.7145
	0.7278
	
	common_variant

	PCM1
	0.7925
	0.7936
	0.6159
	1
	common_variant

	OR2J2
	0.5598
	0.5304
	0.52
	
	common_variant

	SYNRG
	0.1752
	0.2133
	0.2249
	
	common_variant

	AC110781.3
	0.3497
	0.4254
	0.4046
	
	common_variant

	OR7D4
	0.1783
	0.2305
	0.1917
	
	common_variant

	HLA-DQA1
	0.3628
	0.3865
	0.313
	1
	common_variant

	HSPA6
	0.07679
	0.08
	0.07607
	
	common_variant

	OR11H12
	0.2473
	0
	0.2273
	
	common_variant

	HSPA6
	0.1123
	0.1109
	0.1019
	
	common_variant

	F5
	0.01357
	0.07781
	0.1334
	1
	common_variant

	C1orf85
	0.3004
	0.2779
	0.2357
	
	common_variant

	WDR55
	0.2431
	0.2378
	0.2565
	
	common_variant

	IFNA4
	0.1511
	0.1749
	0.1068
	
	common_variant

	OR7G1
	0.3148
	0.3588
	0.4567
	
	common_variant

	OR2J2
	0.5117
	0.4754
	0.4145
	
	common_variant

	USP35
	0.9548
	0.8551
	0.7336
	
	common_variant

	SRRM5
	0.1548
	0.1172
	0.08515
	
	common_variant

	DKK2
	0.09862
	0.1225
	0.1176
	
	common_variant

	SIDT2
	
	
	
	
	PASS

	JMJD4
	0.4735
	0.4699
	0.3899
	
	common_variant

	OR2L8
	0.03454
	0.03795
	0.03422
	
	common_variant

	STON1
	0.326
	0.3663
	0.3859
	
	common_variant

	ETAA1
	0.4559
	0.4406
	0.4535
	
	common_variant

	SERPINA1
	0.163
	0.1691
	0.2718
	1
	common_variant

	MUM1
	0.7385
	0.6888
	0.7382
	
	common_variant

	DMBT1
	0.03217
	0.04203
	0.08435
	1
	common_variant

	OR2J2
	0.5111
	0.4767
	0.4143
	
	common_variant

	LGALS8
	0.7484
	0.7205
	0.5758
	
	common_variant

	IGHV1-58
	0.5901
	0.4841
	0.3043
	
	common_variant

	TCTE1
	0.1648
	0.1888
	0.2577
	
	common_variant

	KRT10
	0.000335
	0.006356
	0.01193
	1
	common_variant

	IFI27
	0.5846
	0.6181
	0.6465
	
	common_variant

	TSPYL6
	0.1383
	0.1257
	0.1493
	
	common_variant

	DPCR1
	
	
	
	1
	PASS

	KRTAP10-10
	0.526
	0.4783
	0.3596
	
	common_variant

	TLL1
	
	
	
	1
	PASS

	OR11G2
	0.7073
	0.6801
	0.715
	
	common_variant

	DHRS4L2
	0.01337
	0.0178
	0.05908
	
	common_variant

	TAS2R46
	
	
	
	
	PASS





























Supplementary Table 1 continue
	Hugo_Symbol
	flanking_bps
	variant_id
	variant_qual
	ExAC_AF_Adj
	ExAC_AC_AN_Adj

	FRG1B
	TAGG
	.
	10.1
	0.01451
	1202/82816

	GSTT2
	GGT
	rs76498342
	.
	0.144
	15287/106170

	TLL1
	AGCTGTGAAGGTATGACT
	.
	193.67
	
	

	ZACN
	GCA
	rs1043149
	.
	0.1944
	20635/106160

	OR2J1
	CCA
	rs2394517
	.
	0.4958
	52264/105412

	RP1L1
	TCC
	rs72494282
	.
	0.1364
	14399/105544

	RP1L1
	CTC
	rs11782670
	.
	0.129
	13617/105564

	EXOC3L1
	TGC
	rs9939768
	.
	0.1209
	12772/105668

	AC024580.1
	GCA
	rs373247932
	.
	
	

	PDXP
	CAT
	.
	.
	0.00000943
	1/106044

	AQP11
	CGG
	rs2276415
	.
	0.1395
	14364/102938

	MUC22
	CAC
	rs72502537
	.
	0.03245
	348/10724

	KRTAP10-2
	TTG
	rs233240
	.
	0.2033
	21461/105552

	IGLL5
	TAC
	rs28477498
	.
	0.02441
	2574/105460

	NEURL4
	AGG
	rs11655578
	.
	0.1888
	18971/100460

	KRTAP12-1
	ACG
	rs9984476
	.
	0.1448
	15266/105458

	RASA4B
	ACG
	rs746316
	.
	
	

	FRG1B
	ACC
	rs375238322
	.
	
	

	MKI67
	CCG
	rs11591817
	.
	0.1841
	19550/106188

	C5orf60
	GCT
	rs75942553
	.
	0.07155
	1298/18140

	TSPYL4
	AGC
	rs17524614
	.
	0.1526
	14647/95984

	FFAR3
	CGC
	rs79251979
	.
	0.2172
	23025/106026

	ZNF721
	TTC
	.
	.
	
	

	SERPINF2
	AGG
	rs1057335
	.
	0.2211
	23481/106188

	NPIPB11
	CAT
	rs372788579
	.
	0.007215
	711/98548

	TBC1D8
	CTT
	rs746924
	.
	0.6037
	63656/105440

	OR4M1
	ACA
	rs2635535
	.
	0.2983
	31674/106178

	UBN2
	AGC
	.
	.
	0.000009473
	1/105564

	NLRX1
	GGA
	.
	.
	
	

	ZNF66
	AGC
	rs138771709
	.
	0.007159
	715/99872

	MAMDC4
	CGG
	rs200390935
	.
	0.001209
	122/100900

	MDM1
	ACG
	rs2306393
	.
	0.6972
	74040/106196

	KRTAP10-6
	CCG
	rs76150656
	.
	0.004554
	466/102320

	RNF215
	GCA
	rs5749088
	.
	0.1849
	19602/106038

	MKI67
	AGA
	rs2240
	.
	0.1875
	19907/106194

	KRT6B
	CCT
	rs150221772
	.
	0.01056
	1121/106190

	RAET1G
	TGT
	rs9397449
	.
	0.1756
	18650/106184

	MUC19
	GGA
	.
	.
	
	

	CSF1
	TGG
	rs2229165
	.
	0.05313
	5616/105700

	FRG1B
	AAA
	.
	.
	0.007896
	754/95496

	ZNF43
	AGT
	.
	.
	
	

	PLK5
	GCG
	.
	.
	0.00008155
	1/12262

	MYPN
	AGC
	rs10997975
	.
	0.4288
	45529/106190

	FRG1
	TAG
	rs189762674
	.
	
	

	SERTAD1
	GTG
	rs268687
	.
	0.5052
	52301/103522

	ZNF28
	GGT
	rs111592619
	.
	
	

	FAM186A
	GTT
	.
	.
	
	

	MYO7B
	CAG
	rs11686946
	.
	0.2903
	14807/51000

	PIH1D1
	CCC
	rs2293013
	.
	0.6791
	71951/105952

	IGKV1D-16
	GGT
	.
	.
	0.000009498
	1/105286

	MUC17
	CTG
	rs4269454
	.
	0.1654
	17550/106094

	PIH1D1
	ATT
	rs2293012
	.
	0.6791
	71945/105938

	ZNF678
	CCA
	.
	.
	
	

	TCP10L2
	CGT
	rs200583385
	.
	0.1803
	18836/104468

	TTLL6
	CAG
	rs3959442
	.
	0.2766
	4197/15172

	MZF1
	CCG
	rs3752111
	.
	0.07125
	6890/96708

	PDILT
	CCT
	rs9652589
	.
	0.4405
	46773/106188

	C7orf31
	GCG
	rs12535348
	.
	0.4112
	43536/105876

	MKL1
	CTG
	rs878756
	.
	0.3983
	41690/104660

	MUC22
	TAC
	rs115709409
	.
	0.1243
	1335/10738

	FLG2
	ATG
	rs148036681
	.
	0.001384
	147/106202

	GTPBP3
	GTG
	rs3810206
	.
	0.6603
	69080/104612

	KIAA1683
	CGG
	rs2277921
	.
	0.2231
	23508/105354

	MYEOV
	GGG
	rs11228610
	.
	0.1454
	13761/94648

	ELN
	TGG
	rs2071307
	.
	0.3206
	34038/106184

	OR2L3
	GCC
	rs148941926
	.
	0.002656
	282/106176

	LRRK1
	AGC
	rs34874770
	.
	0.0009759
	103/105540

	DPH1
	CGT
	.
	.
	
	

	MKI67
	ACG
	rs12777740
	.
	0.1843
	19571/106202

	HIP1R
	CGT
	rs2271051
	.
	0.1005
	10629/105750

	ADD1
	AGG
	rs4961
	.
	0.2038
	21625/106098

	PSMC3IP
	TAC
	rs2292754
	.
	0.03973
	4219/106196

	ABCA7
	CGC
	rs3752233
	.
	0.04827
	5081/105256

	THUMPD1
	TCT
	rs11074471
	.
	0.1516
	16092/106180

	GSTA2
	GGC
	rs2234951
	.
	0.05925
	6290/106152

	DDC8
	TCC
	rs59666014
	.
	0.001913
	28/14636

	SRCRB4D
	GCG
	rs4728712
	.
	0.2223
	22561/101486

	TMEM104
	CGT
	rs2016126
	.
	0.5783
	61249/105912

	EPPK1
	TCG
	rs201976887
	.
	0.08739
	8566/98018

	ISG15
	AGC
	rs1921
	.
	0.369
	39117/106000

	PDILT
	CCC
	rs9652588
	.
	0.439
	46621/106198

	OR11H12
	CCG
	rs202116908
	.
	0.005892
	497/84354

	LRRC23
	CGG
	rs2071073
	.
	0.05108
	5423/106168

	ZNF799
	CGT
	rs12974755
	.
	0.128
	13596/106192

	ZNF99
	CAT
	rs62119159
	.
	0.09165
	9662/105428

	TMPRSS9
	CGG
	rs62120714
	.
	0.08284
	8787/106068

	KRTAP1-5
	CGG
	rs148850772
	.
	0.00232
	242/104292

	OR6B1
	CCG
	rs7787378
	.
	0.146
	15398/105492

	TMEM79
	CGT
	rs6684514
	.
	0.2678
	28414/106102

	POTEG
	AGC
	rs138358738
	.
	0.2699
	759/2812

	MYOM1
	ACG
	rs1791085
	.
	0.1073
	10653/99252

	TAF1C
	CGG
	rs2230131
	.
	0.1605
	11932/74356

	CCZ1
	TGT
	rs200812052
	.
	0.2875
	30352/105588

	MKI67
	ACT
	rs7918199
	.
	0.1016
	10786/106210

	LAIR1
	CGG
	rs74463408
	.
	0.1346
	14006/104070

	AC079354.1
	GTG
	rs12615065
	.
	0.1928
	2368/12284

	NBPF10
	GGG
	rs368121891
	.
	0.3393
	32488/95742

	MUC21
	CGG
	rs11756238
	.
	0.02755
	2546/92422

	COASY
	TCC
	rs615942
	.
	0.5413
	56830/104980

	C10orf71
	GAC
	rs45554335
	.
	0.1809
	19066/105424

	POLD1
	CGC
	rs1726801
	.
	0.1182
	12393/104856

	UBAP2
	CCG
	rs1785506
	.
	0.6261
	66481/106186

	SRCRB4D
	CCG
	rs10227141
	.
	0.05055
	5322/105286

	TACC3
	TGC
	rs17132047
	.
	0.2108
	20747/98402

	TACC3
	TGG
	rs1063743
	.
	0.2136
	21902/102538

	PLXNB2
	TTG
	rs79966207
	.
	0.128
	2021/15792

	NUP210
	GCT
	rs7628051
	.
	0.499
	52861/105942

	BPI
	GCG
	rs1341023
	.
	0.5047
	53431/105858

	HYDIN
	TTC
	rs79004160
	.
	0.6076
	63838/105068

	SLX4
	GGA
	rs3810813
	.
	0.06472
	6856/105928

	HKR1
	ACA
	rs3745764
	.
	0.2365
	25010/105758

	MUC17
	ATC
	rs10265276
	.
	0.165
	17505/106104

	PRMT6
	GCC
	rs2232016
	.
	0.1769
	18446/104274

	VSX2
	CGA
	rs75395981
	.
	0.04312
	1779/41254

	PRAMEF4
	GCA
	rs199749044
	.
	0.01645
	1427/86722

	ALMS1
	GAA
	rs17848880
	.
	0.002352
	248/105460

	MDM1
	AGT
	rs962976
	.
	0.6933
	73615/106176

	KXD1
	GCC
	rs7648
	.
	0.528
	56008/106080

	OR7D4
	CGT
	rs5020278
	.
	0.1691
	17950/106160

	KRTAP4-11
	TCG
	rs9897031
	.
	0.694
	72522/104494

	RFPL4A
	TGC
	rs138079370
	.
	0.3242
	4849/14958

	OR10G8
	ACT
	rs75240316
	.
	0.04689
	4980/106196

	OR14I1
	ATA
	rs55871516
	.
	0.1421
	15082/106172

	C17orf78
	GAT
	.
	.
	0.0004645
	49/105488

	FCGBP
	AGT
	rs34938990
	.
	0.1145
	10444/91246

	TDRD10
	CGT
	rs3811448
	.
	0.2043
	21678/106098

	RP11-723O4.6
	CGT
	rs61738926
	.
	0.06979
	898/12868

	AHNAK2
	CTC
	.
	.
	0.0006066
	64/105510

	WDR35
	CTG
	rs1060742
	.
	0.1083
	11499/106192

	AGBL2
	TCA
	rs12286721
	.
	0.5743
	60969/106160

	NFATC4
	GGC
	rs2229309
	.
	0.4888
	44160/90344

	DCST1
	CAT
	rs11264300
	.
	0.4611
	48951/106166

	PNPLA3
	TCC
	rs738409
	.
	0.2664
	28289/106186

	MAGEC1
	ACT
	rs176037
	.
	0.3981
	27569/69254

	KCNJ12
	CGA
	rs73313922
	.
	0.4721
	46312/98088

	NPIPB7
	GCG
	.
	.
	0.0002236
	4/17890

	KIR2DL3
	GTG
	rs116925556
	.
	0.003235
	297/91796

	HNF1A
	GAT
	rs1169288
	.
	0.3552
	36883/103832

	IFNA17
	TAT
	rs9298814
	.
	0.05206
	5220/100272

	MUC16
	TTT
	rs12462651
	.
	0.1142
	12051/105534

	HCAR3
	TGC
	rs470535
	.
	0.0005455
	57/104496

	EDEM2
	GCG
	rs3746429
	.
	0.1595
	16920/106070

	OBSCN
	GCG
	rs3795800
	.
	0.05033
	5313/105554

	CYP2A13
	CGG
	rs8192784
	.
	0.03386
	3593/106114

	CCDC149
	CGG
	rs74764772
	.
	0.0253
	158/6246

	ZNF705G
	GAC
	rs9693671
	.
	0.377
	39627/105118

	SCD
	GAT
	rs2234970
	.
	0.4027
	42679/105994

	ANKLE1
	TTG
	rs2363956
	.
	0.4854
	51362/105818

	BAI2
	ATG
	rs148929083
	.
	0.003277
	327/99776

	AKAP13
	GAG
	rs61731243
	.
	0.04164
	4421/106178

	OR8H3
	ACG
	rs61751933
	.
	0.1172
	12405/105814

	ZNF30
	CAG
	rs1811
	.
	0.5183
	54675/105498

	ZNF99
	TGC
	rs61740110
	.
	0.08931
	9400/105246

	ITGAE
	ATG
	rs220479
	.
	0.7275
	77216/106142

	EMC1
	AGC
	.
	.
	0.000019
	2/105280

	SPATA31E1
	CGC
	rs11142017
	.
	0.462
	49003/106076

	CMTM2
	ATA
	rs2290182
	.
	0.1854
	19681/106176

	SLC25A37
	TAT
	rs2942194
	.
	0.2536
	26666/105154

	RIN3
	CAT
	rs3829947
	.
	0.4808
	51035/106152

	LOX
	CCG
	rs1800449
	.
	0.1714
	17958/104752

	CD33
	GCC
	rs12459419
	.
	0.295
	31156/105612

	SLFN12
	CAC
	rs1849733
	.
	0.4491
	47683/106176

	ACBD3
	TTT
	rs111701159
	.
	0.5734
	60724/105900

	ITGA11
	ACG
	rs2306022
	.
	0.07271
	6876/94562

	FASTK
	GGC
	rs2288648
	.
	0.02986
	3137/105064

	MSH4
	ACC
	.
	.
	
	

	REM2
	GGC
	rs8014119
	.
	0.09774
	10279/105166

	OR10G4
	CTC
	rs547068
	.
	0.153
	14797/96708

	HS3ST6
	AGG
	rs337285
	.
	0.5949
	56137/94364

	SIX5
	ACG
	rs2341097
	.
	0.3149
	33216/105478

	POM121L12
	CCC
	rs73357087
	.
	0.1356
	13848/102160

	PKD1L1
	ACA
	rs2686817
	.
	0.4883
	51860/106208

	OTOR
	CTC
	rs6135876
	.
	0.1984
	21067/106172

	C9orf131
	TGG
	rs615474
	.
	0.7171
	76154/106200

	EPPK1
	AGC
	rs7839934
	.
	0.2701
	28472/105412

	PLXNB2
	ATG
	rs11547731
	.
	0.6363
	66720/104858

	KRTAP4-4
	GGT
	rs74572864
	.
	0.01075
	1132/105328

	EPPK1
	GTG
	rs6558399
	.
	0.7522
	42604/56640

	SRP14
	GGT
	rs7535
	.
	0.9039
	95866/106058

	MATN2
	ACG
	rs2290472
	.
	0.1456
	15264/104848

	OR10G4
	CAG
	rs4936880
	.
	0.4464
	47349/106080

	TSEN54
	GCC
	rs8064529
	.
	0.6196
	65790/106180

	SCAI
	GCA
	rs589292
	.
	0.2487
	25868/104022

	MYO18B
	CAA
	rs2236005
	.
	0.2613
	27553/105466

	MAP3K1
	AGT
	rs832582
	.
	0.7608
	80197/105408

	NMS
	TCC
	rs13411940
	.
	0.2366
	25128/106198

	OR2A25
	GTG
	rs61731397
	.
	0.1275
	13519/106040

	CSTL1
	CAC
	rs7361799
	.
	0.03815
	4052/106206

	MUC16
	ACC
	rs12461695
	.
	0.1144
	12013/104980

	NACA2
	TGT
	rs61739273
	.
	0.1574
	16716/106196

	NPIPB15
	GCG
	rs10468354
	.
	0.1027
	10020/97546

	FAT1
	CTG
	rs11939575
	.
	0.7581
	80025/105566

	THAP9
	TGC
	rs897945
	.
	0.4928
	52218/105958

	PROM2
	CGG
	rs72819488
	.
	0.1226
	12983/105860

	HS6ST1
	CGT
	rs200979099
	.
	0.4619
	39687/85922

	KRTAP10-12
	CGG
	rs34302939
	.
	0.1971
	20542/104208

	TXNRD2
	TAT
	rs1139793
	.
	0.6957
	73126/105112

	ZNF257
	ATG
	rs148612115
	.
	0.003969
	415/104568

	FCGR2A
	CAT
	rs1801274
	.
	0.4784
	50790/106162

	FGFR4
	CGG
	rs351855
	.
	0.3229
	33612/104108

	NSD1
	GTC
	rs28932178
	.
	0.2023
	21468/106138

	NPIPA5
	CGC
	.
	.
	0.1531
	8952/58478

	LRRC61
	AAC
	rs3735169
	.
	0.2493
	26277/105416

	OR10G4
	GAA
	rs4936881
	.
	0.4464
	47221/105782

	C1orf85
	ATC
	rs10908495
	.
	0.2687
	28516/106118

	VCPKMT
	GGC
	rs11157729
	.
	0.2183
	21031/96318

	PLEKHG2
	CGA
	.
	.
	0
	0/64328

	TMEM2
	GCG
	rs25689
	.
	0.244
	25898/106142

	FCRLA
	AAG
	rs2275603
	.
	0.3197
	33917/106088

	ZNF646
	CGG
	rs3751856
	.
	0.002229
	230/103168

	SCEL
	AGG
	rs2274016
	.
	0.1513
	15963/105514

	ZNF91
	GTT
	rs296093
	.
	0.1026
	10821/105496

	FNBP1
	GCT
	rs1023000
	.
	0.5975
	56077/93854

	OR7G1
	CAC
	rs6511874
	.
	0.2256
	23951/106188

	ITPKB
	GAA
	rs6667260
	.
	0.5355
	50991/95228

	FCGBP
	ACG
	rs11083543
	.
	0.3502
	26742/76362

	ZCCHC14
	ACT
	rs3748400
	.
	0.6428
	67509/105026

	PCM1
	CAT
	rs208753
	.
	0.7291
	76929/105510

	OR2J2
	GTT
	rs3116856
	.
	0.5038
	53154/105504

	SYNRG
	GTA
	rs12602536
	.
	0.1757
	18657/106190

	AC110781.3
	CGG
	rs6957894
	.
	0.392
	4860/12398

	OR7D4
	CGT
	rs61729907
	.
	0.169
	17946/106162

	HLA-DQA1
	GCA
	rs10093
	.
	0.3563
	35228/98874

	HSPA6
	CGG
	rs368844
	.
	0.07166
	3975/55474

	OR11H12
	GTG
	rs201880193
	.
	0.2611
	505/1934

	HSPA6
	ACA
	rs753856
	.
	0.1149
	7839/68246

	F5
	AGA
	rs13306334
	.
	0.0957
	10158/106140

	C1orf85
	GGT
	rs10908496
	.
	0.2662
	28058/105410

	WDR55
	TCT
	rs2286394
	.
	0.2372
	25183/106168

	IFNA4
	CTC
	rs113045626
	.
	0.19
	19707/103700

	OR7G1
	CCC
	rs2217657
	.
	0.3723
	39514/106134

	OR2J2
	CTA
	rs3116855
	.
	0.4497
	47343/105282

	USP35
	CGC
	rs2512526
	.
	0.8857
	93492/105560

	SRRM5
	GAG
	rs3815422
	.
	0.131
	2002/15278

	DKK2
	CCG
	rs17037102
	.
	0.1399
	14851/106144

	SIDT2
	TTC
	.
	.
	
	

	JMJD4
	CAT
	rs2295994
	.
	0.4624
	24183/52296

	OR2L8
	GTT
	rs201126494
	.
	0.03604
	3359/93206

	STON1
	AAT
	rs17039250
	.
	0.3395
	32406/95442

	ETAA1
	CGA
	rs61740794
	.
	0.4526
	47123/104106

	SERPINA1
	ACG
	rs709932
	.
	0.1632
	17322/106136

	MUM1
	AGG
	rs3826942
	.
	0.7052
	74855/106148

	DMBT1
	AGC
	rs111575923
	.
	0.06934
	7320/105574

	OR2J2
	TAC
	rs3130743
	.
	0.4486
	47307/105452

	LGALS8
	GGC
	rs17856495
	.
	0.717
	76042/106054

	IGHV1-58
	ATA
	rs2516904
	.
	0.5051
	53296/105514

	TCTE1
	GAA
	rs2297336
	.
	0.1861
	19755/106150

	KRT10
	GAG
	.
	10.28
	0.002412
	181/75048

	IFI27
	GTG
	.
	12.71
	0.5965
	48897/81976

	TSPYL6
	AGGGGCCCG
	.
	12.71
	0.1419
	14577/102712

	DPCR1
	GTCACAGAAAAGTCC
	.
	16.97
	
	

	KRTAP10-10
	GCCTGCTGTGTGCCTGTC
	.
	21.26
	0.5053
	53276/105442

	TLL1
	AGACAG
	.
	29.94
	
	

	OR11G2
	GCA
	.
	16.07
	0.6763
	71808/106170

	DHRS4L2
	CTG
	.
	16.27
	0.02594
	2656/102374

	TAS2R46
	CCAG
	.
	16.49
	
	















Supplementary Table 1 continue
	Hugo_Symbol
	ExAC_AC_AN
	ExAC_AC_AN_AFR
	ExAC_AC_AN_AMR
	ExAC_AC_AN_EAS
	ExAC_AC_AN_FIN

	FRG1B
	1548/106196
	63/7814
	147/7368
	132/6070
	43/4850

	GSTT2
	15289/106210
	790/9064
	973/11214
	2336/7840
	803/6612

	TLL1
	
	
	
	
	

	ZACN
	20642/106210
	788/9058
	4510/11204
	2717/7844
	1186/6610

	OR2J1
	52304/105702
	957/8384
	5410/11194
	2566/7830
	4152/6614

	RP1L1
	14407/105662
	882/8440
	1372/11212
	3217/7842
	432/6614

	RP1L1
	13639/105836
	753/8470
	1334/11212
	3110/7826
	415/6614

	EXOC3L1
	12839/106206
	3942/8812
	893/11210
	130/7858
	739/6610

	AC024580.1
	
	
	
	
	

	PDXP
	1/106210
	1/9032
	0/11204
	0/7856
	0/6594

	AQP11
	14450/106192
	1241/9002
	2616/11188
	1457/7816
	1463/6594

	MUC22
	349/13616
	8/188
	5/90
	16/128
	0/0

	KRTAP10-2
	21470/106204
	1635/9050
	1633/11204
	2927/7796
	1379/6614

	IGLL5
	2599/106112
	657/8606
	187/11196
	107/7856
	30/6614

	NEURL4
	19314/105670
	281/8234
	2369/11138
	829/7796
	740/6582

	KRTAP12-1
	15304/106066
	777/8478
	1385/11202
	659/7824
	1052/6606

	RASA4B
	
	
	
	
	

	FRG1B
	
	
	
	
	

	MKI67
	19554/106210
	2580/9064
	2492/11214
	2202/7860
	816/6614

	C5orf60
	1355/22908
	50/1780
	20/308
	22/322
	123/1760

	TSPYL4
	14944/105622
	194/7604
	3239/10570
	748/7416
	1471/6292

	FFAR3
	23037/106128
	1160/9046
	2145/11192
	1672/7854
	1640/6610

	ZNF721
	
	
	
	
	

	SERPINF2
	23483/106210
	1872/9066
	3049/11212
	1100/7858
	1238/6610

	NPIPB11
	720/102080
	4/7232
	350/10580
	352/7316
	0/6334

	TBC1D8
	63706/105622
	4185/8456
	6264/11176
	2420/7820
	4012/6606

	OR4M1
	31678/106210
	1109/9066
	3478/11212
	2473/7854
	2197/6614

	UBN2
	1/105744
	0/8466
	0/11208
	0/7840
	0/6614

	NLRX1
	
	
	
	
	

	ZNF66
	718/105844
	0/7348
	3/10656
	523/7582
	103/6556

	MAMDC4
	123/105974
	1/7756
	0/10870
	110/7734
	0/6172

	MDM1
	74045/106210
	7675/9062
	7429/11216
	3328/7866
	4796/6614

	KRTAP10-6
	481/105990
	272/8360
	31/11178
	10/7842
	2/6608

	RNF215
	19610/106210
	722/8988
	1405/11214
	1116/7840
	995/6614

	MKI67
	19909/106208
	2878/9062
	2519/11216
	2206/7862
	816/6614

	KRT6B
	1122/106210
	5/9064
	6/11214
	1037/7858
	0/6614

	RAET1G
	18654/106210
	977/9064
	781/11216
	4241/7848
	903/6614

	MUC19
	
	
	
	
	

	CSF1
	5620/106210
	1307/8962
	1096/11214
	1258/7854
	33/6614

	FRG1B
	1093/106200
	84/8046
	40/9766
	48/7168
	27/5216

	ZNF43
	
	
	
	
	

	PLK5
	1/18018
	1/262
	0/144
	0/142
	0/1062

	MYPN
	45531/106210
	1878/9066
	4673/11212
	2050/7852
	3573/6614

	FRG1
	
	
	
	
	

	SERTAD1
	53535/105978
	6800/8064
	5843/11180
	1519/7832
	2925/6598

	ZNF28
	
	
	
	
	

	FAM186A
	
	
	
	
	

	MYO7B
	19437/104966
	713/4116
	749/4380
	1112/4248
	901/2590

	PIH1D1
	72133/106210
	5708/9048
	6357/11158
	3012/7850
	4458/6586

	IGKV1D-16
	1/105540
	0/8386
	0/11204
	0/7838
	0/6604

	MUC17
	17552/106206
	2884/9066
	1533/11212
	1684/7846
	773/6614

	PIH1D1
	72135/106210
	5710/9048
	6360/11162
	3005/7838
	4458/6586

	ZNF678
	
	
	
	
	

	TCP10L2
	18930/105786
	567/8286
	1719/11096
	1215/7816
	1164/6572

	TTLL6
	4559/18808
	477/1412
	112/258
	44/228
	281/822

	MZF1
	7012/105488
	64/7306
	2246/11106
	622/7804
	272/6378

	PDILT
	46784/106210
	3804/9066
	3447/11210
	965/7866
	3235/6612

	C7orf31
	43593/106208
	914/9062
	4046/11200
	1190/7858
	2852/6612

	MKL1
	41900/106190
	7862/8988
	2102/11170
	843/7824
	2167/6554

	MUC22
	1541/15694
	33/188
	4/90
	9/132
	0/2

	FLG2
	147/106210
	0/9066
	0/11216
	147/7858
	0/6614

	GTPBP3
	69816/106146
	7602/8860
	5109/10960
	2002/7736
	5310/6512

	KIAA1683
	23629/106180
	3852/8884
	2850/11170
	2518/7758
	1105/6576

	MYEOV
	14787/106008
	1425/8534
	909/10578
	1515/7610
	437/5486

	ELN
	34040/106210
	1508/9066
	2295/11214
	903/7854
	2336/6610

	OR2L3
	282/106210
	4/9066
	0/11196
	268/7860
	0/6614

	LRRK1
	103/105936
	0/8456
	0/11208
	97/7846
	0/6612

	DPH1
	
	
	
	
	

	MKI67
	19571/106210
	2585/9066
	2495/11216
	2207/7862
	816/6614

	HIP1R
	10635/106204
	1779/8930
	451/11194
	1883/7846
	898/6580

	ADD1
	21658/106210
	709/9058
	2345/11184
	3752/7840
	1235/6608

	PSMC3IP
	4223/106210
	981/9064
	463/11216
	1284/7856
	77/6614

	ABCA7
	5087/106206
	55/8762
	120/11168
	1366/7818
	374/6598

	THUMPD1
	16092/106210
	793/9064
	906/11210
	1774/7852
	1131/6614

	GSTA2
	6290/106210
	62/9066
	183/11210
	995/7864
	678/6614

	DDC8
	31/18104
	2/548
	0/236
	13/316
	0/1736

	SRCRB4D
	22812/106104
	694/8214
	2959/11030
	2010/7760
	1244/6274

	TMEM104
	61336/106208
	5778/9032
	4998/11192
	3176/7814
	3975/6588

	EPPK1
	8893/106158
	1059/8112
	957/9580
	1567/6870
	621/6066

	ISG15
	39164/106210
	3712/9028
	2739/11206
	1594/7844
	3134/6588

	PDILT
	46626/106210
	3690/9066
	3437/11210
	965/7866
	3234/6612

	OR11H12
	646/104064
	4/6882
	285/7994
	111/6118
	7/5354

	LRRC23
	5424/106210
	1293/9066
	1498/11216
	2136/7826
	1/6614

	ZNF799
	13596/106210
	371/9052
	675/11216
	536/7864
	806/6614

	ZNF99
	9674/105798
	584/8408
	1032/11212
	632/7838
	540/6614

	TMPRSS9
	8790/106210
	1559/9046
	945/11214
	2072/7838
	228/6608

	KRTAP1-5
	242/105962
	4/8354
	2/11198
	231/7842
	0/6614

	OR6B1
	15448/106016
	624/8496
	5458/11142
	1920/7838
	739/6610

	TMEM79
	28422/106210
	997/9050
	3118/11200
	1964/7848
	1965/6600

	POTEG
	804/62666
	262/594
	97/290
	65/272
	22/170

	MYOM1
	10811/105882
	1013/7686
	780/10284
	1259/7414
	627/6206

	TAF1C
	12731/105870
	1614/6396
	617/6692
	1136/5692
	412/3114

	CCZ1
	30459/106192
	2565/8978
	4125/11160
	1778/7836
	1581/6584

	MKI67
	10786/106210
	608/9066
	1927/11216
	1085/7866
	383/6614

	LAIR1
	14124/106044
	712/8708
	1103/11014
	2083/7764
	987/6400

	AC079354.1
	2530/16774
	30/514
	30/220
	65/300
	291/1652

	NBPF10
	33530/103160
	1176/6460
	4004/10380
	1334/7396
	2583/6314

	MUC21
	2572/105958
	400/7880
	336/9286
	44/6634
	85/6008

	COASY
	57157/106188
	3754/8674
	5998/11202
	3414/7846
	3530/6614

	C10orf71
	19121/105882
	1104/8456
	3690/11186
	2467/7818
	1234/6612

	POLD1
	12441/106194
	2636/8732
	1256/11156
	1107/7784
	258/6564

	UBAP2
	66497/106210
	4771/9066
	8772/11214
	6524/7864
	3686/6610

	SRCRB4D
	5339/106200
	1208/8944
	864/11134
	1182/7786
	155/6474

	TACC3
	21383/106072
	648/7280
	2181/10616
	1275/7532
	1657/6128

	TACC3
	22164/106184
	1246/8066
	2276/11000
	1292/7784
	1695/6378

	PLXNB2
	7372/92920
	52/1478
	59/424
	58/528
	20/84

	NUP210
	52935/106210
	7072/9060
	3997/11186
	2613/7836
	3091/6602

	BPI
	53484/106206
	1790/8904
	6360/11210
	4335/7840
	2914/6612

	HYDIN
	63951/105642
	2256/8410
	3958/11124
	3447/7746
	4984/6588

	SLX4
	6871/106208
	92/9004
	965/11186
	1489/7798
	417/6608

	HKR1
	25078/106208
	1210/9048
	1671/11210
	1174/7862
	1900/6608

	MUC17
	17507/106202
	2835/9066
	1531/11214
	1686/7824
	773/6614

	PRMT6
	18533/105698
	295/8056
	983/11204
	1171/7830
	1113/6610

	VSX2
	2486/105748
	37/3766
	875/3440
	130/3354
	24/1158

	PRAMEF4
	1684/102574
	158/5994
	180/9180
	73/6900
	66/5870

	ALMS1
	248/105644
	0/8438
	0/11210
	247/7844
	0/6612

	MDM1
	73617/106210
	7180/9066
	7417/11208
	3337/7852
	4796/6612

	KXD1
	56038/106208
	1729/9048
	6970/11196
	5265/7830
	4041/6610

	OR7D4
	17951/106210
	662/9056
	867/11210
	1733/7846
	1694/6614

	KRTAP4-11
	73349/106092
	7909/8480
	6415/11080
	3526/7778
	5206/6604

	RFPL4A
	5105/24124
	232/1188
	96/268
	95/298
	645/1564

	OR10G8
	4980/106210
	419/9066
	2231/11210
	1276/7858
	238/6614

	OR14I1
	15084/106210
	1431/9062
	1805/11208
	1363/7856
	1154/6612

	C17orf78
	49/105624
	0/8450
	0/11200
	49/7846
	0/6614

	FCGBP
	15279/105846
	257/8654
	1068/8792
	310/7240
	784/5104

	TDRD10
	21694/106210
	1262/9060
	1852/11196
	1049/7850
	2165/6598

	RP11-723O4.6
	922/16630
	8/250
	3/144
	6/142
	69/1592

	AHNAK2
	64/105668
	1/8420
	3/11214
	2/7846
	2/6614

	WDR35
	11499/106210
	171/9064
	1061/11214
	1428/7860
	559/6614

	AGBL2
	60990/106208
	5709/9066
	8349/11212
	4929/7856
	4359/6602

	NFATC4
	47558/105106
	1016/5524
	3835/9550
	1034/6342
	3298/5498

	DCST1
	48973/106210
	3552/9060
	7147/11210
	6862/7854
	2707/6612

	PNPLA3
	28305/106210
	1229/9066
	6446/11208
	2983/7860
	1496/6614

	MAGEC1
	38552/105262
	1866/6512
	2869/8379
	1149/5606
	1932/4075

	KCNJ12
	46904/106210
	4000/8394
	4731/10188
	3270/7090
	2857/6128

	NPIPB7
	23/69964
	1/604
	0/970
	1/1506
	0/1384

	KIR2DL3
	1743/97036
	124/7064
	7/10282
	0/7698
	38/5920

	HNF1A
	37258/106186
	1004/8282
	4069/11122
	3294/7794
	2601/6482

	IFNA17
	7737/106010
	949/8018
	745/10488
	1170/6776
	173/6338

	MUC16
	12061/105774
	821/8466
	2341/11194
	2089/7820
	436/6614

	HCAR3
	75/106206
	13/8622
	1/11186
	21/7690
	1/6584

	EDEM2
	16938/106210
	249/9058
	996/11194
	864/7852
	1344/6600

	OBSCN
	5328/105940
	155/8476
	77/11214
	2668/7810
	373/6612

	CYP2A13
	3593/106210
	1490/9038
	160/11202
	581/7856
	34/6614

	CCDC149
	251/19248
	13/1324
	1/204
	36/220
	74/1618

	ZNF705G
	39814/105860
	4439/8306
	4307/11178
	2127/7844
	2543/6608

	SCD
	42711/106210
	3256/9058
	6484/11176
	3110/7832
	2500/6578

	ANKLE1
	51489/106196
	4443/8982
	4282/11214
	2437/7850
	3757/6612

	BAI2
	330/106018
	0/7980
	33/11144
	284/7852
	0/6566

	AKAP13
	4421/106210
	491/9066
	206/11214
	1353/7844
	56/6614

	OR8H3
	12409/106210
	449/9066
	1155/11188
	1241/7864
	1293/6614

	ZNF30
	54711/105634
	5772/8460
	3414/11188
	4916/7836
	3478/6612

	ZNF99
	9425/105640
	447/8456
	989/11196
	633/7838
	541/6606

	ITGAE
	77230/106210
	8742/9066
	6106/11200
	3036/7832
	5667/6614

	EMC1
	2/106202
	0/8856
	0/11138
	2/7848
	0/6542

	SPATA31E1
	49043/106208
	4558/9062
	3916/11194
	2593/7852
	3538/6602

	CMTM2
	19681/106210
	2362/9064
	3880/11210
	2394/7842
	656/6614

	SLC25A37
	26699/105626
	465/8340
	3312/11170
	1611/7812
	1764/6610

	RIN3
	51045/106210
	4028/9064
	3816/11208
	2127/7844
	3123/6612

	LOX
	18036/106174
	1465/8322
	1980/11152
	1605/7820
	925/6534

	CD33
	31220/106208
	722/8916
	6510/11196
	1396/7850
	2463/6604

	SLFN12
	47683/106210
	2848/9064
	5482/11212
	2722/7854
	3918/6610

	ACBD3
	60781/106210
	5393/9062
	8371/11214
	3340/7858
	4146/6606

	ITGA11
	6986/105832
	119/7230
	219/9774
	581/7194
	543/5702

	FASTK
	3157/106200
	876/8840
	498/11172
	1580/7834
	1/6516

	MSH4
	
	
	
	
	

	REM2
	10316/106038
	1369/8442
	971/11206
	275/7840
	1151/6608

	OR10G4
	17255/105748
	445/8830
	1952/9584
	1534/7060
	1423/6030

	HS3ST6
	59583/105402
	4670/7480
	3845/9218
	3650/6666
	4037/6068

	SIX5
	33333/106200
	2739/8754
	2319/11192
	2127/7830
	2045/6596

	POM121L12
	14076/105552
	1595/7746
	1969/11036
	830/7700
	1184/6236

	PKD1L1
	51862/106210
	4503/9066
	5718/11216
	4299/7864
	3773/6614

	OTOR
	21068/106210
	642/9066
	1726/11210
	2410/7848
	1186/6614

	C9orf131
	76154/106210
	5693/9066
	9399/11214
	3642/7860
	4610/6614

	EPPK1
	28544/105956
	1944/8408
	2991/11192
	2121/7802
	1007/6612

	PLXNB2
	67002/105620
	6241/8346
	5725/11114
	4576/7802
	3703/6448

	KRTAP4-4
	1132/106180
	10/8430
	5/11214
	645/7850
	87/6614

	EPPK1
	71275/103106
	3167/4144
	3306/4654
	1298/2834
	1614/2148

	SRP14
	95905/106130
	7750/9020
	10808/11210
	6013/7848
	5966/6610

	MATN2
	15331/106076
	271/8264
	2165/11162
	652/7794
	1072/6598

	OR10G4
	47365/106210
	4344/9064
	5293/11202
	2812/7812
	2856/6612

	TSEN54
	65790/106210
	5251/9066
	4153/11212
	3446/7846
	4579/6612

	SCAI
	26099/105590
	1257/8314
	1577/10990
	2176/7752
	1017/6564

	MYO18B
	27607/105644
	6837/8452
	2857/11202
	1618/7818
	1391/6612

	MAP3K1
	80297/105618
	6247/8458
	6392/11128
	4471/7824
	5334/6612

	NMS
	25130/106210
	2427/9064
	2204/11216
	2791/7858
	1475/6612

	OR2A25
	13523/106210
	274/8942
	4927/11202
	2443/7834
	1035/6614

	CSTL1
	4052/106210
	742/9066
	165/11212
	607/7866
	95/6614

	MUC16
	12039/105712
	813/8460
	2338/11202
	2088/7826
	436/6614

	NACA2
	16720/106210
	641/9064
	1188/11214
	1468/7862
	776/6614

	NPIPB15
	10328/104498
	614/7086
	1275/10544
	935/7108
	741/6438

	FAT1
	80082/105652
	7535/8468
	7260/11212
	3861/7836
	4937/6614

	THAP9
	52273/106210
	1249/9064
	8118/11216
	1575/7862
	4000/6614

	PROM2
	12986/106208
	247/9028
	888/11194
	1605/7832
	1115/6570

	HS6ST1
	41520/104848
	1743/4678
	4532/9530
	3208/6776
	2380/4958

	KRTAP10-12
	20837/105704
	4643/8172
	994/11136
	861/7708
	1028/6582

	TXNRD2
	73463/105724
	7701/8418
	6108/11126
	4717/7810
	4481/6480

	ZNF257
	416/105942
	0/8234
	0/11126
	408/7786
	0/6604

	FCGR2A
	50796/106210
	4946/9066
	5849/11212
	2587/7846
	3360/6600

	FGFR4
	33911/106106
	1156/8758
	4784/11012
	3472/7754
	2163/6442

	NSD1
	21475/106210
	938/9042
	2901/11200
	4052/7852
	1406/6608

	NPIPA5
	10850/98506
	666/5496
	509/5376
	500/3520
	877/3634

	LRRC61
	26421/106206
	2198/8974
	1066/11120
	2257/7772
	1664/6508

	OR10G4
	47339/106210
	4351/9056
	5243/11176
	2796/7826
	2855/6612

	C1orf85
	28520/106210
	1068/9044
	3126/11204
	1965/7854
	1969/6606

	VCPKMT
	21553/106200
	1762/7602
	2721/10128
	3647/7348
	1258/5982

	PLEKHG2
	2/105802
	0/5526
	0/7128
	0/4942
	0/3260

	TMEM2
	25906/106210
	3023/9066
	2705/11192
	1299/7842
	1819/6614

	FCRLA
	33933/106210
	6169/9048
	5393/11216
	4523/7850
	1285/6614

	ZNF646
	230/106128
	0/8430
	0/11036
	228/7764
	0/6254

	SCEL
	15999/106188
	1437/8736
	2293/11214
	4582/7852
	668/6614

	ZNF91
	10867/106104
	1490/8490
	322/11196
	2907/7838
	609/6614

	FNBP1
	60634/105502
	4187/7204
	7472/9918
	5823/7356
	3029/5716

	OR7G1
	23951/106210
	5053/9066
	1377/11212
	2289/7858
	1375/6612

	ITPKB
	54890/104710
	4866/8316
	8194/11112
	5170/7730
	2867/6596

	FCGBP
	32670/105742
	1063/6680
	3430/7008
	1311/5248
	1906/4300

	ZCCHC14
	67953/106174
	1835/8510
	5128/11206
	2325/7858
	5077/6610

	PCM1
	76975/105622
	7034/8462
	5719/11192
	5005/7838
	5478/6610

	OR2J2
	53186/105712
	1428/8472
	5616/11190
	2647/7830
	4167/6612

	SYNRG
	18657/106210
	925/9054
	2222/11210
	998/7864
	1155/6614

	AC110781.3
	5534/16616
	147/412
	107/222
	138/296
	309/788

	OR7D4
	17954/106210
	663/9066
	867/11206
	1729/7850
	1694/6612

	HLA-DQA1
	39008/105880
	2480/8634
	3817/10354
	2873/7344
	2758/6304

	HSPA6
	5607/105666
	55/5084
	158/4472
	572/3240
	151/3008

	OR11H12
	541/4794
	193/584
	59/282
	66/268
	9/50

	HSPA6
	9816/105950
	254/5856
	941/6210
	1164/4616
	249/3798

	F5
	10160/106210
	61/9066
	1550/11186
	5024/7852
	543/6610

	C1orf85
	28185/106210
	804/8996
	3085/11120
	1952/7828
	1929/6362

	WDR55
	25188/106210
	673/9062
	2759/11212
	2409/7850
	1762/6608

	IFNA4
	19917/106028
	1847/8072
	3311/11196
	3433/7836
	1245/6602

	OR7G1
	39534/106210
	7345/9064
	2653/11194
	2495/7842
	2178/6612

	OR2J2
	47391/105744
	796/8364
	5210/11166
	2554/7818
	3901/6612

	USP35
	93545/105644
	8388/8468
	9948/11214
	5066/7828
	5579/6610

	SRRM5
	4396/65514
	371/1650
	73/320
	100/356
	15/54

	DKK2
	14859/106210
	232/9066
	3370/11194
	3006/7840
	870/6614

	SIDT2
	
	
	
	
	

	JMJD4
	36325/102060
	1670/3204
	2901/5758
	1590/3464
	952/1882

	OR2L8
	4180/106132
	413/7944
	115/10508
	517/6800
	178/6054

	STON1
	33684/102576
	2558/8868
	3342/11122
	3076/7734
	2954/6610

	ETAA1
	47170/105360
	2794/8436
	5445/11064
	3945/7826
	2989/6590

	SERPINA1
	17335/106210
	295/9058
	1198/11210
	1558/7846
	840/6610

	MUM1
	74879/106210
	6160/9064
	8227/11208
	3798/7848
	3958/6598

	DMBT1
	7322/105668
	1032/8464
	1385/11214
	1524/7842
	218/6614

	OR2J2
	47352/105670
	800/8466
	5176/11140
	2549/7834
	3901/6614

	LGALS8
	76124/106210
	6522/9040
	8687/11200
	5182/7832
	5083/6606

	IGHV1-58
	53322/105714
	1725/8470
	6723/11200
	3211/7806
	4251/6614

	TCTE1
	19755/106210
	448/9064
	1333/11212
	3205/7836
	1458/6610

	KRT10
	284/98252
	3/4302
	1/8620
	0/5904
	0/3452

	IFI27
	60946/105394
	4805/6254
	4829/9194
	3747/6612
	2199/4382

	TSPYL6
	14829/105412
	1540/7762
	995/11112
	1410/7714
	844/6582

	DPCR1
	
	
	
	
	

	KRTAP10-10
	53568/106130
	4709/8844
	7272/11126
	3092/7836
	3572/6554

	TLL1
	
	
	
	
	

	OR11G2
	71812/106210
	5798/9062
	6596/11204
	3974/7854
	4806/6612

	DHRS4L2
	3598/105774
	118/8536
	234/10894
	574/7274
	111/6466

	TAS2R46
	
	
	
	
	


































Supplementary Table 1 continue
	Hugo_Symbol
	ExAC_AC_AN_NFE
	ExAC_AC_AN_OTH
	ExAC_AC_AN_SAS
	ExAC_FILTER

	FRG1B
	678/43086
	4/524
	135/13104
	VQSRTrancheINDEL99.00to99.50

	GSTT2
	8026/54338
	111/694
	2248/16408
	PASS

	TLL1
	
	
	
	

	ZACN
	9239/54342
	132/694
	2063/16408
	PASS

	OR2J1
	32029/54296
	348/688
	6802/16406
	PASS

	RP1L1
	6995/54342
	83/690
	1418/16404
	PASS

	RP1L1
	6567/54344
	83/690
	1355/16408
	PASS

	EXOC3L1
	4065/54082
	65/692
	2938/16404
	PASS

	AC024580.1
	
	
	
	

	PDXP
	0/54266
	0/692
	0/16400
	PASS

	AQP11
	5435/53474
	99/668
	2053/14196
	PASS

	MUC22
	1/2694
	2/118
	316/7506
	PASS

	KRTAP10-2
	11021/54158
	119/688
	2747/16042
	PASS

	IGLL5
	1008/54098
	23/690
	562/16400
	PASS

	NEURL4
	10783/52610
	156/630
	3813/13470
	PASS

	KRTAP12-1
	8746/54260
	101/690
	2546/16398
	PASS

	RASA4B
	
	
	
	

	FRG1B
	
	
	
	

	MKI67
	9081/54340
	108/694
	2271/16402
	PASS

	C5orf60
	570/5892
	9/182
	504/7896
	PASS

	TSPYL4
	7240/50598
	121/616
	1634/12888
	PASS

	FFAR3
	12642/54258
	159/692
	3607/16374
	InbreedingCoeff_Filter

	ZNF721
	
	
	
	

	SERPINF2
	9876/54340
	153/694
	6193/16408
	PASS

	NPIPB11
	0/50350
	1/668
	4/16068
	PASS

	TBC1D8
	36677/54288
	417/690
	9681/16404
	PASS

	OR4M1
	17572/54336
	217/694
	4628/16402
	PASS

	UBN2
	0/54338
	0/690
	1/16408
	PASS

	NLRX1
	
	
	
	

	ZNF66
	52/51160
	4/678
	30/15892
	PASS

	MAMDC4
	2/51556
	0/654
	9/16158
	PASS

	MDM1
	38964/54338
	499/694
	11349/16406
	PASS

	KRTAP10-6
	87/53422
	3/668
	61/14242
	PASS

	RNF215
	13411/54284
	148/692
	1805/16406
	PASS

	MKI67
	9107/54340
	108/694
	2273/16406
	PASS

	KRT6B
	2/54338
	2/694
	69/16408
	PASS

	RAET1G
	7871/54340
	119/694
	3758/16408
	PASS

	MUC19
	
	
	
	

	CSF1
	317/53958
	26/694
	1579/16404
	PASS

	FRG1B
	428/48992
	7/622
	120/15686
	VQSRTrancheSNP99.60to99.80

	ZNF43
	
	
	
	

	PLK5
	0/2906
	0/134
	0/7612
	PASS

	MYPN
	26063/54346
	317/694
	6975/16406
	PASS

	FRG1
	
	
	
	

	SERTAD1
	27139/52838
	330/684
	7745/16326
	PASS

	ZNF28
	
	
	
	PASS

	FAM186A
	
	
	
	

	MYO7B
	7445/26976
	94/306
	3793/8384
	PASS

	PIH1D1
	41465/54226
	509/692
	10442/16392
	PASS

	IGKV1D-16
	1/54218
	0/690
	0/16346
	VQSRTrancheSNP99.60to99.80

	MUC17
	6126/54290
	127/694
	4423/16372
	PASS

	PIH1D1
	41463/54220
	509/692
	10440/16392
	PASS

	ZNF678
	
	
	
	

	TCP10L2
	10887/53732
	126/688
	3158/16278
	InbreedingCoeff_Filter

	TTLL6
	1464/4606
	46/154
	1773/7692
	PASS

	MZF1
	1947/50528
	50/614
	1689/12972
	PASS

	PDILT
	28362/54334
	300/694
	6660/16406
	PASS

	C7orf31
	27324/54230
	292/690
	6918/16224
	PASS

	MKL1
	20880/53624
	269/680
	7567/15820
	PASS

	MUC22
	679/2706
	18/118
	592/7502
	PASS

	FLG2
	0/54346
	0/694
	0/16408
	PASS

	GTPBP3
	38446/53612
	468/684
	10143/16248
	PASS

	KIAA1683
	9201/53902
	142/694
	3840/16370
	PASS

	MYEOV
	6084/50724
	97/562
	3294/11154
	PASS

	ELN
	22781/54340
	242/694
	3973/16406
	PASS

	OR2L3
	0/54340
	1/694
	9/16406
	PASS

	LRRK1
	0/54332
	0/690
	6/16396
	PASS

	DPH1
	
	
	
	

	MKI67
	9091/54342
	108/694
	2269/16408
	PASS

	HIP1R
	3464/54110
	75/688
	2079/16402
	PASS

	ADD1
	10567/54312
	156/694
	2861/16402
	PASS

	PSMC3IP
	208/54344
	29/694
	1177/16408
	PASS

	ABCA7
	2257/53830
	31/692
	878/16388
	PASS

	THUMPD1
	8065/54340
	123/694
	3300/16406
	PASS

	GSTA2
	2165/54320
	44/694
	2163/16384
	PASS

	DDC8
	2/3974
	1/172
	10/7654
	PASS

	SRCRB4D
	11253/52274
	126/644
	4275/15290
	PASS

	TMEM104
	34259/54242
	358/692
	8705/16352
	PASS

	EPPK1
	3378/50716
	54/654
	930/16020
	PASS

	ISG15
	22082/54234
	272/692
	5584/16408
	PASS

	PDILT
	28336/54344
	299/694
	6660/16406
	PASS

	OR11H12
	46/45910
	1/542
	43/11554
	VQSRTrancheSNP99.80to99.90

	LRRC23
	214/54344
	10/694
	271/16408
	PASS

	ZNF799
	8658/54346
	76/694
	2474/16406
	PASS

	ZNF99
	4982/54280
	70/690
	1822/16386
	PASS

	TMPRSS9
	2182/54264
	39/694
	1762/16404
	PASS

	KRTAP1-5
	2/53898
	1/680
	2/15706
	PASS

	OR6B1
	4754/54316
	74/688
	1829/16402
	PASS

	TMEM79
	16310/54302
	192/694
	3868/16408
	PASS

	POTEG
	149/940
	0/12
	164/534
	PASS

	MYOM1
	5122/51584
	71/648
	1781/15430
	PASS

	TAF1C
	4982/38152
	78/468
	3093/13842
	PASS

	CCZ1
	14617/54044
	179/690
	5507/16296
	InbreedingCoeff_Filter

	MKI67
	4883/54346
	59/694
	1841/16408
	PASS

	LAIR1
	6558/53590
	93/662
	2470/15932
	PASS

	AC079354.1
	863/3362
	28/158
	1061/6078
	PASS

	NBPF10
	18969/49346
	233/634
	4189/15212
	VQSRTrancheSNP99.60to99.80

	MUC21
	1464/46854
	10/608
	207/15152
	PASS

	COASY
	29383/53786
	387/692
	10364/16166
	PASS

	C10orf71
	8909/54254
	102/690
	1560/16408
	PASS

	POLD1
	3687/53560
	66/690
	3383/16370
	PASS

	UBAP2
	33751/54334
	423/694
	8554/16404
	PASS

	SRCRB4D
	784/53982
	42/692
	1087/16274
	PASS

	TACC3
	12651/50328
	127/642
	2208/15876
	PASS

	TACC3
	13024/52504
	138/676
	2231/16130
	PASS

	PLXNB2
	1202/5876
	18/136
	612/7266
	PASS

	NUP210
	29566/54240
	331/694
	6191/16324
	PASS

	BPI
	29505/54194
	363/692
	8164/16406
	PASS

	HYDIN
	40420/54168
	467/688
	8306/16344
	PASS

	SLX4
	2744/54248
	39/694
	1110/16390
	PASS

	HKR1
	14342/54210
	213/694
	4500/16126
	PASS

	MUC17
	6126/54304
	127/694
	4427/16388
	PASS

	PRMT6
	10929/53508
	129/686
	3826/16380
	PASS

	VSX2
	368/19382
	8/254
	337/9900
	PASS

	PRAMEF4
	563/45418
	8/582
	379/12778
	VQSRTrancheSNP99.90to99.95

	ALMS1
	1/54258
	0/690
	0/16408
	PASS

	MDM1
	38946/54340
	498/694
	11441/16404
	PASS

	KXD1
	29847/54298
	372/694
	7784/16404
	PASS

	OR7D4
	9691/54334
	160/694
	3143/16406
	PASS

	KRTAP4-11
	39092/53752
	474/688
	9900/16112
	PASS

	RFPL4A
	1743/4206
	58/162
	1980/7272
	InbreedingCoeff_Filter

	OR10G8
	364/54346
	28/694
	424/16408
	PASS

	OR14I1
	6833/54336
	94/694
	2402/16404
	PASS

	C17orf78
	0/54306
	0/690
	0/16382
	PASS

	FCGBP
	5203/46006
	78/602
	2744/14848
	PASS

	TDRD10
	11336/54298
	152/694
	3862/16402
	PASS

	RP11-723O4.6
	54/2962
	5/170
	753/7608
	PASS

	AHNAK2
	50/54320
	0/688
	6/16408
	VQSRTrancheSNP99.80to99.90

	WDR35
	4805/54340
	79/694
	3396/16406
	PASS

	AGBL2
	29717/54330
	413/694
	7493/16400
	PASS

	NFATC4
	28950/47648
	302/586
	5725/15196
	PASS

	DCST1
	18825/54328
	306/694
	9552/16408
	PASS

	PNPLA3
	12392/54336
	174/694
	3569/16408
	PASS

	MAGEC1
	17120/35349
	186/434
	2447/8899
	PASS

	KCNJ12
	23493/49834
	316/662
	7645/15792
	InbreedingCoeff_Filter

	NPIPB7
	1/6888
	0/158
	1/6380
	VQSRTrancheSNP99.80to99.90

	KIR2DL3
	101/47500
	1/598
	26/12734
	PASS

	HNF1A
	18690/53092
	277/678
	6948/16382
	PASS

	IFNA17
	1454/52608
	26/644
	703/15400
	PASS

	MUC16
	4044/54342
	84/690
	2236/16408
	PASS

	HCAR3
	18/53962
	0/684
	3/15768
	VQSRTrancheSNP99.80to99.90

	EDEM2
	9873/54266
	144/694
	3450/16406
	PASS

	OBSCN
	1249/54346
	25/690
	766/16406
	PASS

	CYP2A13
	774/54322
	16/692
	538/16390
	PASS

	CCDC149
	6/2296
	5/62
	23/522
	PASS

	ZNF705G
	20673/54130
	270/688
	5268/16364
	InbreedingCoeff_Filter

	SCD
	22429/54262
	259/692
	4641/16396
	PASS

	ANKLE1
	28298/54060
	359/692
	7786/16408
	PASS

	BAI2
	3/51768
	0/642
	7/13824
	PASS

	AKAP13
	1843/54338
	20/694
	452/16408
	PASS

	OR8H3
	6082/54120
	86/690
	2099/16272
	PASS

	ZNF30
	26845/54310
	371/690
	9879/16402
	PASS

	ZNF99
	4900/54086
	67/690
	1823/16374
	PASS

	ITGAE
	43991/54334
	518/692
	9156/16404
	PASS

	EMC1
	0/53826
	0/684
	0/16386
	PASS

	SPATA31E1
	26707/54280
	342/694
	7349/16392
	PASS

	CMTM2
	6544/54344
	116/694
	3729/16408
	PASS

	SLC25A37
	15906/54180
	189/688
	3419/16354
	PASS

	RIN3
	30044/54322
	351/694
	7546/16408
	PASS

	LOX
	9052/53838
	116/686
	2815/16400
	PASS

	CD33
	17290/54132
	208/690
	2567/16224
	PASS

	SLFN12
	26572/54336
	316/694
	5825/16406
	PASS

	ACBD3
	32344/54266
	371/690
	6759/16204
	PASS

	ITGA11
	4495/49176
	35/604
	884/14882
	PASS

	FASTK
	60/53888
	8/682
	114/16132
	PASS

	MSH4
	
	
	
	

	REM2
	5155/54088
	65/688
	1293/16294
	PASS

	OR10G4
	7736/49318
	95/632
	1612/15254
	VQSRTrancheSNP99.80to99.90

	HS3ST6
	28150/48414
	409/640
	11376/15878
	PASS

	SIX5
	18962/54012
	253/692
	4771/16402
	PASS

	POM121L12
	7267/52426
	82/660
	921/16356
	PASS

	PKD1L1
	27076/54346
	323/694
	6168/16408
	PASS

	OTOR
	9831/54336
	147/694
	5125/16404
	PASS

	C9orf131
	41038/54344
	488/694
	11284/16408
	PASS

	EPPK1
	13582/54308
	171/688
	6656/16402
	PASS

	PLXNB2
	35098/54082
	419/682
	10958/16384
	PASS

	KRTAP4-4
	149/54128
	15/690
	221/16402
	PASS

	EPPK1
	23641/30850
	254/338
	9324/11672
	PASS

	SRP14
	49997/54288
	629/690
	14703/16392
	PASS

	MATN2
	9436/53944
	108/690
	1560/16396
	PASS

	OR10G4
	25537/54292
	306/692
	6201/16406
	PASS

	TSEN54
	36971/54344
	443/694
	10947/16406
	PASS

	SCAI
	16287/53542
	151/686
	3403/16174
	PASS

	MYO18B
	8758/54290
	164/690
	5928/16402
	PASS

	MAP3K1
	44549/54296
	522/690
	12682/16400
	PASS

	NMS
	11393/54346
	153/694
	4685/16408
	PASS

	OR2A25
	3060/54346
	95/694
	1685/16408
	PASS

	CSTL1
	997/54346
	27/694
	1419/16408
	PASS

	MUC16
	4041/54148
	84/688
	2213/16042
	PASS

	NACA2
	8003/54342
	116/694
	4524/16406
	PASS

	NPIPB15
	5221/49730
	73/672
	1161/15968
	VQSRTrancheSNP99.60to99.80

	FAT1
	42780/54338
	542/690
	13110/16408
	PASS

	THAP9
	30805/54274
	339/694
	6132/16234
	PASS

	PROM2
	7128/54238
	86/690
	1914/16308
	PASS

	HS6ST1
	21660/45456
	245/528
	5919/13996
	InbreedingCoeff_Filter

	KRTAP10-12
	7602/53610
	127/686
	5287/16314
	PASS

	TXNRD2
	40124/54198
	468/686
	9527/16394
	PASS

	ZNF257
	1/53780
	1/684
	5/16354
	PASS

	FCGR2A
	26940/54340
	299/694
	6809/16404
	PASS

	FGFR4
	16014/53192
	203/678
	5820/16272
	PASS

	NSD1
	7925/54334
	119/694
	4127/16408
	PASS

	NPIPA5
	4364/29622
	88/396
	1948/10434
	VQSRTrancheSNP99.80to99.90

	LRRC61
	14291/53986
	171/678
	4630/16378
	PASS

	OR10G4
	25506/54232
	302/686
	6168/16194
	PASS

	C1orf85
	16316/54312
	193/694
	3879/16404
	PASS

	VCPKMT
	8690/48990
	113/620
	2840/15648
	PASS

	PLEKHG2
	0/36142
	0/334
	0/6996
	AC_Adj0_Filter

	TMEM2
	11194/54326
	161/694
	5697/16408
	PASS

	FCRLA
	11771/54296
	192/694
	4584/16370
	PASS

	ZNF646
	2/52702
	0/672
	0/16310
	PASS

	SCEL
	4047/54232
	74/692
	2862/16174
	PASS

	ZNF91
	3082/54286
	71/688
	2340/16384
	PASS

	FNBP1
	25582/48600
	310/580
	9674/14480
	PASS

	OR7G1
	9449/54344
	151/694
	4257/16402
	PASS

	ITPKB
	24297/51460
	299/582
	5298/9432
	PASS

	FCGBP
	14707/38510
	183/504
	4142/14112
	PASS

	ZCCHC14
	40709/53744
	493/690
	11942/16408
	PASS

	PCM1
	43046/54320
	546/688
	10101/16400
	PASS

	OR2J2
	30404/54314
	366/690
	8526/16396
	PASS

	SYNRG
	9519/54346
	148/694
	3690/16408
	PASS

	AC110781.3
	1052/3008
	57/134
	3050/7538
	PASS

	OR7D4
	9688/54328
	160/694
	3145/16406
	PASS

	HLA-DQA1
	18355/50592
	252/652
	4693/14994
	PASS

	HSPA6
	2135/27804
	28/350
	876/11516
	PASS

	OR11H12
	93/376
	0/0
	85/374
	InbreedingCoeff_Filter

	HSPA6
	3885/34596
	49/442
	1297/12728
	PASS

	F5
	737/54324
	54/694
	2189/16408
	PASS

	C1orf85
	16240/54054
	189/680
	3859/16370
	PASS

	WDR55
	13207/54336
	165/694
	4208/16406
	PASS

	IFNA4
	8003/52950
	121/692
	1747/16352
	PASS

	OR7G1
	17104/54328
	249/694
	7490/16400
	PASS

	OR2J2
	27768/54262
	328/690
	6786/16370
	PASS

	USP35
	51887/54346
	590/690
	12034/16404
	PASS

	SRRM5
	757/4890
	15/128
	671/7880
	PASS

	DKK2
	5358/54328
	85/694
	1930/16408
	PASS

	SIDT2
	
	
	
	

	JMJD4
	12624/26660
	172/366
	4274/10962
	PASS

	OR2L8
	1685/48786
	23/606
	428/12508
	VQSRTrancheSNP99.80to99.90

	STON1
	16830/51630
	211/576
	3435/8902
	PASS

	ETAA1
	24233/53154
	304/690
	7413/16346
	PASS

	SERPINA1
	8854/54312
	117/692
	4460/16408
	PASS

	MUM1
	40123/54330
	478/694
	12111/16406
	PASS

	DMBT1
	1748/54342
	29/690
	1384/16408
	PASS

	OR2J2
	27759/54312
	328/688
	6794/16398
	PASS

	LGALS8
	40627/54286
	500/694
	9441/16396
	PASS

	IGHV1-58
	32059/54328
	334/690
	4993/16406
	PASS

	TCTE1
	8952/54328
	131/694
	4228/16406
	PASS

	KRT10
	13/38808
	3/472
	161/13490
	VQSRTrancheINDEL97.00to99.00

	IFI27
	24286/41542
	314/508
	8717/13484
	VQSRTrancheINDEL95.00to96.00

	TSPYL6
	7265/52530
	86/684
	2437/16328
	VQSRTrancheINDEL95.00to96.00

	DPCR1
	
	
	
	

	KRTAP10-10
	28407/54004
	331/692
	5893/16386
	PASS

	TLL1
	
	
	
	

	OR11G2
	38432/54338
	472/694
	11730/16406
	PASS

	DHRS4L2
	714/53416
	12/674
	893/15114
	VQSRTrancheINDEL99.00to99.50

	TAS2R46
	
	
	
	PASS


Supplementary Table 2 The copy number variations after Illumina sequencing
	Chr
	Start
	End
	Ref
	Alt
	Func.refGene

	chr4
	52709225
	56447030
	0
	-
	exonic

	chr5
	33441137
	36684011
	0
	-
	exonic

	chr5
	49446405
	50137956
	0
	-
	exonic

	chr5
	53751604
	56777793
	0
	-
	exonic

	chr6
	43623320
	45983332
	0
	-
	exonic

	chr8
	97506444
	101206579
	0
	-
	exonic

	chr10
	49291730
	49381063
	0
	0
	exonic

	chr11
	68658619
	70282612
	0
	-
	exonic

	chr12
	68618892
	69667122
	0
	-
	exonic

	chr12
	85257189
	85521759
	0
	-
	exonic

	chr17
	29482948
	30690147
	0
	-
	exonic

	chr17
	42188866
	42756369
	0
	-
	exonic

	chr19
	40537846
	41634058
	0
	-
	exonic

	chrX
	49768107
	51643196
	0
	-
	exonic





























Supplementary Table 2 continue
	Chr
	Gene.refGene
	GeneDetail.refGene
	ExonicFunc.refGene

	chr4
	CHIC2,CLOCK,DCUN1D4,ERVMER34-1,FIP1L1,GSX2,KDR,KIT,LNX1,LRRC66,PDCL2,PDGFRA,RASL11B,SCFD2,SGCB,SPATA18,SRD5A3,TMEM165,USP46
	.
	frameshift deletion

	chr5
	ADAMTS12,AGXT2,AMACR,BRIX1,C1QTNF3,CAPSL,DNAJC21,IL7R,LMBRD2,NADK2,PRLR,RAD1,RAI14,RANBP3L,RXFP3,SKP2,SLC1A3,SLC45A2,SPEF2,TARS,TTC23L,UGT3A1,UGT3A2
	.
	frameshift deletion

	chr5
	EMB,PARP8
	.
	frameshift deletion

	chr5
	ACTBL2,ANKRD55,C5orf67,CCNO,CDC20B,DDX4,DHX29,ESM1,GPBP1,GPX8,GZMA,GZMK,HSPB3,IL31RA,IL6ST,MAP3K1,MCIDAS,MIER3,PLPP1,SETD9,SKIV2L2,SLC38A9,SNX18
	.
	frameshift deletion

	chr6
	AARS2,C6orf223,CAPN11,CDC5L,CLIC5,HSP90AB1,MRPL14,MRPS18A,MYMX,NFKBIE,RSPH9,RUNX2,SLC29A1,SLC35B2,SPATS1,SUPT3H,TCTE1,TMEM151B,TMEM63B,VEGFA
	.
	frameshift deletion

	chr8
	COX6C,CPQ,ERICH5,FBXO43,KCNS2,LAPTM4B,MATN2,MTDH,NIPAL2,OSR2,POLR2K,POP1,RGS22,RIDA,RPL30,SDC2,SPAG1,STK3,TSPYL5,VPS13B
	.
	frameshift deletion

	chr10
	FRMPD2
	.
	.

	chr11
	ANO1,CCND1,CTTN,FADD,FGF19,FGF3,FGF4,IGHMBP2,LOC102724265,MRGPRD,MRGPRF,MRPL21,MYEOV,ORAOV1,PPFIA1,TPCN2
	.
	frameshift deletion

	chr12
	CPM,CPSF6,IL22,IL26,MDM1,MDM2,NUP107,RAP1B,SLC35E3
	.
	frameshift deletion

	chr12
	LRRIQ1,SLC6A15,TSPAN19
	.
	frameshift deletion

	chr17
	C17orf75,COPRS,EVI2A,EVI2B,LRRC37B,NF1,OMG,RAB11FIP4,RHBDL3,RHOT1,SUZ12,UTP6,ZNF207
	.
	frameshift deletion

	chr17
	ASB16,ATXN7L3,C17orf53,CCDC43,FAM171A2,FZD2,GPATCH8,GRN,HDAC5,ITGA2B,MEIOC,RUNDC3A,SLC25A39,SLC4A1,TMUB2,UBTF
	.
	frameshift deletion

	chr19
	AKT2,BLVRB,C19orf47,C19orf54,CNTD2,COQ8B,CYP2A13,CYP2A6,CYP2A7,CYP2B6,CYP2F1,EGLN2,HIPK4,ITPKC,LTBP4,MAP3K10,MIA,NUMBL,PLD3,PRX,RAB4B,SERTAD1,SERTAD3,SHKBP1,SNRPA,SPTBN4,TTC9B,ZNF780A,ZNF780B
	.
	frameshift deletion

	chrX
	AKAP4,BMP15,CCNB3,CLCN5,CXorf67,DGKK,GSPT2,MAGED1,NUDT10,NUDT11,SHROOM4
	.
	frameshift deletion














































Supplementary Table 2 continue
	Chr
	AAChange.refGene
	cpgIsland

	chr4
	SRD5A3:NM_024592:wholegene,ERVMER34-1:NM_024534:wholegene,PDGFRA:NM_001347829:wholegene,GSX2:NM_133267:wholegene,LNX1:NM_001126328:wholegene,CHIC2:NM_012110:wholegene,DCUN1D4:NM_015115:wholegene,TMEM165:NM_018475:wholegene,KIT:NM_000222:wholegene,SPATA18:NM_001346102:wholegene,SPATA18:NM_145263:wholegene,PDGFRA:NM_001347827:wholegene,SCFD2:NM_152540:wholegene,USP46:NM_022832:wholegene,USP46:NM_001134223:wholegene,PDGFRA:NM_001347830:wholegene,DCUN1D4:NM_001040402:wholegene,FIP1L1:NM_030917:wholegene,CLOCK:NM_001267843:wholegene,PDGFRA:NM_001347828:wholegene,FIP1L1:NM_001134938:wholegene,LNX1:NM_032622:wholegene,PDCL2:NM_152401:exon3:c.176_829del:p.D59fs,CLOCK:NM_004898:wholegene,USP46:NM_001286768:wholegene,SGCB:NM_000232:wholegene,ERVMER34-1:NM_001242690:wholegene,SPATA18:NM_001346103:wholegene,KDR:NM_002253:wholegene,DCUN1D4:NM_001287755:wholegene,FIP1L1:NM_001134937:wholegene,KIT:NM_001093772:wholegene,RASL11B:NM_023940:wholegene,PDGFRA:NM_006206:wholegene,LRRC66:NM_001024611:wholegene,USP46:NM_001286767:wholegene,DCUN1D4:NM_001287757:wholegene,SPATA18:NM_001297608:wholegene
	Name=CpG: 86,CpG: 182,CpG: 37,CpG: 56,CpG: 96,CpG: 316,CpG: 143,CpG: 54,CpG: 106,CpG: 45,CpG: 43,CpG: 80,CpG: 71,CpG: 32,CpG: 79,CpG: 26,CpG: 100,CpG: 51,CpG: 46,CpG: 23,CpG: 77,CpG: 139,CpG: 24,CpG: 130,CpG: 89

	chr5
	SKP2:NM_032637:wholegene,UGT3A1:NM_001171873:wholegene,TTC23L:NM_144725:wholegene,RANBP3L:NM_001161429:wholegene,RAI14:NM_001145523:wholegene,SLC1A3:NM_001289940:wholegene,PRLR:NM_001204318:wholegene,RANBP3L:NM_001323274:wholegene,SLC45A2:NM_016180:wholegene,UGT3A2:NM_001168316:wholegene,TTC23L:NM_001317949:wholegene,NADK2:NM_001085411:wholegene,CAPSL:NM_001042625:wholegene,RXFP3:NM_016568:wholegene,TARS:NM_001258437:wholegene,UGT3A1:NM_152404:wholegene,ADAMTS12:NM_030955:wholegene,TARS:NM_152295:wholegene,RANBP3L:NM_001323278:wholegene,RANBP3L:NM_001323276:wholegene,RAI14:NM_001145521:wholegene,UGT3A2:NM_174914:wholegene,NADK2:NM_001287340:wholegene,RANBP3L:NM_001323275:wholegene,SKP2:NM_005983:wholegene,RANBP3L:NM_001323279:wholegene,RANBP3L:NM_001323277:wholegene,TARS:NM_001258438:wholegene,IL7R:NM_002185:wholegene,SLC45A2:NM_001012509:wholegene,SLC1A3:NM_001166696:wholegene,SLC1A3:NM_001166695:wholegene,SPEF2:NM_024867:wholegene,AMACR:NM_014324:wholegene,RAI14:NM_001145525:wholegene,RANBP3L:NM_001323280:wholegene,RANBP3L:NM_001323273:wholegene,PRLR:NM_001204316:wholegene,SPEF2:NM_144722:wholegene,ADAMTS12:NM_001324512:wholegene,AGXT2:NM_001306173:wholegene,NADK2:NM_153013:wholegene,DNAJC21:NM_001012339:wholegene,AMACR:NM_001167595:wholegene,PRLR:NM_001204314:wholegene,RAI14:NM_001145520:wholegene,DNAJC21:NM_001348420:wholegene,RAI14:NM_015577:wholegene,PRLR:NM_001204315:wholegene,SKP2:NM_001243120:wholegene,RANBP3L:NM_145000:wholegene,DNAJC21:NM_194283:wholegene,C1QTNF3:NM_030945:wholegene,RAI14:NM_001145522:wholegene,ADAMTS12:NM_001324511:wholegene,PRLR:NM_000949:wholegene,NADK2:NM_001287341:wholegene,SLC1A3:NM_001289939:wholegene,SLC45A2:NM_001297417:wholegene,SLC1A3:NM_004172:wholegene,RAD1:NM_002853:wholegene,CAPSL:NM_144647:wholegene,AMACR:NM_203382:wholegene,LMBRD2:NM_001007527:wholegene,AGXT2:NM_031900:wholegene,C1QTNF3:NM_181435:wholegene,BRIX1:NM_018321:wholegene,PRLR:NM_001204317:wholegene
	Name=CpG: 166,CpG: 25,CpG: 85,CpG: 55,CpG: 84,CpG: 69,CpG: 38,CpG: 40,CpG: 132,CpG: 83,CpG: 118

	chr5
	PARP8:NM_001331028:wholegene,EMB:NM_198449:wholegene,PARP8:NM_001178056:wholegene,PARP8:NM_001178055:wholegene,PARP8:NM_024615:wholegene
	Name=CpG: 138,CpG: 79

	chr5
	MCIDAS:NM_001190787:wholegene,IL6ST:NM_001190981:wholegene,SNX18:NM_001145427:wholegene,SETD9:NM_001323019:wholegene,SETD9:NM_001323018:wholegene,GZMA:NM_006144:wholegene,SLC38A9:NM_173514:wholegene,ESM1:NM_007036:wholegene,GPX8:NM_001306198:wholegene,SLC38A9:NM_001349384:wholegene,GPX8:NM_001306201:wholegene,MIER3:NM_001297599:wholegene,GPBP1:NM_001331037:wholegene,CDC20B:NM_001170402:wholegene,GPBP1:NM_001203246:wholegene,GPBP1:NM_022913:wholegene,GPX8:NM_001008397:wholegene,IL31RA:NM_001297570:wholegene,GPBP1:NM_001127236:wholegene,DHX29:NM_001345964:wholegene,IL6ST:NM_002184:wholegene,IL31RA:NM_001242638:wholegene,SETD9:NM_153706:wholegene,DDX4:NM_001166534:wholegene,SLC38A9:NM_001349383:wholegene,DHX29:NM_001345965:wholegene,DDX4:NM_024415:wholegene,SLC38A9:NM_001282429:wholegene,IL31RA:NM_139017:wholegene,MAP3K1:NM_005921:wholegene,IL6ST:NM_175767:wholegene,IL31RA:NM_001242636:wholegene,CDC20B:NM_001145734:wholegene,SLC38A9:NM_001349385:wholegene,PLPP1:NM_003711:wholegene,CDC20B:NM_152623:wholegene,MIER3:NM_152622:wholegene,ESM1:NM_001135604:wholegene,GPBP1:NM_001127235:wholegene,PLPP1:NM_176895:wholegene,SNX18:NM_001102575:wholegene,IL31RA:NM_001242637:wholegene,C5orf67:NM_001287053:wholegene,SKIV2L2:NM_015360:wholegene,IL31RA:NM_001242639:wholegene,SETD9:NM_001171990:wholegene,HSPB3:NM_006308:wholegene,ACTBL2:NM_001017992:exon1:c.742_1233del:p.V248fs,SLC38A9:NM_001349382:wholegene,DDX4:NM_001142549:wholegene,SETD9:NM_001323022:wholegene,IL31RA:NM_001297572:wholegene,SLC38A9:NM_001258287:wholegene,SLC38A9:NM_001258286:wholegene,GZMK:NM_002104:wholegene,SNX18:NM_052870:wholegene,DDX4:NM_001166533:wholegene,GPX8:NM_001306197:wholegene,MIER3:NM_001297598:wholegene,DHX29:NM_019030:wholegene,CCNO:NM_021147:wholegene,ANKRD55:NM_024669:wholegene,SETD9:NM_001323020:wholegene
	Name=CpG: 227,CpG: 25,CpG: 122,CpG: 60,CpG: 144,CpG: 30,CpG: 136,CpG: 54,CpG: 76,CpG: 45,CpG: 43,CpG: 193,CpG: 38,CpG: 51,CpG: 18,CpG: 20,CpG: 107,CpG: 115,CpG: 23,CpG: 139,CpG: 118,CpG: 48

	chr6
	RUNX2:NM_001024630:wholegene,SLC35B2:NM_001286513:wholegene,AARS2:NM_020745:wholegene,MRPL14:NM_001318769:wholegene,C6orf223:NM_001324369:wholegene,VEGFA:NM_001033756:wholegene,SUPT3H:NM_003599:wholegene,MRPL14:NM_001318770:wholegene,SUPT3H:NM_001350329:wholegene,SLC35B2:NM_001286512:wholegene,HSP90AB1:NM_001271971:wholegene,SLC35B2:NM_001286511:wholegene,MRPL14:NM_001318768:wholegene,C6orf223:NM_001171992:wholegene,CLIC5:NM_001256023:wholegene,SLC29A1:NM_001078175:wholegene,VEGFA:NM_001171629:wholegene,CLIC5:NM_001114086:exon2:c.541_1339del:p.A181fs,SLC35B2:NM_001286509:wholegene,RSPH9:NM_001193341:exon3:c.394_990del:p.I132fs,HSP90AB1:NM_007355:wholegene,VEGFA:NM_001171626:wholegene,CAPN11:NM_007058:wholegene,VEGFA:NM_001204384:wholegene,TMEM63B:NM_018426:wholegene,SUPT3H:NM_001261823:wholegene,SUPT3H:NM_001350327:wholegene,VEGFA:NM_001171630:wholegene,SLC29A1:NM_001304466:wholegene,VEGFA:NM_001025369:wholegene,SLC29A1:NM_001304462:wholegene,RUNX2:NM_001015051:wholegene,SLC35B2:NM_001286519:wholegene,SLC35B2:NM_001286510:wholegene,VEGFA:NM_001171627:wholegene,VEGFA:NM_001171625:wholegene,MYMX:NM_001347931:wholegene,HSP90AB1:NM_001271972:wholegene,NFKBIE:NM_004556:wholegene,RSPH9:NM_152732:exon3:c.415_900del:p.R139fs,HSP90AB1:NM_001271969:wholegene,TMEM63B:NM_001318792:wholegene,SLC35B2:NM_178148:wholegene,SUPT3H:NM_181356:wholegene,VEGFA:NM_001025367:wholegene,SLC29A1:NM_001304463:wholegene,HSP90AB1:NM_001271970:wholegene,VEGFA:NM_001025368:wholegene,MRPL14:NM_001318771:wholegene,RUNX2:NM_001278478:wholegene,SLC29A1:NM_001078177:wholegene,SLC35B2:NM_001286517:wholegene,VEGFA:NM_001171624:wholegene,MRPL14:NM_001318767:wholegene,TMEM151B:NM_001137560:wholegene,C6orf223:NM_153246:wholegene,VEGFA:NM_001025366:wholegene,VEGFA:NM_001171628:wholegene,MRPL14:NM_032111:wholegene,CDC5L:NM_001253:wholegene,MRPS18A:NM_001193343:wholegene,MYMX:NM_001315494:wholegene,SUPT3H:NM_001350324:wholegene,VEGFA:NM_001287044:wholegene,SUPT3H:NM_001350325:wholegene,VEGFA:NM_001171622:wholegene,MRPS18A:NM_018135:wholegene,VEGFA:NM_001204385:wholegene,VEGFA:NM_003376:wholegene,SLC35B2:NM_001286520:wholegene,VEGFA:NM_001025370:wholegene,SUPT3H:NM_001350326:wholegene,CLIC5:NM_016929:wholegene,VEGFA:NM_001171623:wholegene,TCTE1:NM_182539:wholegene,SLC29A1:NM_001304465:wholegene,SPATS1:NM_145026:wholegene
	Name=CpG: 63,CpG: 28,CpG: 60,CpG: 142,CpG: 85,CpG: 55,CpG: 165,CpG: 84,CpG: 159,CpG: 31,CpG: 143,CpG: 44,CpG: 45,CpG: 198,CpG: 78,CpG: 38,CpG: 14,CpG: 26,CpG: 18,CpG: 52,CpG: 24,CpG: 102

	chr8
	LAPTM4B:NM_018407:wholegene,RIDA:NM_005836:wholegene,OSR2:NM_053001:wholegene,KCNS2:NM_020697:wholegene,POP1:NM_001145860:wholegene,OSR2:NM_001142462:wholegene,RGS22:NM_015668:wholegene,RGS22:NM_001286693:wholegene,TSPYL5:NM_033512:wholegene,POP1:NM_001145861:wholegene,OSR2:NM_001286841:wholegene,STK3:NM_001256313:wholegene,RPL30:NM_000989:wholegene,RGS22:NM_001286692:wholegene,VPS13B:NM_181661:wholegene,FBXO43:NM_001029860:wholegene,NIPAL2:NM_001321636:wholegene,VPS13B:NM_017890:wholegene,CPQ:NM_016134:wholegene,MATN2:NM_002380:wholegene,NIPAL2:NM_001321635:wholegene,MTDH:NM_178812:wholegene,POLR2K:NM_005034:wholegene,ERICH5:NM_173549:wholegene,VPS13B:NM_015243:wholegene,MATN2:NM_001317748:wholegene,SDC2:NM_002998:wholegene,POP1:NM_015029:wholegene,STK3:NM_006281:wholegene,ERICH5:NM_001170806:wholegene,SPAG1:NM_003114:wholegene,SPAG1:NM_172218:wholegene,COX6C:NM_004374:wholegene,STK3:NM_001256312:wholegene,NIPAL2:NM_024759:wholegene,VPS13B:NM_152564:wholegene,MATN2:NM_030583:wholegene
	Name=CpG: 15,CpG: 68,CpG: 63,CpG: 121,CpG: 37,CpG: 50,CpG: 88,CpG: 178,CpG: 73,CpG: 35,CpG: 222,CpG: 165,CpG: 44,CpG: 69,CpG: 43,CpG: 98,CpG: 119,CpG: 46,CpG: 27,CpG: 100,CpG: 52,CpG: 34,CpG: 66

	chr10
	.
	Name=CpG: 47

	chr11
	CCND1:NM_053056:wholegene,MYEOV:NM_001300924:wholegene,FGF19:NM_005117:wholegene,MRGPRF:NM_001098515:wholegene,MRPL21:NM_181514:wholegene,CTTN:NM_001184740:wholegene,TPCN2:NM_139075:wholegene,LOC102724265:NM_001319657:wholegene,FGF4:NM_002007:wholegene,ANO1:NM_018043:wholegene,MYEOV:NM_138768:wholegene,ORAOV1:NM_153451:wholegene,FGF3:NM_005247:wholegene,IGHMBP2:NM_002180:wholegene,MYEOV:NM_001293296:wholegene,MYEOV:NM_001300923:wholegene,MRGPRF:NM_145015:wholegene,MRPL21:NM_181515:wholegene,PPFIA1:NM_177423:wholegene,FADD:NM_003824:wholegene,PPFIA1:NM_003626:wholegene,MRGPRD:NM_198923:wholegene,MYEOV:NM_001293291:wholegene,CTTN:NM_138565:wholegene,CTTN:NM_005231:wholegene,MYEOV:NM_001293294:wholegene
	Name=CpG: 42,CpG: 141,CpG: 37,CpG: 25,CpG: 56,CpG: 85,CpG: 30,CpG: 180,CpG: 106,CpG: 90,CpG: 78,CpG: 565,CpG: 263,CpG: 82,CpG: 32,CpG: 64,CpG: 26,CpG: 18,CpG: 23,CpG: 21,CpG: 192,CpG: 24,CpG: 34,CpG: 58

	chr12
	CPM:NM_001005502:wholegene,SLC35E3:NM_018656:wholegene,CPM:NM_198320:wholegene,MDM1:NM_017440:wholegene,CPSF6:NM_007007:wholegene,RAP1B:NM_001251918:wholegene,NUP107:NM_001330192:wholegene,CPM:NM_001874:wholegene,MDM2:NM_001145337:wholegene,NUP107:NM_020401:wholegene,RAP1B:NM_015646:wholegene,RAP1B:NM_001251922:wholegene,MDM2:NM_001145340:wholegene,CPSF6:NM_001300947:wholegene,MDM1:NM_020128:wholegene,MDM2:NM_001145339:wholegene,MDM2:NM_001278462:wholegene,RAP1B:NM_001251921:wholegene,RAP1B:NM_001010942:wholegene,IL26:NM_018402:wholegene,MDM1:NM_001205028:wholegene,RAP1B:NM_001251917:wholegene,MDM2:NM_002392:wholegene,MDM1:NM_001205029:wholegene,IL22:NM_020525:wholegene
	Name=CpG: 54,CpG: 105,CpG: 62,CpG: 38,CpG: 109,CpG: 100,CpG: 47

	chr12
	SLC6A15:NM_001146335:wholegene,SLC6A15:NM_018057:wholegene,LRRIQ1:NM_001079910:wholegene,SLC6A15:NM_182767:wholegene,TSPAN19:NM_001100917:wholegene
	Name=CpG: 16,CpG: 44,CpG: 17

	chr17
	RHOT1:NM_001033566:wholegene,RAB11FIP4:NM_001346748:wholegene,C17orf75:NM_022344:wholegene,SUZ12:NM_001321207:wholegene,NF1:NM_000267:exon2:c.61_8840del:p.L21fs,RHOT1:NM_001288758:wholegene,EVI2B:NM_006495:wholegene,RAB11FIP4:NM_001303542:wholegene,RAB11FIP4:NM_001346747:wholegene,EVI2A:NM_001003927:wholegene,COPRS:NM_001330176:wholegene,SUZ12:NM_015355:wholegene,RHOT1:NM_001288754:wholegene,RHOT1:NM_001288755:wholegene,RAB11FIP4:NM_032932:wholegene,RHOT1:NM_018307:wholegene,UTP6:NM_018428:wholegene,ZNF207:NM_003457:wholegene,RHBDL3:NM_138328:wholegene,RAB11FIP4:NM_001346749:wholegene,COPRS:NM_018405:wholegene,EVI2A:NM_014210:wholegene,RHOT1:NM_001033567:wholegene,RHOT1:NM_001033568:wholegene,NF1:NM_001128147:exon2:c.61_2165del:p.L21fs,ZNF207:NM_001098507:wholegene,OMG:NM_002544:wholegene,LRRC37B:NM_052888:wholegene,NF1:NM_001042492:exon2:c.61_8903del:p.L21fs,RHBDL3:NM_001330181:wholegene,ZNF207:NM_001032293:wholegene,LRRC37B:NM_001321350:wholegene
	Name=CpG: 94,CpG: 68,CpG: 75,CpG: 99,CpG: 144,CpG: 29,CpG: 91,CpG: 82,CpG: 32,CpG: 27,CpG: 49,CpG: 89

	chr17
	ITGA2B:NM_000419:wholegene,CCDC43:NM_144609:exon5:c.530_719del:p.R177fs,GPATCH8:NM_001304942:wholegene,ATXN7L3:NM_001098833:wholegene,RUNDC3A:NM_006695:wholegene,FZD2:NM_001466:wholegene,GRN:NM_002087:wholegene,SLC25A39:NM_016016:wholegene,HDAC5:NM_001015053:wholegene,TMUB2:NM_177441:wholegene,TMUB2:NM_001330235:wholegene,TMUB2:NM_001076674:wholegene,SLC25A39:NM_001321240:wholegene,ASB16:NM_080863:wholegene,SLC25A39:NM_001143780:wholegene,TMUB2:NM_024107:wholegene,MEIOC:NM_001145080:wholegene,GPATCH8:NM_001304941:wholegene,C17orf53:NM_001321311:wholegene,GPATCH8:NM_001002909:wholegene,ATXN7L3:NM_020218:wholegene,UBTF:NM_014233:wholegene,HDAC5:NM_005474:wholegene,UBTF:NM_001076684:wholegene,GPATCH8:NM_001304940:wholegene,RUNDC3A:NM_001144825:wholegene,SLC4A1:NM_000342:wholegene,C17orf53:NM_001321310:wholegene,C17orf53:NM_024032:wholegene,UBTF:NM_001076683:wholegene,C17orf53:NM_001171251:wholegene,GPATCH8:NM_001304943:wholegene,SLC25A39:NM_001321241:wholegene,GPATCH8:NM_001304939:wholegene,RUNDC3A:NM_001144826:wholegene,FAM171A2:NM_198475:wholegene
	Name=CpG: 50,CpG: 70,CpG: 92,CpG: 136,CpG: 72,CpG: 44,CpG: 45,CpG: 105,CpG: 129,CpG: 62,CpG: 64,CpG: 32,CpG: 174,CpG: 46,CpG: 101,CpG: 368,CpG: 41,CpG: 95,CpG: 89

	chr19
	MAP3K10:NM_002446:wholegene,ZNF780A:NM_001142579:wholegene,CYP2A6:NM_000762:wholegene,BLVRB:NM_000713:wholegene,SERTAD3:NM_013368:wholegene,ITPKC:NM_025194:wholegene,AKT2:NM_001330511:wholegene,AKT2:NM_001243027:wholegene,CYP2A7:NM_000764:wholegene,COQ8B:NM_024876:wholegene,SPTBN4:NM_020971:wholegene,ZNF780A:NM_001142578:wholegene,AKT2:NM_001243028:wholegene,SHKBP1:NM_138392:wholegene,PLD3:NM_012268:wholegene,CYP2B6:NM_000767:wholegene,AKT2:NM_001626:wholegene,ZNF780A:NM_001010880:wholegene,NUMBL:NM_004756:wholegene,SPTBN4:NM_025213:wholegene,CYP2A13:NM_000766:wholegene,SERTAD3:NM_203344:wholegene,ZNF780A:NM_001142577:wholegene,COQ8B:NM_001142555:wholegene,HIPK4:NM_144685:wholegene,RAB4B:NM_016154:wholegene,CYP2F1:NM_000774:wholegene,CYP2A7:NM_030589:wholegene,SNRPA:NM_004596:wholegene,PLD3:NM_001291311:wholegene,NUMBL:NM_001289979:wholegene,NUMBL:NM_001289980:wholegene,C19orf47:NM_001256441:wholegene,CNTD2:NM_024877:wholegene,EGLN2:NM_053046:wholegene,PRX:NM_181882:wholegene,PLD3:NM_001031696:wholegene,PRX:NM_020956:wholegene,MIA:NM_001202553:wholegene,C19orf54:NM_198476:wholegene,TTC9B:NM_152479:wholegene,ZNF780B:NM_001005851:wholegene,C19orf47:NM_001256440:wholegene,SERTAD1:NM_013376:wholegene,EGLN2:NM_080732:wholegene,MIA:NM_006533:wholegene
	Name=CpG: 36,CpG: 33,CpG: 104,CpG: 75,CpG: 56,CpG: 50,CpG: 25,CpG: 19,CpG: 31,CpG: 54,CpG: 78,CpG: 38,CpG: 32,CpG: 46,CpG: 17,CpG: 18,CpG: 151,CpG: 42,CpG: 68,CpG: 116,CpG: 28,CpG: 59,CpG: 22,CpG: 30,CpG: 35,CpG: 84,CpG: 29,CpG: 44,CpG: 80,CpG: 71,CpG: 133,CpG: 26,CpG: 51,CpG: 27,CpG: 57,CpG: 23,CpG: 77,CpG: 24,CpG: 34,CpG: 66,CpG: 102,CpG: 83

	chrX
	BMP15:NM_005448:wholegene,CLCN5:NM_001282163:wholegene,CXorf67:NM_203407:wholegene,CLCN5:NM_001127898:exon4:c.17_2833del:p.G6fs,MAGED1:NM_001005332:wholegene,AKAP4:NM_139289:wholegene,CLCN5:NM_000084:wholegene,CCNB3:NM_033031:wholegene,GSPT2:NM_018094:wholegene,NUDT11:NM_018159:wholegene,CLCN5:NM_001127899:exon4:c.17_3092del:p.G6fs,NUDT10:NM_001304963:wholegene,NUDT10:NM_153183:wholegene,MAGED1:NM_001005333:wholegene,CCNB3:NM_033670:wholegene,SHROOM4:NM_020717:wholegene,CLCN5:NM_001272102:exon4:c.17_577del:p.G6fs,AKAP4:NM_003886:wholegene,MAGED1:NM_006986:wholegene
	Name=CpG: 60,CpG: 19,CpG: 67,CpG: 20,CpG: 147,CpG: 16,CpG: 28,CpG: 96,CpG: 26,CpG: 107,CpG: 21















Supplementary Table 2 continue
	Chr
	cytoBand
	wgRna
	targetScanS

	chr4
	4q12
	Name=HBI-6
	Score=99;Name=PDGFRA:miR-491/491-5p,TMEM165:miR-181,KDR:miR-221/222,KDR:miR-455/455-5p,KIT:miR-221/222,PDGFRA:miR-342/342-3p,KDR:miR-200bc/429,CLOCK:miR-182

	chr5
	5p13.3-p13.2
	Name=hsa-mir-580
	Score=99;Name=C5orf33:miR-135

	chr5
	5q11.1
	.
	Score=99;Name=EMB:miR-9

	chr5
	5q11.2
	Name=hsa-mir-449c,hsa-mir-449b,hsa-mir-449a
	Score=99;Name=SLC38A9:miR-141/200a,MAP3K1:miR-18ab

	chr6
	6p21.1
	Name=hsa-mir-586
	Score=99;Name=CLIC5:miR-122,VEGFA:miR-29abc

	chr8
	8q22.1-q22.2
	Name=hsa-mir-1273,hsa-mir-599,hsa-mir-875,U72
	Score=99;Name=SDC2:miR-96/1271

	chr10
	10q11.22
	.
	Score=83;Name=FRMPD2:miR-19

	chr11
	11q13.3
	Name=hsa-mir-548k,hsa-mir-3164
	Score=99;Name=PPFIA1:miR-200bc/429

	chr12
	12q15
	Name=U70G,hsa-mir-1279
	Score=97;Name=CPM:miR-490/490-3p,RAP1B:miR-24,RAP1B:miR-28/28-5p/708,hCG_1757335:miR-24,CPM:miR-129/129-5p,hCG_1757335:miR-28/28-5p/708

	chr12
	12q21.31
	.
	.

	chr17
	17q11.2
	Name=hsa-mir-632,hsa-mir-193a,hsa-mir-365-2
	Score=99;Name=OMG:miR-15/16/195/424/497

	chr17
	17q21.31
	.
	Score=99;Name=CCDC43:miR-129/129-5p

	chr19
	19q13.2
	Name=hsa-mir-641
	Score=96;Name=MAP3K10:miR-125/351

	chrX
	Xp11.22-Xp11.23
	Name=hsa-mir-502,hsa-mir-188,hsa-mir-500,hsa-mir-660,hsa-mir-500b,hsa-mir-501,hsa-mir-362
	Score=98;Name=CLCN5:miR-433






Supplementary Table 2 continue
	Chr
	tfbsConsSites
	genomicSuperDups

	chr4
	Score=1000;Name=V$AP4_Q6,V$ATF6_01,V$USF_C,V$EVI1_06,V$AML1_01,V$STAT3_02,V$P53_02,V$AP2REP_01,V$CREL_01,V$STAT6_02,V$SRY_01,V$FOXO1_01,V$ZIC3_01,V$TBP_01,V$STAT1_03,V$STAT4_01,V$NKX25_02,V$NKX25_01,V$POU3F2_02,V$MZF1_01,V$TATA_C,V$TGIF_01,V$EVI1_03
	Score=0.926641;Name=chr10:54544537

	chr5
	Score=1000;Name=V$EVI1_06,V$AML1_01,V$AP1_C,V$AP2REP_01,V$LYF1_01,V$STAT6_02,V$SRY_01,V$EN1_01,V$TBP_01,V$STAT1_03,V$STAT4_01,V$NKX25_01,V$MZF1_01
	Score=0.986309;Name=chr5:21477616

	chr5
	Score=1000;Name=V$AML1_01,V$AP2REP_01,V$SRY_01,V$TBP_01,V$STAT4_01,V$EVI1_03
	Score=0.958729;Name=chr1:148178409

	chr5
	Score=1000;Name=V$AML1_01,V$GATA1_05,V$STAT3_02,V$CREBP1_01,V$AP2REP_01,V$LYF1_01,V$ZIC2_01,V$ZIC1_01,V$SRY_01,V$ZIC3_01,V$TBP_01,V$STAT4_01,V$NKX25_01,V$POU3F2_02,V$NFKAPPAB_01,V$CREB_01,V$CREBP1CJUN_01,V$PAX2_02,V$MYB_Q6
	Score=0.960948;Name=chr18:29709080

	chr6
	Score=1000;Name=V$GATA3_01,V$ATF6_01,V$USF_C,V$EVI1_06,V$NKX3A_01,V$AML1_01,V$STAT3_02,V$CREL_01,V$AP2REP_01,V$LYF1_01,V$ZIC2_01,V$STAT6_02,V$ZIC1_01,V$SRY_01,V$EN1_01,V$ZIC3_01,V$TBP_01,V$STAT1_03,V$STAT4_01,V$NKX25_01,V$NKX25_02,V$HOXA3_01,V$CREB_01,V$CREBP1CJUN_01,V$MZF1_01,V$NKX22_01
	Score=0.949662;Name=chr18:20349467

	chr8
	Score=1000;Name=V$EVI1_06,V$AML1_01,V$STAT3_02,V$E2F_02,V$AP2REP_01,V$STAT6_02,V$SRY_01,V$FOXO1_01,V$TBP_01,V$STAT4_01,V$STAT1_03,V$NKX25_02,V$NKX25_01,V$HOXA3_01,V$MZF1_01,V$MYOD_Q6
	Score=0.971582;Name=chr18:24861863

	chr10
	Score=1000;Name=V$AML1_01,V$STAT3_02,V$SRY_01
	Score=0.996101;Name=chr10:46560617

	chr11
	Score=1000;Name=V$USF_C,V$AP4_Q6,V$AML1_01,V$STAT3_02,V$AP1_C,V$AP2REP_01,V$STAT6_02,V$NFE2_01,V$SRY_01,V$TBP_01,V$STAT4_01,V$NKX25_02,V$NKX25_01,V$NFKAPPAB_01,V$MZF1_01,V$CREBP1CJUN_01,V$PAX2_02,V$MYOD_Q6
	Score=1;Name=chr11_gl000202_random:0

	chr12
	Score=1000;Name=V$AML1_01,V$STAT3_02,V$GATA1_05,V$AP2REP_01,V$STAT6_02,V$SRY_01,V$TBP_01,V$STAT1_03,V$STAT4_01,V$NKX25_01,V$MZF1_01,V$CREB_01,V$CREBP1CJUN_01
	Score=0.996656;Name=chr5:75465909

	chr12
	Score=1000;Name=V$AML1_01,V$SRY_01,V$STAT4_01,V$NKX25_02
	.

	chr17
	Score=1000;Name=V$USF_C,V$AML1_01,V$STAT3_02,V$AP2REP_01,V$SRY_01,V$EN1_01,V$TBP_01,V$STAT4_01,V$NKX25_01
	Score=0.993409;Name=chr12:31766179

	chr17
	Score=1000;Name=V$USF_C,V$AML1_01,V$STAT3_02,V$AP2REP_01,V$E2F_02,V$SRY_01,V$ZIC3_01,V$EN1_01,V$TBP_01,V$STAT4_01,V$NKX25_01,V$HOXA3_01,V$CREBP1CJUN_01,V$MZF1_01,V$PAX2_02,V$MYOD_Q6
	Score=0.985216;Name=chr1:33516583

	chr19
	Score=1000;Name=V$AP4_Q6,V$ATF6_01,V$USF_C,V$AML1_01,V$STAT3_02,V$AP2GAMMA_01,V$AP2REP_01,V$AP2ALPHA_01,V$STAT6_02,V$SRY_01,V$EN1_01,V$TBP_01,V$STAT4_01,V$NKX25_01,V$MZF1_01,V$STAT_01,V$MYOD_Q6
	Score=0.962735;Name=chr19:41336556,chr19:41367420

	chrX
	Score=1000;Name=V$LHX3_01,V$USF_C,V$AML1_01,V$STAT3_02,V$AP2REP_01,V$STAT6_02,V$SRY_01,V$STAT4_01,V$NKX25_01,V$POU3F2_02
	Score=0.996803;Name=chrX:51410256,chrX:51443400



























Supplementary Table 2 continue
	Chr
	Repeat

	chr4
	

	chr5
	Name=(AAAAGAAGTCCACAGTTTCTGTAAG)n(Simple_repeat),MLT1F2-int(ERVL-MaLR),(TATATATATGTATTGCATAGCAATATATATATGTATTGCATAGCAATATATATATGTATTGCATAGCAA)n(Simple_repeat),(TTTTTTTTTG)n(Simple_repeat),(TGTGTGTATACATACGTA)n(Simple_repeat),(ACCACCACCATC)n(Simple_repeat),(TTATGAATATATTTTATAATATATA)n(Simple_repeat),L1M2(L1),(AAATAGAAACAAATAG)n(Simple_repeat),(TTTGTT)n(Simple_repeat),(TACCCTATGCAGTAGGTATTATTAT)n(Simple_repeat),(AGAGAGAGAAAGAAAGAA)n(Simple_repeat),AluSz(Alu),(ATATATACACATATAT)n(Simple_repeat),(ATAAAATAGATACAAATTTA)n(Simple_repeat),HAL1(L1),MER102b(hAT-Charlie),LTR48(ERV1),(AGAA)n(Simple_repeat),THE1A(ERVL-MaLR),MER113A(hAT-Charlie),L1PA16(L1),(ATCTATATCTATCTAT)n(Simple_repeat),MamRep1527(LTR),FordPrefect_a(hAT-Tip100),(TATATATGTA)n(Simple_repeat),(GGAAGAAGGAATACAGTAAT)n(Simple_repeat),MER58B(hAT-Charlie),LTR33A_(ERVL),(ATAACATTAAAAATATTGTTTACTAGTTATC)n(Simple_repeat),(CTTCCTCCT)n(Simple_repeat),(CTCCTCCCTGTCATATT)n(Simple_repeat),(AACACTTGAACCCC)n(Simple_repeat),(GAGGGAGGGAGGAAGA)n(Simple_repeat),(AAAAAAAGAAACAGAAGAAAAG)n(Simple_repeat),(ACACACACACACATGC)n(Simple_repeat),(AGGGATTTCATCTC)n(Simple_repeat),L1M3(L1),(AACATCTCTCATTTTTTAAATCAA)n(Simple_repeat),(GA)n(Simple_repeat),Kanga1c(TcMar-Tc2),(TATTACACATGATCACACATGGCTTCTCTCACACACACATGCTATTACACATGATTGCACACATAGCTTCTCTCTCACACACGGTTATTACACATCACACACGGCTTCTCACACACATTATTACACACGACCACACACATGGCTTCTCTCACACACACTATTACACATGATCACACATGGGGCTTTTCTCGT)n(Simple_repeat),(ACACACACACAA)n(Simple_repeat),(TTTTTTTTTTTTC)n(Simple_repeat),(AAAGAAAATGAAAACAAGCTGT)n(Simple_repeat),(CGGGGGTGGCAGGGGG)n(Simple_repeat),(ACCAGCACCTCCACCACCACTACC)n(Simple_repeat),(GTCCCAAACACA)n(Simple_repeat),(TATAGTGTATATATACATATATATACATATATATGTGTATATATACATATATAATAGAGCATATAAACATATATACACTACATAATA)n(Simple_repeat),(AAAAAAAAAAAC)n(Simple_repeat),(TTTTCTTTTTTTTTTTTTTTTTTCC)n(Simple_repeat),MLT1J2-int(ERVL-MaLR),L1MA4A(L1),LTR9B(ERV1),MLT1I(ERVL-MaLR),(TGAGAGTATCCAAG)n(Simple_repeat),(ATATATACATATATATAC)n(Simple_repeat),(CATTAAATTGGAAAAAGTCTAGAAGTTTGAAATACCAGTAGAGCTTTAATTTAATTTCATTTTT)n(Simple_repeat),(CACACACATCCACATA)n(Simple_repeat),(TATATATATACACACATATATATTTATATG)n(Simple_repeat),(TGTATACATATATACATGCATATATATACATACATA)n(Simple_repeat),(TATATACACACA)n(Simple_repeat),THE1D(ERVL-MaLR),LTR50(ERVL),(ATATATACATCTAGAATATATAGAAT)n(Simple_repeat),HERVL-int(ERVL),(AAGAAGAGGAGGAGGAGG)n(Simple_repeat),(CACATACCACATACACACA)n(Simple_repeat),(ATTTTTTAATTATTTATTTATT)n(Simple_repeat),(ATATATAGGAT)n(Simple_repeat),(TTTTCTTTTTTT)n(Simple_repeat),(TATATATATAGTT)n(Simple_repeat),(TGGTGGTGATGTGGTAGTGGTGGTGGTGATTTGATGGTTATGGTGG)n(Simple_repeat),(AAAAGTATCTTCT)n(Simple_repeat),MLT1N2(ERVL-MaLR),MLT1A(ERVL-MaLR),(TTATATATATATACAGT)n(Simple_repeat),(AGGAAGGGAAGGA)n(Simple_repeat),MLT1E1(ERVL-MaLR),(CCATAGATTTAGGGC)n(Simple_repeat),(TTGTTC)n(Simple_repeat),(ACAAAGAACATTCTTAAGGGTGGGGGAAATT)n(Simple_repeat),(CATACACACA)n(Simple_repeat),(AGGAAGAAGGAGAGG)n(Simple_repeat),L3(CR1),(TTTCTA)n(Simple_repeat),(CCAGCTCACCAACCA)n(Simple_repeat),(TAATCCCAGCACTTTGGGAGGCCAAGGTGGGAGGATCACTGAGGTCAAGAGCTCAAGACCAGCCTGGCCAACATGGTGAAACCCCACCTCTACTAAAAATACAAAAATTGGGCCAGGTATTGTGAGTCACACCTA)n(Simple_repeat),(CCTCACCTCCCGGACGGGGCGGCTGGCCGGGCGGGGGGCTGACCCCCCCACCTCCCTCCCGGACGGGGCGGCTGGCCGGGCAGAGGGGCTCCTCACTTCCCAGTAGGGGCGGCCGGGCAGAGGCGCC)n(Simple_repeat),(AAAACAACAACAAC)n(Simple_repeat),(CAAAACAAAAAAACAAAAAACAAAA)n(Simple_repeat),MER124(DNA?),(ATAATAGTATAATACATTTGCTTGAAC)n(Simple_repeat),ERV3-16A3_I-int(ERVL),(AAAACAAAACAAA)n(Simple_repeat),(TTTTG)n(Simple_repeat),(GAAGAGGAAAGAAAAGAAAG)n(Simple_repeat),(CCTCCCTTCCTCCCCCCTCCCCCCTCTC)n(Simple_repeat),MLT1H2(ERVL-MaLR),(TATGCAATACAAGTT)n(Simple_repeat),MADE1(TcMar-Mariner),LTR1B(ERV1),(AGACCTACTTTATAAT)n(Simple_repeat),(TGTTTGTTCTTGTTCTTT)n(Simple_repeat),(ACTCCACCCCAGCCTGGACAACAAGAGCGAA)n(Simple_repeat),(CCTATGTCTGTG)n(Simple_repeat),(ACTGACATTAGCCCAAGGTTAGTCTTTAGTCCTGACAAATTGTCAGATAA)n(Simple_repeat),(CTCTCTCCCTCACACACACACACAATTACACGTGATCACACACATGGG)n(Simple_repeat),(AAAAGAAAAAAG)n(Simple_repeat),MER20B(hAT-Charlie),L2a(L2),(ACAAGTGCTTCTACCT)n(Simple_repeat),(AAAAAAAAGAAA)n(Simple_repeat),(TCCTCTTCTCTACTCC)n(Simple_repeat),(CCATCCATCCATCAACCTACCCACCCATCTTT)n(Simple_repeat),L1MA10(L1),(TATATCCTCTGTACTGC)n(Simple_repeat),(AAAAACAAATAAAT)n(Simple_repeat),(TGAAGTTCACAGTG)n(Simple_repeat),(CCTCCCTCCCGGACGGGGCGGCTGGCCGGGCAGGGGGGCCGACCACCCCCA)n(Simple_repeat),(TTTTTTGT)n(Simple_repeat),L1MC3(L1),ERVL-E-int(ERVL),(TTTTTATTTTTTATT)n(Simple_repeat),(ATTTAATTTCAATATAT)n(Simple_repeat),MER50(ERV1),(GGGGTGGCGGCCGGGCAGAGACGCTCCTCACTTCCCAGAT)n(Simple_repeat),(CAAAA)n(Simple_repeat),LTR79(ERVL),(TATATATATATATTTATA)n(Simple_repeat),(ACATAAAAAAATGAAAAAC)n(Simple_repeat),(CTTTTTTTTTTTT)n(Simple_repeat),MLT2B3(ERVL),(ATATTTTGAATCATTTT)n(Simple_repeat),MER41B(ERV1),L1MB8(L1),MLT1F-int(ERVL-MaLR),(CCAAATCAAGTTGGAGGGAAAAAAATACT)n(Simple_repeat),(TCTGTGAATTAAAATTTATATTT)n(Simple_repeat),(CACACACCCCCACATACATA)n(Simple_repeat),(TGCAGTACTAAGCCAAAGCAGCCTCAGA)n(Simple_repeat),MER61E(ERV1),(AATTTATATATATAT)n(Simple_repeat),Tigger2(TcMar-Tigger),(T)n(Simple_repeat),(ATAAAGTAATAGAGAATAAATCATGAGCAATATTATGA)n(Simple_repeat),(TAT)n(Simple_repeat),(TATATATATGTATTGCATAGCAATA)n(Simple_repeat),(AAAAAAAAAC)n(Simple_repeat),LTR26B(ERV1),(GTGCGGTGGCTCACGCCTGCAATCCCAGCACTTTGGGAGGCCAAGGTAGGTGGATCACATGAGGTCAGGAGTTAGAGACCAGCCTGACCAACATGGAGAAACCCTATCTCTACTAAAAATACAAAAATTAGCCAGGCATGGTGGCATCAACTGTAATCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATCACTTGAACCCGGGAGGCAGAGGTTGCAGTGACCCAAGATCGTGCCACTGCACTCCAGCCTGGCCAACAGAGTAAAACTCCATCTCAAAAAATAATAATAATAATAAAAAGGCCAA)n(Simple_repeat),(AAATTTAAGTCTCTTCTT)n(Simple_repeat),MER39B(ERV1),MER70-int(ERVL),MLT2C1(ERVL),(GAAGAAAAATAGGTTCTTTA)n(Simple_repeat),(TCTCTTTCTTTCTTTC)n(Simple_repeat),(TGTGCATGTGTG)n(Simple_repeat),(AGAAAGAAAAGAAAAG)n(Simple_repeat),(TTTTATTATT)n(Simple_repeat),(CAAAAAACAAA)n(Simple_repeat),(TCC)n(Simple_repeat),(TATATATATAGTG)n(Simple_repeat),(TGTTTT)n(Simple_repeat),(TATATATATATTAATA)n(Simple_repeat),(AAAATAAGAAAAAAATAG)n(Simple_repeat),LTR82A(ERVL),(TTATTTAATTATTTATTA)n(Simple_repeat),(ATAAGAAAAAGTATTCAGAAAAA)n(Simple_repeat),(TGTTT)n(Simple_repeat),(TTTTGCAAGCAAAAAAAATTGCAAGCAAAAAA)n(Simple_repeat),(AAAAAAAAAAAAAAAAG)n(Simple_repeat),(TTTA)n(Simple_repeat),(TATTTTTTTTTT)n(Simple_repeat),(ATAGTTACCAAATACACT)n(Simple_repeat),(GAAAAAAAAAAAAGAAA)n(Simple_repeat),(TGTTTTGTTTTGT)n(Simple_repeat),(GGTGGCGGGGGCAGT)n(Simple_repeat),(GAGTCATCATTGAATCTTATCTA)n(Simple_repeat),Tigger5(TcMar-Tigger),(CCACCCCCA)n(Simple_repeat),L1PA15(L1),HERVL74-int(ERVL),MER90a(ERV1),(CATACACACACA)n(Simple_repeat),(CACATGTATATAATG)n(Simple_repeat),L1MA2(L1),L1MC4(L1),Charlie7(hAT-Charlie),(ATCTATCTATCTATCTATCT)n(Simple_repeat),MER4D1(ERV1),(CCTCCCTCCCGGACGGGGCAGCTGGCCGGGCAGGGGGGCTGACCCCCCCCA)n(Simple_repeat),(TCCCATCCCCTTCATCCCCTCCCCCCATCCCCTCCCCTCCACCTCCCCCCTCTTCCCCTCCCCTTCATCCCTCTTCTCCTTCATCCCCTCCAGCCCCTCCCCTCCCCTTCATTCCCCTCCA)n(Simple_repeat),(AAAAAAAC)n(Simple_repeat),(TTTCTTTTTCTTT)n(Simple_repeat),(AATCAGTTCACTATCCAAAAAAAGCAGG)n(Simple_repeat),(AAGAAACAACTAGGTCCT)n(Simple_repeat),Tigger13a(TcMar-Tigger),MIRc(MIR),(TCCAGTAGAATATATA)n(Simple_repeat),(ACACACACACACATACAC)n(Simple_repeat),(TTTTCCCTTGCAACAGG)n(Simple_repeat),(ACAAAAAGAGACTTTA)n(Simple_repeat),(AAAACAAA)n(Simple_repeat),(CCCCACCA)n(Simple_repeat),L1MA4(L1),(AATTCTTATCTCCATTCCTATCTCTACTTTTAA)n(Simple_repeat),(TGTCCTTTCCTTCCTTACC)n(Simple_repeat),L1ME4a(L1),(TTTC)n(Simple_repeat),(AAATGCTAAAGAAAGC)n(Simple_repeat),LTR88b(Gypsy?),(TATATATATTATATATAGTATTATATATTTTATATATAG)n(Simple_repeat),(AAAAAAAACAAACA)n(Simple_repeat),(GCAGGGACAAACAGAAATAA)n(Simple_repeat),(TATATATTTTATATATAGTATATATATTATATATAGTATTATATATTTTATATATAGTATATATGTTATATATAGTAT)n(Simple_repeat),LTR8(ERV1),(AAAAATAAAAT)n(Simple_repeat),(AC)n(Simple_repeat),(ATATATATACACACACATATATATTTATATGT)n(Simple_repeat),(GACTTTAAGTCTGAGAAGAAACACATTAAAACCTGTTCTCTCTGAAGCCTGCTACCTGGAGGCATGACAAAACTTT)n(Simple_repeat),(GACCTAATAAAACAGCAG)n(Simple_repeat),(TC)n(Simple_repeat),(CCCTTATAAATGGGATTAGTA)n(Simple_repeat),Charlie10(hAT-Charlie),(ACTAAACCCAACAGAAAGCCAAAGGGCACAT)n(Simple_repeat),(AGAG)n(Simple_repeat),HERVK9-int(ERVK),HERVIP10FH-int(ERV1),(GTTTTTTT)n(Simple_repeat),L1MA8(L1),(TAGTTGCTTAGCAACA)n(Simple_repeat),L1PA13(L1),(TGTGTTTACTGGAGT)n(Simple_repeat),(CCTCACCTCCCGGACGGGGCGGCCAGGCAGAGGCGCC)n(Simple_repeat),(TTCTACACTTTGCTAT)n(Simple_repeat),(AAAAAAAAAAAAGA)n(Simple_repeat),MLT1G(ERVL-MaLR),(TTCCTCCTCCTTCCTCCTCCCTAT)n(Simple_repeat),(AGAGAG)n(Simple_repeat),L2(L2),(TTTCATATTAGTTTCTATAAAA)n(Simple_repeat),LTR49(ERV1),(TG)n(Simple_repeat),L1MC5(L1),(TAGTGATGGTGGTGGTGA)n(Simple_repeat),(AATACCAAAAGCTGTCAAGGATGTGGA)n(Simple_repeat),MLT1D-int(ERVL-MaLR),L1M1(L1),(TAACCTACTTCATGGTTACTTATTATTAAATTACGGAACACATAACAACGGTCTGTAGAAACAAGTCTTCCAAGCTTCTAGCTTTCATTTTTGCTCTTACGGTTTATCTCCAACTGAAAAACTGCATTTTTTTGTCACATGGAAGTATTAAAATCGTAAACAATTCAGAAGATATTAGAAAAAAGAAAGTCCGGCTGTCTATTTTGCATCTTTAAAACGTTGAGCCCAAAATATAAAGAGAAATTTTTCATATCTCAAACATTCTCAACAGCTTCTTCCCCTCGATAACCACGTATGTCATTATGCAATAACAATTATGATCAACAACCCTGGTAAATTTTTACATAATTCACAATTTTTACTGCATCAGTAAGCATACTGATTAGGTAAGCTGACATTTTTCACAGCAAGACTTTCTCAATGAAGGAAGCAATATGATGTATATCCTAGCATAGCCTCT)n(Simple_repeat),(AAAAGAAAAAAAAGAAAAGA)n(Simple_repeat),(TATATATGTATTGCATAGCAATATATAGTATC)n(Simple_repeat),(TAGATATATA)n(Simple_repeat),(TATATATAG)n(Simple_repeat),MER4-int(ERV1),MLT1H1(ERVL-MaLR),(TTTCTTTTTCTTTCTTTCTTTCTTCTCTTTCTCTCTTTCTCTCTCTCTTTCTTTCTTTC)n(Simple_repeat),(CTCACCAA)n(Simple_repeat),MER45A(hAT-Tip100),L1M4c(L1),(CTATATCTAT)n(Simple_repeat),(AAAC)n(Simple_repeat),(TTTTTAT)n(Simple_repeat),(CA)n(Simple_repeat),(AAGCTTTTCAGC)n(Simple_repeat),(GTTTATTATTATTGTTAAT)n(Simple_repeat),Tigger2b_Pri(TcMar-Tigger),MER89(ERV1),(TTTAATTTTTTATTT)n(Simple_repeat),(TTTTATAAAT)n(Simple_repeat),MamRep434(TcMar-Tigger),(TTTCTCTCTCCTCTGTCTC)n(Simple_repeat),(TTTCTGTTTTGTCTTAAAT)n(Simple_repeat),LTR16A(ERVL),L1ME5(L1),(CTTCTTCTTCTTCTCCTTC)n(Simple_repeat),(TCTA)n(Simple_repeat),(CCTCATCCCTGAGATGCAAA)n(Simple_repeat),(TTAATTAGTATTACTAATTTATTAAATTTAT)n(Simple_repeat),(AAAAGTATCTTCTAAATCAG)n(Simple_repeat),(ATATACACACAC)n(Simple_repeat),L4(RTE),(TATG)n(Simple_repeat),Arthur1B(hAT-Tip100),Charlie18a(hAT-Charlie),(GAAGATTAGAGGCAGGGCTGA)n(Simple_repeat),(AAAAGAAAAAG)n(Simple_repeat),SVA_F(Other),MLT1B(ERVL-MaLR),(ATCC)n(Simple_repeat),(CCTCCCCTTCATCCCCTCCCCTTCATCCCCTCCCCTG)n(Simple_repeat),(TCCATATACTGGTATATCATA)n(Simple_repeat),(AAAAAAAAGA)n(Simple_repeat),(TTAAAAGTACTTATCTTT)n(Simple_repeat),(TATATATATATACGTATATATATACATATATATATACACATATG)n(Simple_repeat),(GCAACATTTGCTGTTCT)n(Simple_repeat),Charlie1b(hAT-Charlie),L1PA12(L1),(AAATTACTCTTTAA)n(Simple_repeat),(GTGCCACCACTCCCAGCTAATTTTCTGTATTTTTAGTAGACAC)n(Simple_repeat),(CCATTATG)n(Simple_repeat),(TGGTGGTGGTGATTTGATGGTGGTGATGGTAGTGGTGGTGATGTGGTAGTAGGAATAGTGATTTGATGGAATGGTGGTGGTGGTGTGATGTGGTAGTGATAATGATGATTTGATGATAATGGTGGTGGTGATGCAGTAGGGTAGTGGTGATTTGACGATGGTGGTGGTGGTGATGTGGTAATGGTGGTGGTGATTTGATGGTGGTGGTAGCGG)n(Simple_repeat),(GAAG)n(Simple_repeat),MLT1A1(ERVL-MaLR),(ATATATACATATATACACACAC)n(Simple_repeat),(GAAGGAAGGAAGGAAAGAAAAAAAAAAAAAAGAAAAAAAGAAAGAGAAAGAAAGAAAGAGAAAGAGAGAAAGAGAAA)n(Simple_repeat),MLT2B1(ERVL),(TAGAAGTTTCTCTCTCAAAGCT)n(Simple_repeat),AluSq2(Alu),LTR78(ERV1),(AAAAACAAACA)n(Simple_repeat),(TGTGTTCTTGTTTTCGTTTT)n(Simple_repeat),(TGGTGATGGTGATTTGATGGTGGTGATGATAGCGG)n(Simple_repeat),(GTATGTGTGCATTTATAC)n(Simple_repeat),L1MC2(L1),(AACTAAGCAAACCA)n(Simple_repeat),(TTTTTTATTTTTTAATTTTTTAT)n(Simple_repeat),(GAGAGAGAGAGAGAGGGAGG)n(Simple_repeat),(TATTTAGTGAACACTTCAAAAATGATGACTTAAACATTTGGGATTTGGTTGGCAAATTGAAAACACTCTAACAAAACA)n(Simple_repeat),(TAATGTTACTGAC)n(Simple_repeat),(CTGCCTGCTCCATGGGGCGTGCGACTC)n(Simple_repeat),(CTTGTAATTCTCTGATAACAA)n(Simple_repeat),L1P2(L1),(TCTTCC)n(Simple_repeat),(ATTTATTTAT)n(Simple_repeat),L1M4(L1),L1MEg2(L1),(CAAGACATAGGAGATTAAAAAGACAATAAATACTTCTTGTCCACACCAGAACCACAGATATAAACCTAATTGATGAATTTAG)n(Simple_repeat),(TTTTTGTTTG)n(Simple_repeat),(ATTTA)n(Simple_repeat),(TTTTATTTACTTTTTATTA)n(Simple_repeat),MER113(hAT-Charlie),HERVK14-int(ERVK),Charlie21a(hAT-Charlie),(AGCTAGATACAGAGTGCCGATTGGTGTATTTACAAACCTTG)n(Simple_repeat),(CCCCTCCCCTCTCTCCCTCCCTTTCCTCCTCCCCTCCTCCCCTTCCCTCCCCCTCTCCCCTCCCTCTCTCCCCTCCCCTCC)n(Simple_repeat),(ATATATATTATATATAGTATTATATATTTTATATATAGTATATATGTTATATATAGTATTATATATTTTATATATAGTATATATGTTATATATAGTGTTATATATTTTATATATAGT)n(Simple_repeat),(CAAA)n(Simple_repeat),(AAGG)n(Simple_repeat),L1MA5(L1),(CTTAGAGACCTACAAAGAGACTTAGA)n(Simple_repeat),L1MC(L1),(AATTTTTTTTTTTGAGGTTAT)n(Simple_repeat),(ATCAAAGATGAGCA)n(Simple_repeat),(CCCGCCTCTCTCCTCGCCAAGGC)n(Simple_repeat),(AAAG)n(Simple_repeat),(CAAAAAAATAAATAAAAAAAA)n(Simple_repeat),(CCTCACCTCCCGGACGGGGCGGCTGGCCGGGCAGGGGGGCTGACCCCCCCCACCTCCCTCCCGGACGGGGCGGCTGGCCGGGCAGAGGGGCTGACCCCCCCCA)n(Simple_repeat),L1PA5(L1),L1ME2(L1),(TTTCCTTTTCTCTCTCTCTTTCCTTTCTTTCTTTCTCCCTTCCTTCCTTTCTTTCTTTCTTCCTTTTTCTTTCTTTCTTTCTCTCTC)n(Simple_repeat),(TTTTATCTAGGAT)n(Simple_repeat),MER63A(hAT-Blackjack),ORSL-2b(hAT-Tip100),L2c(L2),L1MB7(L1),(AAAAATAAAAACATAAATAG)n(Simple_repeat),(TTTTTATT)n(Simple_repeat),(GAAGGAAA)n(Simple_repeat),MER34D(ERV1),(TTGTGCTTTTCTGATTTTCTTTTTATTTAAACATTGAACATTCACTATTTAAGCTTT)n(Simple_repeat),(ATGA)n(Simple_repeat),L1MD(L1),(GCAATCTCAGTTCACTGC)n(Simple_repeat),(TTCTTCTTCTTCCTCTTCTTTT)n(Simple_repeat),L1M4b(L1),(TATATATATATG)n(Simple_repeat),(GAGTTGTCCAAGGTCACACAGCTAGT)n(Simple_repeat),MLT1D(ERVL-MaLR),(CCTT)n(Simple_repeat),(AAAACA)n(Simple_repeat),(AAATTAAAAAAAAAA)n(Simple_repeat),(AGAGAGAGAGAGAGAAAGAGGGAGGGAGAGAGAGGGAGAGGGAGAGAGAGAGAGGAAGGAAGGAGGAG)n(Simple_repeat),MLT2B2(ERVL),MER110(ERV1),(AAAAAAAAGAAAA)n(Simple_repeat),(TACCAAAACCAGCAAAGGACATAACCTAA)n(Simple_repeat),(AAAAAACA)n(Simple_repeat),(AAAGTGCTGTGCCAAGGG)n(Simple_repeat),(AATATATATACAGTAT)n(Simple_repeat),L1ME3B(L1),(AGAT)n(Simple_repeat),(GAAAGAAACAAAGAAGAAAGAGAGA)n(Simple_repeat),(CAAACAAAACAAAA)n(Simple_repeat),(AGGCTGGAGTGCAGTGGCGCAATCTCGGCTCACTGCAACCTCCGCCTCCTGGGTTCAAGTGATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGT)n(Simple_repeat),(AAAAGAAGAAAAGAAAAG)n(Simple_repeat),(ATTTAAAGCATTACATTTT)n(Simple_repeat),(TCCCCTCCCCTTCATCCCCTCTCCA)n(Simple_repeat),(CCTCCCTCCCGGACGGGGCGGCTGGCCGGGCAGGGGGGCTGACCCCCCCCACCTCCCTCCCGGACGGGGCGGCTGGCCGGGCGGGGGGCTGACCCCCCCACCTCCCTCGCGGACGGGGCAGCTGGCCGGGCAGAGGGGCTCCTCACTTCCCAGTAGGGGCGGCCAGGCAGAGGCGCCCCTCACCTCCCGGACGGGGCGGCTGGCCGGGCAGGGGGGCTGACCCCCCCCA)n(Simple_repeat),(TATTACACATGATCGCACACATAGCTTCTCTCACACACACATGC)n(Simple_repeat),(GTTT)n(Simple_repeat),THE1C-int(ERVL-MaLR),L1M6(L1),(GGCTAAGGTTAGGACTGGTAAGATGAACCTGGAAAGGAGAAGGGTACATTGGGCA)n(Simple_repeat),(CTCCTCCCCTCCCCTCCCCTTCATTCCCTCTCCATCCCATCCCCTTCCATCTCATCCCCTCCAG)n(Simple_repeat),(TAATATTTAATATTTAA)n(Simple_repeat),L1ME3C(L1),MLT1J(ERVL-MaLR),(GCTCCTCACTTCCCAGACGGGGTGCGGCCGGGCAGAGAGGCTCCTCACTTCCCAGACGGGGCGGCCGGGCAGAGGC)n(Simple_repeat),L1PA3(L1),(TTTTTTA)n(Simple_repeat),(TGGCCTGAAATCAAA)n(Simple_repeat),(GAAA)n(Simple_repeat),(GGAGATGTCCCAGGCCCCACTGACAATACTCCTAGGCTCACA)n(Simple_repeat),ERVL-B4-int(ERVL),(GCTTTGAAGAGAGCAGTGGTTCTCCCAGCATGCAGCTGGAGATCTGAGAACGGGCAGACTGCCTCCTC)n(Simple_repeat),(GAGTGGAGTGATATTCTGAGAAATAAAT)n(Simple_repeat),(AGAAAGAAGAGGAAGAAAG)n(Simple_repeat),(TGGTAGTGGTGATGGGGGTGA)n(Simple_repeat),(AGAGGGAGGAGAGGAG)n(Simple_repeat),Charlie25(hAT-Charlie),(GAGAAACTAGGACAAACCCCA)n(Simple_repeat),Tigger15a(TcMar-Tigger),(TTTATTTTATTTATT)n(Simple_repeat),(TTTTTTGTTTG)n(Simple_repeat),(CACCTCTACCACCACCACCAT)n(Simple_repeat),(CCTCCCTCCCGGACGGGGCGGCTGGCCGGGCAGGGGGGCTGACCCCCCCCA)n(Simple_repeat),(AAGCACAGTGAAAT)n(Simple_repeat),(GTTTTTTTTTGTTTTTT)n(Simple_repeat),(TTACAAAGAACCTTCTTAAGGGTGGCAGAGA)n(Simple_repeat),(AAATATGTACATATGTTA)n(Simple_repeat),MLT1J2(ERVL-MaLR),(AAAAATAAATA)n(Simple_repeat),(AAAAAGA)n(Simple_repeat),AluY(Alu),(TTTCTT)n(Simple_repeat),(TCCAGGTGGTATCTAT)n(Simple_repeat),(GTGGTGATAATAGTGGTGAAG)n(Simple_repeat),(GTG)n(Simple_repeat),(TTTTTGT)n(Simple_repeat),(CCCTTCCTCCCTCCCTCCC)n(Simple_repeat),(TTTTGTACATTTTAA)n(Simple_repeat),(GACCTGAAGAGACCTGCAGG)n(Simple_repeat),(AATATGCACAATCTGTGGGAGAAATTAATAGAAATT)n(Simple_repeat),(CTAGCTC)n(Simple_repeat),THE1B(ERVL-MaLR),(AAAACACTGTATAAAACACTGTAT)n(Simple_repeat),(CCG)n(Simple_repeat),(TTCTGATTTCCTAGGA)n(Simple_repeat),(TATATGTGTATG)n(Simple_repeat),(GTATACATATATACATACATATGTATACATACATATATGGGA)n(Simple_repeat),(GAAAGAAGAG)n(Simple_repeat),(AAAAATAATAATAAATA)n(Simple_repeat),(ATGTTTTAGGAA)n(Simple_repeat),(GCTTCTCTCTCACACACACTATTACACATGATCACACATG)n(Simple_repeat),(TATACACACACATATACACACACATATATG)n(Simple_repeat),(GTGTTTACTGGAGCA)n(Simple_repeat),(CT)n(Simple_repeat),FRAM(Alu),(TTTTCT)n(Simple_repeat),(TATATCTATTACAAGGTA)n(Simple_repeat),L1MA3(L1),(AAC)n(Simple_repeat),AluSx(Alu),(CCAGGCCGGAGTACAGTAGCGTGATCTCGGCTCACTGCAACCTCCG)n(Simple_repeat),(TTTTTCTTT)n(Simple_repeat),(TATTACACATGATCACACATGGGCTTCTCTCGT)n(Simple_repeat),(ATATAAAACAT)n(Simple_repeat),(TATCCATTGTACATGAG)n(Simple_repeat),(ATATATATACAC)n(Simple_repeat),(TCCCCTCCCCTCCCCTTCATTCCC)n(Simple_repeat),(CTCTTTCTCTCTCTTTCTTTGACTTTCTGC)n(Simple_repeat),(AAACAAACAAAAAAAACAACA)n(Simple_repeat),Tigger1(TcMar-Tigger),(AAAACAAAACAAAACAAC)n(Simple_repeat),(AAAAGAA)n(Simple_repeat),HSMAR2(TcMar-Mariner),THE1C(ERVL-MaLR),(TTGG)n(Simple_repeat),L1M3c(L1),(TATATATGTAATATATGTAAAATATATGTATATATT)n(Simple_repeat),(TTCTCAAGGGTGGGGGAGATTACAAAGAACC)n(Simple_repeat),(GATGATAAT)n(Simple_repeat),(GTTTTTGTTTTGTTTTATTTTGTTTTTG)n(Simple_repeat),(TAAA)n(Simple_repeat),(AGATAATAAAAAAAAATCAGACCT)n(Simple_repeat),(AGATAGACAGAGAGAGAGAGAGATGATAGATAGATAAT)n(Simple_repeat),(ATTTAACACAGTGAATTACAAATA)n(Simple_repeat),(GAGAAGAATATGGAGGGA)n(Simple_repeat),(TTTG)n(Simple_repeat),(ATATATATCTAGAATGCTAGATATATATAG)n(Simple_repeat),(AAAAAAAAC)n(Simple_repeat),(GGAAATAAAGGGATGGGC)n(Simple_repeat),(AAAGAAGG)n(Simple_repeat),(TTTTTTTTTTCT)n(Simple_repeat),(CCAT)n(Simple_repeat),MLT1J1(ERVL-MaLR),(AGAGCTTAACCTGGGAGTCAGACAGACCTGGGCTGGAATC)n(Simple_repeat),(TTTAATTTAAATGAAGTCCAGTGTA)n(Simple_repeat),(TCTCC)n(Simple_repeat),Kanga2_a(TcMar-Tc2),(ACAAAAA)n(Simple_repeat),(GGTGGCGGCCGGGCAGAGGCGCTCCTCACTTCCCAGATGGGGTGGCGGCCGGGCGGAGGCGCTCCTCACTTCCCAGATGGGGCGGTGGGGCAGAGGGGCTCCTCACATCTCAGACGATGGGCGGCCAGGCAGAGACGCTCCTCACTTCCTAGAC)n(Simple_repeat),(ACACACTAC)n(Simple_repeat),(TTCATTATAATGTTATTGAACATAATGTTCATTATAATGTTATTGAACATTATATATAA)n(Simple_repeat),(TTTTTTTTTTGTTT)n(Simple_repeat),(AAGAAGAAGAAAGAGAAG)n(Simple_repeat),HERVK11D-int(ERVK),(TTTTAATTATTTGTTATTTTTTTTA)n(Simple_repeat),HERV17-int(ERV1),(AAAACACTGTAT)n(Simple_repeat),(TTTTTATATTATTTATTTGTTA)n(Simple_repeat),(AAAATTAAA)n(Simple_repeat),L1MB4(L1),L1PA2(L1),(TCACCCCTTATCA)n(Simple_repeat),(AAAGA)n(Simple_repeat),(TAAAATAAAAAGTGATTACTATCGTAA)n(Simple_repeat),L1P3(L1),L1MEa(L1),(CCTCC)n(Simple_repeat),(ATG)n(Simple_repeat),(CACATCTCCCTCTGAC)n(Simple_repeat),(TTTGAACACGTGGA)n(Simple_repeat),(TGAACAATCTCTGGGCA)n(Simple_repeat),ERVL-int(ERVL),(ATTTATATATATATATTTAT)n(Simple_repeat),(TTATT)n(Simple_repeat),(TTAT)n(Simple_repeat),(TTCT)n(Simple_repeat),(ATATATATATACACACAC)n(Simple_repeat),HAL1b(L1),MER44C(TcMar-Tigger),(TATATACACAACATA)n(Simple_repeat),(AAAAG)n(Simple_repeat),(TCTCTCTCTCTCTCCC)n(Simple_repeat),(CTCTTAGACATAAA)n(Simple_repeat),LTR16C(ERVL),(AAAACAAAAAAAAAC)n(Simple_repeat),(AAAAACAAAAACAA)n(Simple_repeat),(TGG)n(Simple_repeat),(TCATCTATCTATCTATCTATCTA)n(Simple_repeat),(TGTTTTGTTTGGTTTTT)n(Simple_repeat),(AAAAAT)n(Simple_repeat),(AAAGAAAGAGAGAGAAAGACAGAAAAAAAGAAAGAAT)n(Simple_repeat),(CCACATACTCACATACCCACACACAC)n(Simple_repeat),MSTA-int(ERVL-MaLR),BLACKJACK(hAT-Blackjack),(TTTTGTTTTCGT)n(Simple_repeat),(AAAACAAAAACAAACAAA)n(Simple_repeat),(TATATACATA)n(Simple_repeat),(TCTCACACACACGCTATTACACATGATCACACACTGGCT)n(Simple_repeat),(AT)n(Simple_repeat),(GGCTAGGAGGTGTTTTTCCTCCAGATTCTGAGGGTCAAAGCCAACTCAGTGGTTCAGGATACACA)n(Simple_repeat),(AAAACATAAATATAACTTAT)n(Simple_repeat),LTR33(ERVL),(GTTTAGTGCAGTGCTAAACCAAATCAGCCTCA)n(Simple_repeat),(TTATTATGACTATTAAAG)n(Simple_repeat),MIRb(MIR),(TCATTCATTCATTCA)n(Simple_repeat),(GTGTGCATGTGTATAT)n(Simple_repeat),(TATATATACATATATATGACATATAAACATATATATATACATACATAATATATG)n(Simple_repeat),MLT1E2(ERVL-MaLR),(ATATATACACACACC)n(Simple_repeat),L1M7(L1),(AAAAATTAGCCAGGCATGGTGGCATGTGCCTGTAATCCCAGCTACCCAGGAGGCTGAGGCAGGAAAATCGCTTGAACCCAGGAAGCAGAGGTTGCAGTGAGCCAAGATCGCACCACTGCACTCCAGCCTGGGAACAAGGCGAGACTCCATCTCAAAAAAAAAAAAAA)n(Simple_repeat),(ATCT)n(Simple_repeat),MIR3(MIR),(TGGAGCCACGGTGAGGCC)n(Simple_repeat),(GTAAATACTCCCTTTCAAAAAAGGAGAAATCAGCCAAAACAAAGGGGCTACAGGCCCCATGCCAGTCCAAAATCCAGCAGGGCAAACATTTAATCTTAAAGCTCCAAAAGAATCTCCTTTGACTCTATGTCTCACATAGAGTCAGGCATTGG)n(Simple_repeat),(ATCATATGCATATATGTATATAAATGCAC)n(Simple_repeat),(CTAATGACATAG)n(Simple_repeat),L1MEg(L1),(ATACTCAC)n(Simple_repeat),MER82(TcMar-Tigger),MLT2A1(ERVL),(TCCA)n(Simple_repeat),(TGAAAATTAAATGTTGATAAATAGGGAGATTAATAAATTGTATAGATGTATACAACCACAGCAGCTATATGCATAAAGCAG)n(Simple_repeat),L1PB2(L1),(TTTAATTTAGGCT)n(Simple_repeat),(TTTTTTTGTTTTGTTT)n(Simple_repeat),MER2(TcMar-Tigger),(CAATATATACATTGTAT)n(Simple_repeat),(A)n(Simple_repeat),(GGGCAGGGAGGGGAGGGTGGCAG)n(Simple_repeat),(AGCTAGACACAGAGTGCTGATTGGTGTGTTTACAATCCCTG)n(Simple_repeat),LTR29(ERV1),(TGTGTGCATGTGTA)n(Simple_repeat),(ACACACACACATCCACATACATAC)n(Simple_repeat),(ACCACCAGTACC)n(Simple_repeat),(AACATATATATAACTTATAAAT)n(Simple_repeat),MER34C_(ERV1),(TGGTGATGGTGGTGA)n(Simple_repeat),(AGCCAGCGACAGTT)n(Simple_repeat),(ATACATATATAGTGCATATAAACACTATATATACTC)n(Simple_repeat),L1MB3(L1),(TTTATTATTGTTAGTTAATGTT)n(Simple_repeat),MER45C(hAT-Tip100),(TTTTATTTA)n(Simple_repeat),(GGTGGTGGAGATGGTGGAGTGATGGTGGTAGT)n(Simple_repeat),Charlie2b(hAT-Charlie),(AAACAGAATTTGTG)n(Simple_repeat),(AATTAAGAAAATTAAGAATT)n(Simple_repeat),Helitron3Na_Mam(Helitron),(TGGTGGTGATGTGGTAGTGGTGG)n(Simple_repeat),(TTACAGAGAACCTTCTTAAGGGTGGGGGAGATTATAAAGAACC)n(Simple_repeat),L1MDa(L1),(TTCTCTCTCACACACTATTACACATGATCACACATGGCTTCTCTCACACACACATTATTACACATGACACACACATGCGT)n(Simple_repeat),(ATTAAAAAAAAAAAAAAA)n(Simple_repeat),MER21A(ERVL),(TTTTTCTCTCTCTTT)n(Simple_repeat),(CATATGTATACATACATATATGCATGTATATATTATTATA)n(Simple_repeat),(TGACAGTACTCCTAGGCTCACAGTAGTGTCCCAGGCACCCC)n(Simple_repeat),(TGTGAGTGTGTGA)n(Simple_repeat),(TAGAAAGTTCAACAACATAACTC)n(Simple_repeat),(TATT)n(Simple_repeat),(GCCGGGCAGAGGCGCTCCTCACTTCCCAGATGGGGCGGCCGGGCAGAGGCGCTCCTCACTTCTCAGACGTGGGCGGCCGGGCAGAGACGCTCCTCACATCCCAGACGGGGTCG)n(Simple_repeat),(TCTATACCTATGTCTGTGCCTAAG)n(Simple_repeat),(AAAAAAATAAATAAATA)n(Simple_repeat),(AATTACTATATTTTATAAATGGAAATACCACTACT)n(Simple_repeat),(TCCTTCCTTTTTTCCA)n(Simple_repeat),(TTTATTTTATTTA)n(Simple_repeat),MER65D(ERV1),(ATCAAAAAAATTAATAT)n(Simple_repeat),L1MA6(L1),(CAATG)n(Simple_repeat),L1MEd(L1),MLT1G3-int(ERVL-MaLR),(GTACTTATCTTTTTAAA)n(Simple_repeat),(GAACAGCAAATATTGCT)n(Simple_repeat),(CAGAGTTCAAGGCTG)n(Simple_repeat),(CCTCCCCCCTCCCCTCCTCCCTCC)n(Simple_repeat),MER65C(ERV1),MER34B(ERV1),(AAAAAAAAACAAAACAAAACAA)n(Simple_repeat),(AAAATAATAAAT)n(Simple_repeat),(ACATATATATACACAC)n(Simple_repeat),(ATATATACATACATATGTATAC)n(Simple_repeat),(AAGAAAAGAAAGAAGGC)n(Simple_repeat),(TA)n(Simple_repeat),(AAAAAGAAAAGAAAAG)n(Simple_repeat),(TTTCAAAGAGATATATA)n(Simple_repeat),(GCCGGGCAGAGGCGCCCCTCACCTCCCAGGAGGGGCA)n(Simple_repeat),L1MA9(L1),(GGTGGAGAAATTCCACCT)n(Simple_repeat),(TTTTTTTCTTTT)n(Simple_repeat),(AGAACCTTTATGTCTAGCTCAGGGATTGTAAATACACCAATCGGCACTCTGTATCTAGCTCAAGGTTTGTAAACACACCAATCAGCACCCTGTGTCTAGCTCAAGGTTTGTGAATGCACCAATCGACACGCTGTATCTAGCTAATCTAGTGAGGATGTGG)n(Simple_repeat),MLT1A0(ERVL-MaLR),(CTT)n(Simple_repeat),MER110-int(ERV1),MLT1F(ERVL-MaLR),(AGGGAGTCATCATTGAATCTTATCT)n(Simple_repeat),(TTTTTTTTTTTTTAA)n(Simple_repeat),(ATAA)n(Simple_repeat),(TATCCATATATATGATTCA)n(Simple_repeat),(TTTTTTG)n(Simple_repeat),(AGTATTTTAGTCTTTATTTAGA)n(Simple_repeat),(ATAATTACAATAATAACAAATA)n(Simple_repeat),(GGGGAACAACACACAAT)n(Simple_repeat),(ATATATATCTAGAATGCTAGAATATATAGATATATATCTAGAATGCTAGATATATATAG)n(Simple_repeat),(CATCAGAATTGTCAGAAT)n(Simple_repeat),(ATATGTATACATAC)n(Simple_repeat),(TTTTCTTTTTTTT)n(Simple_repeat),(AAAAAAGAAAG)n(Simple_repeat),(TTTGCAAGCAAAAAAA)n(Simple_repeat),(TTCTTTGCTTCCCTTCACCCTTC)n(Simple_repeat),(TACAGTAACATACAGTACTTAAACA)n(Simple_repeat),(ACATATGTATTGCATAGCAATATATATGTATTGCACAGCAATATATAGGTATT)n(Simple_repeat),(TTTTTCTTTT)n(Simple_repeat),(GAGTTTAAGAATACTACAGTAATTA)n(Simple_repeat),L1MEf(L1),(CAAAAGTTCCATTCTGGAGCTC)n(Simple_repeat),(ATATATATAATGTATACATGC)n(Simple_repeat),MLT1E1A(ERVL-MaLR),(CAGAACAGCAAATATTG)n(Simple_repeat),(CTTTCTCTCT)n(Simple_repeat),(AGCTATTAAAATT)n(Simple_repeat),(TTGTT)n(Simple_repeat),(TTTCCTTTTTCTG)n(Simple_repeat),(CTGCACCCACTGTC)n(Simple_repeat),(CTTTCTTTGTTT)n(Simple_repeat),(TCCCCTCCCCTTCA)n(Simple_repeat),MLT2D(ERVL),(ATGGAAGACCTACTTT)n(Simple_repeat),(AAAAAGGGAAAAAGTCTTCTTAAAAAACAGGAGACCACA)n(Simple_repeat),(AAATAATAA)n(Simple_repeat),(ACAAGGACCTTTAATT)n(Simple_repeat),(TCTCTTTCTCTCTCTCTCTTTGACTTTCTG)n(Simple_repeat),Zaphod(hAT-Tip100),(TTTTTTTC)n(Simple_repeat),(GT)n(Simple_repeat),L1MB1(L1),(AAAAAACAAAC)n(Simple_repeat),(GAGAAAGAGAAAGAAAGAAAAGAAAGAAAGAAAAAGAGAGAGAAAGAAAGAAAGAGAGAAAGGGAGAAAGAGAA)n(Simple_repeat),LTR78B(ERV1),(TTCACCTATGTAACAAACC)n(Simple_repeat),(AAAATAAAGAAAAAATAATAAAT)n(Simple_repeat),(AGGCCGGGCACAGTGACTCACGCCTGTAATCCCAGCACTTTGGAAGGCCAAGGCAGGCAGATCATGAGGTCAGGAGTTCGAGACAAGCCTGACCAACATGGTGAAACCCCTGTCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCACATGCCTGTAATCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATCACTTGAACCCAGCAGGCGGAGGTTGCAGTAAGCCAAGATCGCACCACTGCACTCCAGCCTGGGCAACAGAGCAAAACTCTATCTCAAAAAAAAAAAAAAAAAAAAGTAAAATAAC)n(Simple_repeat),(CTTCTCATTCACTCA)n(Simple_repeat),(AGTTGAATGC)n(Simple_repeat),(ATTT)n(Simple_repeat),(TTTTTTGTTTCTTTGTT)n(Simple_repeat),(AAAT)n(Simple_repeat),(AAAAATCCAAAGT)n(Simple_repeat),(AAAAGAAAAG)n(Simple_repeat),(TATCCATATATAAGATTCA)n(Simple_repeat),(ATTTACACCTACATTGCAAGAACAGA)n(Simple_repeat),MER5A1(hAT-Charlie),(GAAAGAAGCTGGCCTGACATACATGCTGAAGAAAACTAGGAAAG)n(Simple_repeat),LTR32(ERVL),(GTACAATTCTATT)n(Simple_repeat),MLT2E(ERVL),(CTGATGCAAAAGGGACTC)n(Simple_repeat),MER70C(ERVL),(TTGCCCATGAGGATG)n(Simple_repeat),(TGTGTGTGTGTGA)n(Simple_repeat),(AAAAAAG)n(Simple_repeat),(GTAAAATGA)n(Simple_repeat),MER92B(ERV1),(TAAAAAACAAAAAATAAAAAAACAAA)n(Simple_repeat),(GTTTTTTTTTTTTT)n(Simple_repeat),(GGGAGA)n(Simple_repeat),(TAGTGTAGAAGCATATTCTTAGGAGTTTGGGT)n(Simple_repeat),(ATTATTTAACTATTAACCTTCAA)n(Simple_repeat),(GGCCAGGCAGAGGCGCCCCTCACCTCCCAGGAGGGGC)n(Simple_repeat),(GGGAGGTGGATGGG)n(Simple_repeat),(TATATAAGACTTACATATTAAGTCTTA)n(Simple_repeat),(TTTGATGGTGGTTGGATTTG)n(Simple_repeat),(AAACAAA)n(Simple_repeat),(TTTTTTTCTTTTCTTTTCTTTTCTTTTT)n(Simple_repeat),(AGAGAGAGAAAGAA)n(Simple_repeat),L1ME2z(L1),(GTGATGAGTGGTGGCCA)n(Simple_repeat),(GTGGGTTCCACATCT)n(Simple_repeat),MER46C(TcMar-Tigger),(TTTACATATTTTTTATTATTTA)n(Simple_repeat),(ATTTT)n(Simple_repeat),(TATAAAT)n(Simple_repeat),(CTATATCTATATATATCTATAT)n(Simple_repeat),MER61-int(ERV1),L1MCa(L1),(ATACTCACATACACACACACCCACATACTCACATACACACACACACCCACATACATACACACACAACCATATACTACCCACACACATCCAT)n(Simple_repeat),(AAAACAAAAAACAAAA)n(Simple_repeat),L1MC4a(L1),(CCTCCCCTCCTCCCCTTC)n(Simple_repeat),(TAA)n(Simple_repeat),AluJb(Alu),(TTTTTTCTTTTCTTTTCTTTCATCTCTCTCTCTCTTTATTTC)n(Simple_repeat),(GACTCAATTAAAGAGTCAATT)n(Simple_repeat),(GAGGTTAGGTCAGGTCAAGCTGAGGTCT)n(Simple_repeat),(AGAACTTCCATGAAATCTTTCCTTTTGAATAGTGG)n(Simple_repeat),(CTTCCCCCCTCCCTCC)n(Simple_repeat),(GTTGCAAAATTATTC)n(Simple_repeat),(CGCATCAACAGTGCACTGCACGTTGAGGACAAGGCCATCTCGGACTGCAGACCCTCACGGCCTTCCCACACTTTGTCCTCACTTGCAACAGGGGCTTCGGGTGGGCCTCCCGTTTCTAAAGCACCCACTATGGATGCACAGCAGGACAGACCCAAGTCCCAAGACTGCCTGGGCCTAGTGGCCCCCCTAGCATCTGCTGCAGAGGTCTCCTCTACAGCTCCCGTGTCTGGGAAGAAGCACAGACCACCAGGACCCCTGTTCTCCTCCTCAGATCCCCTTCCTGCCACCTCTTCCCACTCCCGGGACTCAGCCCAGGTCACCTCGATGATTCCTGCCCCCTTCACAGCTGCAAGCAGGGATGCCGGCATGAGAAGAACAAGGTCGGCTCCTGCAGCTGCCGCAGCAGCCCCTCCCCCCTCCACATTGAACCCCACGTCGGGGTCACTACTCAATGCAGTGGATGGAGGCCCCTCACATTTCTTGGCCTCAGCCACAGCTGCAGCACGTGCCCGGAGGTCACAAGTGAGATATAACCAGAGATCCCAGACCTCCCGGACCAGATCCTGCCTCAAACGAAATGCCAGCTCCAGCTCCCACAGCTCTACGGAAGGCCTCCAGGAACTAAAGCGGAGGAGGGGGCCAGCCTCATCCCACTGCCAGCTGGCCCTCAGTTCCTCAAACACAGTGAGTGAGGACGGACCTCAGGCTGTCTCTTCGCGTCACACCCGCTGTGAAAAGGCAGATACAGCACCAGGGCAGACACTCGCCCCCAGGGGTGGCTCCCCCAGATCCCAGGCCTCTAGGCCC)n(Simple_repeat),(AATATATTTTAT)n(Simple_repeat),(CCTCCCTCCCGGACGGGGCGGCTGGCCGGGCGGGGGGCTGACCCCCCCA)n(Simple_repeat),MER45B(hAT-Tip100),LTR16A1(ERVL),MLT1C(ERVL-MaLR),(CACACA)n(Simple_repeat),(ATATATATACACACAC)n(Simple_repeat),(CATATATACATATAAATAAA)n(Simple_repeat),L1MC1(L1),(AGCATTAATATAA)n(Simple_repeat),(TTTTC)n(Simple_repeat),(ACATATATATATATAAAACATAAATATACAATATAAAACATATATAAAACATATAAATA)n(Simple_repeat),(ACACACATACACACAC)n(Simple_repeat),(TTG)n(Simple_repeat),(ACATATATACACAC)n(Simple_repeat),L1P4(L1),(TTCTTTTTTTTCTTT)n(Simple_repeat),L1MCc(L1),(CAAACAAAACAAAC)n(Simple_repeat),(CCTCCCTCCCGGACGGGGCGGCTGGCCGGGCAGGGGGGCTGACCCCCCCCACCTCCCTCCCGGACGGGGCGGCTGGCCGGGCGGGGGGCTGACCCCCCCACCTCCCTCGCGGACGGGGCGGCTGGCCGGGCAGAGGGGCTCCTCACTTCCCAGTAGGGGCAGCCGGGCAGAGGCGCCCCTCACCTCCCGGACGGGGCGGCTGGCCGGGCAGGGGGGCTGACCCCCCCCACCTCCCTCCCGGACGGGACAGCTGGCCGGGCGGGGGGCCGACACCCCCACCTCCCTCCCGGACGGGGCAGCTGGCCGGGCAGAGGGGCTCCTCACTTCCCAGTAGGGGCGGCCAGGCAGAGGCGCCCCTCACCTCCCAGACGGGGCGGCTGGCCGGGCGGAGGGCTGACCCCCCCA)n(Simple_repeat),(GTACATATACAGAGATAT)n(Simple_repeat),(TCTTCTTTTTCTTCC)n(Simple_repeat),(TTAATAT)n(Simple_repeat),L1MD2(L1),(TTTTGTTTTTTTGT)n(Simple_repeat),(AGCTCCATAACCTTGGACT)n(Simple_repeat),(TTTTTTTTG)n(Simple_repeat),(TATATATATATAGTGTG)n(Simple_repeat),(AG)n(Simple_repeat),(TTTTAAATTTAATTTTTAA)n(Simple_repeat),(ATATGTATTGCATAGCAATATATAATGTATCATATATATGTATTGCATAGCAATATATAGTATCTATATATGTATTGCACAGCAATATATAGTATCTAT)n(Simple_repeat),(AAATGGTACCATCTTTT)n(Simple_repeat),(AAAACAAACAAACAAAC)n(Simple_repeat),(ATTAAAATATACATACTTACAAATATAT)n(Simple_repeat),MER5A(hAT-Charlie),MLT1L(ERVL-MaLR),L1PA10(L1),L1ME3(L1),MLT1F2(ERVL-MaLR),(TTTCTTTTTTTTTTTTCTTTTCT)n(Simple_repeat),(CCTTCCTTCCTCGCGGCCCGCCTCTCTCCCCGCCAAGGCCCCG)n(Simple_repeat),L1ME1(L1),(TTTTAA)n(Simple_repeat),Tigger3b(TcMar-Tigger),(AGAGACCTGA)n(Simple_repeat),(CATCCCCTCTC)n(Simple_repeat),(GGCCGGGCAGAGGCGCCCCTCACCTCCCAGACGGGGC)n(Simple_repeat),MIR(MIR),(CAAAACAAAACAAAAAAA)n(Simple_repeat),(AAAATTTAAAACAATACCATTTACATTAGCACTCCAAG)n(Simple_repeat),(AAATTATAAGAAAAAGTATTTCAG)n(Simple_repeat),(TTTCTTTG)n(Simple_repeat),MLT1E3(ERVL-MaLR),(TATATATATGTG)n(Simple_repeat),(GATTTAGATTTTTTATAAT)n(Simple_repeat),(CTCTCCTCTTCTCTTCTC)n(Simple_repeat),(AAATA)n(Simple_repeat),(GTGGTGATGGTGATGGGGGTGATGGTA)n(Simple_repeat),(ATATATACGTGTAT)n(Simple_repeat),(GTGTTTTTTTTTTGGTTTTT)n(Simple_repeat),(ATGGTGGTGGTGATTTAATGGTAATG)n(Simple_repeat),(TATATATGTAATATATGTAAAATATATGTATATATTTATATATGTAATATATGTAAAATATATATGTATATATT)n(Simple_repeat),(GACAGTGGGTGCAG)n(Simple_repeat),(TTTTTGTTGTTTGTTTG)n(Simple_repeat),L1M5(L1),(TCTCTCTTCTCTCTCTCTG)n(Simple_repeat),(GAGCTCTTTATAG)n(Simple_repeat),Charlie1a(hAT-Charlie),L1MB5(L1),LTR56(ERV1),(GTTTTTCTGGTTTTTTTTTT)n(Simple_repeat),(CACACATGGCTTCTCTCTCACACACGTTATTTTACACGATCA)n(Simple_repeat),(GGAA)n(Simple_repeat),MER4E(ERV1),(GTGTGTGTACATGT)n(Simple_repeat),L1MEe(L1),(CAACAGAAATGTATTCTCT)n(Simple_repeat),L1MEc(L1),(TTGAACATAATGTTCATTATAATGTTA)n(Simple_repeat),(TGGGGAGGTTACTTCCATTTAAAGTAA)n(Simple_repeat),(TATATTAAGACTTA)n(Simple_repeat),(TTA)n(Simple_repeat),(ATATATACCAAGATAAAT)n(Simple_repeat),(TTTTCTTTTTT)n(Simple_repeat),L1MA7(L1),(ATATAAAACATAT)n(Simple_repeat),L1PB3(L1),MER3(hAT-Charlie),(ACATATATAAATATAAAACAT)n(Simple_repeat),LOR1-int(ERV1),(AGTATTACTAATTTATAGG)n(Simple_repeat),LTR40a(ERVL),(GTGATG)n(Simple_repeat),(TCGCTTGAACCCGGGAAGCAGAT)n(Simple_repeat),(ATATATACATTGTATCAAT)n(Simple_repeat),(AAAAAAAAAAAAAAG)n(Simple_repeat),(TGTGTGTGTGTT)n(Simple_repeat),(ACACACACACACAA)n(Simple_repeat),(AACTATGGATATATACATG)n(Simple_repeat),(TCAC)n(Simple_repeat),(TTTTATCATGAAAAAATCTCTCA)n(Simple_repeat),(TTTGTTTGTTTGCTT)n(Simple_repeat),(TTTCTGTAGGTCACTTTCCAT)n(Simple_repeat),(ACATATATACATATAAAACATAAATAAAACATATATAAA)n(Simple_repeat),PRIMA4-int(ERV1),(TTCTTAAGGGC)n(Simple_repeat),(ATAATAATTAATA)n(Simple_repeat),(AGAGAGACACTCAGACAGACAGAG)n(Simple_repeat),(TATAAAATATAGACATGTT)n(Simple_repeat),(ATAG)n(Simple_repeat),(TGTGGCTTGGCTTTTTAGCTTTGTATTCTCTTAACAGTGTCTTT)n(Simple_repeat),(GAGAGAGAGAGAGAGAGAGGGAGG)n(Simple_repeat),(AATTACAATAATAACAAATAAC)n(Simple_repeat),L1PB1(L1),MER97a(hAT-Tip100),(CTCTCTCTCTC)n(Simple_repeat),(GGCCGGGCAGAGGCGCCCCTCACCTCCCAGGACGGGC)n(Simple_repeat),(AATTTATTA)n(Simple_repeat),(TTC)n(Simple_repeat),(GGCGGCTGGCCGGGCGGAGGGCAGACCCCCCCACCTCTCCCAGACGGGGCGGCTGGCCGGGCAGAGGGGCTCCTCACTTCCCAGTAGGGGCGGCCGGGCAGAGGCGCCCCTCACCTCCCGGACCGGGCGGCTGGCCGGGCAGGGGGGCTGACCCCCCCCACCTCCCTCCCGGACGGCACGGCTGGCCGGGCGGGGGGCCGACACCCCCACCTCCCTCCCGGACGGGGCGGCTGGCCGGGCAGAGGGGCTCCTCACTTCCCAGGAGGGGCGGCCGGGCAGAGGCGCACATCACCTCCCACACGA)n(Simple_repeat),(TTTTCCTTTATTCTATTTT)n(Simple_repeat),MamRep605(Unknown),(CTTTGTTTCTTTCTTTCTTC)n(Simple_repeat),MER52A(ERV1),L1ME3F(L1),LTR37B(ERV1),(GAGAGGGAGACGGAGAGG)n(Simple_repeat),(ATATATACACACAC)n(Simple_repeat),(TCACTGGAAATCCAG)n(Simple_repeat),(TTTAAGGTAGTTACAAA)n(Simple_repeat),(TATATACACACATA)n(Simple_repeat),(AAGTGGGTTTTTAAAGG)n(Simple_repeat),L1PA17(L1),(ATT

	chr5
	Name=(ATATATAAA)n(Simple_repeat),HAL1(L1),MLT1E(ERVL-MaLR),(AGAA)n(Simple_repeat),(GGGCAGAGGCGCTCCTCACTTCCCAGATGGGGCGGCTGGGCAGAGGCGCTCCTCACTTCCCAGACGGGGCGGCCGGCAGAGGCGCTCCTCACATCCCAGATGAGGTGGCGGCCAGGCAGAGACGCTCCTCACATCCCAGACGAGGGGCAGCC)n(Simple_repeat),(AGTTCTGGATAAATATTAAGTTCTGGATA)n(Simple_repeat),L1PA16(L1),(GCTTAAGTAATTGCCCAAGTAATT)n(Simple_repeat),(TTAAATATAACC)n(Simple_repeat),(TGAATGCACACATCACAAAGAAGCTTCTGAGAATGCCTCTGTCTACTGTTTAGGTGAAGATATTTCCTTTTCCACCATAGGCCACAAAGCGCCCCAAATATCCATTGCAGACTCTACAAAAAGAGTGTTTCAAAACTGCTCAAGCAAAAGAAAGGTTCAACTCAGTGAGATGAATGCACACATCACAATGAAGTGTCTCAAAATGCTTCTGTCTAGTGTTTACGTGAACATATTTCCTTTACAGCTATAGGACTCAAAGCGCTCCAAATATCCATCTGCAGATACAACAAAAAGAATGTTTCAAAACTCCTCAATCAAAAGAAAGGTTCAACTTTGTGAGATGAATGCACACATCACAAAGAAGTTTCTCAGAATGCTTCTGTCTAATTTTCATATGAAGATACTTCCTGTCCACCATAGGCCTCAAAAGAATGTTTGAACCCTGTGAGT)n(Simple_repeat),(TCCCTCCCTCCT)n(Simple_repeat),(GA)n(Simple_repeat),(CACACATACA)n(Simple_repeat),(GTGTCCTGAAAATG)n(Simple_repeat),(TCAGAATGCTTCTGTCTAGTTTTTATGTGAAGATATTTCCTTTTCCACCATAGGCCTCAAAGCGCTCCAAATATCCACTTGCAGAATCTACAAAAAGAGTGTTTCAAAACTGCTCAATCAAAACAAAGGTTCAACACTGTGAGTTGAATGCACACATCACAAAGAAGTTTC)n(Simple_repeat),(TTTGT)n(Simple_repeat),MLT1I(ERVL-MaLR),(ATACACACATATAT)n(Simple_repeat),(TGCTGATTGGTCCATTTTACAGAA)n(Simple_repeat),PRIMAX-int(ERV1),(TCTCTCTTTCTCTTTGACTCCCTCTTTGTC)n(Simple_repeat),(AAAAGAAAGGTTCAACTCTGTGAGATGAATGCACACATCACAAAGAAGTTTCTCAGAATGCTTCTGTCTAGTTTTTATGTGAAGATATTTCCTTTTCCACCATAGGCCTCAAAGCGCTCCAAATATCCACTTGCAGATTCTACAAAAAGAGTGTTTCAAAACTGCTCAATC)n(Simple_repeat),(AAAATGTACCCATCTTTA)n(Simple_repeat),(TCCT)n(Simple_repeat),(TATTTTTATATATTTAGTTACCGATTTAAACATA)n(Simple_repeat),(TCAAAAGAAAGGTTGAACCCTGTGAGTTGAATGCACACATCAAAGAGAAGCTTCTCAGAATGCATCTTTCTAGTTTTTATGTGAAGATATTTCCTTTTCATCCACAGGCCACAAAACACTCCAAATATACATTAGCAGATACTACAAAAAGAGTGTTTCAAAACAGCTCAAGCAAAAGAAAGGTTCAACTCTGAGAGATGAATGCACACATCACAAAGAAGTGTCTGAGAATGCCTCTGTCTACTGTTTAGGTGAAGATATTTCCTTTTACACCATAGGCCTCAAAGCGCCCCAAATATCCATTGCAGATACAACAAAAAGAATGTTTCAAAACTGCTCAATCAAAAGAAAGGTTCAACTCAGTGCAATGAATGCACACATCACAAAGAAGTTTCTCAAAATGCTTCTGTCTAATGTTTACGTGAACATACTTCCTTTTCAACTATAGGACTCAAAGCGCTCCAAATATCCATCTGCAGATACTACAAAAAGAATGTTTCCAAACTCCTCAACCAAAAGAAAGGTTCAAATCTGTGAGTTGAATGCACACATCACAAAGAAGATTCTGAGAATGCTTCTGTCTAGTTTTCATATGAAGATATTTCCTTGTCCACCATAGCCG)n(Simple_repeat),MER67A(ERV1),L3(CR1),(TTTTCTTTTC)n(Simple_repeat),(AGAAAGGTTCAACTCTGTGAGATGAATGCACACATCACAAAGAAGTTTCTCAGAATGCTTCTGTCTAGTTTTTATGTGAAGATATTTCCTTTTCCACCATAGGCCTCAAAGCACTCCAAATATCCACTTGCAGATTCTACAAAAAGAGTGTTTCAAAACTGCTCAATCAAA)n(Simple_repeat),L2a(L2),(AAAGACTAATGACT)n(Simple_repeat),(ATCAAAATATGTC)n(Simple_repeat),(TCAAAAGAAAGGTTCAACTCTGTGAGATGAATGCACACATCACAAAGAAGTTTCTGAGAATGCTTCTGTCTAGTTTTTATGTGAAGATATTTCCTTTCCACTATAGGCCTCAAAGCGCTCCAAATATCCACTTGCAGATTCTACAAAAAGAGTGTTTCAAACTGCTCAA)n(Simple_repeat),MLT1G3(ERVL-MaLR),(AATG)n(Simple_repeat),ERVL-E-int(ERVL),(ACACACACAAACAG)n(Simple_repeat),(ATTC)n(Simple_repeat),(TTTTTTGTGGAGACAAGGTCTCACCATCTTGGCCACGCTGGTCTTGAACTCCTGAGCTCAAGGGATCCTCCCACCCCAGCCTCCCAAAATGCTGGGATTACAGGCATGAGCCACCACACCCAGCCTCTCTTACATTTTTATTTTTATTTG)n(Simple_repeat),MER34A(ERV1),(ATAAAA)n(Simple_repeat),(T)n(Simple_repeat),(CCAAATATCCATATGCAGATACTACAAAAAGAGTGTTTCCAAACATATCAATCAAAAGAAAGGCTCAACTCTATGAGGTCAATGCACACATCACAAAGAAGTTTTGCAGAATGCTTCTCTTTAGTTTTTAAGTGGAGATATTGACTTGTCCAGCATAGGCCTCAAACCACTCCAAATATCCACTTGCAAATACAACAAACAGAGTCTTTCCAAACTGCTCAATCAAAAGACAGTTTCAACTCTGTGAGGTCAATGCACAAATCAGAAGCCACAAAGAGCC)n(Simple_repeat),(TCTTTCTCCCTTTCTCATTTTCTTTCTCTTTCTCTTTCTTTTCCTTCCTTCCTTTCTCTC)n(Simple_repeat),(TTATATATAATTATATATTTATATATTTATATATAA)n(Simple_repeat),(AAAAAGAGAGTTTCAAAACCGCTCAATAAAAAAATAGGGTCAACTCTGTGAGATGAATGCACACATCACAAAGAAGATTCTCAGAATGCTTCTGTGTAGTTTTTAAGTAAAGATATTTCCTTTCCCACCATAGACCTCAAAGCCCTCCAAATATCCACTTGCAGAATCTTAAAAAAGAGAGTTTCAAAACTGCTCAATCAAAAAAAAGGTTCAAATCTGTGAGATGAATGCACACAGCACAAAGAAGTTTCTCAGAATGCTTCTGTGAAGTTTTTAAGGGAAGATATTTCCTTTTCCACAAGAAGCCTCAATAG)n(Simple_repeat),(TTATATTTATATATATTA)n(Simple_repeat),(ACATACACACAC)n(Simple_repeat),L1MC4(L1),(GTGCTTCTGCAGTTTGCT)n(Simple_repeat),(AAAAGAAAGGTTCAACTCTGTGAGTTGAATGCACACATCACAAAGAAGTTTCTGAGAATGCTTCTGTCTAGTTTTTATGTGAAGATATTTCCTTTTCCACCATAGGCCTCAAAGCACTCCAAATATCCACTTGCAGATTCTACAAAAAGAGTGTTTCAAAACTGCTCAATCAAAAGAAAGTTCAACTCTGTGAGATGAATGCACACATCACAAAGAAGTTTCTCAGAATGCTTCTGTCTAGTTTTTATGTGAAGATATTTCCTTTTCAACTATAGGCCTCAAAGCGCTCCAAATATCCATTTGCAGATACTACAAAAAGAGTGTTTCCAAACTGCTCAATC)n(Simple_repeat),(GAGAGAGAGGGAGAGG)n(Simple_repeat),(ATTGTGACTGTTCT)n(Simple_repeat),L1ME4a(L1),(TATATTTATATTTTATTAA)n(Simple_repeat),(TTAACATCCC)n(Simple_repeat),(AC)n(Simple_repeat),(GTTGGAGCATAGAGAGAACA)n(Simple_repeat),(TC)n(Simple_repeat),HERVIP10FH-int(ERV1),(ATTTCCTTTTCAACTATAGGCCTCAAAGCTCTCCAAATATCCATTTGCAGATACTACAAAAAGAGTGTTTCCAAACTGTTCAATCAAAAGAAAGGTTCAACTCTGTGAGTTGAATGCACACATCACAAAGAAGTTTCTGAGAATGCTTCTGTCTAGTTTTTATGTGAAGATATTTCCTTTTCCACCATAGGCCTCAAAGCACTCCAAATATCCACTTGCAGATTCTACAAAAAGAGTGTTTCAAAACTGCTCAATCAAAAGAAAGTTTCAACTCTGTGAGATGAATGCACACATCACAAAGAAGTTTCTCAGAATGCTTCTGTCTAGTTTTATGTGAAGAT)n(Simple_repeat),(ATATATATAA)n(Simple_repeat),(CCAAATATCCACTTGCAGATTCTACAAAAAGAGTGTTTCAAAACTGCTCAATCAAAAGAAAGGTTCAACTCTGTGAGATGAATGCACACATCACAAAGAAGTTTCTCAGAATGCTTCTGTCTAGTTTTTATGTGAAGATATTTCCTTTTCCACCATAGGCCTCAAAGCTATCCAAATATCCACTTGCAGATTCTACAAAAAGAGTGTTTCAAAACTGCTCAATCAAAAGAAAGGTTCAACTCTGTGAGATGAATGCACACATCACAAAGAAGTTTCTCAGAATGCTTCTGTCTAGTTTTTATGTGAAGATATTTCCTTTTCCACCATAGGCCTAAAAGGCTCCAAATATCCACTTGCAGATTCTACAAAAAGAGTGTTTCAAAACTGCTCAATCAAAAGAAAGTTTCAACTCTGTGAGATGAATGCACACATCACAAAGAAGTTTCTCAGAATGCTTCTGTCTAGTTTTTATGTGAAGATATTTCCTTTTCCACCATAGGCCTCAAAGCGCTCCAAATATCCACTTGCAGATTCTACAAAAAGAGTGTTTCAAAACTGCTCAATCAAAAGAAAGGTTCAACTCTGTGAGATGAATGCACACATCACAAAGAAGTTTCTCAGAATGCTTCTGTCTAGTTTTTATGTGAAGATATTTCCTTTTCCACCATAGGCCTCAAAGCGCT)n(Simple_repeat),(CAAAAAGAGACTTTCAAAACTGCTCAAT)n(Simple_repeat),(GTTTCAAAACCACTCAATAAAAAGAAAGGGTCAACTCTGTGAGATGAATGCACACATCACAAAGAAGGTTCTCAGAATGCTTCTGTGTAGTTTTTATGTGAAGATATTTCCTTTCCCACCATAGGCCAAAAGGATCACAAAATATCCACTTGCAGATACTACAAAAAGAGAGTTTCAAAACTGCTCAATCAAAATATAGGTTCAAATCTGTGAGTTGAATGCACACAGCACAAGATAGATTCTCAGAATGCTTCTGTGAAGTTTTTAAGTAAAGATATTTCCTTTTCCACCAGAGACCTCAAAACACTCCAAATATCCACTTGCAGAATCAACAAAAAGAGTGTTTCAAAACTGCTCAATCAAAAAAAAGGTTCAACTCTGTGAGATGAATGCACACATCACAAAGAAGTTTCTCAGAATGCTACTGTGCAGTTTTTACGGGAAGATATTTCCTTTTCCATAATAAGCCTCAATAGAAAAAGAGA)n(Simple_repeat),(CTCCAAATATCCATTTGCAGATTCTACAAAAAGAGTGTTTCAAAACTGCTCAATCAAAAGAAAGGTTCAACTCTGTGAGATGAATGCACACATCACAAAGAAGTTTCTCAGAATGCTTCTGTCTAGTTTTTATGTGAAGATATTTCCTTTTCACCATAGGCCTCAAAGCA)n(Simple_repeat),(AAAAAAAAAAAAGA)n(Simple_repeat),(TG)n(Simple_repeat),L1MC5(L1),(CAATCAGCTCTCTGTAAAAGGAC)n(Simple_repeat),(TTTTAT)n(Simple_repeat),(TGTGTGTGTATG)n(Simple_repeat),L1M1(L1),(TATATTTTATATA)n(Simple_repeat),MLT1H1(ERVL-MaLR),(CA)n(Simple_repeat),(AAAGGTTCAACTCTGTGAGATGAATGCACACATCACAAAGAAGTTTCTCAGAATGCTTCTGTCTACTTTTTATGTGAAGATATTTCCTTTTTCACCATAGGCCTCAAAGCGCTCCAAATATCCATTTGCAGATTCTACAAAAAGACTGTTTCCAAACTGCTCAATCAAAAGAGAGGTTCAACTCTGTGAGATGAAAGCATACATCACAAAGAAGTTTCTCAGAAAGCTTCTGTCTAGTTTTTATGTAAAGATATTTCCTATTTCACCATAGGCCATAAAGGGCTCAAAATATCCCTTTGCAGATTCTAGAAAAAGACTGTTTCCAAACTGCTCAATCAAAAGAAAGGTTCAACTCTGTGAGACGAATGCACACATCACAAAGAAGTTTCTCAGAATGCCTCTGTCTAGTTTTTATGTGAAGATATTTCCTATTTCAACATAGGCCATCAAAGGGCTCACAAATATCCCTTTGCAGATACTACAAAAAGACTGTTTCCAAACTGCTCAAATCAAAAG)n(Simple_repeat),(CTCCAAATATCCATTTGCAGATTCTACAAAAAGACTGTTTCCAAACTGCTCAATCAAAAGAAATGTTCAACTCTGTGAGATGAATGCACACATCACAAAGAAGTTTCTCAGAATGCTTCTGTCTAGTTTTTATGTGAAGATATTTCCTTTTCACCATAGGCCTCAAAGTG)n(Simple_repeat),(ACACACATATAT)n(Simple_repeat),MLT1K(ERVL-MaLR),(TCTA)n(Simple_repeat),L4(RTE),(TTTCTTTTTC)n(Simple_repeat),(CAAAGAAGTTTCTCAGAATGCTTCTGTCTAGTTTTTATGTGAAGATATTTCCTTTTTCACCATAGGCCTCAAAGCGCTCACAAATATCCCTTTGCAGATTCTACAAAAAGACTGTTTCCAAACTGCTCAATCAAAAGAAAGGTTCAACTCTGTGAGATGAATGCACACATCA)n(Simple_repeat),(CCAAATATCCACTTGCAGATTCTACAAAAAGAGTGTTTCAAAACTGCTCAATCAAAAGAAAGTTCAACTCTGTGAGATGAATGCACACATCACAAAGAAGTTTCTCAGAATGCTTCTGTCTAGTTTTTATGTGAAGATATTTCCTTTTCCACCATAGGCCTCAAAGCGCT)n(Simple_repeat),(GGGCAGAGGCGCTCCTCACTTCCCAGACGGGGCGGCC)n(Simple_repeat),(TGAATGCACACATCACAAAGAAGCTTCTCAAAATGTTTCTGTCTAGTGTTTACGTGAACATATTTCCTTTTCAGCCATAGGACACAAAGCGCTCCAAATATCCATCTGCAGATACTACAAAAAGAATGTTTCCAAACTCCTCAATGAAAAGAAAGGTTCAACTCTGTGAGATGAATGCACACATCACAAAGAAGTGTCTGAGAATGCTTCTGTCTAGTTATTATATGAAGATATTTCCTGTACAGCCATAGGCCTCAAAAGAATGTTTGAACCCTGTGAGT)n(Simple_repeat),(CCTCTGTAGGCGCCA)n(Simple_repeat),(TCCCTC)n(Simple_repeat),L1MC2(L1),(TTTATTTATTTATT)n(Simple_repeat),(ATTTTTTTTTTTTG)n(Simple_repeat),(GGGCAGAGGCGCTCCTCACTTCCCAGACGGGGCGGCCGGGCAGAGGCGCTCCTCACTTCCCAGACAGGGCGGCC)n(Simple_repeat),(AAGG)n(Simple_repeat),(ACACACACACATATATACACACATAT)n(Simple_repeat),(AAAG)n(Simple_repeat),(TTTATT)n(Simple_repeat),HERV9-int(ERV1),L2c(L2),(ATATATA)n(Simple_repeat),L1MD(L1),(TATTATTATTATTATTA)n(Simple_repeat),(GAAAGGTTCAACTCTGTGAGATGAATGCACACATCACAAAGAAGTTTCTCAGAATGCTTCTGTCTAGTTTTTATGTGAAGATATTTCCTTTTCCACCATAGGCCTCAAAGCGCTCCAAATATCCACTTGCAGATTCTACAAAAAGAGTGTTTCAAAACTGCTCAATCAAAA)n(Simple_repeat),(ATTAATTATATGATTAAGTTATGTGG)n(Simple_repeat),MER63B(hAT-Blackjack),L1M6(L1),L1PA3(L1),(GAAA)n(Simple_repeat),(ATATATAATACATTA)n(Simple_repeat),(TTTTGTGTCTATGTGGACTTT)n(Simple_repeat),(AAAAGAAAGGTTCAACTCTGTGAGATGAATGCACACATCACAAAGAAGTTTCTCAGAATGCTTCTGTCTAGTTTTTATGTGAAGATATTTCCTTTTCCACCATAGGCCTCAAAGCGCTCCAAATATCCATTTGCAGATACTACAAAAAGAGTGTTTCAAAACTGCTCAATC)n(Simple_repeat),(TTTTTTTTC)n(Simple_repeat),(TATATAATATAGTATTATATATATATATATAATACACATA)n(Simple_repeat),MLT1J2(ERVL-MaLR),(AAGTAATTGCCC)n(Simple_repeat),(ACATCACAAAGAAGTTTCTCAGAATGCTTCTGTGTAGTTTTTATGTGAAGATATTTCCTTTTCCACCATAGGCCTCAAAGCGCTCCAAATATCCACTTGCAGAATCTACAAAAAGAGTGTTTCAAAACTGCTCAATCAAAAGAAAGGTTCAACTCTGTGAGATGAATGCAC)n(Simple_repeat),(TTTTTTTTCTTTTCTTTC)n(Simple_repeat),THE1B(ERVL-MaLR),(TATATATATATAAAATATATATTTATA)n(Simple_repeat),(TGTTGTGTTTATGTTA)n(Simple_repeat),(AAGAAGTTTCTCAGAATGCTTCTGTCTAGGTTTTATGTGAAGATATTTCCTTTTCAACTATAGGCCTCAAAGCACTCCAAATATCCATTTGCAGATATACAAAAAGAGTGTTTCCAAACTGCTCAATAAAAGAAAGGTTCAACTCTGTGAGATGAATGCACACATCACAAAGAAGTTTCTGAGAATGCTTCTGTCTAGTTTTTGGTGAAGATATTTCCTTTTCAACCATAGGCATGAAGCGCTCCAAATATCCATTTGCAGATACTACAAAAAGAGTGTTTCCAAACTGCTCAATCAAAAGAAAGTTTCAACTCTCAGAGTTGAATGCACACATCACAAATAAGTTTCTCAGAATGCTTCTGTCTAGTTTTTATGTGAAGATATTTCCTTTTCACCATAGGACACAAAGCGCTCCAAATATCCACTTGCAGATACTACAAAAAGAGTTTCAAAACTACTCAATCAAAAGAAAGGTTCAACTCTGTGAGATGAATGTACACATCACA)n(Simple_repeat),(CT)n(Simple_repeat),L1MA3(L1),(ATAATAATAAATATATATATATGATAT)n(Simple_repeat),(ATT)n(Simple_repeat),(AAAGCGCTCCAAATATCCACTTGCAGATTCTACAAAAAGAGTGTTTCAAAACTGCTCAATGAAAGAAATGTTCAACTCTGTGAGATGAATGCACACATCACAAAGAAGTTTCTCAGAATGCTTCTGTCTAGTTTTTATGTGAAGATATTTCCTTTTCCACCATAGGCCTC)n(Simple_repeat),MER31-int(ERV1),(AGGA)n(Simple_repeat),(AAAAGAAAAGTTCAACTCTGTAAGATGAATGCACACATCACAAAGAAGTTTCTCAGAATGCTTCTGTCTAGTTTTTATGTGAAGATATTTCCTTTTCAACTATAGGCCTCAAAGCACTCCAAACATCCATTTGCAGATACTACAAAAAGAGTGTTTCAAAACAGCTCAATCAAAAGAAAGGTTCAACTCTGTGAGATGAATGCACACATCACAAAGAAGTTTCTCAGAATGTTTCTGTCTAGTTTTTATGTGAAGATACTTCCTTTTCAACTATAGGCCTCAAAGCACTCCAAATATCCACTTGCAGATTCCACAAAAAGAGTGTTTCAAAGCTGCTCAATG)n(Simple_repeat),HSMAR2(TcMar-Mariner),(ACACATATATAT)n(Simple_repeat),(TATACAATATAATGTATTATTATTATACAATATAATGTATAATG)n(Simple_repeat),(TTTTCTTTTCTTTCTTTCTCTTTCTTTCTT)n(Simple_repeat),(TTTG)n(Simple_repeat),(CTTT)n(Simple_repeat),(AAAGAAGG)n(Simple_repeat),(AAAAAGAGTGTTTCAAAACTGCTCAATCAAAAGAAAGGTTCAACTCTGTGAGATGAATGCACACATCACAAAGAAGTTTCTCAGAATGCTTCTGTGTAGTTTTTATGTGAAGATATTTCCTTTTCCACCATAGGCCTCAAAGCGCTCCAAATATCCACTTGCAGATTCTAC)n(Simple_repeat),(TCTAGCTAAGTGATTGTAAACACACCAATCAGCACCCTGTATCTAGCTCAGGGTTTGTGAAGGCACCAATCGACACTCTGTACCTAGCTAATCTGGTGGGGACATGGAGAACATTTATGTCTAGCTAAGGGATTGTAAATACACCAATCAGCACCCTGTA)n(Simple_repeat),L1PA2(L1),(AAGAAGTTTCTGAGAATGCTTCTGTCTAGTTTTTAAGTGAAGATATTTCCTTTTCCACCATAGGCCTCAAAGCGCTCCAAATATCCATTGCAGATTCTACAAAAGAGAGTTTCAAAACTGCTCAATCAAAAGAAAGCTTCAACTCTGTGAGATGAATGCACACATCACAAAGAAGTTTCTCAAAATGCTTCTGTCTAGTTTTACGTGAAGATATTTCCTTTTCAGCTATAGGACTCAAAGCGCTCAAAATATCCATTTGCAGATACTACAAAAAGAGTGTTTCCAAACTGCTCAATAAAAAGAAAGGTTCAACTTTGTGAGTTGAATGCACACATCACAAAGAATTTTCTGAGAATGCTTCTGTCTAGTTTTTATGTGAAGATATTTCCTTTTCCACCATAGGAGACAAAGCACTCCAAAAATCCACTTGCAGACCCTACAAAAAGAATGTTTCAAAACTGCTCAATCAAAAGAAAGGTTCAACTCTGTGAGACGAACGCACACATCACAAAGAAGTTTCTCAGAATGCTTCTCTCCAGGTTTTATGTGAAGATATTTACTTTTCAACAATAGGCCACAAAGCACTCCAAATATCCATTTGCAGATACTACAAAAAGAGGGTTCCCAAACTGCTCAATCAAAAGAAACGTTCAGATCTGTGAGTTGAATGCACACATCACAAAGAAGGTTCTCAGAATGCATCTGTCTAGTTTTTATGTGAAGATATTTCCTCTTCAACTACAGGCAATAAAACACTCCAAATATACATTAGCAGATACTACAAAAAGAGTGTTTCAAAACAGCTCAATCAAAAGAAAGGTTCAACTCTCAGAGATGAATGCACACATCACA)n(Simple_repeat),(AAAGAAAGGAAG)n(Simple_repeat),LTR47A(ERVL),(TATACAATATAATGTATAATG)n(Simple_repeat),(TTGCAAATATTTTC)n(Simple_repeat),(AGAAAGAGAAAGAAAGAAA)n(Simple_repeat),(AGAAAGAGGAAAGAAAGAAAAGAA)n(Simple_repeat),(CCT)n(Simple_repeat),LTR16C(ERVL),(ATATATTATACATTAATGTATAAT)n(Simple_repeat),(AAAAAT)n(Simple_repeat),(TCATAACAAATGACCACAAATTAGGTG)n(Simple_repeat),(AATAAATATATCATATATAT)n(Simple_repeat),(GGCAGAGGCGCTCCTCACATCCCAGACGATGGGCGGCCAGGCAGAGACGCTCCTCACTTCCCAGACGGGGTGGCAGCTGGGCAGAGGCGCTCCTCACTTCCCAGATGGGGCGGCC)n(Simple_repeat),(AT)n(Simple_repeat),(AAGAAAGAAAGGAAGGAAGGAGGGAAGG)n(Simple_repeat),LTR33(ERVL),(ATATATGTATATTATTATATTT)n(Simple_repeat),(TTTTGTTGAAACAAAAAGACCATGGCAAAAATATTTGAAAACCACTCATCTACACCATGC)n(Simple_repeat),(TTTGTTCTGTTTTGT)n(Simple_repeat),LTR33A(ERVL),(CAATAAAAAAAACAATA)n(Simple_repeat),(A)n(Simple_repeat),(GCCAGTTCCCTGTGAGCCA)n(Simple_repeat),(AGATATTTCCTTTTCCACCATAGGCCTCAAAACTCTCCAAATATCCACTTGCAGATTCCACAAAAAGAGTGTTTCAAAACTGCTCAATCAAAAGAAAAGTTCAACTCTGTGAGATGAATGCACACATCACAAAGAAGTTTCTCAGAATGCTTCTGTGTAGTTTTTATTTGA)n(Simple_repeat),(AATAAATG)n(Simple_repeat),(CAAAAAAACAAAAAAAC)n(Simple_repeat),(GCGGCCGGGCAGAGGCGCTCCTCACTTCCCAGACAGG)n(Simple_repeat),(GAAAATGTGATGACCGGGCTGAAGTTCAAAAGAT)n(Simple_repeat),(TTTTTGGTTTCACATG)n(Simple_repeat),(AAAGGTTCAACTCTGTGAGATGAATGCACACATCACAAAGAAGTTTCTCAGAATGCTTCTGTCTAGTTTTTATGTGAAGATATTTCCTTTTTCACCATAGGCATCAAAGCGCTCCAAATATCCCTTTGCAGATTCTACAAAAAGACTGTTTCCAAACTGCTCAATCAAAAG)n(Simple_repeat),(ATGTCAACAATACAGTTAT)n(Simple_repeat),(TATTTTATGCTTTGTCTTCTAG)n(Simple_repeat),L1MA6(L1),(AAAGGTTCAACTCTGTGAGATGAATGCACACATCACAAAGAAGTTTCTCAGAATGCTTCTGTCTAGTTTTTATGTGAAGATATTTCTTTTTCACCATAGGCCTCAAACCGCTACAAATATCCCTTTGCAGATTCTACAAAAAGACTGTTTCCAAACTGCTCAATCAAAAGAAAGGTTCAACTCTGTGAGATGAATGCACACATCACAAAGAAGTTTCTCAGAAAGCTTCTGTCTAGTTTTTATGTGAAGATATTTCCTATTTCACCATAGGCATCAAAGGGCTCACAAATATCCCTTTGCAGATTCTACAAAAAGACTGTTTCCAAACTGCTCAATCAAAAG)n(Simple_repeat),L1MEd(L1),(CCACACCTAGAATGTTCTTTACTTTCT)n(Simple_repeat),(GCACACAT)n(Simple_repeat),(TTTTTTTTGTCTTCTTTCTTAGCACAGTG)n(Simple_repeat),(ACATCACAAAGAAGTTTCTCAGAATGCTTCTGTGTAGTTTTTATGTGAAGATATTTCCTTTTCCACCATAGGCCTCAAAGCGCTCCAAATATCCACTTGCAGATTCTACAAAAAGAGTGTTTCAAAACTGCTCAATCAAAAGAAAGGTTCAACTCTGTGAGATGAATGCACACATCACAAAGAAGTTTCTCAGAATGCTTCTGTCTAGTTTTTATGTGAAGATATTTCCTTTTCCACCATAGGCCTCAAAGCGCTCCAAATATCCACTTGCAGATTCTACAAAAAGAGTGTTTCAAAACTGCTCAATCAAAAGAAAGTTTCAACTCTGTGAGATGAATGCAC)n(Simple_repeat),(CAGAGGTGGAGCCTA)n(Simple_repeat),(TA)n(Simple_repeat),(ATATATATATT)n(Simple_repeat),MLT1A0(ERVL-MaLR),MER6(TcMar-Tigger),LTR12C(ERV1),(TGCAGCATCTTTGTAATGG)n(Simple_repeat),(ATAA)n(Simple_repeat),(GCGGCCGGGCAGAGGCGCTCCTCACCTCCCAGACAAGGCGGCCGGGCAGAGGCGCTCCTCACTTCCCAGACGGGGCGGCCGGGCAGAGGCGCTCCTCACTTCCCAGACAGGGCGGCCGGGCAGAGGCGCTCCTCACTTCCCAGACGGG)n(Simple_repeat),(CTTCTTACTTCTTATTAT)n(Simple_repeat),(CAAAGAAGTTTCTAACAATGCTTCTGTCTAGTTTTTAAGTGAAGATATTTCCGTTTTCACCATAGGCCTCAAAGCACTCCAAATATCCACTTCCAGATTCTACTAAT)n(Simple_repeat),(TTATATATTTATTTTATTAAAATAT)n(Simple_repeat),(ATTTTATTTATTCTTTT)n(Simple_repeat),(ATA)n(Simple_repeat),L1MEf(L1),(AAAGAAAGA)n(Simple_repeat),(TGGAGAAACTTTATGTCTAGCTAAGGGATTGTAAATACACCAATCAGCACCGTGTATCTAGCTCAAGGTTTGTAAACACACCAATCGACACCCTGTATCTAGCTACTCTGGTTGGGCCT)n(Simple_repeat),(CTGCACCCACTGTC)n(Simple_repeat),(GGAGAAAAAGAGAGAGAG)n(Simple_repeat),(GT)n(Simple_repeat),(CAAAGAAAGTCAAAGAGAGAAACAGA)n(Simple_repeat),L1MB1(L1),L1PA4(L1),(TAGTTTTTATGTGAAGATATTTCCTTTTCCACCATAGGCCTCAAAGCTCTCCAAATATCCACTTGCAGATTCTACAAAAAGAGTGTTTCAAAACTGCTCAATCAAAAGAAAGTTTCAACTCTGTGAGATGAATGCACACATCACAAAGAAGTTTCTCAGAATGCTTCTGTC)n(Simple_repeat),(TCAGAATGCTTCTGTCTAGTTTTTATGTGAAGATATTTCCTTTTCCACCATAGGCCTCAAAGCGCTCCAAATATCCACTTGCAGATACTACAAAAAGAGTGTTTCAAAACTGCTCAATGAAAACAAAGATTCAACTCTGTGAGATGAATGCACACATCAGAAAGAAGTTTCTCAGAATGCTTCTGTCTAGTTTTTATGTGAAGATATTTCCTTTTCCACCATAGGCCTCAAAGTGCTCCAAATATCCACTTGCAGAATCTACAAAAAGAGTGTTTCAAAACTGCTCAATCAAAAGAAAGCTTCAACTCTGTGAGATGAATGCACACATCACAAAGAAGTTTCTCAGAATGCTTCTGTCTAGTTTTTATGTGAAGATATTTCCTTTTCCACCATAGGCCACAAAGCGCTCCAAATATCCACTTGCAGATTCTACAAAAAGAGAGTTTCAAAACTGCTCAATCAAAAGAAAGATTCAACTCTGTGAGATGAATGCACACATCACAAAGAAGTTTC)n(Simple_repeat),(AAAACTGCTCAATCAAAAGAAAAGTTCAACTCTGTGAGATGAATGCACACATCACAAAGAAGTTTCTGAGAATGCTTCTGTCTAGTTTTTATGTGAAGATATTTCCTTTTCCACCATAGGCCTCAAAGCACTCCAAATATCCATTTGCAGATACTACAAAAAGAGTGTTTC)n(Simple_repeat),(CAGTTTACATGTCAACAATACAGTTCACATGTCAACAATA)n(Simple_repeat),(ACATACATATATACACACACACACATAT)n(Simple_repeat),(GTGTGTGTGTGCTCAAGC)n(Simple_repeat),(TTCAGTAAATGATCA)n(Simple_repeat),(CTTTCTTTCTCTTTCCTTC)n(Simple_repeat),L1MC4a(L1),AluJb(Alu),(TTGTTTACTTGCTTTTTTGT)n(Simple_repeat),(TCTGCTCTTGTCTGAGCAGATTTGTCATACATTTGACAAGG)n(Simple_repeat),(CTTTCTTTCTTTCTTTCTTTCTTTCT)n(Simple_repeat),(TTTTC)n(Simple_repeat),(CTGGGAAGTGAGGAGCGCCTCTGCCCGGCCACCCCGTCTGGGAAGTGAGGAGCGCCTCTGCCCGGCCGCCCCATCTGGGAAGTGAGGAGCGCCTCTCCCGGCCACCCCAT)n(Simple_repeat),(ATATAATATATATC)n(Simple_repeat),(CTTTCTTTCTTTCCTTCTCTCT)n(Simple_repeat),(TCTCTCTCTTTCTC)n(Simple_repeat),L1MD2(L1),(TCTCTCTCTTTCTCTCTCTCTCTGACTCCCTCTTTGTCTCTTCCTCTTTCTCTACTCCCTA)n(Simple_repeat),(AG)n(Simple_repeat),(AAGAAGTTTCTGAGAATGCTTCTGTCTAGTTTTTATGTGAAGATATTTCCTTTTCAACTATAGGCCTCAAAGCGCTCCAAATATCCATTTGCAGATACTACAAAAAGAGTGTTTCCAAACTGCTCAATCAAAAGAAAGGTTCAACTCTGTGAGATGAATGCACACATCACA)n(Simple_repeat),(AAAGAGAG)n(Simple_repeat),MER5A(hAT-Charlie),(CACACATACACACA)n(Simple_repeat),(GTATAAT)n(Simple_repeat),MIR(MIR),(AAAGGAAG)n(Simple_repeat),(TTCAAAACTGCTCAATCAAAACAAAGATTCAACTCTGTGAGATGAATGCACAAATCACAAAGAAGTTTCTCAGAATGCTTCTGTCTAGTTTTCATGTGAACACATTTACTTTTCCACAGTAGGCCTCAAAGAGCTCCAAATATCCACCTGCAGATCAAACAAAAAGAGAGTCTCAAAACAGCTCTATCAAAAATAGACT)n(Simple_repeat),(TTTTACTTGTTTACTTGC)n(Simple_repeat),(ACAAATGAGGAAT)n(Simple_repeat),(GGGGCAGAGGCACTCCTCACTTCC)n(Simple_repeat),(GGCTTTGTTTGCAACTACTTAGGAATTACTGTATTAACAATAGTATTTCTATAACTCCAGTTATCCAGAGGTCTTGTAATTACTGCTTACACCTAAAACTTG)n(Simple_repeat),(TCTTTTT)n(Simple_repeat),(TTCTCTCTGACTCCCTCTTTGTCTCTCTTTCCTC)n(Simple_repeat),(GACAGTGGGTGCAG)n(Simple_repeat),L1M5(L1),L1MB5(L1),(TCCAAATATCCACTTGCAGATACTACAAAAAGAGTGTTTCAAAACCGCTCAATCAAAAGAAAGATTCAACTCGGTGAGATGAATGCACACATCACAAAGAAGCTTCTCAGAAGGCTTCTCTCTAGTTTTTATGTAAAGATACTCATAGCAC)n(Simple_repeat),(TCATTTTACATAATATGCAAGGACCTTGCAACT)n(Simple_repeat),L1MEc(L1),(ATATATACACACACACAC)n(Simple_repeat),L1PB3(L1),(ATATTTCCTTTTCCACAATAGGCATCAAAACGCTCCAAATAACCACCTGCAGATTCTACAAAAAGAGTCTTTCAAAACGGCCCAATGAAAAGAAAGGTTCAACTCTGTGAGATGAAAGCACACATCACAAAGAAGTTTCTCAGAATGCTTATGTGTAG)n(Simple_repeat),(AATAAACCTAGAAAATAGC)n(Simple_repeat),(ATTATTATTATTATTATTAT)n(Simple_repeat),(GCCCCGTCTGGGAAGTGGGCGCCTCTGCCCGGCT)n(Simple_repeat),(TTTCTTTCTC)n(Simple_repeat),(TCTTTCTTTCTTTCTCTTTCTTTTTCTCTC)n(Simple_repeat),(ACCAAAACAGCATGGTACTGGT)n(Simple_repeat),(TTCTCCCCTCTCCCTCTC)n(Simple_repeat),(ACTGGTGTGAGATGATATCTCATTGTG)n(Simple_repeat),(TGCTGATTGGTCCATTTTTACAGAA)n(Simple_repeat),(TGCACACATCACAAAGAAGTTTCTCAGAAACCTTCTGTCTAGTTTTTATGTGAAGATATTTCCTTTTTCACCGTGGCCTCAAACCGCTAACAAATATACATCTGCAGATACTACAAAAAGACTGTTTCCAAACTGCTCAATCAAAAGAAAACTTCAACTCTATGAGATGAA)n(Simple_repeat),(TATAAATATTTAATA)n(Simple_repeat),(TCTAGCTCAAGGTTTGTAAATACACCAATCGGCACTCTGTA)n(Simple_repeat),(TCTGGTGGGGACATGGAGAACCTTTATGTCTAGCTCAGGGATTGTAAATACACCAATCAGCACCCTGTATCTAGCTCAAGGTTTGTAAACACACCAATCCACTCTCTGTATCTAGCTGC)n(Simple_repeat),(TTTAATTTGCATTTA)n(Simple_repeat),(CTTCTGCAGTTTGCTGTC)n(Simple_repeat),(TGTCATACATTTGACAATGTATGAAAAA)n(Simple_repeat),Kanga11a(TcMar-Tc2),(GGGCAGAGGCGCTCCTCACTTCCCAGACGGGGCGGCCGGGCAGAGGCGCTCCTCACTTCCCAGACAGGGCGGCCGGGCAGAGGCGCTCCTCACTTCCCAGACGGGGCGGTGGGGCAGAGGCACTCCTCATTTCCG)n(Simple_repeat),(TGTCTAGCTAAGAAATTATAAATACACCAATCAGCACTCTG)n(Simple_repeat),AluJo(Alu),(GGGCAGAGGCGCTCCTCACTTCCCAGACGGGGCGGCCGGGCAGAGGCACTCCTCACTTCCG)n(Simple_repeat),(AAATGAATGAAT)n(Simple_repeat),(AAT)n(Simple_repeat),(TGTGTCTAGCTCAGGGATTGTAAATGCACCAATCGACACTCTGTATCTAGCTAATCTGGTAGGGACATGGAGAACCTT)n(Simple_repeat),(ATATATATACACAC)n(Simple_repeat),(AAGAGTGTTTCCAAACTGCTCAATCAAAAGAAAGGTTCAACTCTGTGAGATGAATGCACACATCACAAAGAAGTTTCTCAGAATGCTTCTGTCTAGTTTTTATGTGAAGATATTTCCTTTTCAACCATAGGCCTCAAAGCGCTCCAAATATCCATTTGCAGATACTACAAA)n(Simple_repeat),L1MCb(L1),L2b(L2),(GCCACCCCGTCTGGGAAGTGAGGAGCGCCTCTGCCCGGCCACCCCGTCTGGGAGGTGGGGGCGCCTCTGCCCGGCCGCCCCGTCTGGGAAGTGAGGAGCGCCTCTGCCCAGGCCGCCCCATCTGGGAAGTGAGGGGCACCTCTGCCCG)n(Simple_repeat)

	chr5
	Name=(AAAACAAACAA)n(Simple_repeat),(ACATACACACACACAT)n(Simple_repeat),(CCTCACCTCCCGGACGGGGCGGCTGGCCGGGCGGGGGGCTGACCCCCCCACCTCCCTCCCGGACGGGGCGGCTGGCCGGGCGGGGGGCTGACCCCCCCACCTCCCTCCCGGACGGGGCGGCTGGCCGGGCGGGGGGCTGACCCCCCCACCTCCCTCACGGACGGGGCGGCTGGCCAGGCAGAGGGGCTCCTCACTTCCCAGTAGAGACGGGCCGGGCAGAGGCGCC)n(Simple_repeat),(ACATGCTATATATATATACACACACACACAC)n(Simple_repeat),(CAAAAAACAAACAAACAAAAA)n(Simple_repeat),UCON28b(Unknown),(AAAAAAATAGAAAAAAAAAA)n(Simple_repeat),(GAAAAAAAGAAAAGAAA)n(Simple_repeat),(GATGGTGACATACA)n(Simple_repeat),(TACAAAGTACCTTCTTAAGGGCAGGGAGAATAT)n(Simple_repeat),L1M2(L1),MER47B(TcMar-Tigger),(ATTGAACC)n(Simple_repeat),(TTCAGGATTAAACTCC)n(Simple_repeat),(ATACTATTTTCATGTA)n(Simple_repeat),(CTCTTTCTCTTCTCTT)n(Simple_repeat),(CCTGTAATCCCAGAACTTTGGGAGGCCGAGGCAGGCGGATCACAAGGTCAGGAGTTCGAGACCAGCCTGACCAACATGGTGAAACCCCGTCTCTACTAAAAATACAACAAAATTAGCCGGGCGTAGTGGTGCAGACCTGTAATCCCAGCTACTCAGGAGGTTGAGGCAGGAGAATCACTGGAACCTCGGAGGCAGAGGCTGCAAGGAGCCAAGATCATGCCACTGCACTCCAGCCTGGGCTACAGAGCAAGACTCCATCTCAAAAAAAAAAAAAAAAAAAAAAAGGCTCTCTTTTGGCCAGGTGCTGGGGCTCACA)n(Simple_repeat),(CTCCTCTCGACATT)n(Simple_repeat),(AGAGGCGCTCCTCACCTCCCAGACGGGATCGCGGCCGGGCAGAGACGCTCCTCACATCCCAGACGGGGCAGCCAGGCAGAGGCGCTCCCCACATCCCAGACGATGGGCGGCGAGGCAGAGACGCTCCTCACTTCCCAGACGGGATGGTGGCCGGGA)n(Simple_repeat),HAL1(L1),MER102b(hAT-Charlie),(TATATAAC)n(Simple_repeat),THE1A(ERVL-MaLR),MER113A(hAT-Charlie),(ATTCTCTCTCTCTCCTCTCTCTC)n(Simple_repeat),L1PA16(L1),(GGTTGGAGGGATGGATG)n(Simple_repeat),(TCTCATATAATTCACTAAAG)n(Simple_repeat),(TATTTATATATAAAAATGTTATATTTTATG)n(Simple_repeat),(AAAAAAAAAAAGA)n(Simple_repeat),(TAAATATTATATTTTATATTATATT)n(Simple_repeat),(GTTTTGTTTTTTT)n(Simple_repeat),LTR90A(LTR),(GCCGGGCAGAGGGGCTCCTCACTTCCCAGACGATGGGCG)n(Simple_repeat),(ATATATAAATATATATGATATATATATTTTATATA)n(Simple_repeat),(TTTGTTTTTTTT)n(Simple_repeat),(CATCATATATTCATATAATATATGACGGAATA)n(Simple_repeat),MER58B(hAT-Charlie),(AAAAAAAAAAAAAG)n(Simple_repeat),(ATTTGTTATAATGTAGA)n(Simple_repeat),(ATATATATATTTTAAAAA)n(Simple_repeat),(CTCCCCTTTCCTCTC)n(Simple_repeat),(TTATTTTATTTTATTTT)n(Simple_repeat),(CACCTGCATGAGGTCACTAAAGCATCACCTTCCCTGGGACCC)n(Simple_repeat),(GAGAGAGAGAAA)n(Simple_repeat),(GA)n(Simple_repeat),(TATAACTATTCA)n(Simple_repeat),(TGGCCAGGCGGGGGCTGCCCCCACCTCCTCCTGGACGGGGCGGC)n(Simple_repeat),MER30(hAT-Charlie),(AAAAATACTAAGATTTTAC)n(Simple_repeat),(TATATAATTTATATTTA)n(Simple_repeat),(TGAGTGTGTGTG)n(Simple_repeat),(AAGA)n(Simple_repeat),(AAAACAAAAAAC)n(Simple_repeat),(AATGAAAAAAATAAAATAA)n(Simple_repeat),(TTTTTTCTT)n(Simple_repeat),(TTTTCCTTTTCCTTTCCTTTTCCC)n(Simple_repeat),(AAAATT)n(Simple_repeat),(AATGAAAATCACT)n(Simple_repeat),L1MA4A(L1),(TCTTTTTACTGTTCTTTCTTTTTTTT)n(Simple_repeat),MLT1I(ERVL-MaLR),(CCAGGCTGGAGTGCAATG)n(Simple_repeat),THE1D(ERVL-MaLR),(TGCTGATTGGTCCATTTTACAGAA)n(Simple_repeat),(TCTGGTGGAGACTTGGAGAACTTTTAAGTCTAGCCAAAGGATTGTATATACACCAACCAGCACTCTGTGTCTAGCTCAGGGTTCGTAAACGCACCAATCAGCACCCTGTATCTAGCTTA)n(Simple_repeat),LTR50(ERVL),(CAAGTACTAGCATCACTCATTAGAGAATTTAAAAATTATTTTTCAAATATAGAAAAACTAACTAAAAAAGCAAGGTTTAAAAACCCAAAATAATTTTGGAATTTTCAGAAAACGAGTGTGGATG)n(Simple_repeat),(AAGGAAGA)n(Simple_repeat),(TTAATATGTTATTTTAAAAAGATTTTAAATAACATA)n(Simple_repeat),(ACTACACACCCCACACTACACACACACACACACACACACCACACATATACATCACACACACCACGCACACACCACAAACAT)n(Simple_repeat),(AAGTAAAGCAAAAGAATATT)n(Simple_repeat),AluSq(Alu),(CCTCCCCTCCTTCCC)n(Simple_repeat),(AAG)n(Simple_repeat),MLT1N2(ERVL-MaLR),MLT1A(ERVL-MaLR),(CCTCACCTCCCGGACGGGGCGGCTGGCCGGGCGGGGGGCTGACCCCCCCACCTCCCTCCCGGACGGGGCGGCTGGCCGGGCGGGGGGCTGACCCCCCCACCTCCCTCCCGGACGGGGCGGCTGGCCAGGCAGAGGGGCTCCTCACTTCCCAGTAGGGGCGGGCCGGGCAGAGGCGCC)n(Simple_repeat),(CAA)n(Simple_repeat),Charlie17a(hAT-Charlie),(TGTCTAGCTCAGGGATTGTAAATACACCAATCGGCACTCTGTATCTAGCTACTCTGATGGGACCTTGGAGAACCTTTA)n(Simple_repeat),(TATAGCAATGTTC)n(Simple_repeat),(CAAAAAAAAAAA)n(Simple_repeat),(TTTTTATTTTATTTTTA)n(Simple_repeat),(GTTATGCCATAGTTAGTAAT)n(Simple_repeat),(GGTTCAAAGCCTGGAC)n(Simple_repeat),(TCCCAGACGGGGTGGCGGCCGGGCAGAGGCGCTCCTCACT)n(Simple_repeat),(ATATATAGTATACATATACACACAACCACATTTATGTGTGT)n(Simple_repeat),MLT1F1(ERVL-MaLR),L3(CR1),(ACACACACACT)n(Simple_repeat),(ATATATATAACTATATAACAT)n(Simple_repeat),(TAGGCCTTAGAAA)n(Simple_repeat),(AAAAAGAAAGAAAG)n(Simple_repeat),(TTCACTCATCCATCCATCCC)n(Simple_repeat),(CCCCCTTCCCTCCTTCCCCTTTCCCCCTTCCCTCCTTCCCCTTT)n(Simple_repeat),(AATAAAAAAAAATAAAA)n(Simple_repeat),ERV3-16A3_I-int(ERVL),(TTTTG)n(Simple_repeat),(TAGTTTAACTTAGTTTAATAGAA)n(Simple_repeat),(TATATATATATATATACGTGTGTA)n(Simple_repeat),(GACAGGAAGGCAGGGAAGAGGAGACAGGAAGGCAGGGAAGAGGAGACAAGGAGGCAGGGAAGAGTT)n(Simple_repeat),MER58A(hAT-Charlie),(AAGAGGAAGAAGAGAGG)n(Simple_repeat),(TAAATATGTTATTTTTATATATTTATATATTATATAAACATAAATATGTTATGTTTTATATATTTATATATTATATAAACA)n(Simple_repeat),(CCTCCCTCCCGGACGGGGCGGCTGGCCGGGCGAGGGGCTCCTCA)n(Simple_repeat),(GAAAGAGA)n(Simple_repeat),MADE1(TcMar-Mariner),(ATATATAAATGGTATATATC)n(Simple_repeat),(AGAGGA)n(Simple_repeat),(AAAAAATT)n(Simple_repeat),(AAAAACAAACAAGCAAAA)n(Simple_repeat),MER20B(hAT-Charlie),(AAAAGAAAAAAG)n(Simple_repeat),(ATAATAACAAAAAGACAA)n(Simple_repeat),L2a(L2),(CAAAAA)n(Simple_repeat),(TCCCCCCTCCCCTTCCCCCCT)n(Simple_repeat),(AAAAACAAA)n(Simple_repeat),(GGCCGGGCGCGGTGGCTCAAGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGCGGATCACGAGGTCAGGAGATCGAGACCAGACTGGCCAACACGGTGAAACCTCGTCCCTACTAAAAATACAAAAATTACCCGGGCATGGTGACAGGCACCTGTAGTCCCAGCTACTCGGTAGGCTGAGGCAGGAGAATCACATGAACCCCGGAGGCAGAGCTTGCAGTGAGCCAAGATCGTGCCACTGCACTCCAGCCTGAGAACAGAGCAAGACTCTATCTCAAAAAAAAAAAAAAAAAAAAAAAGAAATCTACCCGTTTGG)n(Simple_repeat),(TATATACACAATACACACACA)n(Simple_repeat),MLT1G3(ERVL-MaLR),L1MC3(L1),(GATAGCTATATTCATCTTAAAATATAATTTGACTCAAATTATTATTACTTTAATATATGTATGTGTATGATGCAAATTCAATTGATTAGCACTT)n(Simple_repeat),(TTTTTTTTTGTTTTG)n(Simple_repeat),MER44A(TcMar-Tigger),ERVL-E-int(ERVL),MER67B(ERV1),LTR67B(ERVL),MER50(ERV1),(AGCTGTGTTTCAGTAA)n(Simple_repeat),(CAAAA)n(Simple_repeat),LTR79(ERVL),(TTTTTG)n(Simple_repeat),(TCAGCCTCCCAAAGTGCTGGGATTACAGGCGCGCACCACCAGCCTGGCTAATTTTTGTATTTTTAGTAGAGACGGGGTTTCACCATGTTGGTCAGGCTGGTCTTGAACTCCTAACCTCAAGTGATCCACCCGCC)n(Simple_repeat),(TGTATGTGTGTGTG)n(Simple_repeat),(AGAGGGGGGAGGAAGGAGAGGAGGGAGG)n(Simple_repeat),MLT2B3(ERVL),L1MB8(L1),(TGTGTGTGTGTGTATATAAA)n(Simple_repeat),(TCTTTCTTTCTTTCTCTT)n(Simple_repeat),(CACACATACTA)n(Simple_repeat),(AAAAAATCACATTAACTAGG)n(Simple_repeat),(T)n(Simple_repeat),(TATATATATGTATATATGTGTGTGTATATATATA)n(Simple_repeat),MER39B(ERV1),(GCAAACCATGCCTGGAACTCTTCTTG)n(Simple_repeat),MER21-int(ERVL),MLT2C1(ERVL),(ATACACACACACATAAATACATACATATATATATAT)n(Simple_repeat),(GCCCAGCTAATTTTTGTATTTTTAGTAGAGACAGGGCTTTGTCATGTTGGACAGGCAGGTCTCGAACTCCTGACCTCAGGTGATCCACCCACCTAGGCCTCCCAAAGTGCTGGGATTACAGGCCTGAGCCACCATGCCCA)n(Simple_repeat),(TGCTGATTGGTCCATTTTACAGAG)n(Simple_repeat),(GAAAAGAAAAAAAAAAAGAAA)n(Simple_repeat),(AAGAAAGAAAGGAAGG)n(Simple_repeat),(TTTTTTTTCGGTTTTGTTTT)n(Simple_repeat),(TATCAAATGTTTAGGTAAACGTTTAGATC)n(Simple_repeat),(TTTTTCTTTTTT)n(Simple_repeat),LTR82A(ERVL),(GTGATAATCACTT)n(Simple_repeat),(CTGTAATCCCAGCTACTCGAGAGGCTGAGGCAGGAAAATCACTGGAACCCAGGAGGCAGAGGTTGCAGTAAGCCAAGATCGCACCACTGCACTCCAGCCTGGGCAACAGAGGGAAACTCCATCTCAAAAAAAAAAAAAAAAATACAAAAAAGTTAGCCAGGCATGGTGGCAGGCAC)n(Simple_repeat),(ATACAATGTGTTGTGTTTTAAGCC)n(Simple_repeat),(AAAAAAAAAAAAAAAAG)n(Simple_repeat),(AAACTATCCCA)n(Simple_repeat),(TGTGTGTATATATATATA)n(Simple_repeat),(TGGATTAATGCATC)n(Simple_repeat),(TTTA)n(Simple_repeat),(TAATTTTTTTTTTT)n(Simple_repeat),Tigger5(TcMar-Tigger),L1MB2(L1),MER90a(ERV1),(TGT)n(Simple_repeat),L1MA2(L1),(TGTGTGTGTTTG)n(Simple_repeat),L1MC4(L1),(TTATATTTAAATA)n(Simple_repeat),(ACACACACT)n(Simple_repeat),HERVH-int(ERV1),(TTTTTTTGTTTGTTTTT)n(Simple_repeat),(CCGCCCGGCCAGCCGCCCCGTCCGGGAGGGAGGTGGGGGGGTCAGCCCC)n(Simple_repeat),(AAAATAAAAAATAAAATA)n(Simple_repeat),(TAGAATGCATCTTTAA)n(Simple_repeat),MER57A1(ERV1),(TATGGGGTCACCGTCATATA)n(Simple_repeat),(TTTTTCTTAAAA)n(Simple_repeat),FLAM_C(Alu),(TTCTTTTTTTTT)n(Simple_repeat),(GTGAGAGAGAGAGAGAGAAA)n(Simple_repeat),(CATACA)n(Simple_repeat),Tigger13a(TcMar-Tigger),MIRc(MIR),(AAAAAAAAAAAAAAAAAAAG)n(Simple_repeat),(ATACTATTTTCATGTAATACTATACTTCT)n(Simple_repeat),(TATATAAATTTATATTAATATATAAATATATATGATAATATATAATTATATATAATATATAAATATATATGATATATATAAATTTATATAATATATAAATATATATATA)n(Simple_repeat),(TTTAAACCTTTGCT)n(Simple_repeat),(AGCTTGGCTGACAGTGTAAGACCCTGCCTCAGTGAAAAACAAACA)n(Simple_repeat),L1MA4(L1),(AAAATAAATAAAT)n(Simple_repeat),(CATTCTTGAGATTATCTTTT)n(Simple_repeat),(AAAAACAAACAAACAAAAAAAAAAACAC)n(Simple_repeat),L1ME4a(L1),MER11C(ERVK),(TTTC)n(Simple_repeat),(TCTCTCTCTCTCAT)n(Simple_repeat),L1ME3E(L1),(AAAACAAACAAAAC)n(Simple_repeat),(TTTTTTTTTTTTTTTTTTGAGACAAAGTCTCTATTCTGTCACCCAGGCTGGAGTGCAATGGTCGCGATCTCAGCTCACTGCAACCTCCGCCTCCAGAGTTCAAGCGATTCTCCTGCCTCAACCTCCCAAGTAGCTGGGATTACAGGTGACACCACCACACCCGGCTAATTTTTGTAATTTTAGTAGAAACAGGGCTTTGCCATGTTGGCCAGGCTGGTCTCAAACTCCTGACCTCAGGTGATCCGCTAGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCATGAGCCACCGAACCCGGCCAAGTGAGATGATCTTTTTTTTTT)n(Simple_repeat),(AAAAACAACAAAA)n(Simple_repeat),(TGTT)n(Simple_repeat),LTR8(ERV1),(AAAAATAAAAT)n(Simple_repeat),(ACACACACATATATATACACACATATGCACACAC)n(Simple_repeat),(GCTGACAGTATGATGGCTTCTCAAAAAGTTAAACATAGAATTACCATATGATCCA)n(Simple_repeat),(AC)n(Simple_repeat),(AAAAC)n(Simple_repeat),(AGAGGGGAGAGGGAGACCGAGAGGC)n(Simple_repeat),(CAAAAAAAAAAACAA)n(Simple_repeat),(TC)n(Simple_repeat),(TTGTTTTTT)n(Simple_repeat),MER21C(ERVL),(ATATATGATATATAAATTGGT)n(Simple_repeat),(AGAG)n(Simple_repeat),HERVIP10FH-int(ERV1),HERVK9-int(ERVK),(TTTTTTTTATTTTTTTGAGACAGAGTCTTGCTCAGTCGCCCAGGCTGGAGTGCAGTGGCGCAATCTCAACTCACTGCAGCCTCCACCTCCCAGGTTCAAGCCATTCTCCTGCCTCAACCTCTCCAGTAGCTGGAACTACAGGCACACACCACCATGCCCAGCTAATTTTTTTATTTTTAGTAGAGACGGGGTTTCACCATGTTAGCCAGGATGGTCTCGAACTCCTGACCTCAGTGATCCCCCACCTCGGCCTCCCAAACTGCTGGGATTACAGGCATGAGCCACCACGCCGGGCCT)n(Simple_repeat),(ACAAAACAAAACAAA)n(Simple_repeat),L1PA13(L1),(GTATAAAAGTGGTCAG)n(Simple_repeat),(TCTCCCTCTCCCTCTCTCCCACGG)n(Simple_repeat),(TCCTCCTAGACCACAAAGAGGACCAAGAAAAATCGGATTTAGTGGCCCTAACTGACACATTCTTGAAAACCTGCGCCCTTGCCTG)n(Simple_repeat),(CAGGAGGAACGAACAACTCCAGA)n(Simple_repeat),MLT1G(ERVL-MaLR),(ATATATAA)n(Simple_repeat),(ACTTTTATCAATACC)n(Simple_repeat),(AAATGGACCAATCAGCTCTCTGTA)n(Simple_repeat),L2(L2),(TG)n(Simple_repeat),(GCCGGGCAGAGACGCTCCTCACATCCCAGACGTGTGGCGGCCGGGCAGAGACGCTCCTCACTTCCCAGACGGGGTGGCGGCCGGGCAGAGCGCTCCTCACTTCCAGACTGGGCA)n(Simple_repeat),L1MC5(L1),(CCTAACAGTAGCTA)n(Simple_repeat),(AGAACAAAAACATCAACC)n(Simple_repeat),LTR83(ERVL),(ATATATTTATATCTCACAT)n(Simple_repeat),(AGGCCTCAGGAAC)n(Simple_repeat),(AAAAAGTAAC)n(Simple_repeat),(GAGCCTGGCAGGAGAGGAA)n(Simple_repeat),L1M1(L1),(CATCCCCTCCTC)n(Simple_repeat),Charlie4z(hAT-Charlie),(TTTCTTCTCTTTTTCT)n(Simple_repeat),(CTGGTTAAAATGCCTGAGGCAGTACAGCGTATGAGGACTTTTTTTTCTTTCTGTCTTTTTTTTTCCCCCTGTCTCACTTTGATGGGTCAGAAATTTCCAGGAAAGTT)n(Simple_repeat),(AAAAAAAAAAAAAAGAA)n(Simple_repeat),(TTAAATATAATTTTAAAAC)n(Simple_repeat),(AGCAACATTTACTGTTC)n(Simple_repeat),(TATATTTTATATTA)n(Simple_repeat),(AGCAGGTGACCAGGGATGACTCAGGACAA)n(Simple_repeat),MER45A(hAT-Tip100),LTR16D1(ERVL),L1M4c(L1),(CATTCAATAAATGTTAA)n(Simple_repeat),(CATC)n(Simple_repeat),(ATATGTAGTGTGTATATATGT)n(Simple_repeat),(AAAC)n(Simple_repeat),MER57D(ERV1),(CA)n(Simple_repeat),MSTC(ERVL-MaLR),(TTTTTTAT)n(Simple_repeat),Tigger2b_Pri(TcMar-Tigger),L1ME5(L1),MLT1K(ERVL-MaLR),(CCTCCTCCTTTCTTCT)n(Simple_repeat),(TCTA)n(Simple_repeat),(ACTCAAATTGATAGTCTTCTAGAGTTTTCATTCGCTA)n(Simple_repeat),(TTTCTTTTTTCTTT)n(Simple_repeat),(AGAGACAGAGACAAAGAG)n(Simple_repeat),(TTTTATATATTGATATTTATATAAAAAAGTTATATTTTATATA)n(Simple_repeat),(TCCTATATCTCCC)n(Simple_repeat),L4(RTE),(CATGTTGCCTTGAACTCTAGGCAAAA)n(Simple_repeat),(TATATGA)n(Simple_repeat),(ATATGTAGTGTGTGTATATGT)n(Simple_repeat),(TATG)n(Simple_repeat),LTR9(ERV1),(ATGTGTGTGTAACACATATACACACGC)n(Simple_repeat),(TCTAGCTCAAGGTTTGTAAATACACCAATCAGCACCCTGTGTCTAGCTCAGGGTTTGTGAATGCACCAATCGACACTCTGTATCTAGCTACTCTGGTGGGGCCTTGGAGAACCTTTATGTCTAGCTCAGGGATTGTAAATACACCAATCGGCACTCTGTA)n(Simple_repeat),(AATGAAATCATCAAAATATT)n(Simple_repeat),(CTTTTTTTCTTTTT)n(Simple_repeat),LTR81A(Gypsy),MamGypLTR2c(Gypsy),MLT1B(ERVL-MaLR),(TTGGGAGGCTGAGGCAGGAGGCTCACTTGAGGCCAGAAATTGGAGACCAGCCTGGGCAACACAGGGAGACTC)n(Simple_repeat),Tigger6a(TcMar-Tigger),(CCATCCATCCCTTCAGTCATCCATCCATCCATCA)n(Simple_repeat),(AGGAAAGGAGGGAAATGAGT)n(Simple_repeat),(AGAATGAATAACCAGCCAATGTTTC)n(Simple_repeat),(CACTGAGCCACTGCA)n(Simple_repeat),Charlie1b(hAT-Charlie),Arthur1(hAT-Tip100),L1PA12(L1),(CTC)n(Simple_repeat),(CCCTT)n(Simple_repeat),ALINE(RTE),(GCTGCTACGAACAGAT)n(Simple_repeat),(CGTCC)n(Simple_repeat),(TTTAAATCCTCAAAA)n(Simple_repeat),(TAAATACTAAAATAC)n(Simple_repeat),MLT2B1(ERVL),(TAAATATGTTATGTTTATATATTTATATATTATATAAACA)n(Simple_repeat),(GTTACGATGGTAGTTATCATAATCTAGGT)n(Simple_repeat),LTR78(ERV1),HERV16-int(ERVL),(AGCCGAGATTGCGCCACTGCACTCCAGCA)n(Simple_repeat),(TCAAGGTTTGTAAATGCACCAATCAGCACTCTGTGTCTAGCTCAAGGTTTGTAAACACACCAATCAGCACCCTGTGTCTACTTCAAGGTTTGTAAATGCACCAATCAGCACTCTGTATCTAGCTAATCTAGTGGGGACTTGGAGAACCTTGATGTCTAAC)n(Simple_repeat),(GTAACAGGTATACA)n(Simple_repeat),(TCCCTC)n(Simple_repeat),L1MC2(L1),(TAGGACTATTGAGAATTTAACACAACAGTCAAACAAAACATCATCAAAAAATAA)n(Simple_repeat),(TTTTTTCTTT)n(Simple_repeat),(CCCCCTTCCCCCTCCCCTTTCCCCTTCCCCCTTCCCCTTTCCCCCTTCCCTCCTTCCCCTTT)n(Simple_repeat),(TTGTTTTTCTTTCT)n(Simple_repeat),(TATATATAAAACTATA)n(Simple_repeat),(CTGAGGTGGGCGGGCCCGGGTGGGCAGGGA)n(Simple_repeat),L1M4(L1),(CTCTCTCTCTCACACACACACA)n(Simple_repeat),(ATACACACAAAAGTATATAT)n(Simple_repeat),MER91A(hAT-Tip100),(AATAGTGTTATTTAAAAAG)n(Simple_repeat),(AAAAAACAAAAAACCAA)n(Simple_repeat),(CAAA)n(Simple_repeat),(AAGG)n(Simple_repeat),(CTATTTGTTTTCTATTTGTCA)n(Simple_repeat),L1MC(L1),(AAAAAAAAAAACAAAGA)n(Simple_repeat),(AAAG)n(Simple_repeat),(TTTATT)n(Simple_repeat),Charlie4a(hAT-Charlie),(GAAGGGGAG)n(Simple_repeat),(TCTTTTCTTTTCTTTTTTTTTAA)n(Simple_repeat),L1PA5(L1),(CTTACAGTAGAGT)n(Simple_repeat),(GCGGCCGGGCAGAGACGCTCCTCACTTCCCAGATGGGGGCTGCCGGGCAGAGGCGCTCCTCACATTCCGACGATGG)n(Simple_repeat),L1ME2(L1),(AGGAGGGAGGGAGGAA)n(Simple_repeat),(CTCCTCACATCCCAGACGGGGTGGCGGTCGGGCAGAGACACTCCTCAGTTCCCAGACGGGGCGCAGCCGGGAAGAGGAA)n(Simple_repeat),(TAGCTATCCATGGTATCCA)n(Simple_repeat),(AGGGGG)n(Simple_repeat),HERV9-int(ERV1),MamGypLTR1a(Gypsy),(TTATATATAATTTTAAAAT)n(Simple_repeat),L2c(L2),(GGAAGGAGGGGAAGTGCCCATTAGCTGGCATATGGGAGCCTGGGAGACTGGTTTCAGCTGA)n(Simple_repeat),(TGGGTGTGCATGA)n(Simple_repeat),(GGCGCAGTGGCTCAAGCCTGTAATCCCAGCACATTAGGAGGCAGAGGCGGGCAGATCACCTGAGGTCAGGAGTTCAAGACCAGCCTGACCAACATGGCAAAACCCCATCTCTACTAAAAAATACAAACAATTAGCCAGGCATGGTGGTGGCACCTGTAATCCCAGCAACTCAGAAGGCTGAAGCACGAGAATCGCTTGAACCCAGGCAGCAGAGGTTACAGTGAGCCGAGATGACACCACTTCACTCCAGCCTGGGCAACAGAGAGAAACTCCATCTCAAAAAAAAAAAAAAAAAAAGAAAAAAGAAAGAAAAAGAAAACTGTTGGCCT)n(Simple_repeat),L1MB7(L1),LTR85a(Gypsy?),(CATATATATACATA)n(Simple_repeat),MER34D(ERV1),(AAGCTTTCCCAGGCATTTTTCTGCTA)n(Simple_repeat),(ATGA)n(Simple_repeat),(GAGAGG)n(Simple_repeat),(CCTCACCTCCCGGACGGGGCGGCCGGGCAGAGGCGCC)n(Simple_repeat),(GTAACCAGTGT)n(Simple_repeat),(TTGTTGTTGTTT)n(Simple_repeat),(TCCCCTCCTTCCCCCTCCCCGTCCTTCCCCTCTCCCCT)n(Simple_repeat),(AAAAGAAAAAAAG)n(Simple_repeat),(TGTTGCCAAAG)n(Simple_repeat),(CACACTCAATGCCAAG)n(Simple_repeat),(TCCCAGACGGGATGCGGCCGGGAAAAGGTGCTCCTCACT)n(Simple_repeat),(AATGTTTGCTAACTGCTGCTA)n(Simple_repeat),L1M4b(L1),(TGTGTGTGTGTGTG)n(Simple_repeat),MLT1D(ERVL-MaLR),(TTATATATATATTTTAAAA)n(Simple_repeat),(CCTT)n(Simple_repeat),(AAAACTTATTTAGCAAATAAGCT)n(Simple_repeat),MLT2B2(ERVL),(ATATATAATTTTAAA)n(Simple_repeat),(CAAAAAACAAAAAAA)n(Simple_repeat),L1ME3B(L1),(AGAT)n(Simple_repeat),(TTGTAAATGCACCAATCAGTGCTCTGTGTCTAGCTCAAGGTTTGTAAACACACCAATCAGCACTCTGTGTCTAGCTCAAGGTTTGTAAATGCACCAATCAGCACCCTGTGTCTAGTTCAAGGT)n(Simple_repeat),(GGAGGTGGAGCGTGGTG)n(Simple_repeat),(TTTTTTATTTTTATTTTTA)n(Simple_repeat),(TGCTTCCCCTTCAGCCTAAAAGGTTTCAACAGTTAG)n(Simple_repeat),(CCCCTCCCCTCCCTTCCCCCCACCTTC)n(Simple_repeat),(TGTGTATATATATATGTGTG)n(Simple_repeat),(ATCTCCTTAGTAAT)n(Simple_repeat),(TGTCTAGCTCAAGGTTTGTAAATACACCAATCAGCACTCTG)n(Simple_repeat),(GCTGGAGCCAACTATGCT)n(Simple_repeat),MER63B(hAT-Blackjack),(TTCAGACATGTTAGTATGAGTCTAT)n(Simple_repeat),(ACAGAGTGCTGATTGGTGCATTTACAAGCCTTTAGCTAGAC)n(Simple_repeat),L1M6(L1),(CCTTTTTTCTTTCCTT)n(Simple_repeat),(TTTATTTT)n(Simple_repeat),(ATATACACATATATACACTAT)n(Simple_repeat),L1ME3C(L1),(TTTTTATTTTTTTTAA)n(Simple_repeat),MLT1J(ERVL-MaLR),LTR60(ERV1),LTR54(ERV1),(GGGGCTGACACCCCCACCTCCCTCCCGGACAT)n(Simple_repeat),(TTTTTTTGTTTGTT)n(Simple_repeat),(AAAAAATTAGCCCGGCGTGTGGGCAGGCACCTGTAGCCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATCGCATGAACCCAGGAGGCAGAGCTTGCAGTGAGCCAAGATCGCCACCGCACTCCAGCCTGGGCAACAGAGCAAGACAAAAAAAAAAAACAAAAG)n(Simple_repeat),L1PA3(L1),(AATATATA)n(Simple_repeat),(TTTTTTA)n(Simple_repeat),(GAAA)n(Simple_repeat),ERVL-B4-int(ERVL),(ACACACACACACCACACACACACACACACACCACACATATACATCACACACACCACACACAC)n(Simple_repeat),(GGAGAG)n(Simple_repeat),(ACACACACACACATATCTACACAC)n(Simple_repeat),(CGGAGCCCGGGTCACTG)n(Simple_repeat),(AAACAAGATAGGCTAACT)n(Simple_repeat),(GCCCAAGAACCCACAACGGTCCCTGGACCCTGCTGATCAGAATAGTTGTGCTCACTGACACAACAGCAGAAACACCTCTT)n(Simple_repeat),(CTATCTACCTATCA)n(Simple_repeat),(AGGAGACAGGAAGGCAGGGAAG)n(Simple_repeat),(CTCTCTCTCTCTCACACACACACA)n(Simple_repeat),(AAAAAAAAAAGA)n(Simple_repeat),(CTCCTTCTCTTCCTC)n(Simple_repeat),MER115(hAT-Tip100),(GTTTTTTGTTTT)n(Simple_repeat),(TCTACATTAATTAAAATCTAAAA)n(Simple_repeat),(CCTTTCCATGTTTAGTGCTT)n(Simple_repeat),(TACACACATACCACACACACCTACACACACACCA)n(Simple_repeat),(TTTTTTGTTTG)n(Simple_repeat),(AAAAAGAAAAA)n(Simple_repeat),(TAAATAC)n(Simple_repeat),(ATAAA)n(Simple_repeat),(GAGAAAACGCAAGTCTAT)n(Simple_repeat),(TCCCAGACGGGGTGGCGGCCGGGCAGAGACGCTCCTCACTTCCCAGACGGTGGCGGCCGGGCAGAGGCGCTCCTCACA)n(Simple_repeat),(AATAAAAAATAA)n(Simple_repeat),(ATATATATATACACACACAC)n(Simple_repeat),MER49(ERV1),(TGGCAGAGAAGCAGAGAAGAG)n(Simple_repeat),(TCTGCATGTAACCTTAAACACACAAAG)n(Simple_repeat),(TTTATTTTTTA)n(Simple_repeat),L1PA14(L1),MLT1J2(ERVL-MaLR),(ATACACATACATATATAGACAC)n(Simple_repeat),(TTAAGATTACTGAC)n(Simple_repeat),(TGCAGAGAAACTGG)n(Simple_repeat),(AAAAATAAATA)n(Simple_repeat),Charlie1(hAT-Charlie),AluY(Alu),(TGTTTTTT)n(Simple_repeat),(TAATAAATTTAAA)n(Simple_repeat),(GAGTGCTGATTGGTGCATTCACAAACCTTGAGCTAGATA)n(Simple_repeat),(AACATTTAGAATTT)n(Simple_repeat),(AGGACAGTGGGTGCACCA)n(Simple_repeat),(ACACACACCAC)n(Simple_repeat),(TGGGCAAAGTCAACTTAAAATTCTGGAAAGAATCCACCATTCTAGATGCCTT)n(Simple_repeat),(TCTTTTCTTTT)n(Simple_repeat),(TTCTTTTTTTTTTTT)n(Simple_repeat),(GATG)n(Simple_repeat),THE1B(ERVL-MaLR),(CTCTCTCTCCCTCTCTCT)n(Simple_repeat),(TAAGAATAACAGA)n(Simple_repeat),(TTTTTTTGTTTGTTTGTG)n(Simple_repeat),(CT)n(Simple_repeat),(GGCGGCCGGGCAGAGGCGCTCCTCACCTCCCAGACGGGATGGCGGCCGGGCAGAGACGCTCCTCACATCCCAGACTGGGCAGCCAGGCAGAGGCGCTCCCCACATCCCAGACGATGGGCAGCCAGGCAGAGACGCTCCTCACTTCCCAGACGGGAT)n(Simple_repeat),MER47A(TcMar-Tigger),(TTTAGGATTTTCCCAAAGAAT)n(Simple_repeat),(AAAATAAAATAAAT)n(Simple_repeat),HERVL40-int(ERVL),(AAC)n(Simple_repeat),(ATATCTCTTTAAGTCTTTACCACAGCTCTAGAAATGATA)n(Simple_repeat),(ATATATACACAC)n(Simple_repeat),(TGGA)n(Simple_repeat),(ATT)n(Simple_repeat),AluSx(Alu),MER31-int(ERV1),(TTTTTTTTTCTTTTC)n(Simple_repeat),(AGCTACTAGGGAGGCTGAGGCACGAGAATGGCGTGAACCCAGGAGGCAGAGTTTGCAGTGAGTCGAGATTGCACCACTGCACTCCAACCTGGGCAACAGAGCGAGACTCCGTCTCAAAAAAAAAAAGAAAAAAAAAAATTAGCTGGGCATTTTGGCGCATTCCTGTAACCCC)n(Simple_repeat),(AAAAAG)n(Simple_repeat),(AGAAGTACTTCCTCTGCTTATACCTTCTT)n(Simple_repeat),MER6B(TcMar-Tigger),(AAAAAAAAAAAAGAG)n(Simple_repeat),(CAAAACAAACAAA)n(Simple_repeat),(AAAGAAAACGAAACAAAGAAAGAA)n(Simple_repeat),(ACTACACACATACCACACACACCTACACATACAC)n(Simple_repeat),(TCCCAGACGGGGTGGCGGCCGGGCAGAGACGCTCCTCACT)n(Simple_repeat),Tigger1(TcMar-Tigger),(AATATAAATAAATATATAAATAT)n(Simple_repeat),(GCTAATTTTTGTCTT)n(Simple_repeat),(TTTCTTTCTTTCTTTTC)n(Simple_repeat),(ATATTTTAATATAAAATATTCA)n(Simple_repeat),(TTTTACAGAGCGCTGATTGGTGCATTTACAACCTTTCAGCTAGACACAGAGCACTGATTGGTGCGT)n(Simple_repeat),(CTATTTGTTTT)n(Simple_repeat),(TTAATATTTAATTTAATAT)n(Simple_repeat),(TTTTGTATTTTTAGTAGAGACGGGGTTTCACCAATGCTGTGCAGGCTGGTCTCAAACTCCTAACCTCAAATGATCAACCCGCCTAGGCCTCCCAAAGTGCTGGGATTACAGGAATGAGCCACTGCATCCGGCCTAATT)n(Simple_repeat),(TTTG)n(Simple_repeat),(CTTT)n(Simple_repeat),Charlie16a(hAT-Charlie),(TATATATATATACACACATA)n(Simple_repeat),(TTATTTAGCAAATAAGCTAAAC)n(Simple_repeat),(ATTTTATTTTATTTT)n(Simple_repeat),(TCTGGTGGGGACATGGAGAACCTTTATGTCTAGCTTCAGGGATTGTAAATACACCAATCAGCACCCTGTATCTAGCTCAAGGTTTGTAAACACACCAATCAGCACCCTGTATCTAGCTAC)n(Simple_repeat),Kanga2_a(TcMar-Tc2),(TATTATACTTTTA)n(Simple_repeat),(TAATCCCAGCACTTTGGGAAGCTGAGGCAGGTGGATCACTTGAGGACAGGAGTTCCAGACCAGCCTGGCCAACATGGTGAAACCCCATCTCTACTAAAGATACAAAAATTAGCCAGGCGTAGTGATGGGCACCTGTATTCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATCACTTGAACCCCGGAGGGAGAGGTTGCAGTGAGCTGAGATCCTGCCACTGCACTCCAGCCTGAGCGATAGAGCAAGACTCCGTCAACAAAACAAAACAAACAAACAAAAAAAACTCTTTTCATTATAAATTACCGAGTCTCTGATATTTCTTTATAGCAATGCAAGAATTGACTAATACAGTGGTCTTGAATAAGATCCAGAAGAATTCTTCAGATTACTAGGCAAAGGCTCTTGTTCTCTTCCTTATGATCTCCCAAACAAAAAAAGTTTCAGCTGGGTGCACTGGCCTCCTA)n(Simple_repeat),(ACACACAC)n(Simple_repeat),MER4C(ERV1),(ATATATATGTATATATATA)n(Simple_repeat),(TGTAAAATGGACCAATCAGCACCC)n(Simple_repeat),Kanga1d(TcMar-Tc2),(GCCTCTGCCCAGCCGCCACCTCATCTAGGAAGTGAGGAGCATCTCTGCCCGGCCGCCCATCATCTGAGAAGTGAGGAGCCCCTCTGCCCCGCCGCCCAGTCTGGAAAGTGAGGAGCACCTCTGCCCGACCGCCATCCCATCTAGGAAGTGAGGAGC)n(Simple_repeat),(ATATGTGTAATTCATTTTAA)n(Simple_repeat),(CACCAATCGGCACTCTGTATCTAGCTCAAGGTTTCTAAACG)n(Simple_repeat),(TAGCATTATCTA)n(Simple_repeat),(CCTGGCTAACATGGTGAAACCCCGTCTCTACTAAAA)n(Simple_repeat),(TTTCTTTTTTTTTTTTT)n(Simple_repeat),L1MB4(L1),L1PA2(L1),MER81(hAT-Blackjack),(GGGGAGGAAGTAGAGG)n(Simple_repeat),MER34(ERV1),(TCTGCCCTATGAG)n(Simple_repeat),(CCCTCCCCTCC)n(Simple_repeat),(CTTC)n(Simple_repeat),(GTGGCTCATACCTATAATCCCAGCACTTTGGGAGGATGAGGCGGGCAGATCACCTGAGGTCAGGAGTTCAAGACCAGCCTGGCCAAAACGACGAAACCTCGTCTCTACTAAAAATACAAAAATTAGCCAAGCATGGTGGCACACACCTATAATCCCAGCTACTCAGGAGGCAGAGGCAGAAGAATCACTTAAACCTGGGAGGCAGAGGTTGCAGTGAGCTGAGATCACACCAGCCTGGGCAACAGAGGGAGACTCCATCAAAAAAAAAAAAGCCGGGCGCA)n(Simple_repeat),(TGGCCGGGCAGAGGGGCTCCTCACTTCCCAGTAGGGGCGGCCGGGCAGAGGCGCCCCTCACCTCCCGGACGAGGCGGCTGGCCGGGCGGGGGGCTGACCCCCCCACCTCCCTCCCGGACGGGGCGGC)n(Simple_repeat),(AATGTAATCCCCTTTATATACTCAAATAAGTGAG)n(Simple_repeat),(AAAAACAAAAAA)n(Simple_repeat),(TGC)n(Simple_repeat),(TTTTTCTTTTT)n(Simple_repeat),(AATATATGGGCAC)n(Simple_repeat),(ATTAAAATCTTAAAAAATCTAC)n(Simple_repeat),(TGAAAAATGAAAATGTTAATTAGTATTCAACAATTATTCAATAGTGTCATCATTTACCAATATTGAACATAAGTTAGTTTGGATTTATTAGGTTGG)n(Simple_repeat),(TTAT)n(Simple_repeat),(TTCT)n(Simple_repeat),(TTTTATAA)n(Simple_repeat),(TCTCTTTCTTTCTT)n(Simple_repeat),(CCTTCCTTCCTTCTTTCCTTCCTTCCTTCCCTTCCTTCCTT)n(Simple_repeat),LTR37A(ERV1),MER44C(TcMar-Tigger),(GGCTTAGGGCTATTCGAGGGAGGAGCACTAAATACATTTATATGACAG)n(Simple_repeat),LTR16C(ERVL),(TTTTTTTCTTTTTTTTGTTTTGAGATGGAGTCTTACTCTGTGGCCCAGGCTGGAGTGCAGTGGCACAATCTCAGCTCACTGCAACATCCACCTCCCAGGTTCAAGCAATTCTCCTGCCTCAGCCTCCCGAGAAGCTGGGACTACAGGTGCCCGCCACCACGCCCAGCTAATTTTTTCTGTATTTTTAGTAGAGACGGGATTTCACCATGCTAGCCAGGATGGTCTCGAACTCCTGACCTCGTGATCCACCCGCCTCAGCCTCCCAAAGTGCTGGGATAACAGGAGTGAGCCAACATGCCCGGTCGAAGATGGTATATTATCC)n(Simple_repeat),(TGAAGCGCAGTGGTG)n(Simple_repeat),(AAAAAAAAAAAAAGAAAA)n(Simple_repeat),MSTA-int(ERVL-MaLR),AluJr(Alu),(TGTGCGTGTGTG)n(Simple_repeat),(TATATGTATTATA)n(Simple_repeat),Arthur1A(hAT-Tip100),(TTTAATTTTTTTATTT)n(Simple_repeat),(AGTCCTACATCCTCCACAC)n(Simple_repeat),(TGTAGATACTCAATATACCTACTAAC)n(Simple_repeat),L1MD1(L1),(CCCTTCCCT)n(Simple_repeat),(ATATGTAATATAAGCACATG)n(Simple_repeat),(AT)n(Simple_repeat),(AGAGAGGAAGAGAAGAGACAGACAAGGAGTCAG)n(Simple_repeat),LTR33(ERVL),(AACAACCTAACAGGTTGATGCCA)n(Simple_repeat),(AAGGAATAGGGAAAAGTATATCTTACTCCAA)n(Simple_repeat),MIRb(MIR),(TTTTAATTAATTTAA)n(Simple_repeat),PRIMA4_LTR(ERV1),MER102a(hAT-Charlie),(CACACCACTACACA)n(Simple_repeat),(AAAAAAC)n(Simple_repeat),(ATCT)n(Simple_repeat),(AGCCCATTTAATGGAACAGCATAGAA)n(Simple_repeat),MIR3(MIR),(TTTTTTTTGTTTTTTG)n(Simple_repeat),(TATCTATCATC)n(Simple_repeat),MER6A(TcMar-Tigger),(GAAGAAAGGAAGGGAGGGAAGGAGG)n(Simple_repeat),L1MEg(L1),(TATATATATATATATGGGTG)n(Simple_repeat),(AGACACTTTTCAAAAGA)n(Simple_repeat),(AATAATTAAATAGTTAAATA)n(Simple_repeat),MER82(TcMar-Tigger),(CTGTTCACAGAAATATAAATAATCACAAAGAGCTTGCATCTAGGGTCTGATACCCTGGCTTTGAACCCCATCTTTATCACTCAGTAGCC)n(Simple_repeat),(TCCA)n(Simple_repeat),Looper(PiggyBac),MER2(TcMar-Tigger),(A)n(Simple_repeat),(ATTCAGCTTATTGCTCTTCATGCAGAGGAGCTACTTATTTTCTCACTACCAGTATCTCCATTGTTTCTGAGAGGGCTGTTAGTGTTTGAATAAAGTTAGTTCCTTTGAGAGACTGCTTCTTACCCTTGGCAAAATCTTTGAGTCATTACTCCACGCGCTAGGTGGAGCAATAGCCTGAATCTAAGTTTTTCCAGTGTGAAACTACTTATTGCTT)n(Simple_repeat),LTR29(ERV1),(TTATGTTTATATGTAAAATATA)n(Simple_repeat),(GAATAGGCAAATTCATG)n(Simple_repeat),(TTTTTTC)n(Simple_repeat),(GAAGGAAG)n(Simple_repeat),(AAAAAAAAAAGAAAA)n(Simple_repeat),(TGTCTAGCTCAGGGTTTGTAAATACACCAATCAGCACCCTG)n(Simple_repeat),L1MB3(L1),(TGTTATAATGTAGAA)n(Simple_repeat),(TCTTTCTTTCTTTCTCTCTCTC)n(Simple_repeat),(TTTATTACTTTTTGAAAATCA)n(Simple_repeat),Tigger2a(TcMar-Tigger),L1ME3D(L1),(CAAACAAAAACAAAAA)n(Simple_repeat),SVA_D(Other),LTR16E1(ERVL),(AAAAACAAAAAACAAAAAAAAACAAAACA)n(Simple_repeat),(GGCCGGGCAGAGGCGCCCCTCACCTCCCAGGAGAGGC)n(Simple_repeat),(GAAAAGATGGCAGGGAGGTGGGGAA)n(Simple_repeat),(TTTTTA)n(Simple_repeat),(TGATTGGTCCATTTTACAGAGAGC)n(Simple_repeat),(TTCATTATGTGTGTGTATG)n(Simple_repeat),L1MDa(L1),(TCTT)n(Simple_repeat),(TGTCTAGCTCAGGGATTGTAAATACACCAATCGCACTCTGTATCTAGCTCAAGGTTTGTAAACACACCAATCAGCACCCTG)n(Simple_repeat),(AAAATAAAAAAGAAAAGAAAGAA)n(Simple_repeat),(TAATGTGAATGTTATAATGTTAGAATG)n(Simple_repeat),(GGGGCTGACACCCCCACCTCCCTCCTGGACGGGGCGGCTGGCCGGGTGG)n(Simple_repeat),MER21A(ERVL),(CAATCTCCCAGCCTCAA)n(Simple_repeat),(ATAGAGCTTTTACAATT)n(Simple_repeat),(TTTTTTATTT)n(Simple_repeat),(TATT)n(Simple_repeat),(TTTATTTTATTTA)n(Simple_repeat),(AGGGGAGGAAGGGGAGGGGAGAGAAG)n(Simple_repeat),(TTAGAAAAATAAATT)n(Simple_repeat),L1MEd(L1),(ATACACACATAT)n(Simple_repeat),(AAAAAATAAAA)n(Simple_repeat),(GAAGGTGAGAGATG)n(Simple_repeat),MER65C(ERV1),(TATTTAATTAA)n(Simple_repeat),(TTGATATTTCCACTT)n(Simple_repeat),(TTTTCCTTCCTTTTCTT)n(Simple_repeat),(TGTGCATGTGTGTGTGTGTGTGTGTGTGTGTG)n(Simple_repeat),(AAAACAAAAAAAAAAACAAAAC)n(Simple_repeat),(TTTTTTATTTTTA)n(Simple_repeat),(TAGACTTTAACCAATCC)n(Simple_repeat),(AGGCCAGGCGCTGTGGCACACGACTGTAATCCCAGCTATTTGGGAGGCTGAGGCAGGTCAGATCACCTGAGGTCAGGAGTTCGAAACCAGCCTGACCAACAAGATGAAACCCTGTCTCTATGAAAAATACCAAAAAGT)n(Simple_repeat),(CCCCTCCCCTCCTCTCTCCT)n(Simple_repeat),(TA)n(Simple_repeat),(AAAACTTAAAGTATAATTTAAAAAAAAAGA)n(Simple_repeat),(TAGA)n(Simple_repeat),L1MA9(L1),(ATTTCAATTAAAGTTTTATCAAAA)n(Simple_repeat),MLT1A0(ERVL-MaLR),MER6(TcMar-Tigger),LTR88a(Gypsy?),(AAAAAAAAAG)n(Simple_repeat),(CTT)n(Simple_repeat),LTR12C(ERV1),(TGTGTGTATATATATATG)n(Simple_repeat),(TATATAT)n(Simple_repeat),MLT1F(ERVL-MaLR),(AATTAAAATCTAAAAATCTA)n(Simple_repeat),(ATAA)n(Simple_repeat),(TTCA)n(Simple_repeat),(TCTTTATATGACTGTATAAAGAAA)n(Simple_repeat),(CGCTCCTCACTTCCCAGACGTGGGCGGCCAGGCAGAGG)n(Simple_repeat),L1MA5A(L1),LTR86A1(ERVL),(TACACACACACATATATC)n(Simple_repeat),(AATA)n(Simple_repeat),(GAAAGAGAGGAAGACACAGA)n(Simple_repeat),LTR82B(ERVL),(TTTTTCTTTTCTTT)n(Simple_repeat),LTR38B(ERV1),(TTTTAAAAAATTTAAAAACTTAAAGTATAA)n(Simple_repeat),(TTATATATATGTAAATTATACAATTATTATATATTATA)n(Simple_repeat),(TTTTTCTTTTCT)n(Simple_repeat),(ACACACACATAAATACATACATATATATATATAT)n(Simple_repeat),(ATA)n(Simple_repeat),L1MEf(L1),MLT1E1A(ERVL-MaLR),(TTGTT)n(Simple_repeat),(TTGATACTAAGA)n(Simple_repeat),(ATTATTTATTTATTCAATTATTT)n(Simple_repeat),MamGypLTR1c(Gypsy),(ATAAAAT)n(Simple_repeat),(TCTTTAACATATTTTTTATT)n(Simple_repeat),(ATGGAGTCTCACACTGTCGCCCAGGCTGGAGTGCAGTGGTGTGATCTCAGCTCACTGCAACCTCCACCTCCCGGGTTCAAGAGATTCTTCTGCCTCAGCCTCCCGAGTAGCCGGGATTACAGAGGCCTGCCACCACACCTGGCTAACTTTTTGTATTTTTAGTAAAGACAGGGTTTCACCATATTGGCCAGGCTGGTCTCAAACTCCTAACCTCGTGATCCGACCGCCTCAGCCTCCCAAAGTGCTGGGATTACAGGCATGAGCCACCGCGCCCGGCCTAATACGAATTACTTTTTTTGTTTTTTTCTTTTTTTTGAG)n(Simple_repeat),(GAAAGAAAAA)n(Simple_repeat),(GCATATGTGTGTGTACACACATATACAC)n(Simple_repeat),(ACACACACATATACATAT)n(Simple_repeat),MamGypLTR1d(Gypsy),(ACAAA)n(Simple_repeat),(TGAACAACATAGGGGT)n(Simple_repeat),(AGGGGGAGAGGG)n(Simple_repeat),(ATATTTATATATAAAATGTTACTATTTTTAT)n(Simple_repeat),(GT)n(Simple_repeat),(CTGTAATCCCAACACTTTGGGAGACCGAGGCAGGCGGACCACCTGAAGTCAGGAGTTCAAGACCAGCCTGGCCAACATGGTGAAACCTCATCTCTACTAAAAATACAAAAATTAGCCATGCATGGTGGCAGGCGCCTGTAATCCCACCTACTTGGGAGGCGGAGGCACGAGAATCACTTGAACCAGGGAGGCCGAGGTTGCAGTGAGTCGAGACCGCACCATTGCGCTCCAGCCTGGACAAGAGCAAAACTCCATCTCAAAAAAAAAAAAAAAAAAAGAATAACAGATTGTGGAATCAAAGTCACCCCCTGCTAGCCATGTGATCTTGGGCTAAGTTAACTTAAACTTTTCAAACCTCACTCTTCTCATCTACAAAATGAAAAATTATCTGATTAATGACATCGTCTAGGATGGTTAT)n(Simple_repeat),(CTTTTTGTTCTTTTTC)n(Simple_repeat),L1PA4(L1),(AAAT)n(Simple_repeat),(AAAAACA)n(Simple_repeat),(CTTCT)n(Simple_repeat),(TTCTCTCCCCT)n(Simple_repeat),(TATATATATATATGTG)n(Simple_repeat),(TTTGAAAATATCCCTT)n(Simple_repeat),(TTCTCCCC)n(Simple_repeat),(CTAGATATAACATAT)n(Simple_repeat),(AGAAGAAGA)n(Simple_repeat),(TTTTTGTTTCTTTGTTTGTGGTT)n(Simple_repeat),(CCTCCCGGACGGGGCGGCTGGCCGGGCAGAGGGGCTCCTCACTTCCCAGTAGGGGCGGCCGGGCAGAGGCGCCCCTCACCTCCCGGACGGGGCGGCTGGCCGGGCGGGGGGCTGACCCCCCCACCTC)n(Simple_repeat),MER94(hAT-Blackjack),(TTTTCTTTTCTT)n(Simple_repeat),(GGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGAGAGGCCGAGGAGGACGGATCCATGAGGTCAGGAGTTCGAGACCAGCCTGGCCAACACGGTGAAACCCCATCTCTACTAAAAATACAAAAATTAGGCCA)n(Simple_repeat),(CCACCACGCCAGCCTAATTTTTTGCAGTTTTAGTAGAGACGGGGTTTCACCATCTTGGCCAGGCTGGTCTCCAACTCCTGACCTACTGATCCACCCGCCTCGGCCTCCCAAAATGCTGGGATTACAGGCGTGAG)n(Simple_repeat),(ATATATATAACTATATAACTAC)n(Simple_repeat),(ATACATATATACCATATATACAC)n(Simple_repeat),(GAGAGGGAGAGGCAGACCGAGAGGCAGAGGG)n(Simple_repeat),(TTTTTATTTTTTATTTTTA)n(Simple_repeat),(GTTCCTTCCGGTGGGTTCTTGATCTTGCTGACTTCAAGAGTGAAGCTGCAGACCTTCACAGTGAGTGCCACAGCTCATAAAGGTGGTGTGATTGGAGTTGTTT)n(Simple_repeat),(AAACATTAAAAAATAAAAACAT)n(Simple_repeat),(TTTTTTGTTTTTG)n(Simple_repeat),(CAGCCTGGCGAGGAG)n(Simple_repeat),(AGAAAGAGAAAGAGAGAG)n(Simple_repeat),(TGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCAAGGCAGGTGGATCACTGAGGTCAGGAGATCAAAACCAGCCTGGCCAACATGGTGAAACCCCGTCCCTACTAAAAATACAAAAATTAGCTGGGCATGGTGCGGCACGCCTATAATCCCAGCTACTCAGGAGGCTGAAGCAGGAGAATCACTTAAACCCGGGAGGCAGAGCTTGCAGTGAGCCAAGACTGTCTCAAAAAAAACAAGCTAAAGGCCGGGCT)n(Simple_repeat),(TGTCTAGCTCAGGGTTTGTAAATACACCAATCAGCACTC)n(Simple_repeat),(TTTTTTATATTCTTATATTTTTATTTT)n(Simple_repeat),(AGATAAAAATGATAACACAGATACTGAAAAGGATGTAGAAAAATACACACTCTCAT)n(Simple_repeat),(AAAAAAAAGAA)n(Simple_repeat),(TAAAATCTAAAAACTACATTAAT)n(Simple_repeat),(TACTA)n(Simple_repeat),(AACAGATGCTAACAGACCAGG)n(Simple_repeat),(ATATTGAACTAAAGGTTT)n(Simple_repeat),L1ME2z(L1),(GAAGGAAGGAAG)n(Simple_repeat),MER46C(TcMar-Tigger),(ATTTTAATTATATATATA)n(Simple_repeat),(ATTTT)n(Simple_repeat),(TCCAAAAATTTAAATTACAAAGGGC)n(Simple_repeat),(AAAAAATAAAATAA)n(Simple_repeat),(TTCC)n(Simple_repeat),L1MCa(L1),L1MC4a(L1),(AATATA)n(Simple_repeat),AluJb(Alu),Tigger4a(TcMar-Tigger),(TGAAGGGTAGCAAGAGAGGAAGAC)n(Simple_repeat),(TACACACACACA)n(Simple_repeat),(TTTTCTTTTTTTTTTT)n(Simple_repeat),(CACTATACACTTCTC)n(Simple_repeat),(CCTTTTCTAACCTAGCTTTA)n(Simple_repeat),(TTTTTTTTTTTA)n(Simple_repeat),(ATGGGAACTTTGAATGTGATCATTAGAGTGCACCC)n(Simple_repeat),MER45B(hAT-Tip100),(CCTCCCTCCCGGACGGGGCGGCTGGCCGGGCGGGGGGCTGACCCCCCCA)n(Simple_repeat),LTR16A1(ERVL),MLT1C(ERVL-MaLR),(TCT)n(Simple_repeat),(TTTCTTCAAATG)n(Simple_repeat),(ATATATATACACACAC)n(Simple_repeat),L1MC1(L1),(GTTTATTCCTCCCAGTGGGTTCGGGGTCTCACTGACTTCAGGAGTGAAGCCGCAGACCTTCACAGGGAGTGTTACAGCTCATAAAGTTGGCATGACCGGAGTT)n(Simple_repeat),(TTG)n(Simple_repeat),(CTTGTAAATTCAAGATC)n(Simple_repeat),(AAAAAAAAAAAAAGAAAAG)n(Simple_repeat),L1MCc(L1),(TCCCAGACGGGGCGGCTGCCGGGCAGAGGGCTCCTCACT)n(Simple_repeat),(GGTTTTGTTTTTTTTTTTTG)n(Simple_repeat),(CTCCTCACTTCCCAGACGGGGTGGCGGCCGGGCAGAGGCACTCCTCACATCCCAGACGGGGCGGCGGGGCAGAGGGGCTCCCCACATCCCAGACGATGGGCGGCCGGGCAGAGACA)n(Simple_repeat),(TTTTCC)n(Simple_repeat),(AAAAAAAGAAAGAAAGAAA)n(Simple_repeat),(CCTCACCTCCCGGACGGGGCGGCTGGGCAGAGGCGCC)n(Simple_repeat),L1MD2(L1),(CACACACATAAATATT)n(Simple_repeat),(GATCCTAGGTAG)n(Simple_repeat),(ATTCATAAACATTCTTTT)n(Simple_repeat),(TTTTTTTTG)n(Simple_repeat),(TCTTTTTTTTTTT)n(Simple_repeat),(GTGGTGGCTCACGCCTGTAATCCCAGCACGTTGGGAGACCGAAGCAGGCGGATCACAAGGTCAGGAGATCCAGACCAGCCTGACCAACATGGTGAAACCCCATCTCTACTAAAAATACAAAAATTGCCTGGT)n(Simple_repeat),(AG)n(Simple_repeat),(TAAAATCTAAAAACTACATTAATTAAAATCTAAAAAAG)n(Simple_repeat),(TTTCTTT)n(Simple_repeat),(ATATTAAAATTAATA)n(Simple_repeat),(TACACACACAAACATACATAT)n(Simple_repeat),(AAACAGAAAACACTTAAACTGA)n(Simple_repeat),(TTCTCCTCC)n(Simple_repeat),MER5A(hAT-Charlie),MLT1L(ERVL-MaLR),(GCTGATTGGTCCGTTTTACAGAGA)n(Simple_repeat),(GTGTGTAT)n(Simple_repeat),L1ME3(L1),(ACATACAC)n(Simple_repeat),(CTCTCTCTCTCTCTCTCACACACACACA)n(Simple_repeat),(AGAGAAGCAGGGAAAGAAGG)n(Simple_repeat),(TCTTCTTTTCTTTTCTTTTTTTTTAA)n(Simple_repeat),(TTGTAGTGAGCCAAGA)n(Simple_repeat),L1ME1(L1),(TTCTT)n(Simple_repeat),Tigger3b(TcMar-Tigger),(TGTATATATCTAAGTATA)n(Simple_repeat),(CAAATTTTATAC)n(Simple_repeat),(AGAAGGAGGAGGAGG)n(Simple_repeat),MIR(MIR),(TTAAGAGCCTGTGCTTTGGAATCAC)n(Simple_repeat),L1MD3(L1),(ACTTTAATGATTC)n(Simple_repeat),(AGGAGGAGG)

	chr6
	Name=(AAAACAAACAA)n(Simple_repeat),(AAAATAGTTAAGATTT)n(Simple_repeat),(TCTC)n(Simple_repeat),(AAAAAAAAAAAAT)n(Simple_repeat),CR1_Mam(CR1),L1M2(L1),(AAAACAAAAATACAATTTAAAAAACA)n(Simple_repeat),(AAGAAGAAGGAAGAAGAGGAGGAGGAGAAGTG)n(Simple_repeat),(TAGTACTAGTACTAAAGCTAAAC)n(Simple_repeat),(ACACACACATACAAACACAA)n(Simple_repeat),(CTCCTCTCTCTCTCCTCTCCCCTCTCCTCCCCTT)n(Simple_repeat),(CTAACACAATGTAGTAAAATAACACCCCTAATAAAACAT)n(Simple_repeat),(ATATATGTATTATATATAAACTT)n(Simple_repeat),(TACAAAAAA)n(Simple_repeat),(AAAATATTTTATAAAATATAA)n(Simple_repeat),HAL1(L1),MER102b(hAT-Charlie),(CAATAAAAAAATAAAA)n(Simple_repeat),(AGGCAGAGGCCGTGGCAGGGTGGGAG)n(Simple_repeat),(AGAA)n(Simple_repeat),(TAGCATCTACTGTTTAGCAACAAG)n(Simple_repeat),THE1A(ERVL-MaLR),L1PA16(L1),(TCTCTGTCTGTCTCCCTCTCTC)n(Simple_repeat),(GAGAAAGAGAGGGGGA)n(Simple_repeat),(ATACATACATACATACATAC)n(Simple_repeat),MER58B(hAT-Charlie),(AGAAATTATAAATACTCCAA)n(Simple_repeat),(TATCTATCTATCTATCATC)n(Simple_repeat),(TGCCTGCCCCAGCTGCTGACCTCCCTTCTTCCCTGCCATGCCTGG)n(Simple_repeat),L1MDb(L1),(TGGCTGGGCGCAGTAGCTCACGCCTGTAATCCCAGCACTTAGAGAGGCCAAGGCGGGAGGATCACCTAAGGTCAAGAGATCCAGACCAGCCTGACCAACACGGTGAAATCCTGTCTCCACTAAAAATACAAAAAT)n(Simple_repeat),(CCCCAAGCAAGTTAATCAAA)n(Simple_repeat),L1M3(L1),(ATATAT)n(Simple_repeat),(GA)n(Simple_repeat),(TATATATATAAACTTATACATATGTAT)n(Simple_repeat),(ACATGGTTGTCATA)n(Simple_repeat),(TTAATATGTTATATATTATATATTAAACATAT)n(Simple_repeat),(GGCTGAGGCGGGAGGGTCACTTG)n(Simple_repeat),(GATGTTGGTGATGATGAAA)n(Simple_repeat),(TATAACCATAAAGATAATAGATACCA)n(Simple_repeat),(TCCCTGAGGATGGGGCTGTGTC)n(Simple_repeat),(AAAACAAACAAACA)n(Simple_repeat),(TTTGT)n(Simple_repeat),(ATATCTATATATCTATATATCTATAT)n(Simple_repeat),(TGGTGAAACCCCGTCTCTAC)n(Simple_repeat),L1MA4A(L1),(GACTGGGTTGTGTCTCCCCTTA)n(Simple_repeat),(TCCCT)n(Simple_repeat),MLT1I(ERVL-MaLR),(AAAAGAAAAGAAAGA)n(Simple_repeat),(CACACAGCACTCACATGCCA)n(Simple_repeat),(AAAAAAAAAAGGTGCACAATTTGGTGTTATGCAAATTTTTGTTTTTCCTGAGCTATTCAGCTACTTTAAAACATGCATATAAGCTAGCTAGTCATTTTGAATAAAAAGAAAAATAAATGGAGAAAGGATTATGATAACACGTGTTTATGCCTTTTAAAAACAGATGTCTAAATATTTAGG)n(Simple_repeat),(AGGCTGGGGCTCCCTGAGGATGGGGCTGTGTCTCCCCTCAGACTGGGGCTCCCCAAGGACAGGGCTGTGTCTCCCTGA)n(Simple_repeat),(TAGTAGTATAAACAATT)n(Simple_repeat),(GAGGG)n(Simple_repeat),(AAG)n(Simple_repeat),(TATATATATATATAAACTTATACATATG)n(Simple_repeat),MLT1A(ERVL-MaLR),MLT1N2(ERVL-MaLR),(ACACTGTCATCAT)n(Simple_repeat),MER101-int(ERV1),(CAA)n(Simple_repeat),(TCAACACAGTAT)n(Simple_repeat),(TCCT)n(Simple_repeat),(CCAA)n(Simple_repeat),MLT2F(ERVL),(TACTCCACACATCC)n(Simple_repeat),(GTCCTTTCATAAGAGG)n(Simple_repeat),(AAAAAAAAAAAAATAAAAA)n(Simple_repeat),(CTTTT)n(Simple_repeat),(TATATATACACACATATACA)n(Simple_repeat),(AAGAAAAAGGAAAGAAGGAAGG)n(Simple_repeat),L3(CR1),LTR8A(ERV1),(AAACAAAA)n(Simple_repeat),(TGTGGGAGTGGGCCTTAT)n(Simple_repeat),(ATATCTAT)n(Simple_repeat),(TATATATATATAT)n(Simple_repeat),(TTTTG)n(Simple_repeat),(CACACACATCCATATACACCCTCACACA)n(Simple_repeat),MER58A(hAT-Charlie),MER104(TcMar-Tc2),(ACAACTATACTATCTCTTATATTTATGTACTTAATTATCTTTATAAATGTGTGAATTCAAATTATTTGGTGCAGCTTGCTTTTAG)n(Simple_repeat),(TGTGTGTGCATA)n(Simple_repeat),(TATCTATCTATCTATC)n(Simple_repeat),(ACACACAT)n(Simple_repeat),L2a(L2),(AAAAAAAAGAAA)n(Simple_repeat),(CAAAAA)n(Simple_repeat),(CCCAGTCTGAGGGGAGATGCAGCCCCATCCTCAGGGGGG)n(Simple_repeat),(GAAAAAATACAGAAAG)n(Simple_repeat),(CTAGGGAGGTCTTGGGGATA)n(Simple_repeat),L1MC3(L1),(TCGTGATCCGCCCTCC)n(Simple_repeat),(CACACTCACACACATTCATATACACTTCCACACACACACTCATATA)n(Simple_repeat),(TTTTTTTTTGTTTTG)n(Simple_repeat),ERVL-E-int(ERVL),(TGTGTGCATGTGGGTGGTGTGCATG)n(Simple_repeat),LTR67B(ERVL),(CAAAA)n(Simple_repeat),L1MB8(L1),MLT1F-int(ERVL-MaLR),(ATTC)n(Simple_repeat),(CATTACATACGTTCA)n(Simple_repeat),(ACATATACACAC)n(Simple_repeat),(AAGTTAACCAAAGT)n(Simple_repeat),(ACTCACATCTAAGTGCCAAATTG)n(Simple_repeat),(AGGGAGCCCCAGTCTGAGGGGAGACACAGCAGTGTCTTT)n(Simple_repeat),MER21B(ERVL),(T)n(Simple_repeat),(TTAAATACCATTCTTGTTTACC)n(Simple_repeat),(GGC)n(Simple_repeat),(GAGGTCAAGAGATCGAGACCAGCCTGGCCAACATGATGAAACCCCATCTCTACTAAAAATACAAAAATCAGCTGAGCATGGTGGCGCATGCCTGTAATCCCAGCTAATTAGGAGCCTGAAGCAGGAAAATCGCTTGAACCCAGGAGGTGGGCAGATCAC)n(Simple_repeat),(GGAGAGAAAAAGGGGGAGAAAGAGAGAAGGGAGGGGGAAAGAGAGGG)n(Simple_repeat),(AGG)n(Simple_repeat),(GAAAAAAAAAAAAAAAAAA)n(Simple_repeat),(AAAAAAAAAAG)n(Simple_repeat),(TGTGTGTGCA)n(Simple_repeat),(CAGGAGGATCGCTGAAGCC)n(Simple_repeat),(CACACACATCCATATACAGCTT)n(Simple_repeat),HAL1-3A_ME(L1),(CAGGGCTGTGTCTCCCCTCAGACTAGGACTCCCTGAGGA)n(Simple_repeat),(TGGCAGGTGCCTGTAATCACAGCTACTCAGGAGGCTGAGATAGGAGAATGGCGTGAATCCGGGAGGAGAAGCTTGCAGTGAGCCGAGATCGCACCAATGCACTCCAGCCTGGGAAACAGAGTGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAATTATTACAAAAATTAGTTGGGCATGG)n(Simple_repeat),MSTD-int(ERVL-MaLR),(AATATGTAATGACTGAAAGCCTTCAATAATGTATTTAAATAAATTTTATTAATCACAATGGTATCT)n(Simple_repeat),(TCAGGGGGCCAA)n(Simple_repeat),(TGTTTT)n(Simple_repeat),(TGTTT)n(Simple_repeat),(AAAAAAAAAAAAAAAAG)n(Simple_repeat),(TTTA)n(Simple_repeat),(TAACATATATAACATACATACATATATAT)n(Simple_repeat),(AAAACAAAAAACAAA)n(Simple_repeat),(GGGAGACACAGCAGTGTCTTTA)n(Simple_repeat),(CACAAACATCCATATACAGCTTCACACACACCCACA)n(Simple_repeat),(TTTTTTAGTTATTTA)n(Simple_repeat),(TGT)n(Simple_repeat),L1MC4(L1),(TGTGTGTGTATA)n(Simple_repeat),(GATTATTTGTGGTAAG)n(Simple_repeat),(CACACACAAACATATACACCTTCACACA)n(Simple_repeat),(AAAAAAAAAAAAAT)n(Simple_repeat),(AAAAAAAC)n(Simple_repeat),(AAACATATACATACCTAA)n(Simple_repeat),(CCCTCCTCC)n(Simple_repeat),(TGGGATTGGGGAT)n(Simple_repeat),(CCTCCCTTCCCTGGTCT)n(Simple_repeat),(CACACACACACATTCACATACACACATTCATATACACATT)n(Simple_repeat),(GTGTGTATGT)n(Simple_repeat),(CTCCTCTCTCACCTCCCCTTCTCCTCTCTCTCCCCTCCCCTCTCCCTCCCCTTCCCCTTCTATCTCC)n(Simple_repeat),(AGAGGGGAAGGACTGATTAAGTTTCTAAC)n(Simple_repeat),MIRc(MIR),(CAAAAAAAATAAAGT)n(Simple_repeat),(AAAAAAACAAAAAAC)n(Simple_repeat),(ATTTGATAAATGAATTC)n(Simple_repeat),L1ME4a(L1),(TTTC)n(Simple_repeat),L1ME3E(L1),(CCCCTT)n(Simple_repeat),(AC)n(Simple_repeat),(AAAAC)n(Simple_repeat),(TACAAAAAATAAAAAAA)n(Simple_repeat),(AAAGAAAACAAGCAACAGAGT)n(Simple_repeat),L1MA8(L1),(TCTCTCTCCCTCTCTG)n(Simple_repeat),(TAATATATTTATAAAT)n(Simple_repeat),(ATAC)n(Simple_repeat),(ATGATTGGTAGAATCAGCGTATTC)n(Simple_repeat),(AAACATACAAGTTTAAGAGAGACACAAAAGAGGA)n(Simple_repeat),(TACAATGACCTGC)n(Simple_repeat),L2(L2),(CACACACATTCATATAACATTCTCACACACCCACACACT)n(Simple_repeat),(TG)n(Simple_repeat),(TCTATAAAACTCA)n(Simple_repeat),L1MC5(L1),(TTTTATATTTTATTTTTAATTTTTGTAGGAACATAGGTT)n(Simple_repeat),(GTCTCCCACTCAGACTGAGGCTCCCTGAGGAAAGGGCTGT)n(Simple_repeat),(ACACACACACATACACACACATATATAT)n(Simple_repeat),L1M1(L1),(GAAGAAGGGGGAAGAGGAGGAA)n(Simple_repeat),MLT1H1(ERVL-MaLR),(GCTGG)n(Simple_repeat),L1M4c(L1),(AGGCTCGCGAGCGGAGGTGC)n(Simple_repeat),(AAAC)n(Simple_repeat),(AAACAAACTATTAGAATGA)n(Simple_repeat),(TGTGTGTATGTGTG)n(Simple_repeat),(TTTCTTCTTTCTTTCTTTCTCTTTCTTTTC)n(Simple_repeat),(CA)n(Simple_repeat),MER96B(hAT),(AGGGAAGGAAGGAAGGG)n(Simple_repeat),(CAAAAAACAAGAAA)n(Simple_repeat),(TTTTTTAT)n(Simple_repeat),(TTTTTTTTGTTTGTTTT)n(Simple_repeat),(AGCAGGGAGG)n(Simple_repeat),MLT1K(ERVL-MaLR),L1ME5(L1),LTR41(ERVL),LTR85c(Gypsy?),(AAGAAAGC)n(Simple_repeat),L4(RTE),(ATATTTA)n(Simple_repeat),(CAG)n(Simple_repeat),(TTTATTTATTTATTTTTA)n(Simple_repeat),Charlie18a(hAT-Charlie),(ATAAAAATAAAAAAT)n(Simple_repeat),(TATATATGTACTAGTATA)n(Simple_repeat),(TGTATGTGAGTAGATGTA)n(Simple_repeat),(AAAAAAAAAAAAAAAAAAGAAAAAAAAAGAAA)n(Simple_repeat),(TTTATTTCCAAGCCTATATGTAACCACTGTACCTCAAGTATAGATGGGTTTCTAACATACATATTAACAGCTTATG)n(Simple_repeat),(TGAGCACGCACACGCACGCACA)n(Simple_repeat),(TGGGGCCTGGGGTAGGAGGGGACGG)n(Simple_repeat),(AGAGGAGAAGGGCTGATTT)n(Simple_repeat),(CAGCCCCATCCTCAGGGAGCCCCAGTCTGAGGGGAGACGCAGCCCCGTCCTCAGGGAGCCCCAGTCTGAGCGAGATG)n(Simple_repeat),(AGGAAGGAAGGAAAAAAAA)n(Simple_repeat),(TTTATTTATTTATTTATTTTGACACAGAGTCTTGCTCTTGTCCCACAGGCTGGAGTGCAATGGCGCGATCTCGGCTCACTGCAACCTCTGCCTCCCAGGTTCAAACGATTCTCCTGCCTCAGCCTCCCGAGCAGCTGGGACTACAGGTGCCCACCACCAGCCCAGCTAAATTTTGTATTTTTAGTAGAGACAGGGTTTCATCATGTTGGCCAAGCTGGTCTCAAACTCCTGACCTCAGGAGATCCACCCACCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCATGCCTGCTTTATTTATTTA)n(Simple_repeat),LTR81B(Gypsy),(TTAGGTCCAATAACAA)n(Simple_repeat),(TCCTTCCTTCCTTCCCTCCTTCCC)n(Simple_repeat),Arthur1(hAT-Tip100),(TGCTGCT)n(Simple_repeat),(ATATATTGAGATCCATCTCTTAGGTAATATATAT)n(Simple_repeat),L5(RTE),(GAAG)n(Simple_repeat),(TGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGTGGATCACTGAGGTCAGGAGATCAAGACCAGCCTGGCCAACAAGGTGAAACCCCATCTCTACTAAAAATACAAAAAATTAGCCGGGCGCGG)n(Simple_repeat),(GCCTGGGAGATGCAGGCCAA)n(Simple_repeat),(CTCCTCTCCCCTCTCCTCCCCTTCTCCTCTCT)n(Simple_repeat),(TTTAAAAATTAACATAA)n(Simple_repeat),(AAAAAAAAG)n(Simple_repeat),(TATATATGTGTGTATATATA)n(Simple_repeat),AluJr4(Alu),(GATGGATGGATGGATGGATGGATGGATGGATGGATAGATAGTTGTGTGGCTGAGTGAGTGGATGGATG)n(Simple_repeat),(TGTGTATATG)n(Simple_repeat),(AAAAAAACAAACA)n(Simple_repeat),(AGGAGAAGAAGAAGGAGG)n(Simple_repeat),L1MC2(L1),L1P2(L1),(CAGCCCCGTCCTCAGGGAGCCCCAGTCTGAGGGAGACGCAGCCCCGTCCTCAGGGAGCCCCAGTCTGAGGGAGATGCAGCCCCATCCTCAGGGAGCCCCAGTCTGAGGGAGACG)n(Simple_repeat),L1M4(L1),(AGGG)n(Simple_repeat),LTR88c(Gypsy?),(AAACAAAAAAACAAA)n(Simple_repeat),(CAAA)n(Simple_repeat),(AAGG)n(Simple_repeat),(TCACTCATTCATTCATTCAT)n(Simple_repeat),L1MA5(L1),(AAAAAAGAAAAAAAAAAAAGAAA)n(Simple_repeat),(GGTCAGAGGGCTGGTGGCAGACCCCGG)n(Simple_repeat),(TGAA)n(Simple_repeat),L1PA5(L1),L1ME2(L1),(ACACATATACATATACAT)n(Simple_repeat),MER63A(hAT-Blackjack),(GAAT)n(Simple_repeat),L2c(L2),(AAAAATAAA)n(Simple_repeat),(TGCAGCATTTGCATT)n(Simple_repeat),(ATTAAATAAATAAAATAATAA)n(Simple_repeat),L1MB7(L1),(ATTTATAATTT)n(Simple_repeat),LTR85a(Gypsy?),L1MD(L1),(GAGGAAATTGAATCATAG)n(Simple_repeat),(TCTCTG)n(Simple_repeat),LTR10F(ERV1),MER53(hAT),(TTTTTTAATTTTAA)n(Simple_repeat),L1MA1(L1),L1M4b(L1),MLT1D(ERVL-MaLR),(CTCTC)n(Simple_repeat),(CCTT)n(Simple_repeat),(AAAACA)n(Simple_repeat),(TGTTATATCTAAGAATGCTTTGCCAAACTCAAGGTCATTG)n(Simple_repeat),(ATATTATACATATATAAC)n(Simple_repeat),(GTCTAGTAATATTTGTTTAG)n(Simple_repeat),(ACACACACACTCATAG)n(Simple_repeat),(CAGGGCTGTGTCTCCCCTCAGACTGGGGCTCCCTGAGT)n(Simple_repeat),(AAAAACAAAAAACTAAAAC)n(Simple_repeat),(AAACAAAAAAACAA)n(Simple_repeat),L1ME3B(L1),(AGAT)n(Simple_repeat),(AATAGATAACCTTATATCT)n(Simple_repeat),(ATATAGGATAT)n(Simple_repeat),(AGTATGTGCATGCT)n(Simple_repeat),(GTTT)n(Simple_repeat),(TTTGCTCTTCAATGTAC)n(Simple_repeat),(TTTCTTCTTTCTTTCTTTCTTTCTTTCTCTTTCTTCCC)n(Simple_repeat),(TCAATATTGAATATAAACTAAACTCAGAA)n(Simple_repeat),(TTTGCCCATTCTT)n(Simple_repeat),(ATATATGTTAT)n(Simple_repeat),(TGTGTGTGTGTGGGGTGTATGTATGTGTGTG)n(Simple_repeat),L1ME3C(L1),MLT1J(ERVL-MaLR),LTR54(ERV1),(ACACAACACACACCACACACACACACACTCACATACAGACACAACCACACCACACTCACACACACATACTCACATACAG)n(Simple_repeat),(AAAAAAAAAAAG)n(Simple_repeat),(CCCCTCCCCGTCGGGACCCC)n(Simple_repeat),(AAGAAGAGGAGGAGGAGAAGGGAAGAAGG)n(Simple_repeat),(AAACAGCCTTAAATCCAAAGTT)n(Simple_repeat),(CACACACACACATTCATATACATCTTCACACACACCCACGCTCACATACACACACACACATTCATATACACATTCACACACATCCATATACGCCTCACA)n(Simple_repeat),(GAAGCAGCAGCAGGTCAA)n(Simple_repeat),(TCTATCTA)n(Simple_repeat),(ATATATACAT)n(Simple_repeat),(ATTTCTAAAAAATGAAATAA)n(Simple_repeat),Tigger15a(TcMar-Tigger),(TGTGAGTGTGTATG)n(Simple_repeat),(AGGAAGGGAGGG)n(Simple_repeat),(TTTTTTTGATAATTAATACA)n(Simple_repeat),(ATAAA)n(Simple_repeat),(ACATATGTTATATATTAACAT)n(Simple_repeat),(GCCCATCCCTTTTTTCG)n(Simple_repeat),(GTGTGTGGGGTGTATGTATGTGT)n(Simple_repeat),(TTAAATAAATAAA)n(Simple_repeat),(TGTGTGTGCATATGTGAGTGTGTATGTGTGTGTA)n(Simple_repeat),(TCCCCTCAGACTGGGGATCCCTGAGGATGGGGCCAAGTC)n(Simple_repeat),Charlie1(hAT-Charlie),AluY(Alu),(GGAAGAAAGGAAGGAAGGAAGGAAGGAGGGAG)n(Simple_repeat),(TGTGTGCATGTGTGTGCTG)n(Simple_repeat),(GTGTATACATGTATGG)n(Simple_repeat),(GAAGGAGAAGAAAGA)n(Simple_repeat),(ATATATGTTATATATAATGGT)n(Simple_repeat),(ATATCTATATATAT)n(Simple_repeat),(GAAAAACCTTGACCCAAACCTCTGCTCCTGAGACAGAAGTG)n(Simple_repeat),(GTGGTGGCAGTG)n(Simple_repeat),(TACACATGTGTGTA)n(Simple_repeat),THE1B(ERVL-MaLR),(GATG)n(Simple_repeat),(TGAATATACAAGAAT)n(Simple_repeat),(TCTATCTATCTA)n(Simple_repeat),(ATTTATAATAAAT)n(Simple_repeat),(CT)n(Simple_repeat),(GTGTATGTGTGGGCGTGTGTGGG)n(Simple_repeat),(AAC)n(Simple_repeat),(AGAAGAAAGTTACCCATCCCCTGCCTCC)n(Simple_repeat),(TATAAAATATTTTATAAAA)n(Simple_repeat),(ATT)n(Simple_repeat),AluSx(Alu),MER31-int(ERV1),(GGGCTGTGTCTCCCCTCAGACTGGGGCTCCCTGAGGACGGGGCTGTGTCTCCCTCAGACTGGGGCTCCCTGAAGAAAGGGCTGTGTCTCCCTCAGACTGGGGCTCCCTGAGACA)n(Simple_repeat),(CATCAGACTGGATGCCCCTTGAGGGTACAGAGAGTGACTCTTC)n(Simple_repeat),(TGTGTGTAGATGTGTGTGATATGTGAGTATATGTATGTA)n(Simple_repeat),(AGGA)n(Simple_repeat),MER5C(hAT-Charlie),(AGGGAGCCCCAGTCTG)n(Simple_repeat),(AAAAAAAAAAAAAAAG)n(Simple_repeat),(ATATATAATAC)n(Simple_repeat),(TTAAATATACTTAGGG)n(Simple_repeat),(ATTCATTCACTC)n(Simple_repeat),Tigger1(TcMar-Tigger),(AGAGGGGAAGTGCTGATTAAGTTTCTAACAGAGGAGAAGGGCTGATTT)n(Simple_repeat),(TTCCTTCCTTCTCTTT)n(Simple_repeat),(TTTTTGTTTTTTG)n(Simple_repeat),HSMAR2(TcMar-Mariner),THE1C(ERVL-MaLR),(CTGGGACCTGGGGTAGGAGGAGACGGTGGGGCCTGGGGTAGGAGGGGACA)n(Simple_repeat),(TGGATGGATGGATGGAAAG)n(Simple_repeat),(TAAA)n(Simple_repeat),(TTTG)n(Simple_repeat),(ACATTCATATACAC)n(Simple_repeat),(CTTT)n(Simple_repeat),(ATGTGTGTGTGTGTGGTGTGTGTGTGGTGTGTATGTGTGTGGTGTGTGTGTGTATGTGT)n(Simple_repeat),(TTTTTCTTTTCCTTTTT)n(Simple_repeat),(CCAT)n(Simple_repeat),(TGA)n(Simple_repeat),(TGCGTGTGTTTGTG)n(Simple_repeat),(ACCACACACACACATACACACTCACATACAGAACAACCACACCAC)n(Simple_repeat),(TTTCTTCTC)n(Simple_repeat),(CCTCTATGGGATTTGGGGGTG)n(Simple_repeat),(TCCTTTCCTCTTCTTTTTC)n(Simple_repeat),(CATCCTAGTTAGATACTCCCATACTCCATGCATCCTACTCCACA)n(Simple_repeat),Kanga1d(TcMar-Tc2),(CCCTTCTTT)n(Simple_repeat),L1MB4(L1),L1PA2(L1),(CTCTGTCTCCCTCTGTCTGTCT)n(Simple_repeat),(TACTCCACGCATCCTAGTTAGATACTCCCATACTCCATGCATCCTAGTTAGCACTCCATACTCCAGCATCC)n(Simple_repeat),(CCTCCTCCCACTT)n(Simple_repeat),(AGGGAGGAAGGGAGAAGGGAAGGAGGGAGGGAGAAAGGG)n(Simple_repeat),(AACCAGATGACCAGTGCATCCACAGTCCCCC)n(Simple_repeat),(CACACACACACACACACACTCACATACAGACACAACCACAC)n(Simple_repeat),(GTGTATACACATGTATGTATACATGTATGG)n(Simple_repeat),(GAAGGAGAAGAAAGAAAAGGA)n(Simple_repeat),AmnSINE1(Deu),(TGTGTAGGTATGTGTGCATATGTGAG)n(Simple_repeat),(AAAAATA)n(Simple_repeat),(AAAATCATTCTAAATTATT)n(Simple_repeat),(CTTC)n(Simple_repeat),(CTGAGGACAGGGCTGTGTCTCCCCTCAGACTGGGGCTCC)n(Simple_repeat),(AAAAAAAAGAAGAAAG)n(Simple_repeat),(AAAAACAAAAAA)n(Simple_repeat),(GTGT)n(Simple_repeat),(GAGATAGGTAGAGGGAGA)n(Simple_repeat),(TTTTATTATTTTA)n(Simple_repeat),LTR49-int(ERV1),(CCTCCATGC)n(Simple_repeat),(TATATATATGTGTATATA)n(Simple_repeat),Charlie23a(hAT-Charlie),(GTCAGTGTTAGTTCTTTTGG)n(Simple_repeat),MER58C(hAT-Charlie),(TATATATACATACACA)n(Simple_repeat),(AT)n(Simple_repeat),LTR33(ERVL),(TGTGTGCATGTGGGTGAGTGTGCTGTGTGTGCATG)n(Simple_repeat),(TTTTTGTATTTTTAGTAGACGGGGTTTCACCACATTAGCCAGGATGGTCTCAATCTCCTGACCTCATGATCCGCCCACCTCAGCCTCCCAAAGTGCTGGGATTACAGGTCTGAGCCACCATGCCCAGACATGCCCAGCTAA)n(Simple_repeat),MIRb(MIR),(GAACCTCTCTTTATTTCT)n(Simple_repeat),(TTAAAAAAAAAA)n(Simple_repeat),(AAAAAAC)n(Simple_repeat),(ATATATATATATCTATATAT)n(Simple_repeat),(ATCT)n(Simple_repeat),(GATGATGAAGAAGAGGAAGAGAAA)n(Simple_repeat),MIR3(MIR),(AGGAAGGAAAGAAGGAAGGAAGGA)n(Simple_repeat),(GGAT)n(Simple_repeat),MER6A(TcMar-Tigger),L1MEg(L1),(ATATATATTTATCAAATATATGTATGT)n(Simple_repeat),(TTTCTTTTCTTTTCCTTCCTTCCTTTCT)n(Simple_repeat),MER82(TcMar-Tigger),(TTGATTATTTGTGGTAA)n(Simple_repeat),(CCAGCAAAAAGACTATGACACATTGAAGGCTCAGATGATA)n(Simple_repeat),L1PB2(L1),(A)n(Simple_repeat),(TTTGCTTTTGATTTGTTTGT)n(Simple_repeat),(GTGTGCATGT)n(Simple_repeat),(TTCCAGTTACTCC)n(Simple_repeat),(CAAAAAAAAAAAAA)n(Simple_repeat),(TGTTTGTGTGTGTA)n(Simple_repeat),MER34-int(ERV1),L1MB3(L1),(TTCTTTCTCTGTTTCCCTCCCTCTTTCTTTCTTCCTTCCTTCTCCTTCTTCCTTCCTTCCTCCCTTTCTTTCTTTCTTTCTCAGACTTCC)n(Simple_repeat),Tigger2a(TcMar-Tigger),(TGTGTGTGTGTATGTA)n(Simple_repeat),Charlie2b(hAT-Charlie),(TGCCTACTGACATCGCAGCCATCATACGACATAG)n(Simple_repeat),(CTCTTCTTTCTTTCTTTATTA)n(Simple_repeat),(TCTT)n(Simple_repeat),(CTCTCCCCTCCCCTCCTCTCCCCTTCCCTCCC)n(Simple_repeat),(AAAGTCAAGATGCCAGATTTAT)n(Simple_repeat),(TTTTATTTAT)n(Simple_repeat),(TCTTC)n(Simple_repeat),(GGCGGCGGCGGCGGCTGC)n(Simple_repeat),(AATTGTTGTGGGTAAA)n(Simple_repeat),(TTTTCTGTTCTAATACTAATATAATTAATATAA)n(Simple_repeat),(CTCCGCCCCCTCCCCCTCC)n(Simple_repeat),MER21A(ERVL),(TCCCACACTGCACACACACAAACG)n(Simple_repeat),(GGGGGAAGGAGGTGGGGAGAAAAAGGGGGAGACAGAGTGAC)n(Simple_repeat),(ATATATATACACACATACACACAC)n(Simple_repeat),MLT1A-int(ERVL-MaLR),(CTGAGGACAGGGCTGTGTCTCCCCTCAGACTGGGGCTCCCTGAGGAAGGGGCTGTTCTCCCTCAGACTGGGACTCCCTGAAGATGGGGCTGTGTCTCCCTCAGACTGGGGCTCCCTGAGGACAGGCTGTGTCTCCCCTCAGACTGGGGCTCC)n(Simple_repeat),(CAGGGCAGCT)n(Simple_repeat),MER65D(ERV1),(GTGTGTGTGC)n(Simple_repeat),L1MA6(L1),L1MEd(L1),(CAACCACACCACACTCACACACACACACACACACTCACATACAGACA)n(Simple_repeat),(CTCATTTCCTTC)n(Simple_repeat),Kanga1a(TcMar-Tc2),(TCAGAAAAGGCTTTT)n(Simple_repeat),(CAACAACAAAAA)n(Simple_repeat),(TATATATGTACATATATACG)n(Simple_repeat),(TACTCCACACATCCTAGTTAGA)n(Simple_repeat),(AAAAATTAGCCGGGCGTGGTGGCACGTGCCTGTAATCCCAACTACTCAGGAGGCTGAGGCAGGAGAATTGCTTGAACCAGGAGGCAGAGGTTGCAGCGAGCCAAGATCGCGCCACTGCACTCCAGCCTGGCAACAGAGCAAGAATCCATCTAAAAAAAAA)n(Simple_repeat),(TA)n(Simple_repeat),L1MA9(L1),(CTCTCCTCTCCCCTC)n(Simple_repeat),MLT1A0(ERVL-MaLR),(TTTCTTTTCTTTCTTTTCTTTTCTCTTTCTGTCTTTCTTTCTTTCTT)n(Simple_repeat),(TATTATATA)n(Simple_repeat),(AGAGAGAGAGAGAGATAGAGGA)n(Simple_repeat),(AAACAAAAACAAAAAG)n(Simple_repeat),LTR88a(Gypsy?),(AAAAAGAAAAAAA)n(Simple_repeat),(ACAGAAAGAGAGTTATG)n(Simple_repeat),(AATA)n(Simple_repeat),MLT1G1(ERVL-MaLR),(AGAGAGGTAGAGACAG)n(Simple_repeat),(TGTGTTTAACAAGTAATATTAATAAGAAAAATAAAGT)n(Simple_repeat),(ATATATATTATATATAAAGTATATATTATATATATTATATATTATATA)n(Simple_repeat),L1MEf(L1),(ACACACACACACACACAAACAC)n(Simple_repeat),(ATACACATCACACACATCCAT)n(Simple_repeat),MLT1E1A(ERVL-MaLR),(CCCCTCCCCGTCGGGACC)n(Simple_repeat),(CTGCACCCACTGTC)n(Simple_repeat),(ACAA)n(Simple_repeat),(TATCTTTTTTCTTCTCCT)n(Simple_repeat),(TGGGGCTCCCTGAGGATGGGGCTGTGTCTCCCCTAAGACTGGGGCTCCCCAAGGACAGGGCTGTGTCTCCCCTCAGGCTGGGGCTCCCTGAGGATGGGGCTGTGTCTCCCTGCAGAT)n(Simple_repeat),(TATCTACCACCTCTTTTTAA)n(Simple_repeat),(TTATATATAAACTTATACTATATTATATAAATATATATATATATATAATATATAATAC)n(Simple_repeat),(TAAATAAATAAAA)n(Simple_repeat),Zaphod(hAT-Tip100),(TTTTTTTC)n(Simple_repeat),(GT)n(Simple_repeat),(GTGTGT)n(Simple_repeat),(TACAGTTTTGGGGAGAAAAAGTTTTTGGTCATATAAAATCTTTGGTCAT)n(Simple_repeat),L1PA4(L1),(ATTT)n(Simple_repeat),(AAAT)n(Simple_repeat),(TATATAACA)n(Simple_repeat),(CACATTCACACACATCCATAGA)n(Simple_repeat),(GAAGAGACTGGCTCAAGAGGT)n(Simple_repeat),(TTTTCTTTTCTT)n(Simple_repeat),(ACATATATACACACACAC)n(Simple_repeat),(TTATTTTTATTTAT)n(Simple_repeat),MER5A1(hAT-Charlie),(AAGAAAAAAACAAACAACCCCATCAAAAAGTGGGCAAAGGACATAAACAGACACTTCTCAAAAGAAGACATTTATGCAGCCAAAAAACACATGAAAAAATGCTCACCATCACTGGCCATCAGAGAAATGCAAATCAAAACCACAATGAGATACCATCTCACACCAGTTAGAATGGCAATCATTAAAAAGTCAGGAAACAACAGGTGCTGGAGAGGATGGGGAGAAATAGGAACACTTTAACACTGCTGGTGGGACTGTAAACTAATTCAACCATTGTGGAAGTCAGTGTGGCAATTCCTCAAGGATCTAGAACTAGAAATACCATTTGACCCAGCCATCCCATTACTGGGTATATACCCAAAGGACTATAAATCATGCTGCTATAAAGACACATACACACATATGTTTATTGCGGCACTATTCACAATAGCAAAGACTTGGAACCAACCCAAATGTCCAACAATGATAGACTGGATTAAGAAAATATGGCACATATACACCACGGAAAACTATGCAGCCATAAAAAAGGAAGAGTTCATGTCCTTTGTAGGGACATGGATGAAACTGGAAACCATCATTCTCAGCAAACTATCACAAGGACAAAAAACAAAACACCACATGTTCTCACTCATAGGTGGGAATTGAACAACGAGAACACTTGGACACAGGAAGGGGAACATCACACACCGGGGCCTGTTGTGGGTTGGGGGGAGGGGGGAGGGAAAGCATTAGGAGATATACCTAATGCAAATGACAAGTTAATGGGTGCAGCACACCAACATGGCACATGTATACATATGTAACAAACCTGCACATTGTGCACATGTACCCTAGAACTTAAAGTGTAATTAAAAAAAAAA)n(Simple_repeat),(TCTCCTAAATCTGTTTTAGCTGAATAA)n(Simple_repeat),(AATATTAGAACAAT)n(Simple_repeat),(GAGCAGTATCAAGAAAAAG)n(Simple_repeat),(CCTCCTCTTCCT)n(Simple_repeat),(GCCTGTAATCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATCACTTAAACCCAGGAGGCAGAGGTTGCAATGAGCTAAGATCACACCACTGCACTCCAGCCAGAGCAACAGAGCAAGACCCTTTCTCAAAAAAAAAAAAACAAAAAATTTAGCCAGGCGTACTGGTGCAT)n(Simple_repeat),(GAGACCCAGGAGGACAGGCATCCTAGAAATGAGGGAAGTCAACATGGG)n(Simple_repeat),L1ME2z(L1),MER112(hAT-Charlie),(TTCC)n(Simple_repeat),L1MCa(L1),(CAAAAAAAGAAAAAAA)n(Simple_repeat),L1MC4a(L1),(AGCCAGATGTGATGGTGCATGCCTATA)n(Simple_repeat),AluJb(Alu),Tigger4a(TcMar-Tigger),(AGAAGG)n(Simple_repeat),(CTCCTTCTTCCTT)n(Simple_repeat),MLT1C(ERVL-MaLR),(TTCTGTGCAACAGAGAAAAATC)n(Simple_repeat),(TTTTCTTTTGGTGTTTTT)n(Simple_repeat),(TTGTTTTTGTTTGTTTGTTTTGTT)n(Simple_repeat),(AGAGAGATGATGGACAGGATTGC)n(Simple_repeat),(TGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCAGGCAGATACGAGGTCAAGAGATCAAGACCATCCTGGCCAACACAGTGAAACCCTGTCTCTACTAAAAACACAAAAAATTAGCTGGGCGTGGTGGCAGGCACCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATCACGTGAACCCGGGAGGCAAAGCTTGAAGTGAGCCAAGATCACGCCACTGCACTCCAGCCTGGGCGACACAGCGAGACTCCATCTCAAAAAAAAAAAAAAAAGATTTTTGTTTGCAGCCGGGCATGA)n(Simple_repeat),(AAAAAAAAAAAAAAGAAAAAAAA)n(Simple_repeat),L1MC1(L1),(TTTTC)n(Simple_repeat),(TTG)n(Simple_repeat),L1MCc(L1),(TGAACTGAACAATTAAT)n(Simple_repeat),(TTTTCTTTTT)n(Simple_repeat),(TATACACACTCACACACATTCA)n(Simple_repeat),(CCCATCCTCAGAGAGCCCCAGTCTGAGGGGAGACACAGC)n(Simple_repeat),(ACCACACACACACACACACCCAACCAC)n(Simple_repeat),(TTCCATAATACTTA)n(Simple_repeat),(AAAAAAGAAAA)n(Simple_repeat),(CAGGTGGGAGCTGG)n(Simple_repeat),L1MD2(L1),(AAAAAAAT)n(Simple_repeat),MamRep38(hAT),(TAAAACTCCATAGCACCAGGGATTAGGTCA)n(Simple_repeat),(TTTTTGTTTTGTTTT)n(Simple_repeat),(CAGGGCTGTGTCTCCCTCAGACTGGGGCTCCCTGAGTCAGAGCTGCGTCTCCCCTCAGACTGGGGCACCCTGAGGACTGGGCTGTGTCTCCCCTCAGACTGGGGCTCCCTGAGTCAGGGCTGTCTCCCCCTCAGACTGGGGCTCCCTGAGT)n(Simple_repeat),(TTTTTTTTG)n(Simple_repeat),(TTTTTTTTTTTTTTTTGAGACAAAGTCTCACTCTTGTCCCCCAGGCTGGAGTGCAATGGTGCAATCTCGGCTCACTGCAACCTCTGCCTCCCAGGTTCAAGCAATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGATTACAGGTGCCCGCCACCAAGCCCGCCTAATTTTTGTATTTGTAGTAGAGACAGGGTTTCACCATGTTGGCCAGGCTGCTCTCGAACTCCTGACCTCAGGTGATCCACCCGCCTCGGCCTCCCAAAATGCTAGGATTACAGGCATGAGCCACTGCGCCTGGCCGCTTTTAGCTTGCTTTCAATTCAAAATATTTTCTTTCA)n(Simple_repeat),(AG)n(Simple_repeat),L1PBa(L1),(GCAGGAGGGCTAT)n(Simple_repeat),(TCTCCTTTCCTTTCTTTTTCTTTCT)n(Simple_repeat),(ATTAACTTCTTTACAC)n(Simple_repeat),(TTTTTTTTGTTGT)n(Simple_repeat),(AATAAATAAAATCTATTA)n(Simple_repeat),MER5A(hAT-Charlie),(ATTTTATAAAAT)n(Simple_repeat),MLT1L(ERVL-MaLR),MER103C(hAT-Charlie),MLT1F2(ERVL-MaLR),(ACCCTCTTGTTAGGGGCTCATGAGGCTGATGACTT)n(Simple_repeat),(AGGAGGAGGAGGAGA)n(Simple_repeat),L1ME1(L1),(TCCACCCTAACTCATTCCAATCACCTGC)n(Simple_repeat),Tigger3b(TcMar-Tigger),L1M3de(L1),(TGTAGTAGTATAAACAATTTAGTAACAGTAGTACAGT)n(Simple_repeat),(AAGGAGGG)n(Simple_repeat),(TGTGTGGTGTGTCTGTGTGTGTGGTGTCTGTGTG)n(Simple_repeat),(ATATGTATATATATATAAACTTATAC)n(Simple_repeat),MIR(MIR),(CAGCCCCGTCCTCAGGGAGCCCCAGTCTGAGGGAGACG)n(Simple_repeat),(CTCC)n(Simple_repeat),LTR75B(ERVL),(ATGTGTGTGTAGGTGTGTGTGCATATGTGAGTGTGTATGAGTGATGC)n(Simple_repeat),MLT1E3(ERVL-MaLR),(GAACAAACAGGGAGCAGA)n(Simple_repeat),(ATGGATTGAAGTTCCCAGCTTGCCA)n(Simple_repeat),(TCTCTCCTGGGCTCA)n(Simple_repeat),(ATTTATACTACTATACCAAATACCTTG)n(Simple_repeat),(AAATA)n(Simple_repeat),(TTTCATAATAAACTTTAAAAGTAAAATGA)n(Simple_repeat),(CACACAGAAAACAAAAACCATAACTATTCAACAAAACTAAATGTTAGATAACTAAGAAGAATGTGTA)n(Simple_repeat),(TAACAAAAATAGAGAAAAGACACAAATCACAAACACCAGGAATGAAAAAC)n(Simple_repeat),(GAGGAAAGGAAGGAAGGAGGGAGGGAGG)n(Simple_repeat),(TATTATA)n(Simple_repeat),(TATCTAAGAAATAACCTTATATC)n(Simple_repeat),(ATATTGTGTCCCATCATGAAT)n(Simple_repeat),(ATTTATTAAATATAT)n(Simple_repeat),(ATACATATATAT)n(Simple_repeat),(GACAGTGGGTGCAG)n(Simple_repeat),L1M5(L1),Charlie1a(hAT-Charlie),L1MB5(L1),LTR56(ERV1),(ATACATACATACATACTACATAC)n(Simple_repeat),(TTGTTTTTTTTTGT)n(Simple_repeat),L1MEe(L1),(GAAGAAGGAA)n(Simple_repeat),L1MEc(L1),(AAAAAAAAAGAAAG)n(Simple_repeat),(ATATTAAATATAC)n(Simple_repeat),(TGTGTCTCCCCTCAGACTGGGGCTCCCTGAGGATGGGGC)n(Simple_repeat),(AAAAGAAAGAAAGAAAAAG)n(Simple_repeat),(CCCCCGGCCCCGGCCC)n(Simple_repeat),(AGGAGGGAAGGAGGGAGGAAGGG)n(Simple_repeat),L1MA7(L1),MER5B(hAT-Charlie),(TGTGTATGTGTG)n(Simple_repeat),L1PB3(L1),(ACACATTCACAT)n(Simple_repeat),MER3(hAT-Charlie),(AGCCCTGGGAGGGA)n(Simple_repeat),(TTTTTTTTTTTTCTTTTTTGAGACAGAGTCTCACTGTGTCGCCCAGGCTGGAGTGCAATGGCATGATCTCAGCTCACGGCAACCTCTGCCGCCAGAGTTCAAGCAATCTTCCTGCCTCAGCCTCCCAAGTAGCGGGGACTACAGGCAGCGCCACCACGCCCAGCTAATTTTTAGTAGAGACAAGGTTTTCACCATGGTGGCCAGGCTGGTTGTGAACTACTGACCTCGGTGATCCACCCACCTCGGCCTCCCAAAGTGCTGGAATTACAGGCATGAGCCACCGCGCCCAGCCCCCTTT)n(Simple_repeat),(AGCATATAATATATAAAATTA)n(Simple_repeat),(AATTATCTAGGCCTAACTGGTTAAGTGGAGAATTCAA)n(Simple_repeat),(GTGCATGTGTGTGCATGC)n(Simple_repeat),(TTATATATATACACATATAAAGATAAATATATAAA)n(Simple_repeat),(CACACTCATATACATCTTCACA)n(Simple_repeat),(ATTTATTTTACAAATGT)n(Simple_repeat),(AGAGAGGAGGGGGAGAA)n(Simple_repeat),(GGGCACAGAGGGTTGAGGTTGAAAGGGATGAAGAT)n(Simple_repeat),(AAGGAGGAAGGAAAAA)n(Simple_repeat),(TCTCGCCTCCTCTCTCCCCTCCCTCCCCTTTCTCTCTCCTG)n(Simple_repeat),(CTGATTAAGTAACAGAGGGGAAGGA)n(Simple_repeat),(AGGAGGAGAGAGAGAGAGAGAGAAGAGAGGAAGGTGGGGGGAAAGAGAGAGAGACAGAAAAAGA)n(Simple_repeat),(AGTTAGATACTCCCATACTCCATGCATCCT)n(Simple_repeat),L1PB1(L1),(TCAACACTGTATTCAATACAGTAT)n(Simple_repeat),(TTTCT)n(Simple_repeat),(GCG)n(Simple_repeat),(TATTTTATATATATAAAATATAAATATTC)n(Simple_repeat),(TTTTATTTTATT)n(Simple_repeat),MamRep605(Unknown),(TCCTTCCC)n(Simple_repeat),(TCTCTCTCTCTCTCCCTCCCTCCCTCCC)n(Simple_repeat),(TGGGTCAGGTGACTGTCA)n(Simple_repeat),LTR37B(ERV1),(GCTGAGAAGACCACTGTTAGTGTGATGCA)n(Simple_repeat),(CAGGCTGTCCACACTCG)n(Simple_repeat),(TGTGTGTGTATGTGTGTGTGTGTGTGTATATGTGTGTGTATGTGTATGTGTGTGTGTG)n(Simple_repeat),(CTCAGGGGGGTCCCAGTCTGAGGCGAGATGCAGCCTTT)n(Simple_repeat),(TTTTA)n(Simple_repeat),(CCCCACATTATGAA)n(Simple_repeat),MER9a3(ERVK),(CTTTGTGTTTATAAAA)n(Simple_repeat),(TTAATATGTTATATATTATATATTAAACATATTTAATATGTTATATATTATATATTAAACATATTTAATATGTTATATATTATATATTAAACATTTAATATGTTATATATTATATATTAAACATAT)n(Simple_repeat),(AAAAT)n(Simple_repeat),(ACAGAGATGGTTCCAGAAAGCTGAC)n(Simple_repeat),L1PB4(L1),(GCTTGCAGAAGGTGGAGGCCTG)n(Simple_repeat),(AACACTGAGGAAAGAAATGGAAGACACAATTAAATGGAAAGATATCCTAACTTTATGGATTGAAAGAATATTGTTAAAACCAGGCACAGCGGCTCATGCCTGCATG)n(Simple_repeat),(CTGAGGGGAGACACAGCCCTGTACTCAGGGACCCCCAGT)n(Simple_repeat),(AGAGACAGAGAGGT)n(Simple_repeat),MER97c(hAT-Tip100),(CACACACACATACACACACAGACACACCACACCACACACACACACACACACTCACATACAGACACAACCACACCACACA)n(Simple_repeat),(GCAGCCCACAGCCCGCATCCC)n(Simple_repeat),(GCGTGTGTGTGTGT)n(Simple_repeat),(GGAAGTAAAAGGATGGTAACTACCATCT)n(Simple_repeat),(TTATGTGTCTTATAA)n(Simple_repeat),MLT1H(ERVL-MaLR),MER33(hAT-Charlie),(TGAGCCTGGGATTTGACA)n(Simple_repeat),MER39(ERV1),MamRep1879(hAT?),(GGTCAGAGGGCTGGTGGCAGACCCCGGGGTCAGAGGGCTGGTGGCAGACCCCGGGGTCAGAGGGCTGGTGGCAGACCCCGTGGTCAGAAGGCTGGTGGCAGATCCTGG)n(Simple_repeat),(GGGCCTGGAACAGACTT)n(Simple_repeat),(TCAT)n(Simple_repeat),(GGGACTAAGAATTTGCATT)n(Simple_repeat),(AAAAAC)n(Simple_repeat),(AAGATGATGGTGGTGATGATA)n(Simple_repeat),MARNA(TcMar-Mariner),(TCAGATATTAGTATCAAAGA)n(Simple_repeat),(TGTGTGTATATGTGACTGTGTATGCTAGTGTATGTATGTGGGTGTGTAGGTGTGTGTGCATATGTGAGTGTGTATGTGTGTGTGCATGTGTGTGCAGG)n(Simple_repeat),MSTB(ERVL-MaLR),(AAAACAAAACAAAACA)n(Simple_repeat),(CTGGTGGCAGAGC)n(Simple_repeat),(AAAAAAGAAAAAAA)n(Simple_repeat),(TTTTATT)n(Simple_repeat),(AAT)n(Simple_repeat),L1ME3A(L1),L1PA7(L1),(TTTTTC)n(Simple_repeat),(TTCAAATATGTTTAAATTCCTT)n(Simple_repeat),(CTCTATAGATAGCAAC)n(Simple_repeat),(TCCAGGGGTGTCACAGTGAGGACAGGCAGAGGCCGTGGCAGGGTGGGAGAGGG)n(Simple_repeat),MSTD(ERVL-MaLR),L2b(L2),(TATC)n(Simple_repeat),(TCTTTCCTTCTTACTCTTTCTTCTT)n(Simple_repeat)

	chr8
	Name=(TCTC)n(Simple_repeat),(TTTTTTTAT)n(Simple_repeat),MLT1F2-int(ERVL-MaLR),CR1_Mam(CR1),L1M2(L1),(ATATATTACACTCAAAGTACACAAAT)n(Simple_repeat),MER47B(TcMar-Tigger),(TTTGTT)n(Simple_repeat),(AGAAGAAGAAGAGGA)n(Simple_repeat),(CAGAGATTAGAAAAG)n(Simple_repeat),(TTTTCTTTTCTTT)n(Simple_repeat),AluSz(Alu),(CCCCCTCCCCTCTGCA)n(Simple_repeat),HAL1(L1),MER102b(hAT-Charlie),(TGTTTAAATATATAAAATAA)n(Simple_repeat),(AGAA)n(Simple_repeat),(GATATA)n(Simple_repeat),(ATATTATTAATCATAT)n(Simple_repeat),(TAAATAAATAAATAAG)n(Simple_repeat),(TTTTCTCCTTCTT)n(Simple_repeat),THE1A(ERVL-MaLR),MER113A(hAT-Charlie),(GATTAGATCATGTATAAAT)n(Simple_repeat),L1PA16(L1),(AATAAAAATAA)n(Simple_repeat),(GCTCCCAAGATGGTGGTCGGCC)n(Simple_repeat),(GGAGAGGGAGGGGGAGGAGGGGGAGG)n(Simple_repeat),(CCCCCACCCCACAACAGG)n(Simple_repeat),(TTTTGTTTTGTTT)n(Simple_repeat),LTR90A(LTR),(GAT)n(Simple_repeat),(GAGGA)n(Simple_repeat),(AAAAAAAACAAACAAAACAAAAACC)n(Simple_repeat),MER58B(hAT-Charlie),(GATTACCTGCTCCACCCTGACTCATTCT)n(Simple_repeat),(AAAAATAA)n(Simple_repeat),(AGTTTGTATTAAGGTCCACTCTTGGTGATATATATACTCTA)n(Simple_repeat),(AAAAATAAAAATA)n(Simple_repeat),(CACTAATCCCATCATGGGGCCCTACC)n(Simple_repeat),(GGCTGGGAACTATC)n(Simple_repeat),(TCTG)n(Simple_repeat),(CATTTCAGAAGTTTAGTAAAAAT)n(Simple_repeat),L1M3(L1),(GA)n(Simple_repeat),(AAGAAGAAGAAGAAG)n(Simple_repeat),(GCTGATTGGTCCATTTCACAGAGA)n(Simple_repeat),(AGCAATATAGTC)n(Simple_repeat),(AAGA)n(Simple_repeat),(ATTGTTATTTTTTA)n(Simple_repeat),(ATTTATAATATGAAT)n(Simple_repeat),(TAGTAGCAGCAGCAG)n(Simple_repeat),(TCTTGGAGTTAATAACTG)n(Simple_repeat),(AGAAGAAGAAGGAGAAGG)n(Simple_repeat),(AAAAGCAAGGGAGA)n(Simple_repeat),(ATATATAAATATATTTATATATTTA)n(Simple_repeat),(TTTTTTTTTTTTTTTTTGAGATGGAGTCTCACTGTGTCGCCCAGGCTGGAGTGCAGTGGCACAATCTCGGCTCACTGCAACCTCTGCCTCCCGGGTTCAAGCAATTCTCCTGCCTCAGCCTACCAAGTAGCTGGGACTACAGGTGCACACCACCACACCCAGCTAAATTTTGTATTCTTAGTACAGACGGGGTTTCGCCATGTTGGCCAGGCTGGCCTCGAACTCCTGACCTCAGCCGATCCGCCCGCCTCGGCCTCTCAAAGTGCTAGGATTACAGGTATATGCCACTGCACCCTGCCA)n(Simple_repeat),(AGCAATATTTACTGTTG)n(Simple_repeat),(ATACATGTCATATATGACATAGTAT)n(Simple_repeat),(AAAATTTATTGGATCTAT)n(Simple_repeat),MLT1I(ERVL-MaLR),(AAAAGAAATAA)n(Simple_repeat),(AAAGAAAAAAAAA)n(Simple_repeat),(TAACACAATCTGTCCATAG)n(Simple_repeat),(CTTCTTCTTCTTCCC)n(Simple_repeat),(GCCTCTGCCCGGCCCCACCCCGTCTGGGAAGTGAGGAGCGTCTCTGCCCGGCCACCCATCGTCTGAGATGTGAGGAGCCCCTCTGCCCGGCCGCCCAGTCTGGGAAGTGAGGAGC)n(Simple_repeat),(AGAAATTTAATTTAGTAT)n(Simple_repeat),THE1D(ERVL-MaLR),(TTTTATAAGGATCCA)n(Simple_repeat),(GCTTGTATTTTGACATGT)n(Simple_repeat),(GAGGG)n(Simple_repeat),(AAAAACATTTCATGTTCATGAAGTGGAAAAATCAACATCATTAAAAATA)n(Simple_repeat),(AAG)n(Simple_repeat),(TGTGTTATATATAACATATATA)n(Simple_repeat),MSTB2(ERVL-MaLR),(GAGAGTGTGTGTGTGTGAGAGAGAGAGAGAGAGAGTGTGTGTGT)n(Simple_repeat),(ATATATATTTATATATAAATATATAAATGTAT)n(Simple_repeat),(CAACCTCCCAGGCTCAAGC)n(Simple_repeat),(TTTAGCACAATATCAGTA)n(Simple_repeat),(CAAAAAAAAC)n(Simple_repeat),MLT1N2(ERVL-MaLR),(ATTTTGTTTT)n(Simple_repeat),(ATAGATATAGATACAGATATAG)n(Simple_repeat),(AAATATCTATTTGTA)n(Simple_repeat),(TGTTTTTTGTGGGTGTTTTTTT)n(Simple_repeat),(ATACACACATATATACACACAA)n(Simple_repeat),(CATTTAATAAATATTAATT)n(Simple_repeat),(ATATATATCCCTTTATATATATATGTTTATAATATATATCCCTTTATATATGTTTATA)n(Simple_repeat),LOR1a(ERV1),(AAATATCTATTTGT)n(Simple_repeat),(TTTTTTCTTTTTTTATT)n(Simple_repeat),(TCCT)n(Simple_repeat),(TTGACAAAATTCAACACCCTTTCATGCTAAAAACACTCAATAAACTAGGCA)n(Simple_repeat),(CTGCAACCACCACCTCA)n(Simple_repeat),(CAAAAAAAAAAA)n(Simple_repeat),(TCTTGATTCTACTTTT)n(Simple_repeat),MLT2F(ERVL),(AAACGACCAATCAGCACCCTATA)n(Simple_repeat),(GGGGCTCCTCACTTCCCAGAC)n(Simple_repeat),MLT1F1(ERVL-MaLR),(TCCCAGACGGGGCGGCGGCCGGGCAGAGGAGCTCCTCACTTCCCAGACGGGGCGGCCGGGCAGAGGCGCTCCCCACCTCCCAGACGGGGTGGCGGCCGGGCAGAGACGCTCCTCACT)n(Simple_repeat),(TTTTAGTTATTTT)n(Simple_repeat),L3(CR1),LTR8A(ERV1),(ATATAGGTATAGGTAGTAG)n(Simple_repeat),L1PA6(L1),(TTTTTTTATTTTGAGACAGAGTCTCACTCCATCGCCCAGGCTGGAGTGCAGTGGCGCGATCTCGGCTCACCACAAGCTCCGCCTCCTGGGTTCAAAGCATTCTCCTGCCTCAGCCTCCCGAGCAGCTGGGACTACAAGCGCATGCCATCACACGTGGCTCATTTTTGTATTTTT)n(Simple_repeat),(AATATTTAAAAT)n(Simple_repeat),(ATATAATATATATATGTAATATACA)n(Simple_repeat),ERV3-16A3_I-int(ERVL),(TTTTG)n(Simple_repeat),(TTTTGTTTTGTG)n(Simple_repeat),(ATATATAAATATATATATTTATGTAATATAAAAATATATTTATATATTTA)n(Simple_repeat),(GTTTTTTTTGGTTTT)n(Simple_repeat),MER58A(hAT-Charlie),(AATATATTAAATATAATATATTT)n(Simple_repeat),MLT1H2(ERVL-MaLR),(ATAATTATATTAAAGATAATAAAC)n(Simple_repeat),(TATATATATATATATT)n(Simple_repeat),(ATATAG)n(Simple_repeat),(CTTTTTTTTT)n(Simple_repeat),MER20B(hAT-Charlie),L2a(L2),(CTTCTAGCTCATTCTTTCCCTTGTCAAGTGGACACACCAGCAAAGGACCTGTTGCGTCCCTTTGTGGCTTAGTGTGAAGTGATAGGCAGCATAGTGATACTTCAGTTGGCATTGCTTGGCATCTTTTCTTGCCTCAATTTC)n(Simple_repeat),(GGGGAG)n(Simple_repeat),(AAAAAAATAAAAAATAA)n(Simple_repeat),(TTTTTTTATTTTTTA)n(Simple_repeat),L1MA10(L1),(TACATACCTACATAAGTACGCATGTATGTACTTA)n(Simple_repeat),(GAAGAAGGA)n(Simple_repeat),(TACTCTGATGATGTTAGGAT)n(Simple_repeat),(TGTAGCTCCCTGAATGTGCCATGTTTCCAGGGGCATGGGAAGGGTAAACAGTCCTGGGGACCT)n(Simple_repeat),MLT1G3(ERVL-MaLR),L1MC3(L1),(TATAGATACATATATATGGATATATATATATACATATA)n(Simple_repeat),MER66B(ERV1),(AATG)n(Simple_repeat),(TAGAG)n(Simple_repeat),ERVL-E-int(ERVL),(TTTTTATTTTTTATT)n(Simple_repeat),(TTGTTTGTTTGC)n(Simple_repeat),(CCTCCCTCCCGGACGGGGCGGCTGGCCGGGCAGGGGGCTGACCCCCCCCA)n(Simple_repeat),LTR67B(ERVL),LTR79(ERVL),(TTTTTG)n(Simple_repeat),(GGGAAGGGGTCACAGGC)n(Simple_repeat),MER41B(ERV1),L1MB8(L1),MLT1F-int(ERVL-MaLR),(ATATATATCT)n(Simple_repeat),(ATATATATATACAC)n(Simple_repeat),(CTAGGAATATAG)n(Simple_repeat),AluSx1(Alu),(ATAAAA)n(Simple_repeat),Tigger2(TcMar-Tigger),(AAAAAAAAGAAAG)n(Simple_repeat),LTR40b(ERVL),(T)n(Simple_repeat),(GCCATATAGTTTAT)n(Simple_repeat),(TTAAAAAAAAGTTAAAAA)n(Simple_repeat),(TAT)n(Simple_repeat),(AACTAACATTTTTTCAATGTGGTT)n(Simple_repeat),(AGAAGA)n(Simple_repeat),(CTCTGCCCGGCAGCCGCCCCGTCTGGGAAGTGAGGAGCGT)n(Simple_repeat),(AGG)n(Simple_repeat),(AAAGAAAACATTATATATAATA)n(Simple_repeat),(AAAAAAAAAAG)n(Simple_repeat),(TTTTATAATATAAATTGATATTATAAA)n(Simple_repeat),MER21-int(ERVL),(GCTGCAAACACAAATGTT)n(Simple_repeat),(AATAC)n(Simple_repeat),Charlie5(hAT-Charlie),MSTD-int(ERVL-MaLR),(TATATATATTTATATATTTATATATAAATGTTTATATATATTTATATATAAATATATAAACATATATATATATATATATATTTATATATAAATGTT)n(Simple_repeat),(ATATAAAAATATATAT)n(Simple_repeat),(ATTATTTTTATTTT)n(Simple_repeat),(TTTATAGGGTTACTCTG)n(Simple_repeat),(TGTGTGTATATA)n(Simple_repeat),(TAGCCCTATTTTTAATTTTT)n(Simple_repeat),(CTCCCTCTCCCGCTCCCG)n(Simple_repeat),(AAAAAAAAAAAAAAAAG)n(Simple_repeat),(TTTCTGTTTCCACATTTTTCC)n(Simple_repeat),(TTTA)n(Simple_repeat),(TGATGAGAGGGTGGGCGTGGTGATGAGGGGTAGTCTGTAA)n(Simple_repeat),(TTTCTTTTTT)n(Simple_repeat),(TTTCTTTTCTTTCTTCTTATTTTTTG)n(Simple_repeat),(CCTGATATCTCTAACTGGAC)n(Simple_repeat),L1PA15(L1),L1MB2(L1),MER90a(ERV1),(AAAATAAAATAA)n(Simple_repeat),(TGT)n(Simple_repeat),L1MA2(L1),L1MC4(L1),(CTGTTTTGGTACCAGTACCATG)n(Simple_repeat),Charlie7(hAT-Charlie),(ATATGTCAT)n(Simple_repeat),HERVH-int(ERV1),(TTTTATTAAATAAT)n(Simple_repeat),(AATTTCCTGATAAAGTA)n(Simple_repeat),(TGGCTCACACATGTAATCCCAGCACTTTGCGAAACCGAGGCGGACAGATCACCTGAGGTCAGGAGTTCAGCACCAGCCTGACCAACATGGTGAAACCCTGTCTCTACTAAAAATACAAAAATTAGCCGGACATGGTGGCACACGCCTGTAATCCCAGCTACTCAGGAAGCTGAGGCAGGAGAATCACTTAAACACCAGGAGACGGAGGTTGCAGTGAGCTGAGATCGCACCACTGCACTCCAGCCTAGGCAACAAAAGCGAAACTCCATCTCAAAAAAAAAAAAAAATTATTTAATGAGAACATAGGCCAGGCATGG)n(Simple_repeat),MER4D1(ERV1),(CCCCAATCCCTTATTTCTGTG)n(Simple_repeat),(TTTTATTTTTA)n(Simple_repeat),(GTGGAGGTTGCAGTGAGCCAAGACT)n(Simple_repeat),(TATATATATACACACACACACACACATACATACATACATATATACATACACACACACACGTG)n(Simple_repeat),(AGAAAGAAAGAAAGAG)n(Simple_repeat),(TATATGTCAGACATGTCA)n(Simple_repeat),(CAAAAACAAAAAAAAAAACCA)n(Simple_repeat),FLAM_C(Alu),MER117(hAT-Charlie),(TTTTCCTTTTTTTT)n(Simple_repeat),Tigger13a(TcMar-Tigger),(TTTGTTTTTTG)n(Simple_repeat),MIRc(MIR),(ATATTATATATACATAT)n(Simple_repeat),(CCTCCCTCCCTT)n(Simple_repeat),(GGCCGGGCAGAGGAGCCCCTCACCTCCCAGATGGGGC)n(Simple_repeat),Tigger8(TcMar-Tigger),(CCTGTAATCCCAGCACTTTGGGAGGCCAAGGCAGGCAGATCACGAGGTCAGAAGTTCAAGACCAGCCTGACCAACATAGAGAAACCCCATCTCTACTAAATACAAAAAAATTAGCCGTGCATGGTGGCACATGCCTGTAATCCCAGCTACTCAGAAGGCTGAGGCAAGGAGAATCACTTGAACCTGAGAGGCAGACGTTACAGTGAGCCAAGATTGACCACTGCACTCCAGCCCCAGCAACACAGCAAAACTCCAACTCAAAAAAAAAATTGGGCCAGGCGCGGTGGCTCATG)n(Simple_repeat),(AAAACAAAAACAAAAAA)n(Simple_repeat),(TTTTTCTTGCTTTTGTA)n(Simple_repeat),(CAGATAAATATTTAGCATTTGG)n(Simple_repeat),(AAAAAAACAAAAAAC)n(Simple_repeat),(ACAGAGTGCTGATTGGTACATTTTT)n(Simple_repeat),(AAAGAAAGAAAGAA)n(Simple_repeat),(TGTAATAAAACAGTATATTAAACATACATAC)n(Simple_repeat),L1MA4(L1),L1ME4a(L1),(TTTC)n(Simple_repeat),L1M3b(L1),(CCTTCCTTCCCTCCCTCCCG)n(Simple_repeat),L1ME3E(L1),LTR8(ERV1),(TGTT)n(Simple_repeat),(GGGAGGACTGCTTGAGCCC)n(Simple_repeat),(AC)n(Simple_repeat),(AAAAC)n(Simple_repeat),(AAAGAAAAA)n(Simple_repeat),(CTTTCTTTTCTTTT)n(Simple_repeat),(TC)n(Simple_repeat),Charlie10(hAT-Charlie),MER21C(ERVL),(GCCGGGCAGAGGCGCTCCTCACTTCCCAGACAGGGTGGCGGCCGGGCAGAGACGCTCCTCACTTCCCAGACGGGGGCG)n(Simple_repeat),(CCCTCTATACACAACTCCAGATTTATGGCACAGATAAATTAGTGGGCAATCATTTGCTCTATAAAATGATTCTTCATTTTACAAGCTTATTCACTGCCACATTCCTTTACTGATCTATTCCTTTACTGATCTATTCCTTTACTGAT)n(Simple_repeat),(CTGATTGGTACATTTTTACAGAGTGCTGATTGGTGCATTTACAATCCTTTAGCTAGACACAGAGCA)n(Simple_repeat),(AAGATCCCTTTCAAACGATAG)n(Simple_repeat),(CAGGAGGCGAGGCAGGAGAATCGCTTGAACC)n(Simple_repeat),L1PA13(L1),(TATATATGTTTATAATATATATCCCTT)n(Simple_repeat),(AAAAAAATAAAAAATAAA)n(Simple_repeat),(ACTATATATTTGTATAGGCATAGAAAAAAGTCTAGAAA)n(Simple_repeat),(TCTTTTTTTTTTTT)n(Simple_repeat),(AAATAATCTATATGTAAATATCTATTTGT)n(Simple_repeat),(AAATTATTGTGTTAA)n(Simple_repeat),(AGCCCAATTTTCTAGGC)n(Simple_repeat),(TTTTTCTTTTTC)n(Simple_repeat),(GCTAGATACAGAGTGCCGATTGGTGTATTTACAAACCTTGA)n(Simple_repeat),(TATTATATATATATA)n(Simple_repeat),(ATAC)n(Simple_repeat),(AAATATACTG)n(Simple_repeat),(TCCTTCCTTTACTTCCTCCTT)n(Simple_repeat),(TTTATTTTATTATTATA)n(Simple_repeat),L2(L2),(TTTTTTTGTTTTTTGTTTTTTTT)n(Simple_repeat),(TG)n(Simple_repeat),(TATATATT)n(Simple_repeat),L1MC5(L1),(TGTAATA)n(Simple_repeat),(CTCCCTCTCCCG)n(Simple_repeat),(TTTGTGTGTATTGCAC)n(Simple_repeat),(TTTTGT)n(Simple_repeat),L1M1(L1),(GTGTGTGTGTGTGAGAGTGTGAGAGTA)n(Simple_repeat),(CTGTGATGATGAGAGGGTGGGCGTGGTGATGGGGGTAGGCTGTAATGATGAGAGGGTGGGCGTGGTGATGAGAGGGTAGGCTGTGATAAGGGGGGTGGG)n(Simple_repeat),(AAAAAAAAAAAAAAGAA)n(Simple_repeat),(GGAGGG)n(Simple_repeat),MLT1H1(ERVL-MaLR),(GCT)n(Simple_repeat),L1M4c(L1),L1PA8(L1),(TTATTTTTTA)n(Simple_repeat),(AAAC)n(Simple_repeat),(AATAA)n(Simple_repeat),(AAGAGGGAAGAGGGGG)n(Simple_repeat),(TTTTTAT)n(Simple_repeat),(CA)n(Simple_repeat),(TTTTACTTTTTAT)n(Simple_repeat),MSTC(ERVL-MaLR),(AATTACATTCAGGGCAGAGCAAAGGGGCTCACACCTGTAATCCCAGCACTTTGGGAGGCTGAGGTGGGCAAATCACCTGAGCTCAAGAGTTCGAAACAAGCCTGGCCAACATGGCAAAACCCAGTCTCTACAAAAAATACAAAAATTAGCTGGGTGTGGTGCCATGACCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCACAAGATGGCTTGAACCCAGGAGGTAGAAGTTGCAGTGAGACGAGATCATGCCACTGCACTCCAGCCTGGGTGACAGAGCAAGACCCTGTCTCAAAAAAAAAAAAAAAAAA)n(Simple_repeat),(GGGGAGGGGGA)n(Simple_repeat),(TTTTATTTTATTTTTA)n(Simple_repeat),(TCCTCCTTTTTTCCTTCCTTTTCC)n(Simple_repeat),(ATATATACTATATAT)n(Simple_repeat),MLT1K(ERVL-MaLR),LTR41(ERVL),(TCTA)n(Simple_repeat),(CCTGTAATCCTAGCCACTTGGGAGGCTGACGCAGCAGAATCACTTGAACCCAGGAGGCAGAGGTTGCAGTGAGCTGAGATGGAGCCATTGCACTCCAGCTCGGGGAACAAGAGCGGAACTCCATCTAAAAAAAAAAAAAGAAAGAAACTTGTAGTACCCAAGGTGAGTGCCTGTTGTTCAGGCTATTCAGGAGCCTGAGGCAGGAGGATCACTTGAGCACAAGAGGTGAAGGCTGCAGTGAGCCGTGATCACACCACTGCATTCCAGCCTGGGCAACAGAATAAGATCCTGTGTCAAAACAAAACAAAACAAAAAAAACAGGACAGGAGCAGTGGCTCACGCCTGTAATCCCAGAACTTCGGGAGGCCAAGGCCAGCAGATCACCTGAGGTCAGGAGTTCAAGACCAGCCTCACCAACATGGAGAAACCATGTTGAAACTACAAAATTAGCCGGGCATAGTGGCACATG)n(Simple_repeat),(AAAAATAATAAA)n(Simple_repeat),(TGTTATTAATGACAGTATAAAAGTCTGAGATAAATTTACTCTTAT)n(Simple_repeat),L4(RTE),(TAGGCTACATCAGTTGCTAGATCTCCCCTCTCTACCTACCAACTCTTTAT)n(Simple_repeat),(TTCTTCTTCTTCTCC)n(Simple_repeat),(GGAAGGGGAGGGGAGGGGAGGGGACAGGAGCAGAGC)n(Simple_repeat),LTR81A(Gypsy),(AAAGAAAGAAAGAAAGAAGAAAGAAAGAAAGAAG)n(Simple_repeat),(ATGAGGGCACTGGAATCAAAGCAA)n(Simple_repeat),(AAAGTAAAATAAAAAAAA)n(Simple_repeat),(TTTTTTTTTAGACAGAGTCTCGCTCTGTTGCCCAGGCTGGAGTACAGTGGCACAATCTCGGCTCACCACAACCTCTCCCTCCCAGATTCAAACGATCCTCCCACCTCAGCCTCCCAAGTAGCTAGGACCACAGGCGAGCACCACCATGCCCAGCTAAT)n(Simple_repeat),(AAGGATTGTAAACACACCAATCAGCACTCTGTGTCTAGCTC)n(Simple_repeat),(GTGTGTGTGTGTGTGAGAGAGAGAGTGAGAGA)n(Simple_repeat),(TTTCTTTTT)n(Simple_repeat),MLT1B(ERVL-MaLR),(ATACAATTTAGAAGATTGGAGGAGCAATTATAAAAGAAAGTA)n(Simple_repeat),(AAAATAAAAATAAAT)n(Simple_repeat),(CTACTGACAATATTAGACACT)n(Simple_repeat),(AGATATAGATAC)n(Simple_repeat),(TGTGTGTGTCTG)n(Simple_repeat),(TATGTGTCTGTGTGTGTA)n(Simple_repeat),(AAAATATA)n(Simple_repeat),(GGCCACGAGCCAAGGAATGTGGGT)n(Simple_repeat),MER63C(hAT-Blackjack),(CTTACTCATAGGGCATGGTC)n(Simple_repeat),(CCCCAATCCCTTATCTCTGCA)n(Simple_repeat),(CATGGATGTTCCAATTG)n(Simple_repeat),(GTAGTTCTCCATAGCTTATTTT)n(Simple_repeat),(TTTTTTATTATTTTTT)n(Simple_repeat),Arthur1(hAT-Tip100),(CTC)n(Simple_repeat),(TAAAAATATTAAAGAATATAAAAATATATATTG)n(Simple_repeat),ALINE(RTE),(TGGGCAGTGGGACCTGAGCAGTGTGATCTGGGCAGTGTGACC)n(Simple_repeat),(TCTGTCTTTCCGTCTGTCTG)n(Simple_repeat),MLT1A1(ERVL-MaLR),(CAGTGGCTCACACCTGTAATCCCAGCACTTTGGGAGGCTGAGGTGGGAAGATCACTTGAGCCCAGGAGTTTGAGACCAGCCTGGCCAACATGGTGAAAAACTGTCTCTACTAAAAATAAAAAAATGAGGCCGTGCA)n(Simple_repeat),(ACAAAGGTTCTCCAAGGCCCCACCAGAGTAACTAGATACAGAGTGTCAAT)n(Simple_repeat),(TAGAATAAAAGACTGCTAAAGAAGGTAGCATGGTTATCTTTAAGAATACTAATCTGAGAACG)n(Simple_repeat),AluSq2(Alu),AluJr4(Alu),(AAAAATGTTGGAAGCTAG)n(Simple_repeat),LTR78(ERV1),(CTTTTAACCTTAAATTCCATATATACCTTTCACATAACAATATACAGCTGCTACATGAGTTTACTTGTTTTTGTCAGAAATTGTCAAGATGGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAATACTTTGGGAGGCCAAGGCGGGCGGATCACTTGAGCTCAGGAGTTCAAGACCAGCCTGGCCAACATGGTGAAACCTCGTCTCTACTAAAAATACAAAAGTTAGCCGGGCCTGGTGATGCGCCTGTACTCCCAGCTGCTTGGGAGGCTGAGGCAAGAGAATCACTTGAACCCGGGAGGCAGAGGTTG)n(Simple_repeat),(AAAGGCTCTTTTCTAGTCAGAAAGACTAT)n(Simple_repeat),(AATATTTACATTGCAATATCAAC)n(Simple_repeat),(TTTTTTTTTTGAGACAAAGTCTCGCTCTTATCGCCCAGCCTGGAGTGCAACGGCACGAACTCGGCTCACTGCAACCTCCACCTCCCAATTTTTTTT)n(Simple_repeat),L1MC2(L1),(GGAGAAGGAGACAGAGAT)n(Simple_repeat),LTR41B(ERVL),(TTATACTATTATGTGTT)n(Simple_repeat),L1P2(L1),L1M4(L1),MER91A(hAT-Tip100),MER113(hAT-Charlie),(ACACACACACACGTGTATATATATACACACACAC)n(Simple_repeat),(AAAAAAAAAGAAA)n(Simple_repeat),(CAAA)n(Simple_repeat),(AAGG)n(Simple_repeat),(TTTTTTTTGTTTTTGTTTTTG)n(Simple_repeat),L1MA5(L1),(TGTTTTTTTT)n(Simple_repeat),(TTTTTTTGTTGTTGT)n(Simple_repeat),L1MC(L1),MamRep488(hAT),(ATTCTACTTTTTCTAGA)n(Simple_repeat),(TCTATTCAATTGTTTATT)n(Simple_repeat),(CCGCCCGGCCCGCTCCCCAGCCGC)n(Simple_repeat),(AAAG)n(Simple_repeat),(GGGAAAAAAGAAAAGAAGAAAAACAATCTTTG)n(Simple_repeat),L1PA5(L1),L1ME2(L1),(AGCTAGACACAGAGTGCCGATTGGTGTATTTACAAACCCTG)n(Simple_repeat),LTR23(ERV1),(AGTCTTAGAGTAACATTTC)n(Simple_repeat),HERV9-int(ERV1),(CTTTTTTCTTTTTTTTTTATTTTT)n(Simple_repeat),(GTTTGTTTTTGTTT)n(Simple_repeat),L2c(L2),(ATATATATCCCTTTATATATATATGTTTATA)n(Simple_repeat),L1MB7(L1),(TTTTTTGTTTTTTTGGTG)n(Simple_repeat),(AGAAGAAGAGAAGG)n(Simple_repeat),LTR85a(Gypsy?),(TTTTTATT)n(Simple_repeat),(AGATTTTGCAATATCTACTAGT)n(Simple_repeat),(CCTCTTATCTCTGTGCCCCAATCCCTTATTTCCATGCCCCAA)n(Simple_repeat),(ATGA)n(Simple_repeat),(TATTTTATTTTTTGAGACAGGGTCTTGCTCTGTGTCCCAGGCAGGAGTGCAGTGGCACAATCTCAGCTTCCTGCAACCTCCACCTCCCAGGTTCAAACGATTCTTCTGCATCAGCCTCCCGAGTAACTGGGACTACAGGCACATGCCACCTGACTGGGTTACTTTTTTTTTC)n(Simple_repeat),(CTGGATGTGTGAC)n(Simple_repeat),MER76(ERVL),(ATATATA)n(Simple_repeat),L1MD(L1),(GTTTTAGCAGTGGATTTGC)n(Simple_repeat),(ATATATATCCCTTTATATATATATGTTTATAATATATATCCCTTTATATATATGTTTATA)n(Simple_repeat),(GGCAGAAAGAGCAGGAAGG)n(Simple_repeat),(ATTGAAGGATACAATTTAGAAG)n(Simple_repeat),(ACTCGGGAGGCTGAGGCAGGAGAATGGCGTGA)n(Simple_repeat),(GCCGGGCAGAGGGGCCCCTCACCTCCCAGGAGGGGCA)n(Simple_repeat),MER53(hAT),(TTAACCTATTAG)n(Simple_repeat),(AAAAAAAAAAAAAAAAGA)n(Simple_repeat),(CACCTCCCAGACTGGGCGGCGGCCGGGCAGAGGGGCTCCTCACTTCCCAGACGGGGCGGCTGGCCGGGCGGGGGCGCCCCC)n(Simple_repeat),L1MA1(L1),L1M4b(L1),(ACCAATCAGCTCTCTATAAAATGG)n(Simple_repeat),(ATACATATATATACACAC)n(Simple_repeat),MLT1D(ERVL-MaLR),(TATATATATAC)n(Simple_repeat),(CCTT)n(Simple_repeat),(TATTAATAAGTATTCAATAC)n(Simple_repeat),(ATTCTGTAATTTGGA)n(Simple_repeat),(AGAGTCAAGTAGTTGT)n(Simple_repeat),(CTCTCC)n(Simple_repeat),(TTTGTTT)n(Simple_repeat),(ATCTCAATAAATAAATAA)n(Simple_repeat),(GATT)n(Simple_repeat),(AAAAAAAAGAAAA)n(Simple_repeat),(ATATATATATCTACACACACAC)n(Simple_repeat),(GTATATACATATAT)n(Simple_repeat),(TTATAAATATATAAATATATAAAACATTATATTTTAATGT)n(Simple_repeat),(GATA)n(Simple_repeat),(GGTTGAAAAACCTAATTGAAACCAATGG)n(Simple_repeat),(TTTTTTTTCTTT)n(Simple_repeat),(ATATATATATAAAAGAC)n(Simple_repeat),(TTTTTTTGT)n(Simple_repeat),(GAGTCTCGCTCTGTCGCCCAGGCTAGAGTGCAGTGGCGCGATCTCCACTCACACCAACCTCCGCCTCCCAGGTTCACAACATTCTCCTGCCTCAGCCTCCCAACCAGCTGGAACTACAGGCACACACCACCACGCCCAGCTAATGTTTTTTGTATTTTTAGCAGAGATAGGGTTTCACCATGTTGGCCAGGATGGTCTCCATCTCCTGACCTCATGATCTGCCCACCTTGGCCTCCAAAAGTGATGAAATTACAGGCGTGAGCCACCACGCACCGCCTAATTTATTTTTTTAGATG)n(Simple_repeat),(TTCCTCCTCCCCTCCCT)n(Simple_repeat),(ATACACACACAT)n(Simple_repeat),(GGAGACCGTGGAA)n(Simple_repeat),LTR45C(ERV1),(AAATTTTTATAATATAAATTGATATTAT)n(Simple_repeat),(TTTTCTTTTCTTTTTCT)n(Simple_repeat),(ACAGGGTGCTGATTGGTGCATTTACAATCCTTAGCTAGACACAAAAATTCTCCAAGTCCCCACCAGATTAGCTAGACACAGAGCACTGATTGGTGCATTCACAAACTCTGAGCTAGAC)n(Simple_repeat),L1M6(L1),(AAACAAACAAACAAAGC)n(Simple_repeat),Tigger3(TcMar-Tigger),(CAAAAAAGAAAAAAAAGAAA)n(Simple_repeat),L1ME3C(L1),Tigger7(TcMar-Tigger),(CCTACAAATAGTGTCCAAAAGGCCTTAATGGCAACAGGCGTATAT)n(Simple_repeat),(TATATATATATGTGTGTGTGTG)n(Simple_repeat),MLT1J(ERVL-MaLR),LTR54(ERV1),(GCAGAGTGGGCAG)n(Simple_repeat),L1PA3(L1),(TTTTTTA)n(Simple_repeat),(ATATAAAATATATATTTATGTA)n(Simple_repeat),(GAAA)n(Simple_repeat),(ATAGTATAGAATAA)n(Simple_repeat),(TGGCTCATGCTGTAATCCCAGCACTTTGGGAGGCCGACGCGGGCGGATCACCTGAGGTCAGGAGTTCAAGACCAGCCTGACCAACATGGTGAAACCCCGTCTCTACTAAAAATACAAAAATTAGCCAGGCGTGGTGGCGCATGCCTGTAATCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATTGCTTGAACCAGGGAGGCGGAGGTTGCAGTGAGCTGAGATTGCGCCACTACACTCCAGCCTGGGCAACAAGATGAAACCGCATCTCAAGGAAAAAAAAAAAAAAAAAAAAACACCGAGCGCAG)n(Simple_repeat),(TGCCCCAACACCTTATTTCTGTGCCCCATCCCTTATTTCCA)n(Simple_repeat),LTR59(ERV1),(TTGCAATGTGAATT)n(Simple_repeat),(ATATATATACACACACACAC)n(Simple_repeat),(CTTAGTAGTTTTTTATACTTTATA)n(Simple_repeat),(AAAAAAGAA)n(Simple_repeat),MSTB1(ERVL-MaLR),(ATATATATATACCCCTATATATAGATACATATGTATGG)n(Simple_repeat),Tigger15a(TcMar-Tigger),(TATCATCCAGAGA)n(Simple_repeat),(AAATAAAATAAAATAAAATAAAAT)n(Simple_repeat),(ACAATATTCTTG)n(Simple_repeat),(GACAATCTAGCTACAGG)n(Simple_repeat),(CTCTCCT)n(Simple_repeat),MLT2C2(ERVL),(CCTCCCTCTCCTTCTCCC)n(Simple_repeat),(AGACTATCATTTC)n(Simple_repeat),(TTTGCTTTTTGTTTTGC)n(Simple_repeat),(TTTTTGTTTTTTTT)n(Simple_repeat),(TCAGGTATTAATATCAT)n(Simple_repeat),(TGATTGGTCTGTTTTACAGAGAGC)n(Simple_repeat),MLT1J2(ERVL-MaLR),Charlie1(hAT-Charlie),AluY(Alu),(TTTCTT)n(Simple_repeat),(TGTCTTCCTCAATTTCTTTG)n(Simple_repeat),(AAAACTAATAGGATATATATATATATATATAACACACTCAC)n(Simple_repeat),(AACAAAAATAAAAAAATAAA)n(Simple_repeat),(ATATATATAGTGAT)n(Simple_repeat),(TCAA)n(Simple_repeat),(ATATGTATATATTTATATACACATAAAAATACATATATACATAAAATA)n(Simple_repeat),(GCCCGGCTAATTTTTTGCATTTTTAGTAGAGAGGGGGTTTCACCATGTTA)n(Simple_repeat),(AATATACTGGAAAT)n(Simple_repeat),(TTCTCC)n(Simple_repeat),(AATATAATTATATTAAATATAATCAATATATTA)n(Simple_repeat),(TGCCCCAACCCCTTATTTCTGTGCCCCACCTCTTATTTCCA)n(Simple_repeat),(GATG)n(Simple_repeat),THE1B(ERVL-MaLR),(AGACACCCCAAAAACTGTA)n(Simple_repeat),(TTGTTGAATAATGCTCCTATGAATA)n(Simple_repeat),(GAAAGAAGAAGAGAGAGA)n(Simple_repeat),(TTTTTTTGTTTTTTGTTTTTTTTTTT)n(Simple_repeat),(TTTTTTATTTTTTTTTTT)n(Simple_repeat),(CT)n(Simple_repeat),MER47A(TcMar-Tigger),(GAGAGAGAGAA)n(Simple_repeat),(TTTTCT)n(Simple_repeat),MER72(ERV1),(ATACACAAAATACAAAAAAAAGAAAA)n(Simple_repeat),(GCCGGGCAGAGGCGCTCCTCACTTCCCAGACGGTGGGCGGCCGGGCAGAGGCGCTCCTCACTTCCCAGATGGGGGGA)n(Simple_repeat),HERVL40-int(ERVL),(AAC)n(Simple_repeat),(TTGTTTTGTTTTTTG)n(Simple_repeat),(TTTGTTTTTTT)n(Simple_repeat),AluSx(Alu),(AAAAAG)n(Simple_repeat),(TTTCTATTACAATTA)n(Simple_repeat),MER5C(hAT-Charlie),(CTTTCTTCCTTC)n(Simple_repeat),(CTGTTAATCAGTTTTGAAGGCC)n(Simple_repeat),(ATCTATATAAACATGTACATATAACAATAGTTCTC)n(Simple_repeat),(GCGGCCGGGCAGAGGCGCTCCTCACTTCCCAGACGGTGGG)n(Simple_repeat),(TTTTCTTTTTTTTTT)n(Simple_repeat),(AAAACAAAC)n(Simple_repeat),(ATATGTATATATTTATATATACATAAAAACATATATACATAAAATA)n(Simple_repeat),(TCCCAGACGGGGTGGCGGCCGGGCAGAGACGCTCCTCACT)n(Simple_repeat),(TGGGAGACTTGCTTGAGCC)n(Simple_repeat),Tigger1(TcMar-Tigger),(TTTATATTATAAA)n(Simple_repeat),(GAGACGCACTTGAT)n(Simple_repeat),THE1C(ERVL-MaLR),(TTTAGTTTAATTTAAT)n(Simple_repeat),(AAAGAAAAAAAGTAAAAAA)n(Simple_repeat),(CCTCT)n(Simple_repeat),(TAAA)n(Simple_repeat),MamGypLTR2b(Gypsy),(GCAGAGGTGCTCCTCACTTCCCAGACGGTGGGGCAGCCGGGCAGAGGCGCTCCTCACATCCCAGATGGTGGGGCGGCCGGGCAGAGGCACTCCTCACTTCCCAGACAGTGGGGAGCTGGGCAGAGGCGCTCCTCACATCCCAGATGGGGCAGCAGCCGGGCAGAGGCCCTCATCACTTCCCAGACAGGGTGGCCAA)n(Simple_repeat),(TTTG)n(Simple_repeat),(CTCTCCCTCTCCCCCTCC)n(Simple_repeat),(ATACACACAA)n(Simple_repeat),(AAAGAAGG)n(Simple_repeat),(AAATTATAAGAATGAGAACTA)n(Simple_repeat),(ATATATATACACACACACACACGACT)n(Simple_repeat),(GGAGGGGGAGGAGGA)n(Simple_repeat),MLT1J1(ERVL-MaLR),(TGGAAAAACATTTCATGTTCATGAAG)n(Simple_repeat),(GCCTCTGCCCGGCCGCGCCCCGTCTGGGAAGTGAGGAGCGTCTCTGCCCGGCCGCCCATCGTCTGGGAAGTGAGGAGC)n(Simple_repeat),Kanga2_a(TcMar-Tc2),(TTTTGTTTTTGTTTTG)n(Simple_repeat),(TTCTACTTCTTCTTCTTCTCC)n(Simple_repeat),(TTTTTTTATTTTA)n(Simple_repeat),(TTTTCTTTTTTTTT)n(Simple_repeat),(AAATAAAAGAAAAAA)n(Simple_repeat),(GTATTTTCTAATTTTTA)n(Simple_repeat),(TAGCTTGCCTGATAATGTACTTTTCAGGCTACTA)n(Simple_repeat),(TCACAAAGGGACATTTTCACACATC)n(Simple_repeat),(CACCTCCGTTGAG)n(Simple_repeat),(ATCACTTGAACTCAGGAGTTCAAGACCAGCCTGGCCAACATGGTAAAACCCCGTCTCTACTAAAAACATAAAAATTAGCCAAGCACAGCAGCACATGCCTATAATCCCAGCTACTTGGGAGACTGAGACAGGTGT)n(Simple_repeat),(TAAAAAAAATTTAAAATTTAAAAATC)n(Simple_repeat),(ACAACAATAATACAATA)n(Simple_repeat),(ATACACATACAGATAT)n(Simple_repeat),(CTGCATTAACAA)n(Simple_repeat),(TCTCTGTAAAATGGACCAATCAGC)n(Simple_repeat),(AGAAGAAGGAGAAGGAGAAGGAGAAGG)n(Simple_repeat),(TTTTTTTTTTTTTTTTTTTTTTTTGAGATGGAGTTTCGCCCTGTCTCCCAGGCTGGAGTGCAGTGGCAGATCTCAGCTCTCTGCAACCTCCACCTCCCAGGTTCAAGTGATTCTCCCTCCTCAGCCTCCTGAGTAGCTGGGATTACAGGCACGCATCACCATGCCCAGCTAATTTTTGTATTTTTAGTAAGACGGGTTTTTGCCATGTTAGCCAGGCTGGTCTCAAACTCCTGACCTCAAGTGATCCACCCACCTCGGCCTCCCAAAGTGCTGGGATTACAGGCATGAGCCACCATGCCAGGCCTTTTTTTTTTTT)n(Simple_repeat),(GTT)n(Simple_repeat),L1MB4(L1),(AGTGGCTCATGTCTGTAATCCCAGCACTTTGGGAGGCCGAGGTGGGCAGATCACCTGAGGCCAGGAGTTCGAGACCAGCCTGGCAAACATGGCAAAACTCCATCTCTACTAAAAATCAAAAAAAAAAAAAAAATGGAGGGGTGC)n(Simple_repeat),L1PA2(L1),(ATGTGTGACCCGAGCAGTGTGATCTGAGTGGTGTGAGCTGGGCAATGTGACCTAGGCAGAGGGACTTGAGCAGTGGGACCTGGGTAATCTGGATGTGTGACCTGG)n(Simple_repeat),(GCAGAAAGAGCAGGAAGGA)n(Simple_repeat),(TTAAATTTTTGAAAAAAATT)n(Simple_repeat),(ATC)n(Simple_repeat),(CTTTTCTCCTTTTTT)n(Simple_repeat),(TTTTGTT)n(Simple_repeat),(GTGATTGTGTATTGACTGTGGCTCA)n(Simple_repeat),(AAATATAATATTA)n(Simple_repeat),(TGCCCCAATCCCTTATTTCCA)n(Simple_repeat),(TATTATTATTAATTTTTTT)n(Simple_repeat),(ACAGAAAAAGGAAAGTGAGGT)n(Simple_repeat),(GTTTT)n(Simple_repeat),(AAACCTCATCTCTACTAAGATACAAAAA)n(Simple_repeat),(CACTGCCTTTAAGAGCTGTAACACTCACCGCGAAGGTCTGCAGCTTCACTCCTGAAGCCAGCAAGACCACGAACCCACCAGAAGGAATGAACAACTCCAGACA)n(Simple_repeat),(AGAGGG)n(Simple_repeat),(AGACAGGGTTTCTCCATGTTGGCCAGGCTGGTTTCAAACCCCTGACTCAAGTGATCCACCCACCTCAGCCTCCCAAAATGATAGGATTACAGGCGTGAGCCACCAGGCCCGGACTAATTTTTTTTGGTGT)n(Simple_repeat),(AAAAAAAAAAAAAGAA)n(Simple_repeat),(ATCATGAAGTGTCTAAGATGGTTGCAGCCCCAA)n(Simple_repeat),(ATATGTATATATAATATGCAAAATGAATTATAATATGTAGTATGAATT)n(Simple_repeat),(CTCTCCTCTT)n(Simple_repeat),(ACATACATATATATATATACACACACACACAC)n(Simple_repeat),(TTTTTCTTTTTTTTT)n(Simple_repeat),(ATTTTAAAATTAGTA)n(Simple_repeat),(ATATTTTTAAGTGTGTTATACAGGA)n(Simple_repeat),(GTCTTCTGCTTCTTTCTATTGG)n(Simple_repeat),(TATATATATACAC)n(Simple_repeat),(CATATATATACA)n(Simple_repeat),(ATATATACACATAT)n(Simple_repeat),(TGC)n(Simple_repeat),(GGGAAAAAAGAAAGAAGAAAAACAATCTTT)n(Simple_repeat),(TTAT)n(Simple_repeat),(TTCT)n(Simple_repeat),(TTTTTCTT)n(Simple_repeat),(GAGGCAGGAGAATCGCTTGAACCCAG)n(Simple_repeat),HAL1b(L1),MER44C(TcMar-Tigger),(TGACACAGGAAAAA)n(Simple_repeat),(GTGTGACCCGAGCAGTGGGACCTGAGCAGTGTGAGCTGGGCAATGTGACCTGGGCAGTGGGAACTGAGCACTGGGACCTGGATAATCTGAAT)n(Simple_repeat),(AAAAG)n(Simple_repeat),LTR16C(ERVL),(TATAATTAATTAT)n(Simple_repeat),(TCAGTAGCATTAGGTATAAA)n(Simple_repeat),(GTATGGAATGTTTTTCCATTT)n(Simple_repeat),(AAAAAAAAAAAAAGAAAA)n(Simple_repeat),MSTA-int(ERVL-MaLR),(CACATACACA)n(Simple_repeat),AluJr(Alu),(AGAGTGATGGA)n(Simple_repeat),(AAAACTGTGAGGA)n(Simple_repeat),(TGCCAGCACAGCAGTCG)n(Simple_repeat),Charlie23a(hAT-Charlie),(ATTTTTT)n(Simple_repeat),LTR18B(ERVL),(TTAGCTAGACACAGAGTGCTGATTGGGGCATTCACAAACTCTGAGCTAGACACAGAGTGCTGATTGGGGCATCTACAAACC)n(Simple_repeat),(GCCCCAACCTCATATCTCTGCACCCCAATCCCTTATTTCCATGCCCCAACCTCTTATCTCTGCACCCCAATCCCTTATTGCCACACCCCAACTTATCTCTGTGCCCCAATCCCTTATTTCCATGCCCCAACCTCTCATCTCTGTGCCCCAATCCCTTAT)n(Simple_repeat),(GGAAAGAAGGAGAAGAA)n(Simple_repeat),L1MD1(L1),L1PA15-16(L1),LTR66(ERVL),(AAAAAAGAAA)n(Simple_repeat),(AT)n(Simple_repeat),(AGC)n(Simple_repeat),LTR33(ERVL),(TTTTATTTTATTTATTTTTATTTTA)n(Simple_repeat),(ATTTTCTGTTTACTC)n(Simple_repeat),MIRb(MIR),(GAAAGAAAAAGGAAAGAAG)n(Simple_repeat),MLT1E2(ERVL-MaLR),U6(snRNA),MER102a(hAT-Charlie),(TTTATTTTATTTTA)n(Simple_repeat),(AAAACAAAAAA)n(Simple_repeat),MIR3(MIR),(TTTCCTTCCTTCCTC)n(Simple_repeat),(TACTTTATATATATT)n(Simple_repeat),(TTTTTCTTTTTCTT)n(Simple_repeat),MER6A(TcMar-Tigger),L1MEg(L1),(GGAGGGGGAGGGGGAGG)n(Simple_repeat),(AAAAAAATACTGAAAGATGA)n(Simple_repeat),(CCTCCTCCTCCTCCTCCTTCCCTTCCTCAC)n(Simple_repeat),(GGTGAGGGAAGGGCTGAAGTCGGC)n(Simple_repeat),MER82(TcMar-Tigger),MLT2A1(ERVL),(AAAAAAAAGAGAGCAGAGCAAATTAGTTAGCATAAATCTACAAGAAGTATTGCTAAATCTGCTTTACATGTATTTGAAATCATTTTTTCTGTTCAGGTAATACAAATGCCTTAAAATGAGAAATTCTGGCCAGGCGTGGTAGCTTACGCCTGTAATCCCAGCACTTTGGGAGGCAGAGGTGAATACCAA)n(Simple_repeat),(AAGCCCTGCCTCTGGAGTT)n(Simple_repeat),(TTTTTTTA)n(Simple_repeat),(TTTTTGTATTTTTAGTAGAGACGGGATTTCACCATGTTAGCCAGGATGGTCTTGAACTCCTGACCTAAGTGATCCACTCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAACCACCGCTCCCGGCCTCA)n(Simple_repeat),(AATGAAATATAGCCTCTAAGAGGAGTTTAGAACATAAGAGAGTGGCAGAAGCAACGAAAT)n(Simple_repeat),(AAGGAATTCAAATTC)n(Simple_repeat),(AAGGGAGGAAGG)n(Simple_repeat),(CTTAGTTATCAAAAGACTCAT)n(Simple_repeat),(GGGTGGGCTGTGATAAGGG)n(Simple_repeat),(GTTCCTTCTGAGG)n(Simple_repeat),MER2(TcMar-Tigger),(TCTCCTTTTTTCTT)n(Simple_repeat),(A)n(Simple_repeat),(GGAACATGAGCCAAAGGC)n(Simple_repeat),(GGGGTAGGGT)n(Simple_repeat),(TACAGGCGCCCACTACCAAGCCTGGCTAATTTTTTGTATTTTTAGTAGAGATGGGGTTTCACCATCTTGACCAGGCTGGTCTCAAACATTGAGCCTCAGAGGATCCACCCACATCGGCCTCCCAAAGTGCTGAGAA)n(Simple_repeat),(CTAATTTTTGTATTTTCAGTAGAGACGGGGTTTCACCATGTTGGCCAGGCTAGTCTTGAACTCCTGACCTCAAGTGATCTGCCAGCCTCGGCCTCCCAAAGTGCTAGGATTACAGGTGTGAGCCACATCGTGCCTGGCCTCCCCCAA)n(Simple_repeat),(AAATAAAAATAAAAA)n(Simple_repeat),(CTAACCCAATGTGGTTAA)n(Simple_repeat),L1MB3(L1),(AGAAGGAGG)n(Simple_repeat),(ATAATATATGTATTATATATACATAACATACAC)n(Simple_repeat),(AATATACTG)n(Simple_repeat),(TTTTTTTCTATTGC)n(Simple_repeat),L1ME3D(L1),(CAAAAAAAAACAAAAAA)n(Simple_repeat),(CCTCCTCTCTG)n(Simple_repeat),Helitron3Na_Mam(Helitron),(ACAAATCCAGACAACACTTGTGAGATAACAT)n(Simple_repeat),(GTGACTCATGGTGGACC)n(Simple_repeat),MER65A(ERV1),(CTCCCCCTCCCTCTCCCTCTCCCCAAGGTCTCACT)n(Simple_repeat),(TTTTTA)n(Simple_repeat),(ACT)n(Simple_repeat),L1MDa(L1),(TCTT)n(Simple_repeat),MLT1J-int(ERVL-MaLR),(AGAAAGAG)n(Simple_repeat),(AAATTTGAAAATGCCCTAACATATTCACGTCCTAGTAAAAT)n(Simple_repeat),(TGGGCTGTGGTGATGAGAGGGTGGGCGTGGTGATGAGAGGTAGGCTGTAATGATGAGAGGG)n(Simple_repeat),(AAATAGAGGGGAAATAAAT)n(Simple_repeat),MER21A(ERVL),(CCGCCCCGCCCCGCCCCCGG)n(Simple_repeat),(TACTATATATATAGAAGATA)n(Simple_repeat),(CTCCTGAAAGGTACCTGTAGGTACAGGTACAGGTAC)n(Simple_repeat),(TAAGACAGCTGCTGA)n(Simple_repeat),(AAAAAAT)n(Simple_repeat),(TATT)n(Simple_repeat),(GAGAGAGAGAGA)n(Simple_repeat),(CACCTCCCAGACGGGGCGGCGGCCGGGCAGAGGCGCTCCT)n(Simple_repeat),(TTCTTC)n(Simple_repeat),(TGCCACCATAAAGGGCTGCATTT)n(Simple_repeat),(CTCAAGCCCAGACTATT)n(Simple_repeat),AluYf4(Alu),(AAAAATTT)n(Simple_repeat),(TTTTTCCTTTCCATTT)n(Simple_repeat),L1MA6(L1),(AAGAGATCAAGCAACTTATCCAAAGTTAAAAAGATATTTAATGAGACTTTTTAAAAATTGAAACTGCCAGACTATAGG)n(Simple_repeat),(CTTCTTCTCCTTCTCCTTCTTCTTCTCCTTCAC)n(Simple_repeat),L1MEd(L1),(TAAACAGAAAAAAAGTC)n(Simple_repeat),(ATATATATACCCCTATATATAGATACATATGTATGG)n(Simple_repeat),MER65C(ERV1),(TATATATATTATATATCACATATAAAATATATAT)n(Simple_repeat),(TAATATGTAATA)n(Simple_repeat),MER87B(ERV1),(TGTTTTTTGTT)n(Simple_repeat),(TA)n(Simple_repeat),(TTCTGAATTTTCTAAAATT)n(Simple_repeat),(TAGA)n(Simple_repeat),(CACACACACATGTG)n(Simple_repeat),L1MA9(L1),(TTTATAAGGATAC)n(Simple_repeat),(TATGCCATCTAGATTTTTCAGTCAACTACCCAAATAGAATTCTCTCTGATTGAAA)n(Simple_repeat),(TGATGTTTTAAGGGCTAATGT)n(Simple_repeat),MLT1A0(ERVL-MaLR),MER6(TcMar-Tigger),(GAATCACTTGAACCCGGGAG)n(Simple_repeat),(AGAAAGAAAGACAAG)n(Simple_repeat),(CTGGGCGACGGAGGGAGA)n(Simple_repeat),(AAATTTTTTTTATTT)n(Simple_repeat),LTR88a(Gypsy?),(AAAAAAAAAG)n(Simple_repeat),(CCCGGCCACCACCCCGTCTAGGAAGTGAGGAGCATCTCTGCCCGGCAGCCCATCGTCTGGGATGTGAGGAGCCCCTCTGCCCGGCCGCCCAGTCTGGGAAGTGAGGAGCGCTTCTT)n(Simple_repeat),(ATTTATTGTAATATATATAAATATATAT)n(Simple_repeat),(GGGCAGAGGCGCTCCTCACATCCCAGATGGGGCGGCAGCCGGGCAGAGGCACTCATCACTTCCCAGACAGTGGGGAGCCAAGCAGAGGTGCTCCTCACTTCCCAGACGGTGGGGAGCT)n(Simple_repeat),(TGGGCAGTGTGACC)n(Simple_repeat),(AATATTTATTAGA)n(Simple_repeat),(TGATGAGAGGTAGTCTGTAA)n(Simple_repeat),(ATATATATACACATAT)n(Simple_repeat),(CCCCAACACTCCTTTC)n(Simple_repeat),(CCAAATAACTTCA)n(Simple_repeat),(ATAA)n(Simple_repeat),(TTCA)n(Simple_repeat),(GTTTTT)n(Simple_repeat),(TTTTAATTTTTAAAAA)n(Simple_repeat),Tigger10(TcMar-Tigger),(ATATATCTGATATG)n(Simple_repeat),(GTGGAGCTTGCA)n(Simple_repeat),(GGGTCGGGGATTCTGGCTCA)n(Simple_repeat),(ATAT)n(Simple_repeat),(TATATATACACA)n(Simple_repeat),(TTTTTATTTTATTTA)n(Simple_repeat),(TCCTTCACCCTTAGCGGCAAGTCCTGCTTTCCTGGGGCAGGGGCAAGTACCCCTCAACCCCTTTC)n(Simple_repeat),(CAAAAAAAA)n(Simple_repeat),(TTGTTGTTTTTG)n(Simple_repeat),L1PA11(L1),(AAACAAAGAACCAAAGCCAG)n(Simple_repeat),(TATATTAAATATAATTAA)n(Simple_repeat),(ATA)n(Simple_repeat),L1MEf(L1),(TTCAGCATGCTGTTTA)n(Simple_repeat),(TGGGGTTCAGGGGCCGCGTGGC)n(Simple_repeat),(TTTTTTTTTCTTTTTGAGACGGAGTCTCACTCTGTCGCCCAGGCTAGAATGCAATGGTCAGATCTCAGCTCACTGCAACCTCCGCCTCCCGGATTCAAGCGATTCCCCTGCCTCAGCCTCCACAGTAGCTGAGATTACAGGCACACGCCACCACACCCAGCTAATTTTTGTATTTTTAGTAGAGACAGGGTTTCACCATATTAGCCAGGCTGGTCTCAAACTCCTGACCTCAGGTGATCTGCCACCCACCTTGTACCATTACACCCGGCTGAATTTTT)n(Simple_repeat),(AAAAAAATTAAAAAT)n(Simple_repeat),(CATCTCAGGATG)n(Simple_repeat),(AAAAAAAAAAGAC)n(Simple_repeat),Tigger4(TcMar-Tigger),(TTTTCTGTTTTCAATTTAATTC)n(Simple_repeat),MLT1I-int(ERVL-MaLR),(AGGGATTTTCTGAGAATT)n(Simple_repeat),(GAAGAGGGAGGAAGGGAAAGAGGAAGGA)n(Simple_repeat),(AGCTAGACACAGAGTGCTGATTGGTGCATTTACAAACCTTG)n(Simple_repeat),(TGTGTGAGAGAGAGAGTGTATA)n(Simple_repeat),(TTTTTTTC)n(Simple_repeat),(GT)n(Simple_repeat),(GAAGGAAGGGAA)n(Simple_repeat),(TTTTTGTTTTGTTTTGTT)n(Simple_repeat),LTR78B(ERV1),(TTGTTTTGTTTTGTTTTTATC)n(Simple_repeat),(AATATTTGCAAATCATATATCTGATAC)n(Simple_repeat),L1PA4(L1),(ATTT)n(Simple_repeat),(AAAT)n(Simple_repeat),(AGGATGGAGGTTGCTCTTGATATGGGAAATAGA)n(Simple_repeat),(GAGGAGGGGGAGGAGGAGAGGGAGGGGGAGGGG)n(Simple_repeat),(AAGAAAAAAAAAAAAAAC)n(Simple_repeat),(TCCC)n(Simple_repeat),Charlie9(hAT-Charlie),(TAAAAATAAAAATATTAAAGAATATAAAAATATATATTG)n(Simple_repeat),(AAATGAAAGTGATATTACTGTA)n(Simple_repeat),(CTTCTTCTCCTTCTC)n(Simple_repeat),(ATATATTATACACATC)n(Simple_repeat),(TTTTTTTTTTAA)n(Simple_repeat),(CTCCCG)n(Simple_repeat),(TCTTCTCTGTGTGTCT)n(Simple_repeat),(AAAAAAG)n(Simple_repeat),(AGAAGAAGG)n(Simple_repeat),(AAATTTAAAAATCTAAAAATT)n(Simple_repeat),(TTTAGTATACATTG)n(Simple_repeat),(TAAGGTAGGGGACAGGGATTGGGAAGCCTCCC)n(Simple_repeat),(GTTCTGCCACAGCTCA)n(Simple_repeat),(AAACAAA)n(Simple_repeat),(CTCACGCCTATAATCCCAACACTTTGGGAGGCTGAGGCAGGCAGATCAAGAGATCAAGAGTTCGAGACCAGCCTGACCAACATGGTGAAACCCTGTCTCTACTAAAAATACAAAAATTAGCCAGGTGTGGTGGCGCACGCCTGTAATCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATCACTTGAACCCGGGAGGCAGAGGTTCCAGTGAGCCGAGATCATGCCACTGCACTCCAGCCTGGGCGACAGAGCAAGACTCCATCTCAAAAAAAAAAGAGAATTGAGCATTGCTGGGCGTGGTGC)n(Simple_repeat),LTR89(ERVL?),L1ME2z(L1),(ACTAATACAGTAGCCATTAGCCATGTAACTACTGTA)n(Simple_repeat),(ACACACACACACTC)n(Simple_repeat),(AACATATTGCCAATCTTA)n(Simple_repeat),(GCACTAATGGACACCAAAGCGTTTT)n(Simple_repeat),(ATTTT)n(Simple_repeat),(TATATATATTAATATATATAAATACATGTATT)n(Simple_repeat),(TATCTTACAGATATTCCT)n(Simple_repeat),(TTTTTTTTTTGT)n(Simple_repeat),(CTCCTGAGTAGCTGGGATTATAGC)n(Simple_repeat),(TTTTTATTTACTTTTTTTTAGG)n(Simple_repeat),L1MC4a(L1),(TCCTCACTTCCCAGACGGGATGGCGGCCGGGAAGAGGCGCTCCTCGCTTCCTAGATGGGATGGCGGCCGGGCAGAGACGCTCCTCACATCCCAGACAGGGCAGCCAGGCAGAGGTGCTCCCCACATCCCAGACGATGGGCGGCCAGGCAGAAACGC)n(Simple_repeat),(AAAAAAATAAAAT)n(Simple_repeat),AluJb(Alu),(TGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGC

	chr10
	Name=(AAAAAGAAAA)n(Simple_repeat),L2a(L2),ERVL-E-int(ERVL),(CAATTAGGCAACAGAAACAAACAAAAGGCAGCCAAATTGAAAAGAAGGAA)n(Simple_repeat),(T)n(Simple_repeat),(AAAACAAAAAC)n(Simple_repeat),L1PA15(L1),L1ME3E(L1),(AC)n(Simple_repeat),(ATAAACACACAC)n(Simple_repeat),MamRep137(TcMar?),(TG)n(Simple_repeat),L1M4c(L1),(CA)n(Simple_repeat),L1MC2(L1),L1MC(L1),(AAAG)n(Simple_repeat),MSTB1(ERVL-MaLR),(CAACATGTGAAGAGTTC)n(Simple_repeat),(AAACAAAAACAACAAAAAAACAAAC)n(Simple_repeat),LTR37A(ERV1),LTR33(ERVL),(TGCCTAACCCTGC)n(Simple_repeat),(A)n(Simple_repeat),(TA)n(Simple_repeat),L1MA9(L1),(AACAAAAACATATA)n(Simple_repeat),(ATCCAAAAGTGA)n(Simple_repeat),MLT2D(ERVL),MLT1C-int(ERVL-MaLR),L1MD2(L1),(ATGTGAAGCAATT)n(Simple_repeat),L1PBa(L1),L1M5(L1),(AACAAAAAAACAACAAC)n(Simple_repeat),L1MEc(L1),MER5B(hAT-Charlie)

	chr11
	Name=(CCACCCACCCAT)n(Simple_repeat),(CTGAGGTCAGGAGATCAC)n(Simple_repeat),(GTCCCCAGGCATGGTCCCCAGCCACA)n(Simple_repeat),(GGCCACTGAGACCCACCTGGGGCCACTGATACCCACCTGGA)n(Simple_repeat),(TTATTAA)n(Simple_repeat),(AGGGAAGGGAAGGGAGAGGGAAAGAG)n(Simple_repeat),(TCTCTCTG)n(Simple_repeat),(TGGATGGATGATGGAAGGATGAATGA)n(Simple_repeat),HAL1(L1),(GCATCCCCGGATCCATCCTCAGAGGCCCGGGGCTGGGA)n(Simple_repeat),(AGAA)n(Simple_repeat),(TGATTTTGTAACAGGA)n(Simple_repeat),(GGGGATGTACCTGACCTAGCCCCCAGCCG)n(Simple_repeat),(GGATGGATGGATGGATGATGGATGAATGGATGGAAGGAAGAAGAAATGGGTGGATGGATGGATGGAAGAAAAGACAGATGGATAGTGATGGATGGACAGATAGAAGGAAGGAAGAAAGAAGAATGAATGGATGGATGGATGCAAGGAG)n(Simple_repeat),(AAAAAAAAAGAAAGAACACAAAAG)n(Simple_repeat),(CCCAGCCTCATTTTTCCTAGTCCTCACTCAAGATGGAGTCGCAGCAAGT)n(Simple_repeat),(GAGACCAGCCTGGCCAACGTGGT)n(Simple_repeat),(GAT)n(Simple_repeat),(TGATGATGG)n(Simple_repeat),(TATTTATTGGATTGTCTGGTTCTATTTTT)n(Simple_repeat),(CACACATGCTTATACC)n(Simple_repeat),(AGGGTTTGCTGAGCACC)n(Simple_repeat),(TTGTCGATTGGTGTTCTT)n(Simple_repeat),(TGGATGGG)n(Simple_repeat),(CATT)n(Simple_repeat),(ATGGATGGATGGATAGGTGGGTGAATGG)n(Simple_repeat),(TCTCTCTCCCTCTCCCCTACCTCCCTCTGTCTCTCTCGCTGCCTCTCTCCTCCTCTGTCTCTCATC)n(Simple_repeat),(ATGGATGGATGCTGGAGGAATGAATGATGGATGATGGGTGGATGGATGGCTGATGGAAGAATGAATGATGGATGCTGGAGGAATGAATGATGGATGATGGGTGGGTGGATGGATGGATGGATAAATGA)n(Simple_repeat),(TGAATGATGGATGGCTGGAGGAATGATGAATCAATGGATGGATGGATGATGGGGGAGTGGGTGGGTGAGTGGATGGATGCTGGAGGAATTAATGATGGATGATGGGTGGGTGGATGATGGGTGAGGAAGGAGGAATGA)n(Simple_repeat),(GTGTGCATGTGT)n(Simple_repeat),(GGGCGCTCACCTTCCA)n(Simple_repeat),(CATCTTGTGTTTATTCTTTG)n(Simple_repeat),(GGAGAGAGTAGGATGGTTTTGGGGGAAGACGTTGGGTGGCGTTCCCT)n(Simple_repeat),MER30(hAT-Charlie),(AAAAAAACAAA)n(Simple_repeat),(AAAACAA)n(Simple_repeat),(ACAAAAACAAAA)n(Simple_repeat),(TTTGT)n(Simple_repeat),(CTAGAAGCAAAATCTCTGAAACTGCCAGGATGCC)n(Simple_repeat),L1MA4A(L1),(CATCATCAACAGCAGCATCAACAACAG)n(Simple_repeat),(CCTCACCTCCCGGACGGGGCGGCTGGCCGGGCGGGGGGCTGACCCCCCCCACCTCCCTCCCGGACGGGGCGGCTGGCCGGGCGGGGGGCTGACCCCCCCACCTCCCTCCCGGATGAGGCGGCTGGCCGGGCACAGGGGCTCCTCACTTCCCAGTAGGGGCAGCCGGGCAGAGGCGCC)n(Simple_repeat),MLT1I(ERVL-MaLR),(CATCTAGTCACCCATCTATCCATT)n(Simple_repeat),(GAGGCAGGAGAATCACTTAAACCCAGGAGTC)n(Simple_repeat),(ACTTTTGGCCAGATTGGAAG)n(Simple_repeat),THE1D(ERVL-MaLR),(CAACAGCACCAGCAACAAC)n(Simple_repeat),(AAAGAGCCTCTCCCAAAAATACCTACAATAACCATCATGCTTGGAGAAAAACTAAAAGCATTCCTGCTAAGACCACA)n(Simple_repeat),(CATCCATTCATCTATC)n(Simple_repeat),(GCGTGTGGAGGTGTCGGAGGGCGGCGTGTGGAGGGGTGGGAGGGCG)n(Simple_repeat),(ATAAAGATGGTGAAAATGATGATGATGAGGATGATAGTGAAGAAG)n(Simple_repeat),(GTGGCTCACGCCTGAAATCCCAGCACTTTGGGAGGCTGAGGCAGGCGGATCACGAGGTCAGGAGATGGAAACCAGCCTGGCTAACACGGTGAAACCCCATCTCTACTAAAAATACAAAAAATTAGCCAGGCATGGTGGCGCACGCCTGTAATCCCAGCTACTCCGGAGGCTGAGGCAGGAGAAGCACATGAACCCAGGAGGCGGAGCTTGCAGTGAGCTCAGATCGTGCCACTGCACTCCAGCCTGGGCGACAGAGTGAGACTCTGTCTCAGAAAAAAAGAAATCCTTGTCACAAGTGGGGCGCA)n(Simple_repeat),(TATTAATATTATTTTGCATTGACAAATGATAATTGTA)n(Simple_repeat),(GATGGATGATGGGTGGGTGGGTGGGTGAATGGATGGATGCTGGAGGAATTAATGATGGATGATGGGTGGGTGGATGGATGATGGAAGGATGAATGATGGATGATGGGTGGGTGGAGGAATGATGGATGGATGGGTT)n(Simple_repeat),(AAAAAGAAAAAAAAAG)n(Simple_repeat),(TCTCTGACTCCATCTGTCCCTCTCTGTCTCCCTCTCCCTGTCTGTCTCCACTCCCTCTGTCTGTCTCTCTCTACTGTCTCCCTCCTGTGTCTCTTTGCCCTTG)n(Simple_repeat),(AAG)n(Simple_repeat),(CCTCCCTCCCGGACGGGGCGGCTGGCCGGGCGGGGGCTGACCCCCCCA)n(Simple_repeat),(GGCCAGGCACAGTGGCTCACACCTGTAATCCCAACACTTTGAGAGGCCAAGGTCGGCATACCACCTGAGGTCAGGAATTCAAGACCAGCCAGACCAACATGGTGAAACCCTATCTCTACTAAAAATACAAAAAATGAGCCAAGCATACTGGCGGACACCTGTAATCCCAGCTACTCAGGAGGCTGAGGAAGGAGAATCACTTGAACCTGGGAGGCAGAGGTTGCAGTGAGCCAAGATTATACCACTGCACCCCAGCCAGGGCAATAGAACGAGACTCGGTCTCAAAAAAAAAAAA)n(Simple_repeat),(ATGACAACAATAATAATG)n(Simple_repeat),MLT1N2(ERVL-MaLR),(TTTTTTTCTTTCTTTCTTTT)n(Simple_repeat),(TAGTCCTACCTCCCCTTCCGCAGGTGG)n(Simple_repeat),MLT1A(ERVL-MaLR),(GTGAAAATGATGATGATGACG)n(Simple_repeat),(AGAGAGACAGGAGGAAAGAGAGAGAG)n(Simple_repeat),(CAA)n(Simple_repeat),(ATCCATCCATCCATTATTCCATCT)n(Simple_repeat),(ACTTGATTTTCCAGAAAGCCTGATTTCAGACGTAATCATTCATGCTTAAGAAGCAGGGATGCTG)n(Simple_repeat),(GTTCAGTGCAGCGAGCGAAGCGTGTGCACACGGACAGACGGAATCCATGT)n(Simple_repeat),(AATAATTAGTTAACT)n(Simple_repeat),(ACACACACACACGT)n(Simple_repeat),(TCCT)n(Simple_repeat),(CCAA)n(Simple_repeat),(CTCTCTCTCTGT)n(Simple_repeat),(GGCCACTGATACCCACCTGGA)n(Simple_repeat),(CACACACGTACCTGCCTGGGCATGCATG)n(Simple_repeat),(AAGATGGTGAAGATAGTGATAATG)n(Simple_repeat),(CCTCCCTCCCGGATGGGGCGGCTGGCCGGGCGGGGGGCTGACCCCCCCA)n(Simple_repeat),MLT1F1(ERVL-MaLR),(AAAAAAAAAAAAAAAAAG)n(Simple_repeat),(ATGCGGGCCCTGCCCTGAGCACCGCTTGTGGATGAAGTCAGGGACACCCTGTGAT)n(Simple_repeat),CT-rich(Low_complexity),(TTTTCTTTTTCTTTTC)n(Simple_repeat),ERV3-16A3_I-int(ERVL),(CCGTCTTTTTGGT)n(Simple_repeat),(TTTTG)n(Simple_repeat),(GGTGGCCAAGTGCCA)n(Simple_repeat),(CCCTAATCCAATAAAACTGGTATCCTCACAAGAAGAGAAGATTAAGACACAATTTCAATTTATGAAGCCTACACTGTGGTTAGCCAACTATCTATAAATGTCAATTTTGATGGTGTAAAGTTAAAAGTACACTCAGGAAGGGGGAAAAGAAAATGA)n(Simple_repeat),(TATATACACATA)n(Simple_repeat),MER58A(hAT-Charlie),(CATTCATCCATC)n(Simple_repeat),(TTCATCCATCCATCATCCCC)n(Simple_repeat),MER20B(hAT-Charlie),L2a(L2),(CTCTCT)n(Simple_repeat),(TTTATCCACTCAA)n(Simple_repeat),(CAAAAA)n(Simple_repeat),(TCTCTCTCTCTGTCTCTCCATCTGCCTCTGTCTCTGTCTCTCTCTCCATCTCCCCCATCTCTCTCTG)n(Simple_repeat),(CTCTGACCCTGGGCTCTCTGAGTCTAAGCT)n(Simple_repeat),(TTTTTGTTTTGTT)n(Simple_repeat),L1MC3(L1),MER66B(ERV1),ERVL-E-int(ERVL),(GCCTCTCCCTGTGTCCTCACCTGAG)n(Simple_repeat),(TTGTTTGTTTGC)n(Simple_repeat),(AGAGAGACAGGAGAGAGGGAGAGAGAG)n(Simple_repeat),L1MB8(L1),(CAAAAAAA)n(Simple_repeat),(GGGTTTGCTGAGCACCAGGATTTTCTGAGCAGTGGGGTTTGCTAAGCACCT)n(Simple_repeat),(GAAAGAAAGAGGAAGGAAGGAGAAGGGAG)n(Simple_repeat),(AAAAAAAAAAGAAA)n(Simple_repeat),(CCCAGGAAATGCAGCTTGCAGAAG)n(Simple_repeat),(CTCCCCCTCCTCCCTTTCTCTCTCT)n(Simple_repeat),MER21B(ERVL),(GGGACCCCAGGCAGTGAGGACCCGGGCAGTGAGGACCCGGGAGTGAGGGCCCCGGGCAGTGGGGACCCCGGGCAGTGGGGACCCCGGGCAGTG)n(Simple_repeat),(T)n(Simple_repeat),(CCATCCATGCATCCAACATCCA)n(Simple_repeat),(CCCTCACCCCCGCAGGAGC)n(Simple_repeat),(TGTGTGCGTGTGTGGTGTCGTGTGCATGGTGTCTGTATGTC)n(Simple_repeat),(TGTGTGTGCA)n(Simple_repeat),MLT2C1(ERVL),(CCTCACCTCCCGGATGGGGCGGCTGGCCGGGCGGGGGGCTGACCCCCCCACCTCCCTCCCGGACGGGGCGGCTGGCCGGGCGAGGGGCTGACCCCCCCACCTCCCTCCCGGACGAGGTGGCTGGCCGGGCACAGGGGCTGACCCCCCCA)n(Simple_repeat),Charlie5(hAT-Charlie),(TTACACATTTTTTACTTCTTCATCTGTTTAGCCACCAAGACTATGCGTTATGATGTCTTGAT)n(Simple_repeat),(TTTCTTTT)n(Simple_repeat),(AAGAAGAAGAAGAAAGAAAGCCCTAGC)n(Simple_repeat),(GTCAGCTCTCCTCCCTCTCCACCATGCAAACTGAGGCCAGTGTGCC)n(Simple_repeat),(GCCAGGGTCTGTGCCTCATCCCTCCCTGGGACAGGATCGAGGTGTCTCA)n(Simple_repeat),(GGGGCACAGAAATAAGAGGTT)n(Simple_repeat),(TATATATATATAGGATATA)n(Simple_repeat),MER4D(ERV1),(TTTA)n(Simple_repeat),(CCTGCCCTCCTGCCATGTCCCTCCA)n(Simple_repeat),(GAGGGAGGGAGAGGA)n(Simple_repeat),L1MB2(L1),(TGACTGAATGAA)n(Simple_repeat),(TGT)n(Simple_repeat),L1MC4(L1),(TCAGTGCTGAGATTACTTCAACACAAGACGGCCAGAAGCCTATGGTCCGG)n(Simple_repeat),HERVH-int(ERV1),(ATGGATGGATGGATGGATGGGTAG)n(Simple_repeat),(TATATATAATGATATAATATATAC)n(Simple_repeat),(CACCCACCTGGACCCATCA)n(Simple_repeat),(TGTGTGCTGTA)n(Simple_repeat),(TGGTGTCTGTGTGCATGGTGTCTGTATGTCTGTGTGCGTGTG)n(Simple_repeat),(ACAGCTGCAGAACTGCATGGAATTAGAGGCAC)n(Simple_repeat),(TGAAGAGAAGGGGTTGGGGGTTTCTTGCCTTCCAGAAAGGTGGAGAAGGGGTAGAGACA)n(Simple_repeat),(AAAAGAAAA)n(Simple_repeat),(GGCTGCTGGGGCCTTGGGGGGTGCTCCTGACATCTG)n(Simple_repeat),(TGGGTGGATGGATGGATGGA)n(Simple_repeat),(GTGGCTCACGCCTGTAATCCCAACACTTTGGGAGGCCAAGGCGGGCGGATCACGAGGTCAGGAGATCAAGACCAGCCCAGCCAACAAGGTGAAACCCCATCTATACTAAAAAATAACAAAAAATAGCCGGGCATGATGGCACACACCTGTAGTCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATGCTGTGAACCCGGGAGACAGAGCCTGCAGTGAACCGAGATCACACCACTGCACTCCAGCCTGGGCAACAGAGCGAGACTCCATCTCAAAAAAAATAAAATAAAATAAAAAAAGGCCAGGCGTG)n(Simple_repeat),MIRc(MIR),(GAGGAAGAAGAAGGAGGAGGAGGAG)n(Simple_repeat),(TATATACTA)n(Simple_repeat),(TGGATGGATGATGGAGGAATGAATGATAGATGATGGGTGGG)n(Simple_repeat),(CTCTCTCTCTCTTCCCAC)n(Simple_repeat),(GATGAAAACCAACTCATCTATTTT)n(Simple_repeat),(GTGTGTGGTGTCGT)n(Simple_repeat),(CCATCTTCCTGGGAGCTGTCTGGATAACCCTCTCCCTGGCCCTCACCTTTAATTTGTCCCTGAGTCCTCAATCAGGGTCACCCTCCATCCCACTG)n(Simple_repeat),(GGAGACACTGGAGCCCTGATGCAGTGGCCTGGCCCAGGCTGTCCTGGT)n(Simple_repeat),(GATGGTGAAGATGGT)n(Simple_repeat),(CACAGGCTCACACACACACACA)n(Simple_repeat),(CCTGTAATCCCAGCACTTTGGGAGGCCAAGGCAGCGGATCACAAGGTCAGGAGATCAAAACCATCCTGGCTAACACAGTGAAACCCTAGTCTCTACTAAAAATACAAAAAATTAGCCAGGCACGGTGGTGGGCACCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGAGGAGCTTGCAGTGAGCCGAGATCGCGCCACTGCACTCCAGCCTGGGCAACAGAGCAAGACTCCGCCTCAAAAAAAAAAAAAAAAAAAAAAAAAAAAGAAAGTAAAAGAAAGAAAAAAGAAAAGAGGCCGGGCATTGGGGCTTATG)n(Simple_repeat),(ATGGATGGATGGATGCATGGATGGATGGATGAATGAATGGATGAATGGATGGAAGGAAGAAGAAATGGGTGGATGGATGGATGGAAGAAAAGACAGATGGATAGTGATGGATGGACAGATAGAAGGAAGGAAGAAAGAAGAATGA)n(Simple_repeat),(CTCTCTCTCTCTGT)n(Simple_repeat),(TTATTAATTA)n(Simple_repeat),(GAAAGGAAGGAAGGAAGGGAAGAAAGAAAGAGGAAGGAAGGAGAAGGAAGGAAG)n(Simple_repeat),L1MA4(L1),(AAAATAAATAAAT)n(Simple_repeat),L1ME4a(L1),(TTTC)n(Simple_repeat),(CGGGAGGTGAGACATGAATGCTAGAGGCCTCGGTGCAGGCTGGTGCTTG)n(Simple_repeat),(TCCACACCATTTATTGAT)n(Simple_repeat),L1ME3E(L1),(AATTAATT)n(Simple_repeat),(TGTT)n(Simple_repeat),(AC)n(Simple_repeat),(CAGCCC)n(Simple_repeat),(AAAAC)n(Simple_repeat),(TGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGCAGGAGGATCACCTGAGGTCAGGAGTTCAAGACCAGCCTGACCAACATGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCTGGGTGTGGTGGCTGA)n(Simple_repeat),(TC)n(Simple_repeat),(TCA)n(Simple_repeat),(AGGAAGGAAGGAGGGAAGGAGGGAGGGAAGAAGAGGAAGGAAAGAAGGAGAGAAGGAAGGAGGG)n(Simple_repeat),(CACACATGCT)n(Simple_repeat),(TATTTTTAATTA)n(Simple_repeat),L1PA13(L1),(CACAGCACACACATACTCACACACATACT)n(Simple_repeat),(TAAAAATACAAAAAATTAGCAGGGCGTGGTGGTGCACACCTGCAATCCCAGCTACTCAGGGGGCTGAGGCAGGAGAATCACTTGAGCCCAGGAGGAGGAAGTTGCAGTGAACCGAGAGCACGCCATTGCACTCCAGCCTGGGCAACAAAAGTAAAACTCCATCTCCAAAAAATAAATAAATAAATAAAAT)n(Simple_repeat),(GATGGAT)n(Simple_repeat),(ACACAGAGAC)n(Simple_repeat),(GGAAGGGAAGGAAGAG)n(Simple_repeat),(AGAGAG)n(Simple_repeat),(ATCATCATCACC)n(Simple_repeat),L2(L2),(GGCGAGAGGCCTTTCTTTCCTGGGTC)n(Simple_repeat),(TG)n(Simple_repeat),L1MC5(L1),(ATCATCATCATCACC)n(Simple_repeat),(ACAACAACAGCAACAGCA)n(Simple_repeat),(TTTTGT)n(Simple_repeat),(GGGGTGGGGCGCGCGCAGC)n(Simple_repeat),(CTCTCTCTGCTCTCTGTCTCTGTCTCTCCATCGCCTCTGTCCTCTCTCCCCCTCTCCTCTCTCTCTCTGTCTCTCCTCTGTCTCTGTTCTCTTCTCCATCTGCCTCTGTCTCTGTCTCTCTCTCCACCTCCCCAC)n(Simple_repeat),(AACAAAACAAAAACAAAA)n(Simple_repeat),(TGATGGATGATGGGGGGGT)n(Simple_repeat),(TGTGTGAGTGTGAG)n(Simple_repeat),(TTTCAGGCCTAGGA)n(Simple_repeat),(CCTGTAGTCCCAGCTACACGGGAGACTGAGGCAGGAGAATCGCTTAAACCCGGGAGACAGAGGCTGCAATGAGCCAAGATCATCACACTGCACTTCAGCCTGAGTGACAGAGCAAGACTCTGTCTCAAAAAAAAAAAAAAACTTAGCTGGGCATTGTGTCAGGCA)n(Simple_repeat),(ATTTTTGTATTTTTAGTAGAGACGGGATTTCACCATGTTGCCCAAGCTGGTCTCAAACTCCTGACCTCAAGTGATCTGTCCGCCTCGGCCTCCCAAAGTACTGGAATTACAGGCATGAGCCACCACACCCAGGCCCTA)n(Simple_repeat),MLT1H1(ERVL-MaLR),(TCACCCCAGGGATCCCCCACCAACAGCT)n(Simple_repeat),MER45A(hAT-Tip100),(GGCAGTGAGGACCCCGGGCAGTGGGGACCCCGGCAGTGAGGACCGGGCAGTGAGGACCCTG)n(Simple_repeat),(GTTTTTTTTTTTTTT)n(Simple_repeat),(CATC)n(Simple_repeat),(AAAC)n(Simple_repeat),(CA)n(Simple_repeat),(GGATGAATGATGGATGATGGGTGGGTGGATGGATGATGGAA)n(Simple_repeat),(TGATGGATGGA)n(Simple_repeat),MSTC(ERVL-MaLR),(GACGGGGTGGCTGCCGGGCAGAGACGCTCCTCACTTCCCA)n(Simple_repeat),(CCCAG)n(Simple_repeat),(CCCTCTCTCTCTCTTCCCCCT)n(Simple_repeat),L1ME5(L1),MLT1K(ERVL-MaLR),(ATTGAATGATTTGTCACCCCTTTTAAATTT)n(Simple_repeat),(TCACCCCAGGGATCCCCCACCAACAGCTTCACCCCAGGGATCCCCCACCCAACAGCTTCACCCCAGGGATCCCCCACCAACAGCTTCACCCCAGGGATCCCCCACCAACAGCTTCACCCCAGGGATCCCCCACCAACAGCT)n(Simple_repeat),L4(RTE),(AGAAACAGGCCAGGGGCAA)n(Simple_repeat),(CACACACGCATG)n(Simple_repeat),(CCTCCCTCCCGGATGGGGCGGCTGGCCGGGCGGGGGGCTGACCCCCCCACCTCCCTCCCGGATGGGGTGGCTGGCCGGGCGAGGGGCTGACCCCCCCA)n(Simple_repeat),(GCCTTCACCCTCTC)n(Simple_repeat),(GCAGTGGCGCGATCTCGGCTCACTGCAAGCTCCACCTCCCGGGTTCACGCCATTCTCCTGGCTCAGCCTCCCGAGTAGCTGGGACTACAGGCACCCACCACCACGCCCAGCTAATTTTTTGTATTTTTAGGTGAGACGGGTTTTCACCCGGTTAGCCAGGATGGTCTCGATCTCCTGACCTCGTGATCCACCCACCTTCGCCTCCCAAAGTGCTGGGATTACAGACGTGAGCCACCGCGCCAGGCCTGACTTTTCTTTTCTTTTCTTTTTTTTTTTGAGATGGAGTCTCACTCTGCTGCCCAGGCTGGAGT)n(Simple_repeat),(CCCCACAGATCTCCCTCCATCAGTGCCAGCCATGCCCTCTGCCCCTTCCACCCG)n(Simple_repeat),(TCCATTATTCCATCCATCCA)n(Simple_repeat),(TTTCACTCTCACCCCCTCTCAC)n(Simple_repeat),(GTGCCTGGGGCTGTTGTTTGAGCTAAACAGGGGCAG)n(Simple_repeat),(TTTTCTTTTTTTC)n(Simple_repeat),(CACCTTGGGCATCCGTGGTCGTCC)n(Simple_repeat),MLT1B(ERVL-MaLR),(ATCC)n(Simple_repeat),(GCCTGATTCCAGGGGGACCTGGGA)n(Simple_repeat),(AAAAAAAAGA)n(Simple_repeat),MER63C(hAT-Blackjack),(TTTCTTTTTTTTCTT)n(Simple_repeat),(GGAAGGGAAGGAAGAGGGAAGGGAAGGGAGAG)n(Simple_repeat),(TATTT)n(Simple_repeat),(ATAGGAGAGGAAGTCACCCGCCAGTATCCGGTGGCGGCTC)n(Simple_repeat),(TTTTTCTTTTC)n(Simple_repeat),(GGAGGTGAGACGTGAACGCTAGAGGCCTCGGTGCAGGCTGGCACTTGCGGGAGGTGAGACATGAATGCTAGAGGCCTCGGTGCAGGCTGGTGCTCCCA)n(Simple_repeat),(GTGTGTGTGCACTGCATACGGAAACCTGTGTGTGTGTGTACACTGCATATGGAAACC)n(Simple_repeat),Arthur1(hAT-Tip100),(GGACCTGCTGTT)n(Simple_repeat),(AAAAAAAAAAAAAAAACAAAAAA)n(Simple_repeat),(CTC)n(Simple_repeat),(GAAG)n(Simple_repeat),(AAAAAAAGAA)n(Simple_repeat),(CATCCATTCTTCCATCTATCTATC)n(Simple_repeat),(TTCTGTCTCTCTCTATCTCCCTCT)n(Simple_repeat),(AAAAATAAATAAATAAAAAAT)n(Simple_repeat),(GGAGGGAGAAAGAGAA)n(Simple_repeat),MLT2B1(ERVL),(TGAATGATGGATGCTGGAGGAATGAATGATGGATGATGGGTGGATGGATGGCTGATGGAAAA)n(Simple_repeat),LTR78(ERV1),(ACAACAACAGCAACA)n(Simple_repeat),(GGCCTGGCCCTCCCAACTTCCTCTCTGCCCTTGTCCCCCGTCGTCCCCCTAGTT)n(Simple_repeat),(TGATGGTGATGGTGATGATGGTGATGATGA)n(Simple_repeat),(CATCCATTCTTTCATCCATCCATCCATCCATTGTTCCATCTATCTATC)n(Simple_repeat),(AATTAATCAATATACTTAATTAATATAATT)n(Simple_repeat),(ATGGATAATGGATGGATAA)n(Simple_repeat),L1MC2(L1),(AGTGGAAA)n(Simple_repeat),(TGATGGATGGATGGG)n(Simple_repeat),(AGAAAGAGAAAGAAAGAGAAAGGGAGAGAACGAGAAAGAG)n(Simple_repeat),(GAGAGAG)n(Simple_repeat),MER41C(ERV1),(CTTACGGATGAGGCAGTCCGGG)n(Simple_repeat),LTR41B(ERVL),(TCTGCTGTCACTATCTTGAACA)n(Simple_repeat),(TCTCTCTCTGTCTCCCAATCTG)n(Simple_repeat),(GTGGTGGCAGGCGCCTGCAGTCCCAGCTACTCAGAAGGCTGAGGCAGGAGAATGGCATGAACCAGGGAGGCAGAGCTTGCAGTGAGCCGAGATCATACCACTGCACTCCAACCTGAGCGACAGAGCCAGACACTGTCAAAAAAAAAACTAGCCAGGT)n(Simple_repeat),L1M4(L1),(AGGG)n(Simple_repeat),(TGTGGGTGCGCGTGGGTGCA)n(Simple_repeat),MER113(hAT-Charlie),(TTTGCCAAATTTACTTTTTAATTCCAATAGTTCATCTGG)n(Simple_repeat),Charlie21a(hAT-Charlie),(ATATAAT)n(Simple_repeat),(CAAA)n(Simple_repeat),(CTGTTACGATCACAAAGG)n(Simple_repeat),(CTCTCTCCCTCTCTCTCTCCTT)n(Simple_repeat),(ATTAATATATTTTAATATATA)n(Simple_repeat),(CTTTCTCACTCTCCCCCTCTCA)n(Simple_repeat),L1MC(L1),(GCACTAGAAGAGTGCAG)n(Simple_repeat),(GGGAGGGAGAGGAGAAGAGAAGGAAAGA)n(Simple_repeat),(AAAGAAAG)n(Simple_repeat),(TTTATT)n(Simple_repeat),(AAAG)n(Simple_repeat),Charlie4a(hAT-Charlie),(ACAAAAAACAAA)n(Simple_repeat),(TGAA)n(Simple_repeat),(GCGTGTGGAGGGGTGGGAGGGCG)n(Simple_repeat),L1ME2(L1),(TCTGAGTCCTAGGAAGTGACCGCAGTGGGAGCAGGACCG)n(Simple_repeat),(GCTGGGTTTACCCGGGAGTGGGGACATGGGTCAAGCCTGCAGCGGGGG)n(Simple_repeat),(AAGAGAGA)n(Simple_repeat),(CATCCATTCATTCCATCATCCATCCATCCATTTATCCATCTATCCATCCATCCATCCATTCACCCATCCATCCATCCATTGTTCCATCTATCTATCCATCCATTGTTGCATCTATCATCCATTCATTCATCCATCAATC)n(Simple_repeat),(GAAT)n(Simple_repeat),L2c(L2),(GATGGATG)n(Simple_repeat),(GGCAGTGAGGACCCCG)n(Simple_repeat),L1MB7(L1),L1MD(L1),(TCTCTG)n(Simple_repeat),(AAAAGA)n(Simple_repeat),(CCCTCCTCAGGATTCCCCCTCAGGACC)n(Simple_repeat),L1M4b(L1),MLT1D(ERVL-MaLR),(GATGGGGGGTCTGTACACCCCCACCCCTGGCTGTGCCAC)n(Simple_repeat),(CCTT)n(Simple_repeat),(CAACAAAAGCAGCAACAACCACAACAGTAGCAA)n(Simple_repeat),L1ME3B(L1),(CCATGGGCAG)n(Simple_repeat),(AGCCAGGGTCTAGGGAGC)n(Simple_repeat),(GTGAAGCACAATAAA)n(Simple_repeat),(CAACAGCAACAGCAACAACCACAA)n(Simple_repeat),(GCTGTCTCTCTCTGTGCGTGTCCACTGCTGTTCCCTCT)n(Simple_repeat),(GTTT)n(Simple_repeat),(ATACCCGTGTCTGGCTAGTGG)n(Simple_repeat),(TGTAATCCCAGCACTTTGGGAGGCTGAGGCGGGCGGATCACAAGGTCAGGAGATCGAGACCATCCTGGCTAACATGGTGAAACCCTGTCTCTACTAAAAATACATAAAATTAGCTAGGCATGGTGGTGGGTGCCTATAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATCACTTGAACTCGGAGGGCAGAGGTTGCAGTGAGCTGAGGTCATGCCACTGCACTCCAGCCTGGGTGACAGAGTGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAGAACAATATCTGCTACCACAAAAACACACTTAAGCACATAGCCCTCAGACACTATACAATCATGTCTACAAAACAGCCAACTAACAACACAATGACAGAATCAAAATCTCACACATCTAGCCGGGCATGGTGGCACATGCTGGCAATCCCAACTGCTTGGGAGGCTGAGGCAGGGGAACTGCTTGAACCCAGGAGGCGAAGGTTGCAGTGACCTAAGATTGCACCACTGCACTCCAGCCTGGTGACAGTGCAAGACTCTGTCTCAAAAAAAAAAAAAAAAAACTAACATATCAATACTAACCCTGAATGTCAACAGGCTAACTGACCCCACTTAAAAGGCATAGAGTGGGCCGGACACGGTGCCTCACGCC)n(Simple_repeat),(CTCCTCCCTCCTCTC)n(Simple_repeat),L1ME3C(L1),MLT1J(ERVL-MaLR),(GGAATGAGGAAGGAA)n(Simple_repeat),(GAAA)n(Simple_repeat),(ATCCATCCATCATCCATCAATCTCTCT)n(Simple_repeat),(GGCCAACCATTA)n(Simple_repeat),ERVL-B4-int(ERVL),(CACTCCGCAGTCCG)n(Simple_repeat),(CATCCATC)n(Simple_repeat),(TGTCTGTGCTCACATCCTGTCCTGTGTGCTCACGGTCAGCACTGGCACTCCTCGGTGTCCTAACCTCAGAGGAGTGACGGCAGCAGAGAGGGTGCTGGGAGCCAGTCTTTGCTCTAA)n(Simple_repeat),(AAAAAGAAAAAGAA)n(Simple_repeat),(AGCTCTCTGACTCTGGACTCTCTGACCCTAAGCTCTCTGACCCTC)n(Simple_repeat),(GAGG)n(Simple_repeat),(GATGGATGATGGGTGGGTG)n(Simple_repeat),(GTGTGTGTGTGCACTGCATATGGAAACCTGT)n(Simple_repeat),(CACAGTGTCCCCAGGTCCCAGTGGACAGTGTGGCCTCCCCCATCCCCACAGTGTCCCCAGGTCCTGGTGGAGATGTGGCCTCCCCATTTCCACAGTGTCCCCAGATCCCGGTGGATGGTGTGGCCTCCCCATTTC)n(Simple_repeat),(GATGGATGGATGGATGGATGATGGATGGAAGGATGAAGAAGGATGGATGGAAAGATAGAAGATGGATTGAGATGAATGGACAGTAGATGAGTAGATGAATGGGTGGACA)n(Simple_repeat),(AGTAGGATGGTTTCGGGGGAAAACATTGGGTGGCGTTCCCTGCAGAGAGTAGGATGGTTTCGGGGGAAGACGTTGGGTGGCATTCCCTGGAGAGAGTAGAATGGTTTCGGGGGAAGACGTTGGGTGGCGTTCCCTGCAGAGAGTAGGATGGTTTCGGGGAAAACATTGGGTGGCATTCCCTGGAGAC)n(Simple_repeat),(AGTGGAAAGGTGGAAA)n(Simple_repeat),(GGAAGGAGGTGAT)n(Simple_repeat),MSTB1(ERVL-MaLR),(TCCCTCCTCAGGATCCCTCCTCAGGATCCCTCCTCAGGAT)n(Simple_repeat),(CATGCAGATATCCATGTGAACTCGTGCCCGTGTAAGACGCATGATCGTGTGTGCACACATCG)n(Simple_repeat),(GTGAAGAAGATGAAGATGGTGAAAATG)n(Simple_repeat),(CCCACATTCTCAATCCTGTAGGGAGGGCCCAAGGAGAACGGCA)n(Simple_repeat),(GAG)n(Simple_repeat),(AATTAATTAATAT)n(Simple_repeat),(GCCTGGAGTGAGGGTGCGGAGTGGTTGGGAGATGAGGGCCGGCG)n(Simple_repeat),(ATCCCTCCTCAGG)n(Simple_repeat),(CCTCCCTCCCGGACGGGGCGGCTGGCCGGGCCGGGGGCTGACCCCCCCA)n(Simple_repeat),(CCAACCAACCAACCAACCAACTAACCAA)n(Simple_repeat),(GGGGGCTGGGTTTACCCGGGAGTG)n(Simple_repeat),MLT1J2(ERVL-MaLR),(GATGGATGGATGGAAGGATAGAAGGATAGATGGAAGATGGATGGATAAAAGATAAGTG)n(Simple_repeat),(CCAACTAA)n(Simple_repeat),AluY(Alu),(TGTTTTTT)n(Simple_repeat),(AGTTTTCCAAAAAAAAAAA)n(Simple_repeat),(GAGGGAGGGGCCACCAGCGCAGAGG)n(Simple_repeat),(GCCCCTCCCCAG)n(Simple_repeat),(GCCCATTTAGACAAGA)n(Simple_repeat),(GCCTCTCTCCGTGGCCTGTAGATGCCA)n(Simple_repeat),Tigger6b(TcMar-Tigger),(GATG)n(Simple_repeat),(GTCACCCCAGCCTCCCCC)n(Simple_repeat),(CATCTCCATTAAAAATA)n(Simple_repeat),(CT)n(Simple_repeat),(AGGGAAAAGGGATGGGGTCCGAGGGGAGGGGATTGGGGTCGAGGGGAAGGGGTCCAGGCGC)n(Simple_repeat),(GTGGGTGCGC)n(Simple_repeat),(TGCATATGTGCTGGTGTGTG)n(Simple_repeat),(TCTACCTAAGCCCATCACA)n(Simple_repeat),Charlie7a(hAT-Charlie),(CACCATCATCATCATCACCATCATCACCACCATCATCAC)n(Simple_repeat),(AAC)n(Simple_repeat),(TGGA)n(Simple_repeat),(GAGGAGGAGGGGGTAGAGGAGGAGAAGCGGGGAGGAGGAGGAGGAGGTGGAA)n(Simple_repeat),(TTTGTTTTTTT)n(Simple_repeat),(CATTTCCTGTCTTGAG)n(Simple_repeat),(ATGGTAAAAATGGTGATGATGATGGTGAAGATGGTGATGATGAAGATGGTGATGACGTAATAGTGAAGAAGATGAAGACAGTGGTGGTGATGATGAAGATGATGAAGAAGTTAATGAAGATGATTATAAATATGGTGAAGATGATGGCGATGAGGATGTTAGTGAAGAAGAAAAAGATGGTGAAGAT)n(Simple_repeat),AluSx(Alu),(ACACATGTAACAT)n(Simple_repeat),(TGTGTGTGTGCATA)n(Simple_repeat),(AGGA)n(Simple_repeat),(TGTGTGTGCACTGCATGTGGAAACCTGTGTGTGTGTGCACTGCGTATGGAAACC)n(Simple_repeat),(ATATATACAC)n(Simple_repeat),(CTGC)n(Simple_repeat),(CAACAACAACAG)n(Simple_repeat),(TGCTGATTGGTCCATTTTACAAAG)n(Simple_repeat),(GGAG)n(Simple_repeat),(AGAAAGAAGAGAGAAAGAA)n(Simple_repeat),(ATATGGGCAATGTGAGACGCTTCTAGCAGAGACTGTGATGGGGCTCGCTTGGG)n(Simple_repeat),Tigger1(TcMar-Tigger),(GAGCTGAACTCTGCCCT)n(Simple_repeat),(TGTGTGCATGTGTAGTGTCTGTGTGCATGGTGTCTGTATGTCTGTGTGTGCGTTGGTATGTGTGATGTGTAGTGTCTATGCATGATGTCTGTATGTC)n(Simple_repeat),(GGATGATGGATAGATGATGGAG)n(Simple_repeat),THE1C(ERVL-MaLR),(TCGTCCCACCTTGCGCATCCGCGG)n(Simple_repeat),(TGCAGGTATAGGTGGAGGGG)n(Simple_repeat),(TGGGTGAGTGGG)n(Simple_repeat),(AAAAAAAAAAAAG)n(Simple_repeat),(TCTCTCTCTGTCTC)n(Simple_repeat),(AAGTTCTTATATTCTTCAGC)n(Simple_repeat),(ATGGTGTCTGTATGTCTGTGTGCGTGTTTGTATGTGTGCATGTGTAGTGTCTGTGC)n(Simple_repeat),(TTTG)n(Simple_repeat),(AAAAAAAG)n(Simple_repeat),(CTTT)n(Simple_repeat),(AGAGACAC)n(Simple_repeat),(CCAT)n(Simple_repeat),MLT1J1(ERVL-MaLR),(GAGAGAGAGAGAG)n(Simple_repeat),(TGA)n(Simple_repeat),Kanga2_a(TcMar-Tc2),(AAAAAAGAAAAAAAA)n(Simple_repeat),(GTGTTCAGTGCAGCGAGCGAAGC)n(Simple_repeat),MER99(hAT?),(GTGTGTGTGTGTCCAT)n(Simple_repeat),(GATGATGGATA)n(Simple_repeat),(GAAAGGAGAGAGGGAAGG)n(Simple_repeat),(CCCTCTCACCCCCTCTGGCTGGCATTTCACCAAACAGAGGGCC)n(Simple_repeat),(GCACAGCCCTGTTTGCATAT)n(Simple_repeat),(TGGATGGATGA)n(Simple_repeat),(TTTTTTGTT)n(Simple_repeat),MER1B(hAT-Charlie),(TGTAAAACGCACCAATCAGCGCTC)n(Simple_repeat),(ATGTGTGTGTGTGC)n(Simple_repeat),(ACACACATGCTTATGC)n(Simple_repeat),L1MB4(L1),(GTGCAGGTGTGTGCCTGTGTGTGAGTGTGCAG)n(Simple_repeat),(CACATGCACACACATACTCACACACATACT)n(Simple_repeat),(CATCCCCGTCCCCATCCC)n(Simple_repeat),(GATGAATGATGGATG)n(Simple_repeat),(AAAAAAAGAAAG)n(Simple_repeat),(CAATTTTATCCACT)n(Simple_repeat),(CCTGCCCCTCGGATCCTGCCTGGGTGCTGGTGGGATCTGAGGCTTGGTGCTCCAGCTCC)n(Simple_repeat),(GCATGTGCTCATGTGTGCACATGTGTGTGAGT)n(Simple_repeat),(AAAACAACAACAACAAC)n(Simple_repeat),(CTTTCTTTCTTTCTTTCTCTCTCTTTCTTTCTTCTTTCTTTCTTTCTCT)n(Simple_repeat),(ATG)n(Simple_repeat),(CTTC)n(Simple_repeat),(CACAGGCTCA)n(Simple_repeat),(GCCGTGAGCACAGCCAAGCACTGGGCCCGTGTACCATACACAGTTTATGGGGTGAGAAGAGCTGGTGG)n(Simple_repeat),(GATGGTGATGATGAA)n(Simple_repeat),(CCGCACTCCGCAGGCCACAGC)n(Simple_repeat),(TTTTTCTTTTTTTTT)n(Simple_repeat),(AGGAGAGAAAAAGAGAGAAGGAAGAAA)n(Simple_repeat),(CACACCTCAGGATTGTCCAGAGTAT)n(Simple_repeat),(AACAACAACAACAACAAAACAAC)n(Simple_repeat),(TTTTTCTTTTT)n(Simple_repeat),(TTTTTTTTCTTTTTTC)n(Simple_repeat),(CATGCTCACACA)n(Simple_repeat),(TTAT)n(Simple_repeat),(TTCT)n(Simple_repeat),LTR37A(ERV1),(GCGCCCGCCCCCGCCCCCCT)n(Simple_repeat),(CCT)n(Simple_repeat),(AAAAG)n(Simple_repeat),(CACAGTGTCCCCAGGTCCCAGTGGACGGTGTGGCCTCCCCATTTC)n(Simple_repeat),(TGG)n(Simple_repeat),(AAAAAT)n(Simple_repeat),(CATCCAACCATTCATCTACT)n(Simple_repeat),(TGGATGGATGATGGATGGATGGG)n(Simple_repeat),(TCTGTCTCCCTCTC)n(Simple_repeat),(ACAGAGACACAGAGACACAGAGACAC)n(Simple_repeat),(CAAAAGAAGAAAATCCACTTC)n(Simple_repeat),(CCTGCCCTCCTGCCATGTCCCTCCACCTGCCCTCCTGCCATGTCCCTCCACCTGCCCTCCTGCTGTGTCCCTCCACCTGCCCTCCTGCCATGTCCCTCCACCTGCCCTCCTGCCATGTCCCTCCACCTGCCCTCCTGCCAGTCCCTCCACCTGCCCTCCTGCCCTCGTGCCATGTCCCTCCACTTGCCCTCCTGCCCTCTGCCATGTCCCTCCACTTGCCCT)n(Simple_repeat),(CTCTCCCTATGTCT)n(Simple_repeat),(TGCCTGTAGTCCCAGCCACTCAGGAGGCTGAGGCACCAGAATCGCTTGAACCAGCGAAGCAGAGGTTGCAGTGAGCCGAGATCACACCATTGCACTCCAGCCTGGGCAAAAGACTGAGACTCCATCTCAAACAAAAAAAAGAAAAAGAAAAATTAGCTGGGTGTAGTGACAGG)n(Simple_repeat),(AAGAGG)n(Simple_repeat),(ACAAAA)n(Simple_repeat),(TGGATGGGTGGATGATGGACAGT)n(Simple_repeat),(ACCACAACAACAGCAACAACC)n(Simple_repeat),L1MD1(L1),(TCCTTCTCTCTCTCCC)n(Simple_repeat),(AT)n(Simple_repeat),(GAAGGAAGGAGGGAAGGTGGGCAGAAGA)n(Simple_repeat),LTR33(ERVL),(TTAATTAATATACTTAA)n(Simple_repeat),MIRb(MIR),MLT1E2(ERVL-MaLR),(AGTTTTGCCAAAAAATAAAAAA)n(Simple_repeat),(GAAGGAAGGAAGAAGGGAGAGAGG)n(Simple_repeat),MIR3(MIR),(ATGGATGGATATGTGG)n(Simple_repeat),(CCGGGCAGTGAGGACCCGGGAGTGAGGGCCCCGGGCAGTGAGGACCCTGGGCAGAGAGGACCCCAGGCAGTGAGGACCCGGGAGTGAGGACCCGGCAGTGAGGGCC)n(Simple_repeat),(TGTTTTCATGTTTTTTGTTGTTGTTGTTGT)n(Simple_repeat),(ACACATATATATACACATACATAT)n(Simple_repeat),(AAAAAAAAAAAAAAGA)n(Simple_repeat),(AGCAACAACAACAGCAGCAACCACAACAACAGCAAC)n(Simple_repeat),(ATGGATGGATA)n(Simple_repeat),(GGAGGGAA)n(Simple_repeat),MLT2A1(ERVL),(TCCA)n(Simple_repeat),(TGTGTGC)n(Simple_repeat),(GGGCCCAGGCACCCACGTGAGGGTGGGGACCATGAGGCTCTGCTGCCCCTTTCCCACTGGCGATAGGGCTACTTCAAGCCATCGGAATGACGGGAAGA)n(Simple_repeat),(CATATATACACATAGAGCA)n(Simple_repeat),(GAGAAAGAAAGAAAGAGAAGGAGAGAGAGAGA)n(Simple_repeat),(AAAGAAAGAAAGAAAGAGAGAAAGAGAAAGAAAGAGAAAGAAAGGAAGGA)n(Simple_repeat),MER2(TcMar-Tigger),(TTAAATAACCAACCAACCAA)n(Simple_repeat),(GTGGGTGGATGGATGAATGGATGATGGAAGGATGAATGATGGATGATGG)n(Simple_repeat),(A)n(Simple_repeat),LTR29(ERV1),(AAAAATACAAAATAG)n(Simple_repeat),(AAAAAAAAAAAAAGAAAAAAAAAAAG)n(Simple_repeat),(AGGGA)n(Simple_repeat),L1MB3(L1),(TGTGTGTGTGTGTGCA)n(Simple_repeat),(CTCCT)n(Simple_repeat),(GGAGGAGCAGTGGGCA)n(Simple_repeat),(GGGAGAGGGAGACCATG)n(Simple_repeat),L1ME3D(L1),(TGAGACGGAGTTTTGCTC)n(Simple_repeat),(ATGG)n(Simple_repeat),G-rich(Low_complexity),Charlie2b(hAT-Charlie),(CACATAGCATATATACATATCA)n(Simple_repeat),(GGGATGTACCTGACCTAGCCCCCAGCCAC)n(Simple_repeat),L1MDa(L1),(AATGATGGATGATGGGTGGATAGGTGGATGATAGAAGGATGAGATGGATGATGGATGGGTGGACAGGTAGGTGAATAGATGGATGCCAGAGGGATGAATAATT)n(Simple_repeat),(TCTT)n(Simple_repeat),(CCATCCATCCATCTCCTCATCTCT)n(Simple_repeat),(ATAATTAATTATA)n(Simple_repeat),(GGAGCGTGGAGGAGAAGG)n(Simple_repeat),HERVFH19-int(ERV1),(ACACACACATACATGCTTCTGCACACCA)n(Simple_repeat),(GAGGGCAGAGTGGG)n(Simple_repeat),(ATTAACTGTATGCACATATGCTGTGC)n(Simple_repeat),(CCCTTCATCCATC)n(Simple_repeat),(TGTTGTTGTTGTTTGT)n(Simple_repeat),(CTGGCTAGTGATACCCGTGTCTGGCTAGTGGATACCTGTGT)n(Simple_repeat),(TATT)n(Simple_repeat),(TATTAATTATGAGTTATTAATAATCATAA)n(Simple_repeat),(ATTAATAATACAAGT)n(Simple_repeat),(GATGGGTGGATGGATGGATGGATG)n(Simple_repeat),L1MA6(L1),(AAGATGGTGATAATGGTG)n(Simple_repeat),L1MEd(L1),(GGATCAACTGAGGTCAGGAGTTTGAGACCAGCCTGACCAACATGGAGAAACCCCGTCTCTACTAAAAATACAAAAATTAGCCAGATGTGATGGCGCAAGCCTGCAATCCCAGATACTCAGGAGGCTGAGGCAGAAGAATCACTTGAACCCAGGAGGCGGAGGTTGCAGTGAATGGAGATCACACCACTGCACTCCAGCCTGGGCAACAAGAGCGAAACTCCATCTCAAGGCAGGC)n(Simple_repeat),(CTTCCCTCCCTCCCTCCCTCCTTTA)n(Simple_repeat),(CTGATGGA)n(Simple_repeat),(GAAAGAAAAAAAGAAAA)n(Simple_repeat),(GGCCAGGCACAGTGGCTCACACCTGTAATCCCAACACTTTGAGAGGCCAAGGTCGGCATACCACCTGAGGTCAGGAATTCAAGACCAGCCAGACCAACATGGTGAAACCCTATCTCTACTAAAAATACAAAAAATGAGCCAAGCATACTGGCGGACACCTGTAATCCCAGCTACTCAGGAGGCTGAGGAAGGAGAATCACTTGAACCTGGGAGGCAGAGGTTGCAGTGAGCCAAGATTATACCACTGCACCCCAGCCAGGGCAACACAACAAGACTCGGTCTCAAAAAAAAAAAA)n(Simple_repeat),(AAGAGAGAG)n(Simple_repeat),(GTGTGCATATATGTCTAT)n(Simple_repeat),(ATGTGTGTATAT)n(Simple_repeat),(AAAAGAAAAAA)n(Simple_repeat),(TA)n(Simple_repeat),(GCCCCTCCT)n(Simple_repeat),(TCCCTCCTCAGGATCCCTCCTCAGGATCCCTCCTCAGGATCCCTCCTAAGG)n(Simple_repeat),MLT1A0(ERVL-MaLR),(AGAGAGGGAGAGGG)n(Simple_repeat),(TGTGTGTGCACTGCGTATGGAAACC)n(Simple_repeat),(AAGGGATCGGGGCGCAGAGATATAAGAGGTTGGGGCACGGAAAT)n(Simple_repeat),(AGCCCCACCCACCTGGGCT)n(Simple_repeat),(CAGGGTG)n(Simple_repeat),(TGCAAGACGAAAA)n(Simple_repeat),(GATGATGAAGATGGT)n(Simple_repeat),(ATTATATATACTATATAT)n(Simple_repeat),(CTCTGTCTCT)n(Simple_repeat),(TCTCTGTCTCTCTCTG)n(Simple_repeat),(AGAGACAGAGACACACACAGACACACAGAGAGACAC)n(Simple_repeat),(TGTGTGTGTGTGCACTGCATATGGAAACC)n(Simple_repeat),(TATATTCTGTTGTTGGGTGGCGTGTTC)n(Simple_repeat),(TGTGTGTGTGTGTGCACTGCGTATGGAAACTCTGTGTG)n(Simple_repeat),L1P4a(L1),(TGAGGAAGGGTGGTCC)n(Simple_repeat),L1MEf(L1),MLT1E1A(ERVL-MaLR),(ATGATGGTGGTGGTGATGACAATGATGATG)n(Simple_repeat),(CATCCACCATCAATCCTTCACACTCACTCATCCATGCCATCATGTTATCCACCAGCCATCCATGCATGCAGCATCCACCATCAATCCATCCACACTCACTCATCTACCATCACCTTACCCACCAGCCACCCATGCATGCAG)n(Simple_repeat),(CACAGGCGGTGACCCTGGAAAAATAAGCAGAGCAAAAGCCAGGGAAAACCAGCGAGGGGGAGCCATGGCAGAGCTCAGA)n(Simple_repeat),(GGGAGGGAGAGGAGAAGGAAGGAAAGAGGGA)n(Simple_repeat),(CCTGCCCTCCTGCCGTGTCCCTCCACCTGCCCTCCTGCCATGTCCCTCCACCTGCCCTCCTGCCATGTCCCTCCACCTGCCCTCCTGCCACGTCCCTCCACCTGCCCT)n(Simple_repeat),(ACAACAAGAGTAACAACC)n(Simple_repeat),(AATAAC)n(Simple_repeat),(CCTGCCCTCCTGCCGTGTCCCTCCACCTGCCCTCCTGCTCTGTCCCTCCACCTGCCCTCCTGCCGTGTCCCTCCA)n(Simple_repeat),(GATGGATGGTTGATGGATGGGTAGGTGTGTGGGTGGATGGATGATGGATGCTGGAGGAATTAATGATGGATGATGGGTGGGTGGATGTGGTGATGGAAGGATGAATGATGGATGATGGGTGGGTGAGCAGGTAGGTGAATGGATGCATGCTGGAGGGATGAATAATCAAT)n(Simple_repeat),(GTTTTTTTT)n(Simple_repeat),MLT2D(ERVL),(TGATGATGATGATGGTGATGGTGGTGATGGAGG)n(Simple_repeat),(AAAGAAAGAAAAAGAAAGAAAAGAAAGAGAAAGAAAGAAAGAGAAAGGGAGGGAGGGAGAGAGAG)n(Simple_repeat),(CACG)n(Simple_repeat),(ACAAA)n(Simple_repeat),(AAAAGAAAGAAAG)n(Simple_repeat),(GT)n(Simple_repeat),(TTACATTTTTTTCTAC)n(Simple_repeat),(CCGCACGGGGTCGGT)n(Simple_repeat),(CCTGCCCTCCTGCCATGTCCCTCCACCTGCCCTCCTGCCTGTCCCTCCA)n(Simple_repeat),LTR78B(ERV1),(AGCTGGACCAGGAGCAG)n(Simple_repeat),(CCCAGCTCCACAC)n(Simple_repeat),(ATTTTTAAGTAATATTTATTATTTTGAAATTACTTAAAAATGT)n(Simple_repeat),(ATTT)n(Simple_repeat),(CTTTTTTTTTGTTTG)n(Simple_repeat),(AGGTCCTCACCCCTCCATTCACCCCGAAGCTCCAGCTTCTAGAACATGGCCAGATGCACGGC)n(Simple_repeat),(AAAT)n(Simple_repeat),(TCTCTGTTGTGTG)n(Simple_repeat),(CTCCAGGCAGCAGGAAG)n(Simple_repeat),(GGTTGGTTGGTTT)n(Simple_repeat),(TGTTGTTGTTTGTTGTTGT)n(Simple_repeat),(CACCAACCCATCTACCCATCCATACACA)n(Simple_repeat),(AGAAACCACTCGGCCGGGAGCAGTGGTTCGTGCCTGTAATCCCAGCACTTTGGGAGGCCAAGGCAGACAGATCACGAGGTCAAGAGATCGAGACCAACCTGACCAACATGGTGAAACCCCATCTCTACTAAAAATACAAAAAATTAGCCGGGCGCAGTGGCGGGCGCCTGTAATCCCAGCTACTCGGGAGGATGAGGCAGGAGAATCGCGTGAACCCAGAAGGCAGAGCTTGCAGTGAGCCAAGATCACGCCACTGCACTCCAGCCTGGGCGACAGAGCAAGACTCCATCTCAAAAAAAAAAAAAAGAAACCAA)n(Simple_repeat),(TAAATGTCTGAAATGTGTG)n(Simple_repeat),(CTTTCTTCCTCCCTCCCTC)n(Simple_repeat),(AAAGAAAGAAAGGGAAAAGAAAGAAAAA)n(Simple_repeat),(TGGTGA)n(Simple_repeat),(AAAACAAAACAAAATAGTGGA)n(Simple_repeat),(TATTTATTAGATTGTCTGGTTCTATTTTATTAATTGGATTATCTAGTTCTGTTTT)n(Simple_repeat),(GCTGGGATTACAG)n(Simple_repeat),(TGGGGCAGGGTGGGGGCCTGGGGGTGGGG)n(Simple_repeat),(GGGAGA)n(Simple_repeat),MER4B(ERV1),(CCTCCTCTTCCT)n(Simple_repeat),(CCCTGTTTGCATATGCACAGAATCTGTTTGCATATGCACGA)n(Simple_repeat),(GCACACGCCCACCCGTGAAC)n(Simple_repeat),(TATATATATATAGGATATATA)n(Simple_repeat),(CCTTCATCCGGCCTCC)n(Simple_repeat),(TTCC)n(Simple_repeat),(TCCCCA)n(Simple_repeat),(ATGATGATGATAATGATGGTGGTGGTGATGACAGTG)n(Simple_repeat),L1MC4a(L1),(AAAGAGAGAAGGAAAG)n(Simple_repeat),AluJb(Alu),(TGATGATGGTGGTGGTGG)n(Simple_repeat),(ATTTTGAGTCCGGACTGAAACGAGATC)n(Simple_repeat),(CGGGTGCAGGTACAGGTATATG)n(Simple_repeat),(TATATAATTATATATATATATATACATATATATACTATATATTATAATATATAGTGTGTATATAC)n(Simple_repeat),MER2B(TcMar-Tigger),(GCACCCCACTCCCAACACCAGGACTGAGCGT)n(Simple_repeat),(GATGGTGAT)n(Simple_repeat),(TTCTTT)n(Simple_repeat),MER45B(hAT-Tip100),MLT1C(ERVL-MaLR),(TGAGGCCCTCCTTCCTGGGCCAT)n(Simple_repeat),(GGCATCGGGGTTTCAGGCCTAGGATTTGG)n(Simple_repeat),(TGGTAAAAATGGTGAGGATGA)n(Simple_repeat),(TGTTG)n(Simple_repeat),L1MC1(L1),(TTTTC)n(Simple_repeat),(CACTCTGCAGTCCACACTCCGCAGTCTG)n(Simple_repeat),(GATGGATGGATGAATG)n(Simple_repeat),(TGTCCTCACCTGAGGCCTCTCTCCGTGGCTTGTAGATGCCAGCCTCTCCCTG)n(Simple_repeat),(GCCACCACGCCCAGCTAATTTTTGTATTTTTAGTAGAAACGGGATTTCACCATGTTGACCAGGCTGGTCTCAAACTCCTGACCTCAGGCGATCCACCCACCTCAGCCTCCCAAAGTGCTGGAATTACAGGCATGA)n(Simple_repeat),(CCTCTCTGCCCTTGTCCCCCGTCGTC)n(Simple_repeat),(ATCCATCCATCT)n(Simple_repeat),(CCACCCCCATCAGCA)n(Simple_repeat),(TTTTTCTTTTTTTTC)n(Simple_repeat),(GCAGCTCCCTGGAGAGGGCA)n(Simple_repeat),(TAGTGAAAATGATGAAGA)n(Simple_repeat),(TTTTTTTTTTTTTGAGACGGAGTCTCACTCTCTCGCCAGGCTGGAGTGCAGTGGCGCAATCTCAGCTCACTGCAACCTCCACCTCCTGGGTTCAAACAATTCTCCTGCCTCAGCCTCCCGAGTAGCCGGGATTACAGGCATGCACCACCAAGCCCAGCTAATTTTGTATTTTTAGTAGAGACGGGGTTTCACAATGTTGCCCAGGATGGACTTAAACCCCTGACCTCAGTGATCCACCCACCTCGACCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACTGTGTCCAGCCTCTGCTGTACTTTAAAAAAAAAAACTTTTTTTCTTAATTC)n(Simple_repeat),(GTGTGTGCATGCGCAGGTGTGTGTGTGTGTCTGCATGTGTGTGCATGTGCGA)n(Simple_repeat),(TGTGTGTGTGTGTGCACTGCGTATGGAAACC)n(Simple_repeat),(AG)n(Simple_repeat),(AGGATCACACCAGGATCCAGCCATGCCTGAGGAAGGATCACACCAGGATCCAGCCATGCCTGAGGCGACATCACACCAGGATCCAGCCATGCCTGAGGC)n(Simple_repeat),(GAAAGAAAGA)n(Simple_repeat),(CACACACGTACATGTTTCTGCACACCCACACACACGTACCTGCCTGGGCATGCATG)n(Simple_repeat),(CCAGGCTGGAGTGCAGTGGCACAATCTCAGCTCACTACAAACTCCGCCTCCCATGTTCAAGCGATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGCATTACAGCCACCCGCCACCACGCCCAGCTAATTTTTCTATTTTCAGGAGAGACGGAGTCTCACCATGTTGG)n(Simple_repeat),(TGAGCTCCCCACTACAAGC)n(Simple_repeat),(CCTGCCCTCCTGCCATGTCCCTCCACCTGCCCT)n(Simple_repeat),(AAACA)n(Simple_repeat),HERVIP10F-int(ERV1),(CATCCATTGTTCCATCTATCTATC)n(Simple_repeat),(CGCCGGGCCCCAAATTCCAG)n(Simple_repeat),(CTCTCTCTCTCCATCTCTCTCCCTCTCCCTCC)n(Simple_repeat),(AGCACTGATTGGTGCGTTTTTACAGAGTGCTGATTGGTGCATTTACAAACCTTTAGCTAGACACAG)n(Simple_repeat),(CTCTGAGCCTGGGCT)n(Simple_repeat),(TGTGTGTGTGTGCATATGTGCTGGTGTGTGTGTGCATATGTGCTGGTGTGTGTGTATATGTGCTGTGTGTGTGCATGTGTGC)n(Simple_repeat),L1ME3(L1),MLT1F2(ERVL-MaLR),L1ME1(L1),(TGGTGATGATGGTGA)n(Simple_repeat),MIR(MIR),(GTCCCCAGGCACG)n(Simple_repeat),(TTTTTTATTTGTA)n(Simple_repeat),L1MD3(L1),(AGAAAG)n(Simple_repeat),(TTTTTTTTTGT)n(Simple_repeat),(CCCCTGCCTG)n(Simple_repeat),(GATCACACCAGGATCCAGCCATGCCTGAGGAAG)n(Simple_repeat),(GAAAGAAAGAGAAA)n(Simple_repeat),(TCTCCCGGGGCTTCACCCCAGGGGCCCCTCCCAGCCTTCTCCCCTCTCTGTACCCCCAACCCCC)n(Simple_repeat),(TCACCATCATTG)n(Simple_repeat),(GGATTTAGGGCATCGG)n(Simple_repeat),(TGGATGGATGGATGGATGAG)n(Simple_repeat),(GGAGGGG)n(Sim

	chr12
	Name=(AGGAGATGAGGAAGAGATAGGAGATGAGGAAGAGATGAGGAAGAGATAGGAGATGAGGAAGAGATAGGAGATGAGGAACAGAT)n(Simple_repeat),(ATATATAAA)n(Simple_repeat),MER34A1(ERV1),(CCTCCCTCCCTCCGTC)n(Simple_repeat),AluSz(Alu),HAL1(L1),(AGAA)n(Simple_repeat),THE1A(ERVL-MaLR),(ATATCTATATGTGTACATAC)n(Simple_repeat),(TTTTTGGGGAAAAAAAAGACTTCA)n(Simple_repeat),MER58B(hAT-Charlie),(TTATTTTATTTATTTAT)n(Simple_repeat),(CTTTTTTCTTTCTTT)n(Simple_repeat),(CACCATGCTAGCCTTGAACTCCTGACCTCGTGATCTGCCTGCCTCGGCCTCCCAAAGTGCTGGGATTACAGACATGAGC)n(Simple_repeat),(ATATAT)n(Simple_repeat),(TAGTCTTATTTGAGCTCATCTGTGCTTTTAATGTGTACTACGTTAGGTGTTTTCACTTGCATTTCCTT)n(Simple_repeat),Kanga1c(TcMar-Tc2),(TGAGTGTGTGTG)n(Simple_repeat),(AAAAAAACAAA)n(Simple_repeat),(AAAAAAAAAAAC)n(Simple_repeat),LTR9B(ERV1),LTR50(ERVL),(TAAAAATACAAAAAACTAGCCAGGCATGGTGGCACGCGCCTGTAATCCCAGCTACTAGGGAGGTGGAGGCAGAAGAATCGATTGAACCCAGGGAGGCGGAGGTTGCAGTGAGCCAAGATTGCGCCACTGCACTCCAGCCTGGGCAACAAAGCGAGACTCCGTCTCAAAAAAAAAAA)n(Simple_repeat),(GGAAGGGGAGAGGAAAGGAG)n(Simple_repeat),(AAG)n(Simple_repeat),MLT1N2(ERVL-MaLR),MLT1A(ERVL-MaLR),(ATGAGGAAGAGATAGGAGATGAGGAAGAGATGAGAAAGAGATAGGAGATGAGGAAGAGATGAGAAACAGACAGGAA)n(Simple_repeat),MLT2F(ERVL),L3(CR1),LTR8A(ERV1),MADE2(TcMar-Mariner),(TTTTG)n(Simple_repeat),(ATATATAGGTAATATAT)n(Simple_repeat),MER20B(hAT-Charlie),L2a(L2),(TGTCTCTACCATCTCTACCA)n(Simple_repeat),LTR67B(ERVL),(CAAAA)n(Simple_repeat),(CAAAAACAAACAAAAAAA)n(Simple_repeat),(TTTTTG)n(Simple_repeat),MER41B(ERV1),L1MB8(L1),MER34A(ERV1),(TGGTTTTGGGGCTTTTTGCTTTT)n(Simple_repeat),LTR2(ERV1),MER21B(ERVL),(T)n(Simple_repeat),MER39B(ERV1),MLT2C1(ERVL),(TTTTTTTTGTTTGT)n(Simple_repeat),(TGTTTT)n(Simple_repeat),(TATTTATTTATTTTTTT)n(Simple_repeat),(GGCACGGTGGCTCACACCTGTAATCCCAGCACTTTAGGAGGCCAAGGCAGGCAGATCACAGAAGCCAGGAGATTGAGACCAGCCTGGCCAACATGGCGAAAACTCATCTCCACAAAAATTAAAAAACTTAGCCG)n(Simple_repeat),(AAGAAGAGAAAGACAAGGAGGG)n(Simple_repeat),(TGTGTGTATATA)n(Simple_repeat),(AAAAACAGAAAACAAA)n(Simple_repeat),(TTTA)n(Simple_repeat),(AGAGAGAGAGGC)n(Simple_repeat),L1MB2(L1),(CCCTGAC)n(Simple_repeat),L1MA2(L1),L1MC4(L1),(TATAAAAATATATATAAAATA)n(Simple_repeat),MER117(hAT-Charlie),(AAAAAATAAA)n(Simple_repeat),LTR26E(ERV1),MIRc(MIR),(TAATATATAGTAATATATTATATAGG)n(Simple_repeat),(AAGAGAGAGAGAGG)n(Simple_repeat),(AAGAAAGAAAGAAAAAGAAAG)n(Simple_repeat),L1ME4a(L1),(TTTC)n(Simple_repeat),(TGTT)n(Simple_repeat),(AC)n(Simple_repeat),(TGTGTC)n(Simple_repeat),(TC)n(Simple_repeat),(TATGTATATACATCTATA)n(Simple_repeat),Charlie10(hAT-Charlie),MER21C(ERVL),L1MA8(L1),(TATATAGATATTATATAAATACATCTATAAGTATA)n(Simple_repeat),(CTTTTTT)n(Simple_repeat),(ATATATTACATATATATATAC)n(Simple_repeat),MLT1G(ERVL-MaLR),L2(L2),(TG)n(Simple_repeat),(TGTGTGTATATATAGA)n(Simple_repeat),(TAAAAAATAATAACAA)n(Simple_repeat),(AAAAATAAAAAAATACAAAATT)n(Simple_repeat),L1MC5(L1),(CTCCTCACTCG)n(Simple_repeat),LTR83(ERVL),(AACTGTTATCAGCTCTGCTCTTCCTTTTG)n(Simple_repeat),(TCCAA)n(Simple_repeat),MER57-int(ERV1),(GGCATGGTGGCACACACCTGTAATCCCAGCACTTTGGGAGGCTGAGGTGGGCGGGTCACGAAGTCAGGAGATTGAGACCAGCCTGGCCAACATGGCGAAAACTCATCTCCACAAAAATTAAAAAAATTAGCCG)n(Simple_repeat),MER4-int(ERV1),(TTTTATTTATTTATTTAT)n(Simple_repeat),MER45A(hAT-Tip100),(TATTATATATTAATGTA)n(Simple_repeat),(AAAC)n(Simple_repeat),(TTTTTTAA)n(Simple_repeat),(CA)n(Simple_repeat),(AAAACATCAAAGAA)n(Simple_repeat),Tigger2b_Pri(TcMar-Tigger),(AAAAAATAC)n(Simple_repeat),MLT1K(ERVL-MaLR),L1ME5(L1),(CTTTTCTTTTTT)n(Simple_repeat),(TTTTGTTT)n(Simple_repeat),L4(RTE),(TGAGATCCTGGAGCCTT)n(Simple_repeat),(CCCGCCGCCCCCCCC)n(Simple_repeat),(TATG)n(Simple_repeat),Arthur1B(hAT-Tip100),(TCTTCCACATTCCATTACCCCCTAA)n(Simple_repeat),MLT1B(ERVL-MaLR),MER63C(hAT-Blackjack),(TTTTTTTTTTTTTTTTTTAC)n(Simple_repeat),(TGTGTGTATATACATATTATATAGA)n(Simple_repeat),(TTTTTCTTTTGTT)n(Simple_repeat),(GAAG)n(Simple_repeat),(AAAAAAAAG)n(Simple_repeat),(AGTGTGGTAAGTAC)n(Simple_repeat),(ACACCCACAC)n(Simple_repeat),LTR78(ERV1),MER20(hAT-Charlie),(GAAGAGGAAGAA)n(Simple_repeat),(TTTATTTATTTATT)n(Simple_repeat),L1M4(L1),(TATATAGGTAATATAT)n(Simple_repeat),MER113(hAT-Charlie),HERVK14-int(ERVK),MER83A-int(ERV1),(CCCAAGTAGCTGAGATTACAGGCA)n(Simple_repeat),(GGCGGGCGGATCACGAAGTCAGGAGATCAAGACCATCCTGGCTAATGCGGTAAAACCCATCTCTACTAAAAATACAAAAAATTAGCCAGGCGTGGT)n(Simple_repeat),(AAAG)n(Simple_repeat),(ACAGGGACTATACTGCTT)n(Simple_repeat),Charlie4a(hAT-Charlie),(CTGTGTGCTAGG)n(Simple_repeat),(CAGGAGTTCAAGACCAGCCTGGCCAACATGGCGAAACCCATCTCTACTAAAAATAAAAAAATACTGAGGCAGGGTGCGGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGACCAAGGCAGGCAAATCACCTAGGT)n(Simple_repeat),(TATATATTTATATAAATATAAAAA)n(Simple_repeat),THE1B-int(ERVL-MaLR),(TATATAGATGTGTGTGTATA)n(Simple_repeat),(TTTCTAGATATATA)n(Simple_repeat),(GAGATGAG)n(Simple_repeat),L2c(L2),(ATATGTGTGTGTATATATATAT)n(Simple_repeat),L1MB7(L1),(AAACACACACAC)n(Simple_repeat),(ACTTAGTT)n(Simple_repeat),(GGGTGCGGTGGCTCATGCCTGTAATCCCAGCAATTTGGGAGACCAAGGCAGGCAAATCACCTAGGTCAGGAGTTCAAGACCAGCCTGGCCAACATGGCAAAACCCAGTCTCTACTAAAAATACAAAAAAATTAGCTGAGGCT)n(Simple_repeat),(GAGCTCAGGATTTCGAGAC)n(Simple_repeat),(AGGAGAAGAAGGGGAGAG)n(Simple_repeat),L1MA1(L1),MLT1D(ERVL-MaLR),(TTTCTTTTTCTTTTTTT)n(Simple_repeat),(AGAGAAAGAAAGAAAGAA)n(Simple_repeat),(TTTGATACTAAACTTATTAGAC)n(Simple_repeat),(TTGCC)n(Simple_repeat),(TTTTGTATTTTTAGTAGAGATCGGGGTTTCACCATGTTGGCCAGCTGATCTGGAACTCCTGACCTCAAGTGATCTGCCCGCCCTGGCCTCCCAAAGTGCTGAAATTACAGGCGTAAACCACTGGGGCCAGCTAAG)n(Simple_repeat),LTR54B(ERV1),(TTTTATTTTTTTAATT)n(Simple_repeat),(AAAAACACAAAAAACAAAAAAC)n(Simple_repeat),(AAAAGAAAAAGAAAAG)n(Simple_repeat),(GGGAAGGGGA)n(Simple_repeat),(GTTT)n(Simple_repeat),MER63B(hAT-Blackjack),(TGTGTATATATACATATATATATAGATGTGTGTATATACATATAGA)n(Simple_repeat),L1ME3C(L1),MLT1J(ERVL-MaLR),(TGTGTGTATA)n(Simple_repeat),LTR54(ERV1),L1PA3(L1),(ATAATC)n(Simple_repeat),(AGAGAGAAAATAGTTGAC)n(Simple_repeat),(TCTTTCTTTCTTTCTTTTCTTTCTTTCTT)n(Simple_repeat),MER115(hAT-Tip100),(TCTGTTTTGTTTTTTTG)n(Simple_repeat),Tigger15a(TcMar-Tigger),(AAGAGATAGGAGATGAGGAAGAGATAGGAGATGAGGAGGAGATGAGGAATGAGGATAGAGATGAGG)n(Simple_repeat),(ATTTTTTATAGT)n(Simple_repeat),(ATACACACACAC)n(Simple_repeat),MER4B-int(ERV1),(TTTTTCTTTTTTTTTTTC)n(Simple_repeat),(TATATATATAGATGTGTGTATATACA)n(Simple_repeat),MER49(ERV1),(TTTGTTGTTTTGT)n(Simple_repeat),(TTTATTTTTTA)n(Simple_repeat),AluY(Alu),(TTTTTGT)n(Simple_repeat),(CAAGCTCTGTTTGTTGTTGTTGTTG)n(Simple_repeat),(TATATAGGTAA)n(Simple_repeat),(AAAAAAACA)n(Simple_repeat),(TAAAGCATGGAATTT)n(Simple_repeat),(TTTTCT)n(Simple_repeat),(GAAGAAAGAGAAGAAGAAGAAGGAGGAGGAG)n(Simple_repeat),AluSx(Alu),LTR36(ERV1),L1PB(L1),(CTTTTTTTTTTTTTTTTTTTTA)n(Simple_repeat),MamGypLTR2b(Gypsy),(TTTG)n(Simple_repeat),(CTTT)n(Simple_repeat),(TTTTTTTTCAGAAAAGAAGTT)n(Simple_repeat),(ACCTTCTGCCACCAGAAA)n(Simple_repeat),(TATATTATTTATATAATATAAAATAACC)n(Simple_repeat),HUERS-P1-int(ERV1),(GGAGAAGACCGAGAAGGTT)n(Simple_repeat),L1MB4(L1),Harlequin-int(ERV1),(TTTTGGTTTGTTTTTTTTTTT)n(Simple_repeat),(AGAGAGAGAGAAAA)n(Simple_repeat),(ATACATATATATATGTATATAT)n(Simple_repeat),(TTAT)n(Simple_repeat),(TTACTTCAGTAAGAAAATCAA)n(Simple_repeat),(TTTTATTT)n(Simple_repeat),HAL1b(L1),(AAGAGATAGGAGATGAGG)n(Simple_repeat),(TTTTTTTTTTTTTTTTTTTAC)n(Simple_repeat),(AT)n(Simple_repeat),LTR33(ERVL),MIRb(MIR),(TAGCGCGTTGCCTGGGCACAGTG)n(Simple_repeat),MIR3(MIR),L1MEg(L1),(TTTGAGAGAAGGAGCATGAGCTTTGAAGCCAAATCAACCTATATTCAAAATAGC)n(Simple_repeat),(GATGGGGACTCAAG)n(Simple_repeat),MER2(TcMar-Tigger),(A)n(Simple_repeat),(TTTTTTC)n(Simple_repeat),(AAAAGAAAAAAAA)n(Simple_repeat),L1MB3(L1),(TTTCTTTTTTCTTTTTT)n(Simple_repeat),(CAAATCCCTTTTACTA)n(Simple_repeat),MER51A(ERV1),(ATGG)n(Simple_repeat),(AAAAATACAAAAATTAGCCAGGCATGGTGGCACAGCCTGTAGTCCCAGCTACTCAGGAGGCTGAAGCAGAAGAATTGCTTGAACCCGGAAGGCGGAAGTTGAAGTGAGCCAAGATCATGCCACTGCACTCCAGCCTGGGCAACAGAGCAAGACTCCACCTCAAAAAAA)n(Simple_repeat),(GAAGGGGAGGAAAGGGAAA)n(Simple_repeat),(CTCTCTCCCCTCC)n(Simple_repeat),(TTTTTA)n(Simple_repeat),(TCTT)n(Simple_repeat),(CCCGCCGCCCCCAC)n(Simple_repeat),(CCTCCGTC)n(Simple_repeat),(TATT)n(Simple_repeat),(TTCTTGCTTGCTTGCTTTTCTTT)n(Simple_repeat),LTR53(ERVL),L1MA6(L1),(GTGTGTGTGCATGTGT)n(Simple_repeat),(GGCCAGGTGCAGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCAAGGGGTGAGATCACTGAGGTCAGGAGTTCAAGACCAGCCTGGCCAACATGGTGAAACCCCATCTCTACCAAAAAATTCAAAAAAAATTAGCCGGGCGCAGTGGCATGGGCCTGTAATCCCAGCTACTCAGGAGAATGAGGAAGAAGAATCACTTGAACCTGGGAGGCAGAAGTTGCAGTGAGCCAAGATCGCACCACTGCACTCCAGACTAGGCGACAGAATGAAACTCCATCTCAAAAAAAAAAAAAGAATAAAAATGAGCAATTTAATAGAAAAAGATCTC)n(Simple_repeat),(TATATATATGTGTGTATATATA)n(Simple_repeat),(TGTGTATATACTATATATA)n(Simple_repeat),(GGGTTTCACCATGTTGGCCAGGCTGATCTCAAACTCCTGACCTCAAGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAACCACTGCGCCTGGCCCAACAGATAATTTATTTAAAAAACTGTTCATAGAGACA)n(Simple_repeat),(TTTTTGTATTTTTAGTAGAGAGCAGTTTCACCATGTTGCCCAGGCTGGTCTCAAACTCCTGACCTCATGATCCGCCCACCTCGGCCTCCCAAAGTACTGAGATTACAGGCGTAAGCCACCGTGCCCGGCCTAA)n(Simple_repeat),(TA)n(Simple_repeat),L1MA9(L1),(TTTTTTTCTTTT)n(Simple_repeat),MLT1A0(ERVL-MaLR),LTR88a(Gypsy?),(ATTGGGTTAGAGA)n(Simple_repeat),MLT1F(ERVL-MaLR),(TTTCCCAATTAGTTACTTACTTACTTAGTTAA)n(Simple_repeat),L1MA5A(L1),(GAAGGAGAAGAGAAGGAGAAGGAGGAAGAAGAAAGGAGAAGGAGAAGAAGGA)n(Simple_repeat),(ACTTTGGTTTTGGTTTTGACCTGACTTGGATTGCTTGAT)n(Simple_repeat),(ATAT)n(Simple_repeat),(AATA)n(Simple_repeat),LTR84b(ERVL),(CCAGGCTCTAGAGA)n(Simple_repeat),(ATATATACACATATATACATATGTATATACAT)n(Simple_repeat),(ATA)n(Simple_repeat),(TTTTTTTATTTATTTATTA)n(Simple_repeat),(TTTTGTTATTTCACATTTTGG)n(Simple_repeat),MamGypLTR1c(Gypsy),(AAGAGATAAGAGATAAGAGATAAGA)n(Simple_repeat),(GT)n(Simple_repeat),LTR78B(ERV1),(TGTGGGGTGAGTGTAAA)n(Simple_repeat),(ATTT)n(Simple_repeat),(TGAGCAACATAGTAA)n(Simple_repeat),(TGCCCTCATAACAGATCTTAATAGT)n(Simple_repeat),(AAAAAAACAAAAACA)n(Simple_repeat),MER94(hAT-Blackjack),(TTATCAATAATAAACTTCTCTAAGCCTTGGTT)n(Simple_repeat),(TAAATATTTATTT)n(Simple_repeat),(AGAGAGTTCCCCATAAGGAG)n(Simple_repeat),(ATATAATTATATAAATATAAAAATATATATTTATATAAATATAAAA)n(Simple_repeat),(TTTTTTTTGTTTG)n(Simple_repeat),(CGTGACCGAGAG)n(Simple_repeat),MER112(hAT-Charlie),MER46C(TcMar-Tigger),(TTTAGAAATAATTTATAAATCA)n(Simple_repeat),(CAAAAGAAAGACAAAGAAAGAGAAAGAA)n(Simple_repeat),(TAAAATATATATAGCATATATAT)n(Simple_repeat),L1MC4a(L1),(TGTATATAGATAGATGTG)n(Simple_repeat),(AGAGGAAAGG)n(Simple_repeat),(TATATATATATATATGAATGTGTTT)n(Simple_repeat),AluJb(Alu),(TTTCTTTTTTT)n(Simple_repeat),(ATATATATATAATATATAA)n(Simple_repeat),MER2B(TcMar-Tigger),(TACAGGCTGGGAAG)n(Simple_repeat),L1MC1(L1),(TTTTTTTTTTTTTTA)n(Simple_repeat),(AGAAAGAGATAGGAGATGAGGAAGAGATG)n(Simple_repeat),(TATATACATATAGTATATATATTATGTATACACATAC)n(Simple_repeat),(AGAGATA)n(Simple_repeat),(TTCCTATGGTACCG)n(Simple_repeat),(GTGGCTAATATTGATAAATCAA)n(Simple_repeat),(TATTTAATGGATTTTGCATAACTCAATGCTTTTTTTGGCAGTTTG)n(Simple_repeat),(TACTTTGTTCACAC)n(Simple_repeat),(AG)n(Simple_repeat),L1PBa(L1),(TTTGTTTGTTTTTTTTTT)n(Simple_repeat),MER5A(hAT-Charlie),(AAAAGAAAAAAAAG)n(Simple_repeat),MLT1L(ERVL-MaLR),L1ME3(L1),MER103C(hAT-Charlie),MLT1F2(ERVL-MaLR),(TATATATATATATGAATGTGTTT)n(Simple_repeat),L1ME1(L1),(AAATAAATAAAAATACA)n(Simple_repeat),Tigger3b(TcMar-Tigger),(AGAGACCTGA)n(Simple_repeat),(TTTTGTTTTTTGTTTTTG)n(Simple_repeat),(TTCAGTCTCAATTATTTCTTTAAAAC)n(Simple_repeat),MIR(MIR),L1MD3(L1),MLT1E3(ERVL-MaLR),(TCTTTCCACATTACACCCTCCC)n(Simple_repeat),(AGAGAGAGAAAA)n(Simple_repeat),(TTTTTTTTTA)n(Simple_repeat),L1M5(L1),(AATAGGCCTTGATTATTTAAT)n(Simple_repeat),(AGGGG)n(Simple_repeat),Charlie1a(hAT-Charlie),(TATACACTTAAAATTCTGGAAATTGACTAAAACCTAGAGCA)n(Simple_repeat),(ATTAAGCCTCAATTTTACATGTTGCCT)n(Simple_repeat),(AAGAGATGAGGAAGAGATAGGAGATGAGGAAGAGATAGGAGATGAGG)n(Simple_repeat),(AAAAAATATAACAATA)n(Simple_repeat),(TTTCCCACTTAGTTAC)n(Simple_repeat),(TAAAATATATATAGCATATATATTATATAT)n(Simple_repeat),(ATTATTAAATAGGCCTTG)n(Simple_repeat),(TTA)n(Simple_repeat),(GGCTTG)n(Simple_repeat),(AATTTTTGTACTTTTAATAGAGATAGGGTTTCACCATGTTGGCCAGGCTGGTCTTCAACTCCTGACCTCCTGATCTGCCTGCCTCGGCCTCCCAAAGTGCTGGGATTAAAGACATGAGCCACTGCACCTGGCCCACACCGAG)n(Simple_repeat),(CACACACACACACACACCCCTGACATGTTCATCATGTGCCAGT)n(Simple_repeat),(ATAG)n(Simple_repeat),(ACTAAGAAGGAAGTTTACAGCTATAAGCACCTACATCAAGAAAGAGGAAAACCTTCAAATAAACAATCTAACAATGCATCTTGAAGAACTAGAAAAGCAAGAGCAAGCTAAACCCAAAATTAGTAGGAAAAAAAGAAAGATCAGAACAAAAACAAATAAAATTGAAATGAAAACAATACAAAAGGTCAA)n(Simple_repeat),(GAA)n(Simple_repeat),(TTTTTTTATTTTTATTTT)n(Simple_repeat),(CTAATTTTTATATTTTTAGTAGAGACAGGGTTTCACTATGTTGGCCAGGCTGGTCTCAAACTCCTGACCTCAAGTGATCCACCCACCTCAGCCTCCCAAAGTGCTGAGATTACAAGCGAGACCCACCGTGACCTGC)n(Simple_repeat),(GGATATAATCACACATTACT)n(Simple_repeat),(TGAGCTATGATCACGCCACTGCATTCCAGCC)n(Simple_repeat),MamRep605(Unknown),(GCTCACGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGCAGGCGGATCACCTGAGGTCAGGAGTTCGAGACCAGCCTGCCAACATGGCGAAATCCCATCTCTACTAAAAAAACAAAATTAGCCGGGCATGTTGGCACAGCCTGTAACAGCTACTCGGAGGCTGAGGCAGGAGAATCGCTTGAACCTGGGAGGCGGAGGTTGCAGTGAGCCGAGATCGCGCCACTGCACTCTAGCCTGGGCAACAGATCGAGATCCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAGGCCAGGAGCGGTG)n(Simple_repeat),(TTGT)n(Simple_repeat),LTR37B(ERV1),L1PA17(L1),(AATCTGAGGGACATTAGAATAACTTCCCTTTTAT)n(Simple_repeat),(ATTATATATTAAAATATATATAGC)n(Simple_repeat),(TATATTTAAATAATGTATAAA)n(Simple_repeat),(AAAAT)n(Simple_repeat),(AGCAAGAA)n(Simple_repeat),(CATGTTGTGCTATGC)n(Simple_repeat),(TCCCTCCGTCCG)n(Simple_repeat),MER68-int(ERVL),(AAGTAATCCTAAGCA)n(Simple_repeat),(AAAGAAAGAAAGAGAAAGAAAGAAAGAGAA)n(Simple_repeat),MER33(hAT-Charlie),AluSz6(Alu),(CTACATATAAACTGAGTCTTAGTT)n(Simple_repeat),MER39(ERV1),MLT2A2(ERVL),MARNA(TcMar-Mariner),MSTB(ERVL-MaLR),AluJo(Alu),(AAGGAGGAAGGG)n(Simple_repeat),(AGAGG)n(Simple_repeat),MER31B(ERV1),L1ME3A(L1),(CATATATATTATATAAATATATACATATATTACATAATATATACATATAT)n(Simple_repeat),MSTA(ERVL-MaLR),L2b(L2)

	chr12
	Name=(TATATACATG)n(Simple_repeat),(ATTTATTGAAATTTA)n(Simple_repeat),L1PA16(L1),(TATACTTTTCTTATATATG)n(Simple_repeat),(GGAAAGAAAAGGAAGGAAAGAG)n(Simple_repeat),(GA)n(Simple_repeat),LTR46(ERV1),THE1D(ERVL-MaLR),(CTTCTCCTT)n(Simple_repeat),(AGCCTTTCTATAATAT)n(Simple_repeat),(CACTAGATCAAGTGT)n(Simple_repeat),(ACTAGTCTAATAATTTGGTC)n(Simple_repeat),L3(CR1),L2a(L2),(TATGAAGTGGTATTTTA)n(Simple_repeat),(ATTTAAAAATAATAATAT)n(Simple_repeat),(T)n(Simple_repeat),(ATTTATTAACTAAATAATT)n(Simple_repeat),L1MA2(L1),(TGTT)n(Simple_repeat),(AC)n(Simple_repeat),(TC)n(Simple_repeat),(TGTATATATGTGTATAGATATGTATATATATACATACATATATACATGTATATATGCATACACATATGTATATATATAATACATATATACA)n(Simple_repeat),(CATTATGTTTTCATGAGGTG)n(Simple_repeat),(TG)n(Simple_repeat),L1MC5(L1),(ATTACTTTTAGTAATA)n(Simple_repeat),(ATATTAAGGAATTAT)n(Simple_repeat),(TCCCTTCCTCTCTTCTACCCTCTCT)n(Simple_repeat),(CA)n(Simple_repeat),L4(RTE),(CATGGTGGCTTACACCTGTAATCACAGCA)n(Simple_repeat),L1M4(L1),(AAGG)n(Simple_repeat),L2c(L2),(AAAAGAAAGAAAAAA)n(Simple_repeat),L1MD(L1),(TTTTGTATATAATATATTA)n(Simple_repeat),MER49(ERV1),(ATTTAAATT)n(Simple_repeat),(TTATTTATTA)n(Simple_repeat),(ATT)n(Simple_repeat),AluSx(Alu),(CTTCCTTCTTTCCTCCCTCCCTTCCTCA)n(Simple_repeat),(AAATAAAATAAAATA)n(Simple_repeat),(TTTG)n(Simple_repeat),(TGTATATATA)n(Simple_repeat),(GTTTTTGTTTTTTTTGTTTGTTT)n(Simple_repeat),(AAATAAAAT)n(Simple_repeat),MER44C(TcMar-Tigger),HAL1b(L1),(AAAAAT)n(Simple_repeat),(TTGATAAATTAAT)n(Simple_repeat),L1MD1(L1),(AT)n(Simple_repeat),(TGTTTGTTTGTTTGTT)n(Simple_repeat),L1MEg(L1),(A)n(Simple_repeat),(TACATAAATTACTCTAAT)n(Simple_repeat),(TCTT)n(Simple_repeat),(GAGCTTCTCCGGGCATTTTAA)n(Simple_repeat),(TTTTGAATATAACACATTC)n(Simple_repeat),(CTTCTCCTTCTTCTC)n(Simple_repeat),MER65D(ERV1),(ATTTTTATTTTATTT)n(Simple_repeat),(TTTTGTATATAATC)n(Simple_repeat),(ATTTAAATTATTTAATT)n(Simple_repeat),(TTAAATTATTAAAATTATTTAAATTTATCTAAGTAAAATAATG)n(Simple_repeat),(AGATCAAATTAAAACACTTCTCATAATATTCATTAAT)n(Simple_repeat),(TTTTTCACTCCTTTCT)n(Simple_repeat),MLT2D(ERVL),MLT1I-int(ERVL-MaLR),(GT)n(Simple_repeat),(TTGGAGTCTTTATTTT)n(Simple_repeat),L1PA4(L1),(ATACATAATATACAAATAT)n(Simple_repeat),(AATACTCAAAATAAGA)n(Simple_repeat),L1ME2z(L1),L1MC4a(L1),AluJb(Alu),(ATTTTGTATATAACATTCTA)n(Simple_repeat),(ACAAAAACCTTATGTTCAC)n(Simple_repeat),MER2B(TcMar-Tigger),(ATTTTT)n(Simple_repeat),MIR(MIR),(TGATCGGGGTTCTCAGTTGTAGAAAACAGACACCTAGCTACTTTAGGCAGTAAGGTTTTTTGTTTATTTTTATAAGGAGAGATGTTCTAAATATTTATTGCTGTGTTATGAATATAGATGTAT)n(Simple_repeat),(AAATA)n(Simple_repeat),(TTGGTCTTTATTTT)n(Simple_repeat),L1M5(L1),(GGAA)n(Simple_repeat),(GGCAGTCATCACTTCACTCATATTCCACTCCGTTGACTAGTTCCATTCATGTAACTAGTCATATCACCAAACCTACTGCACAAGAGGCTAGAAAAGGTAAAGAACAA)n(Simple_repeat),(TATTTT)n(Simple_repeat),L1MEe(L1),L1PB3(L1),(TTTTTCTTTTCTT)n(Simple_repeat),(TGTATATATGTGTATAGATATGTATATATATACATACATATATACA)n(Simple_repeat),(TGTTTTTTGTTTGTTTGTT)n(Simple_repeat),(TGTATAAGTCACATAAATCAAGAAACAAGAAAAGCCAAGTTACAAATTTA)n(Simple_repeat),MamRep605(Unknown),MamGypLTR1b(Gypsy),(TACATAAATAATAACATTTCATA)n(Simple_repeat),(TTTATTTATTATTA)n(Simple_repeat),(TAATTGTTGTATTTTTAACAGAGACGGTGTTTCACCATATTGGCCAGGCTGGACTCAAACTCCTAACCTCAGGGATCTACCCACCTCGACCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACTGCGCCCAGCC)n(Simple_repeat),MLT1H2-int(ERVL-MaLR),(AAAAGGAAGGAAAGGAAAAGAAGAAGGGGAAAGG)n(Simple_repeat),MER39(ERV1),MSTB(ERVL-MaLR),(TATATATATACA)n(Simple_repeat),(ATTTATTATTATGAAGTGGT)n(Simple_repeat),MSTA(ERVL-MaLR),MSTD(ERVL-MaLR),L2b(L2)

	chr17
	Name=(TCCTCCCTCCCTTCCCTTCCCTC)n(Simple_repeat),(AAAAAAAAAAAAT)n(Simple_repeat),(AAAAAACAAA)n(Simple_repeat),(AAAACTGCAACCCGGGCCAGGCACGGTGGCTCACGCCTATAATCCCAGCACTTTGGGAGGCCAAGGCGGGCAGATCATGAGGTCAGGAGATCGAGACCATCCTGGCCAACACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTACCTGGGCGCGGTGGCGCGCGCCTGTAATCCCAGCTACTCAGGAGGCTGAGGCAAGAGAACGGCGTGAACCCAGGAGGTGGAGCTTGCAGTGAACTGAGATAGCGCCACTGCACTCCAGCCTGGGCGACAGAGCAAGACTCCATCTCAAGAAAAAAAGAAAAAAAAACAACAACAAA)n(Simple_repeat),(GCGGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCCAAGGCGGGCAGATCACCTGAGGTCAGGACATCAAGACCAGTCTGGCCAACACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCAGGCGTGGCGGGGT)n(Simple_repeat),MLT1M(ERVL-MaLR),AluSz(Alu),HAL1(L1),(ATATATAAT)n(Simple_repeat),(CACACACATGCAAG)n(Simple_repeat),(GCCTCAGCTTCCCGAGTAGCTGGGAGTACAGGCACCTGCCA)n(Simple_repeat),(ACCAATCAGCACTCTGTAAAATGG)n(Simple_repeat),(GAT)n(Simple_repeat),(GCCTCTGCCCGGCCACCCCGTCTGGGAAGTGAGGAGCGCCTCTGCCCGGCCGCCCCGTCTGGGAAGTGAGGAGCGCCTCTGCCCGGCGCCACCCCGTCTGGGAAGTGAGGAGC)n(Simple_repeat),MER58B(hAT-Charlie),(TATATATGTG)n(Simple_repeat),(AATGAAGGAATG)n(Simple_repeat),(GTTTTTGTTGTTGTTGGTTTTGTTTTT)n(Simple_repeat),(CCATCCTCCCTCCCTCCCTCCCTT)n(Simple_repeat),(CAGCACTCTGTAAAATGGACCAATCAGCA)n(Simple_repeat),(TAGGAGAGAAAAAG)n(Simple_repeat),(TATATGATATATCATATATAA)n(Simple_repeat),(TAAATA)n(Simple_repeat),(GA)n(Simple_repeat),(CACCAATCAGCACTCTGTGTCTAGCTTAAGGTTTGTAAATGCACCAATCAGCACTCTGTAAAAATG)n(Simple_repeat),(AAAAAAACAAA)n(Simple_repeat),(GTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGCAAGGCAGGCAGATCACAAGGTCAGGAGTTAAGACCAGCCTGGCCAACATGGTGAAACCAGTCCCTACAAAAAATACAAAAATTAGGCCAGGCACG)n(Simple_repeat),(GTGTGCTTGTGTGT)n(Simple_repeat),(TATTAATTTAAAACTTGAGG)n(Simple_repeat),(TTTCTTTTTTTTTTTCTTTTTTCTTTC)n(Simple_repeat),MLT1I(ERVL-MaLR),(CTTCAGATTCAGCTGG)n(Simple_repeat),(GGAAGGGAG)n(Simple_repeat),HERVL-int(ERVL),(TTAAAAATATAATTATTAAATA)n(Simple_repeat),(TTGTTT)n(Simple_repeat),(CACCTGTGGTTCCAGCTACTCTGGAGGCTGGCTGAGAT)n(Simple_repeat),(CATACTTTCTGAACTACTGTTCTAGAA)n(Simple_repeat),(AATGAATG)n(Simple_repeat),MSTB2(ERVL-MaLR),MLT1A(ERVL-MaLR),(TTTTTTTTTTTTTTTGAGACGGAGTCTATTCTGTCCCCAGGCTGGAGTGCAGTGGCACGATCTCGGCTCACTGCAACCTCCGCCTCCCGGGTTCAAGCCATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCACCCGCCACCACACCCGGCTAATTTTTTGTATTTTTAGTAGAGACAGGGTTTCACCATGTTAGCCAGGATGGTCTCGATCTCCTGACCTCGTGATCCACCCGTCTTAGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCAGCCTTAGACTATTTACTGATTT)n(Simple_repeat),(CAGCACTCTGAAAAATGCACCAATCAGCA)n(Simple_repeat),Cheshire(hAT-Charlie),MLT1F1(ERVL-MaLR),L3(CR1),(GGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCAGGCAGATCACAAGGTCAGGAGATCAAGACCAGCCTGGCCAATACGTGAAACCCCATATCAACTAAAAAATACAAAAAACTGGCTGGTGC)n(Simple_repeat),(AAAAAGAAAAAAAG)n(Simple_repeat),(CAAAACAAAAAAAAAAAAA)n(Simple_repeat),(AAGCTTTACATATAAATTTCT)n(Simple_repeat),(TTTTTTTG)n(Simple_repeat),(TTTTTTTTGAGAGGAGTCTCGCTCTTGTCTCCCAGGCTGGAGTGCAGTGGTGCAATCTCGGCTCACTGCAACCTCTGCCTCCCGGGTTCAAGAGATTCTCCTGCCTCAGCCTCCCAAGTAGCTTGGATTACAGGCGCCTGCCACCAAGCTCGGCTAATTTTTTGTATTTTTAGTAGAGATGGGGTTTCACTATGTTGGCCAGGCTGGTCTCGAACTCCTGACCTCAGGATCCACCCGCCTCGGCCTCCCAAAGTGCTGGATTACAGGAGTGAGCCACCGAGCCTGCCCTTT)n(Simple_repeat),MADE2(TcMar-Mariner),(TTTTG)n(Simple_repeat),MER58A(hAT-Charlie),(GCCCCTGTC)n(Simple_repeat),LTR34(ERV1),(TTTTTTTTTTTTTGAGACGGAGTCTCACTCTGTCACCCAGGCTGGAGTGCAGTGGTGCAATCTCGGCTCACTGCAACCTCCACCTCCTAGGTTCAAGCAATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGTGCGCGCCACCATGCCTGGCTAATTTTTTGTTTTTATTAGAGACAGGGTTTCACCATGTTGGCCAGGATGGTCTAGATCTCCTGACCTCAGTGATCCACCCGCCTCAGCCTCCCAAAGTGCTGGGATTACAAGCGTGAGCCACAGCGCCTGGCCTTC)n(Simple_repeat),(GTTTTTTTGTTTTTGTTTT)n(Simple_repeat),MER20B(hAT-Charlie),L2a(L2),L1MC3(L1),(TGTTTTTTTGTTT)n(Simple_repeat),(TTCTTTTTTTTTTCTTTTC)n(Simple_repeat),(AATG)n(Simple_repeat),(AGATA)n(Simple_repeat),(TGTGTGTGTGCTTGCACGTGTGTGCTTGCATGTGTGTGTGTGCT)n(Simple_repeat),(TTTTTG)n(Simple_repeat),MER41B(ERV1),L1MB8(L1),(CATCCTAGCTAGAGCTCAAATCGCCTTG)n(Simple_repeat),(TTTTTTTGGATTTTTAGTAGAGATGGGGTTTCACCGTGTTAGCCAGGATAGTCTCAACCTCCTGACCTCATGCTCTGCTCACCTCGGCCTCCCAAAGTGCTGAGAATTACAGGCGTGACCCACCGCGCCCAGACTAAC)n(Simple_repeat),(GTGTGTGCATGTGT)n(Simple_repeat),(CCTGTCATAATTT)n(Simple_repeat),(TCTGTCTC)n(Simple_repeat),(T)n(Simple_repeat),(TAT)n(Simple_repeat),(AATATATAT)n(Simple_repeat),(TATTTATTTAT)n(Simple_repeat),(TTTTTTTTTTTTTTTCTTCTTTCTTTCTTTC)n(Simple_repeat),(ATATATATATAAAGTATGTGTAT)n(Simple_repeat),MSTD-int(ERVL-MaLR),(TGTGTTTGTGTG)n(Simple_repeat),(TCTCTC)n(Simple_repeat),(CTAAGTTTTGTATTTTTAGTAGAGACGGGGTTTCACCATGTTGGCCAGGCTGGTCTATAGAACTCCTGACCTCAAGTGATCCACCCACCTCGGCATCCCAAAATGCTAGGATTACAGGCATAAGCCACCGTGCCCGGC)n(Simple_repeat),(ATATTCTCCCCCACCCTTAAGAAGGTACTTTGTA)n(Simple_repeat),(TGTTT)n(Simple_repeat),(AAAAAAAAAAAAAAAAG)n(Simple_repeat),(ACTTTGGGAGGCTGAAGCAGGCGGATCACCGAGGTCAGGAGATCGAGACCAGCCTGGCCAACATAGTGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTGGGCGTGGTGACAGACACCTGTAATCCCAGATACTCAGGACGCTGAGGCAGGAGAATCGCGTGAACCCAGAAGGCAGAACTTGCAGTGAGCCGAGACAGTACCACTGCACTCCAGCCTGGGCAACAAAGCGAAACTCCGACTCATAAATAAATAAATAAATGGCCCGGCGCGGTGGCTCACACATGTGATCCCAGC)n(Simple_repeat),(TTTA)n(Simple_repeat),(TTTATTTATTTATTTATT)n(Simple_repeat),(TCACAAAAAAGCAAGA)n(Simple_repeat),(TGTGTGTGTA)n(Simple_repeat),L1MC4(L1),(GGGCGGCGGC)n(Simple_repeat),(GCCCT)n(Simple_repeat),(AAAGAGAAAAGAAAGA)n(Simple_repeat),FLAM_C(Alu),(GCAGGGTGCTGCTTT)n(Simple_repeat),(GTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAAGCGGGCAGATCACGAGGTCAGGAGATCGAGACCATCCTGGCTAACACGGTGAAACTCCATCTCTACTAAAAATACAAAAAATTAGCCGGGCGTGGTGGCAGTCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAGTCACTTGAACCTGGGAGGCAGAGGTTGCAGTGAGCCGAGACTGCCACTGCACTCCAGCCTGGACAACAAGAGTGAAACTCAGTCTCAAAAAAAAAAAAAGAGCCGGGTAAG)n(Simple_repeat),(AAAAAAAAAAAAAAAAAGAAAAG)n(Simple_repeat),(GCCCTAGCACCTTACTCCG)n(Simple_repeat),LTR26E(ERV1),(TAATACCTCTTT)n(Simple_repeat),MIRc(MIR),(AAATGCACCAATCAGCACTCTGTGTCTAGCTTAAGGTTTGT)n(Simple_repeat),(AAATATAAAT)n(Simple_repeat),LTR12_(ERV1),(TGGGACAAACCAGACTTACTCTAGGGTTGGCATGAGAACAAAAAAACAAAAAAAATGTGAAAGTCAGTATTTTAAAGAGTCAGGGGAAAAGATCAAGGGAAGGGTATGAGGTGGTTTTCTCTA)n(Simple_repeat),(GGGAGGAAGGAGTG)n(Simple_repeat),(AAAGAAAGAAAGAA)n(Simple_repeat),L1MA4(L1),L1ME4a(L1),(TTTC)n(Simple_repeat),L1ME3E(L1),(AGGAAGGG)n(Simple_repeat),(TGTT)n(Simple_repeat),(AC)n(Simple_repeat),(AAAAC)n(Simple_repeat),(TATTATTATTTTTAAAAATAACAATAGAGACGAAGTCTCTCTGTGTTGCCCAGGCTGGTC)n(Simple_repeat),(TC)n(Simple_repeat),MER21C(ERVL),LTR12(ERV1),(GTTTTTTT)n(Simple_repeat),L1MA8(L1),(TTTTATTTT)n(Simple_repeat),(CTTTTTT)n(Simple_repeat),(AGGCTGGGTGCAGTGGCTCTCACTTGTAATCCCAGCACTTTGGGAGGCCAAGGCAGGTGGATCACGAGGTCAGGAGATTGAGACCAGCCTGACCAACATAGTAAAACCCCGTCTCTACTAAAAATACAAAAATT)n(Simple_repeat),MLT1G(ERVL-MaLR),MamRep137(TcMar?),L2(L2),(TG)n(Simple_repeat),L1MC5(L1),(GTGGCTCACACCTGTAATCCCAGCACTTTGGGAGGCGCAAGGCAGGCAGATCACAAGGTCAGGAGTTCAAGACCAGCCTGGCCAACATGGTGAAACCCAGTCCCTACAAAAAATACAAAAATTAGGGCCAGGCGCG)n(Simple_repeat),(GGCGGTGGGGGGGGCGG)n(Simple_repeat),L1M1(L1),(CCCGCCTCATCTCCCAT)n(Simple_repeat),(GTCTCCCTTCCTCGCTTC)n(Simple_repeat),(GGCTCACTGCAGCCTCGATCTC)n(Simple_repeat),(TTTTCTTTTTCCTTTTCCT)n(Simple_repeat),(TTTTTATTTGTTGT)n(Simple_repeat),MLT1H1(ERVL-MaLR),(TTTTTTGTTTTTGTTTTG)n(Simple_repeat),(AAAC)n(Simple_repeat),(TTTTTGTATTTTTAGTAGAGACGGGGTTTCACCACGTTAGCCAGGAATGTCTCGAACTCCTGACCTCATGATCCACCCACCTCAGCCTCCCAAAGTGCTGGGATTACAGGCATGAGCCACTGCACCCAGCGACGCCTGGCTAA)n(Simple_repeat),(CA)n(Simple_repeat),(GTATTTTTA)n(Simple_repeat),(TTTTGTTTTTGTTTG)n(Simple_repeat),MLT1K(ERVL-MaLR),(ATTTTTAATTTTTTT)n(Simple_repeat),(TGTGTGCTGTGCT)n(Simple_repeat),L4(RTE),Arthur1B(hAT-Tip100),(GTTTTTTTTTTTG)n(Simple_repeat),(ATTTTCAGTAGAATTT)n(Simple_repeat),(GGAGAGAGGGAGGGAG)n(Simple_repeat),(TATATATATGTATGTATGTGTATATATATGTGTATATA)n(Simple_repeat),(GGGGGGGGGGC)n(Simple_repeat),(CCACCACGCCCGGCTAATTTTTTTGTATTTTTAGTAGAGACAGGGTTTCACCATGTTAGCCAGGATGGTCTTGAACTCCTGACCTCATGATACCGCTCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGTGCCCG)n(Simple_repeat),MLT1B(ERVL-MaLR),(GGAGGGAGGGAAGAAAGGAAA)n(Simple_repeat),(AAAAAAAAGA)n(Simple_repeat),(CATTCATTAAAATTCA)n(Simple_repeat),(GGCCAGGCACGGTGGCTCACGCCTATAATCCCAGCACTTTGGGAGGCCAAGGCGGACAGATCACCTGAGGCCAGGAGTTCAAGACCACCCTGGCCAACATGGTGAAACCCCATCTCTACTAAAAATACAAAAATTAG)n(Simple_repeat),(GAAG)n(Simple_repeat),LTR7B(ERV1),(TGCTTGAGGCCAAGAGTTCAAGACCAGCCTGGCCAACACGGTGAAACCCC)n(Simple_repeat),(CAGCACTCTGTAAAATAGACCAAT)n(Simple_repeat),(CTGGGATTATAAGTATGAG)n(Simple_repeat),AluJr4(Alu),(GTGGTTCACGCCTATAATCCCAGAACTTTGGGAGGCCGAGGCGGGAGGATCACGAGGTCAAGAGATTAAGACCAGCCTGGCCAACATGGTGAAACCCCGTCTCTACTAAAAATAAAAAAATTAGCCAGACATGCTGGCGAGCGCCTGTAATCCCAGCCACTCAGGAGGCTGAGGCAAGAGAATCACTTGAACCCAGGAGGCAAGCTTGCAATGAGCTGAGATCATGCCACTGCACTCCAGCCTGGCAACAGAGCAAGACTGCATCTAAAAAAAAAAAATTATTAAAATGGGCCGGGCATG)n(Simple_repeat),(ACAGAGTGCTGATTGGTGCGTTTACAAACCTATAGATAGAC)n(Simple_repeat),(TTTATTTATTTATT)n(Simple_repeat),(AAAAAAAATGA)n(Simple_repeat),(GCACCAATCAGCACTCTGTGTCTAGCTAAAGGTTTGTAAATGCACCAATCAGCACTCTGTAAAAAC)n(Simple_repeat),L1P2(L1),L1M4(L1),(AGGG)n(Simple_repeat),(ACACACATATATACACACACACACACACATATAT)n(Simple_repeat),(AGGGAAGGAAGG)n(Simple_repeat),(TCATCATATCTGTATTAGGATG)n(Simple_repeat),(TTGCAGTGAGCCAAGA)n(Simple_repeat),AluYg6(Alu),(GGGGACGCGGAGGGAAACT)n(Simple_repeat),(TCCTCCTTGTGGTCTAGGAGGACAGGCAAGGGTGCAGGTTTTCAAGGATGTGTCAGTAAGAACCACTAAATCTAACCTTCCTCAG)n(Simple_repeat),(TGAA)n(Simple_repeat),L1ME2(L1),L2c(L2),(CACACACACAGGCAAGCACA)n(Simple_repeat),L1MB7(L1),(GTGTGCATGTGTGTGTGTGCATGA)n(Simple_repeat),(ATGA)n(Simple_repeat),L1MD(L1),(TTTAGTAGAGATAGGGTTTCACCACGTTGGCCAGGCTGGTCTCGAACTCCTGACCTCAAGTGATCCACCCGCCTCAGCCTCCCAAAATGCTAGGATTAAAGGGGTAAGCCACTGCGCCTAGCCTAATCCCAGCATC)n(Simple_repeat),(GTATGTGTTGT)n(Simple_repeat),(ATTGATTTAGTTAGCTTTCAAATAAA)n(Simple_repeat),(GAGTGCAGTGGCGTGATCTCA)n(Simple_repeat),(TTATTTTATTTATTA)n(Simple_repeat),MLT1D(ERVL-MaLR),(AATGAATGAAATAATGAAGG)n(Simple_repeat),(CAAAAAACAAAAAAA)n(Simple_repeat),(AGGGAGGGAGGGG)n(Simple_repeat),L1ME3B(L1),(GTTTTGTTTTTTTT)n(Simple_repeat),(CTCCTCCTCTCTC)n(Simple_repeat),(CCTGTAATCCCAGCACTTTGGGACGCCAAGGCGGGCAGATCACCTGAGGCCAGGAGTTCAAGACCAGCCTGGCCAACATGGCAAAACCCAGTCTCTACTAAAAATACAAAAATTGGCTGGGTGCGGTGGCTCACA)n(Simple_repeat),(GTTT)n(Simple_repeat),MER63B(hAT-Blackjack),(ATATATATATGTGTAT)n(Simple_repeat),(GTGCTGCATGTGCC)n(Simple_repeat),(CTGCCTGCAGAGAGGAGCTACCCTCTCTGCTGAGAACTGAACATTCTTGGGACAGC)n(Simple_repeat),(TTTATTTT)n(Simple_repeat),(GCCTGTAATCCCAACACTTTGGGAAGCCGAGGCAGGTGGATCACCTGAGGTCAAGAGTTCAAGACCAGCCTGACCAACACGGAGAAACCCCATCTCTACTGAAAATACAAAAAATTAGTAGCCGGGCGTGGTGGCTCAC)n(Simple_repeat),L1ME3C(L1),MLT1J(ERVL-MaLR),(ATACACACATAC)n(Simple_repeat),(TTTTATTTTTTTTTATT)n(Simple_repeat),(TGCTGATTGGTCTATTTTACAGAG)n(Simple_repeat),(ATATATATAATATATAATATTT)n(Simple_repeat),(GGGAGGGAGGGGAG)n(Simple_repeat),(TAATATATAATATATAATAATTATTATATAT)n(Simple_repeat),(AGAGACGACAGGATGACCTGCCTGCAGAGAGGAACTACCCTCTCTGCTGAGAGCTGA)n(Simple_repeat),(CCTC)n(Simple_repeat),(GCACCTTACTCCAGCCCTAGCACAGTACTCCGGCCCTAGCACCTTACTCCGGCCCTA)n(Simple_repeat),(AAAAAAAAAAAATTAGCCAGGCATGGTGGCACACGCCTGTAATCCCAGCTACTCAAGAGGCTGAAGCAGGAGAATCACATGAACCCGGAAGGCAGAGGTTGCAGTGAGCCAAGATAACACCACTGCACTCCAGCCTGGGCAACAGAGCAAGACTCCATCTCAAAAA)n(Simple_repeat),Tigger15a(TcMar-Tigger),(TATATATATGTGTGTG)n(Simple_repeat),(TATTATTTTTAT)n(Simple_repeat),(CTGATTGGTGAGTTTTTACAGAGTGCTGATTGGTGCGTTTACAAACCTTTAGCTAGACACAGAGCA)n(Simple_repeat),MLT1J2(ERVL-MaLR),AluY(Alu),(ATACACACACACACATATAT)n(Simple_repeat),(CCCCGTCTGGGAAGTGAGGAGCGCCTCTGCCCGGCCG)n(Simple_repeat),THE1B(ERVL-MaLR),(CCG)n(Simple_repeat),(GTGGCTCAACCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCAGGCAGATCACCTGAGGTCAGGAGTTCAAGACCACCCTGGCCAACATGGTGAAACCCTGTCTCTACTAAAAATACAAAAATTAGCCGGGCGTGATGGCAGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGACAGGAGAATCGCTTAAACCCAGGAGGAGGAGGTTGCAGTGAGCCGAGATTGCACCACTGCACTCCAGCCTAGGCGACAGAGCGAGACTCCATCTCAAAAAAAAAAAATAAATACATAAATACAAATAAAAAATTTTTATTCCTAGGCCCAGCGCA)n(Simple_repeat),(CTTGCTGTGTTGTCCAAGCTGGCCTCAAATAC)n(Simple_repeat),FRAM(Alu),MER47A(TcMar-Tigger),(AACAAGAGCAAAACTCTGACCCAAAAACAA)n(Simple_repeat),(TGGCTCACGCCTGTAATCCCAGCACTTTGGGACGCCGAAGCGGGCGGATCACTGAGGTCAGGAGTTCAAGACCAGCCTGGCCAACAAGATGAAACTCCGTCTATACTAAAAATACAAAAAATTAACTGGGTGTGATGGCGCACCCTGTAATCCCAGCTACTCAGGAGGCTAAGGCAAGAGAATCGCTTGAACCATGGAGGCAGAGGTTGCAGTGAGCCGAGATTGACCACTAAACTCCAGCCTGGCAACAGACTGAGACTCCGTCTCAAACAAAACAAAAAAAAAAAAACCAGGCCAGGCGCAT)n(Simple_repeat),(AATTAGCTGAGTGACGGAGTGGT)n(Simple_repeat),(GAGAGAGAGAAGGAAGGAAG)n(Simple_repeat),L1MA3(L1),(CTCACTACAGATACAGAAT)n(Simple_repeat),(ATT)n(Simple_repeat),(GCCTCTGCCCGGCCACCCCGTCTGGGAAGTGAGGAGCACCTCTGCCCGGCCGCCCCGTCTGGGAGGTGAGGAGCGCCTCTGCCCGGCCGCCCCATCTGGGAAGTGGGGAGCACCTCTGCCCGGCCGCCCCGTCTGGGAAGTGGGGAGCGCCTCTGCCCGGCCGCCCCGTCTGGGAAGTGAGGAACGCCTCTGCCCAGCGCCACCCCGTCTGGGAAGTGAGGAGCGCCTCTGCCTGGCCGCCCCGTCTGGGAAGTGGGGAGCGCCTCTACCTGGCTGCCCCATCTGGGAAATGGGAAGCGCCTCTGCCCGGCCACCCCATCTGGGAAGTGAGGAGCGCCTCTGCCCAGCTGACACCCCATCTGGGATGTGAGGAGCACCTCTGCCCGGCCGCCCCGTCTGGGAAGTGAGGAGCGCCTCTGCCCGGCCGCCCCGTCTGGGAAGTGAGGAGCGCCTCTGCCCGGCCGCCCATCGTCTGGGAAGTGAGGAGC)n(Simple_repeat),AluSx(Alu),(TTTTTTTTTTTG)n(Simple_repeat),(AAAAAG)n(Simple_repeat),(AGGA)n(Simple_repeat),(CAAGCATATCATT)n(Simple_repeat),(GGAG)n(Simple_repeat),Tigger1(TcMar-Tigger),(TAAA)n(Simple_repeat),(TTTG)n(Simple_repeat),(AGGGAGGGG)n(Simple_repeat),(GAGGGAGAGGGAGAGGGAGAAAGGGG)n(Simple_repeat),Kanga2_a(TcMar-Tc2),LTR87(ERVL?),MER47C(TcMar-Tigger),(TATATATATGTGTATATATATATATGTATATG)n(Simple_repeat),(TTTCTTTTCTTT)n(Simple_repeat),(TTATAAATTTTA)n(Simple_repeat),MER1B(hAT-Charlie),(TCTCAGCCATCGTCTTACCCTCAGCAACAGCATCTGA)n(Simple_repeat),(AAAGA)n(Simple_repeat),(TTTTGTT)n(Simple_repeat),(TCAGGAGT)n(Simple_repeat),(ATG)n(Simple_repeat),(ACTCACCAATCAGAGATTGGTGAGAGACTCTGTCTA)n(Simple_repeat),(CCCTAG)n(Simple_repeat),AmnSINE1(Deu),(GTGTGCTTGTGTGTGTGTGCTTGTGT)n(Simple_repeat),(CAGTGGCTCACACCTGTAATCCCAGCACTTTGGGAGGCCGAGGCAGGTGGATCACCTGAGGTCAGTAGTTCGAAACCAGCCTGACCAACATGGCAAAACCCCGTCTATACTAAAAATAAAAAATTAGCCAAGCAGGTGGTGCATGCCTGTAATCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATCACTTGAACCCAGGAGGCAGAGGTTGCAGTGAGCCGAGATTGCGCCATTGCACTCCAGCCTGGGCAACAAGAGCGAAACTCCATCTCAAAAAAGAAACAAACAAACAAAAAAAACAGGTG)n(Simple_repeat),(TGC)n(Simple_repeat),(TGGTGCTACCATTTGTCACAGTATTCATATTCATAGTTGTGGCATCTTTGGGGTCACTGCTCTATTCAGACTTGTCTTGGAATTTGGAGTCATCTAGGGACTCGAGGTCATTTTGAGATCTGGGCTTATCCCAGGAT)n(Simple_repeat),(TTTAA)n(Simple_repeat),(TTTGTGTTTTTGTTGTTTG)n(Simple_repeat),(AGACAGAGTCTCACTCTGTTACCCAGGCTGGAGTGCAGTGGCGTGACCTCAGCTCACTGCAACCTCCACCTCCTGGGTTCAAGCAATTCTCTAGCCTCAGCCTCCCAAGTAGCTGGGATTACAGGCGCCCACCACCACGCCCAGATAATTTTTATATTTTTAGTAGAGATGGCATTTCACCATGTTGGCCAGGCTGGTCTTGAACTCCTGACCTCAGGAGATCCACCCACCTCAGCCTCCCAAAGTGCTGGGATTACAGGCATGAGCCACCACACCTGAAAAAATTAACTTTTTTTCTTTTTTCTCA)n(Simple_repeat),(GAGAAAAAGAGTACAGCA)n(Simple_repeat),(AAAAG)n(Simple_repeat),(CTGGCCATAAA)n(Simple_repeat),(CGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCAAGGCGGGTGGATCACCTGAGGTCAGGAGATGGAGACCAGCCTGGCTAACACGGTGAAACCCCATCTCTACTAAAAATACAAAAAATTAGCCAGGCG)n(Simple_repeat),AluJr(Alu),(CTTTGTTTTCTTTCTTT)n(Simple_repeat),(CTGGATTACAGGTGTGAGCCACTGCACCTGGCC)n(Simple_repeat),Arthur1A(hAT-Tip100),(TTTTTTTTTTGGTTGGGGGGAGGTGGGGAAGGGTGA)n(Simple_repeat),(AAATT)n(Simple_repeat),(ATAATAT)n(Simple_repeat),MER58C(hAT-Charlie),(GTGTGCATGTGTGTGTAT)n(Simple_repeat),(AT)n(Simple_repeat),(TTTTTTTATTTTTT)n(Simple_repeat),(AAAAAAAAATAATAAAT)n(Simple_repeat),(TTTTTTGAGATGGAGTCTCACTCTGTCACCCAGGCTGGAGTGCAGTGGCACAATCTCGACTCACTGCAACCTCCGCCTCCCAGGTTCAATCACTTCTCCTACCTCAGCCTCCCGAGTAGCTGGGACTACAGGTGCGTACCACCACACCCAGCTAATTTTTTTTTTCTTCTTTTTTCTTATTTTTTTATTTTTTTA)n(Simple_repeat),MIRb(MIR),MER102a(hAT-Charlie),(TTTTCTTTTTTTTTCTGAGACGGAGTCTCACTCTATCGCCCAGGCGGGAGTGCAGTGGCGCGATCTCCGCTCACTGCAAGCTCCACCTCCCGGGTTCACACCATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGACTACAGGCGCCCGCCACCACACCCGGCTAATTTTTCGTATTTTTAGTAGAGACAGCGTTTCACCGTGTTAGCCAGGATGGTCTCCATCTCCTGACCTCGTGATCCACCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCGGTGTAGTTTTCTTGTGATGTCTCTGTCTAGTTTTGTTATCCAAGTAACAC)n(Simple_repeat),(TTGTTTTTTT)n(Simple_repeat),MIR3(MIR),(AAAAAAAAAAAAAAGA)n(Simple_repeat),(TGCATGTGTGTGTGTGTGTGTGCAAGCA)n(Simple_repeat),(TTTTTAGTAGAGATAGGGTTTCACCACGTTGGCCAGGCTGGTCTCGAACTCCTGACCTCAAGTGATCCACCCGCCTCAGCCTCCCAAAATGCTAGGATTAAAGGGGTAAGCCACTGCGCCTAGCCTAATTTTTGTA)n(Simple_repeat),L1MEg(L1),MER82(TcMar-Tigger),(TCCA)n(Simple_repeat),(TTTTTTTA)n(Simple_repeat),MER2(TcMar-Tigger),(A)n(Simple_repeat),(GTAATA)n(Simple_repeat),(TATATATATGGTGTGTGTATGTGCGTGTATATA)n(Simple_repeat),(CTTCCTTCTATTTTAAGTTTGG)n(Simple_repeat),L1MB3(L1),(CTTTCTGCCCTCTC)n(Simple_repeat),L1ME3D(L1),MER51A(ERV1),G-rich(Low_complexity),Helitron1Nb_Mam(Helitron),(TTTTTCTTTTTCTTTTCT)n(Simple_repeat),(GTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAAGCGGGCAGATCACGAGGTCAGGAGATCGAGACCATCCTGGCTAACACGGTGAAACTCCATCTCTACTAAAAATACAAAAAATTAGCCGGGCGTGGTGGCAGTGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAGTCACTTGAACCCGGGAGGCAGAGGTTACAGTGAGCCGAGACTGCGCCATCACACCCCAGCCTGGACAACAAGAATGAAACTCAGTCTCAAAAAAAAAAAAGAGCCGGGTAAG)n(Simple_repeat),(AATAAAGGTGACATA)n(Simple_repeat),(GTTTTTATTTTTTTTT)n(Simple_repeat),(CAGGAAGAAAGGGCTGGGATG)n(Simple_repeat),(CACACACACAGGCAAGCACACACACACACTGGCAAGCA)n(Simple_repeat),(TTTTCTTATTTTCTTATT)n(Simple_repeat),L1MA6(L1),(AAATGCACCAATCAGCACTCTGTGTCTAGCTAAAGGTTTGTAAACGCACCAATCAGCACTCTGTAA)n(Simple_repeat),L1MEd(L1),(ACACACATATATAT)n(Simple_repeat),(GTATGTATGCTATCAAGTAAAAAAT)n(Simple_repeat),(TTTTTTTTTTTTTGAGACAGAATCTTGCTCTGTCACCCAGGCTGGAGTGCAATGGCACAATCTTAGCTCACTGCAACCTCTGCCTCCCAGGTACAAGCAACTCTCATGCCCCAGCCTCCCGAGGAGCTAGGATTACAGGCGCCCACCACCACGCCTGACTAATTTTTGTATTTTTAGTAGAGACAGGGTTTCACCATGTTGGCCAGGCTGGTCTCAAACTCCTGACCTCGTGATCCACCTGCCTCAGCCTCCCAAAGTGCTAGGATTACAGGCATAAGCCACCACACCCGGCCCACACAC)n(Simple_repeat),(CACTCTGTCACC)n(Simple_repeat),(GTAAGAATTCTGCTTTATTGAT)n(Simple_repeat),(AAAAGAAAAAA)n(Simple_repeat),(TA)n(Simple_repeat),(TAGA)n(Simple_repeat),(AGAGAGAAAAAGAAAGACAG)n(Simple_repeat),MLT1A0(ERVL-MaLR),(AGAATGAAGTCAGT)n(Simple_repeat),(AAAAAAAAAG)n(Simple_repeat),(CATACTTTCTAGAA)n(Simple_repeat),MLT1F(ERVL-MaLR),(TTTTTTG)n(Simple_repeat),(AAAAAAAAAGA)n(Simple_repeat),(TCTGCCTCCCTGAGTGGG)n(Simple_repeat),(TTTTTTGTATTTTTTAATAGAGACAGGGTTTCACCGTATTAGCCAGGATGGCCTCAATCTCCTGACATCGCGACTGCCTACCTCGACCTCGGCCTCCCAAAATGCTGGGATTACAGGCGTGAGCCAACACGCCTGGCCTAA)n(Simple_repeat),L1MA5A(L1),(TATTTATTTATATGA)n(Simple_repeat),Tigger1a_Art(TcMar-Tigger),(AATA)n(Simple_repeat),MLT1G1(ERVL-MaLR),(GCCTCAGCCTCCCAAAGTGCTGGGATTACAGGCATGAGCCACCCACGCCCGGCTAACTTTTGTAATTTTAGTAGAGACAACGTTTCACCATGTTGGCCAGGCTGATCTCGAACTCCCGACCGCAAGTGATCCACCC)n(Simple_repeat),(TTTTTCTTTTCTTT)n(Simple_repeat),(AAAAATTAGCCAGGCATAGTGGAGCATCCCTGTAATTCCAGCTACTCGGGAGGCTGAGGCAGGAAAATCGCCTAAATCCCGGAGGCGGAGGTTGCAGTAAGCCAAGATAACACCACTGCACTCCAGCCTGGGCGACAGGGGAAGACTCCATCTTGGCGGAAAAAAAA)n(Simple_repeat),(TGTAAAATGCACCAAACAGCGCTC)n(Simple_repeat),(AGGGGGAGGGAGAGGGAGAA)n(Simple_repeat),(CAGTGGCTCATGCCTGTAATCCCAGAACTTTGGAAGCCGAGGTGGGAGATCACTTGAGGTCAGGAGTTCGAGACCAGCCTGGCCAACATGGTGAAACCCCGTCTCTACTAAAAATACAAAAATTACCTGGGCGTAGTGGTGTGCACCTGCAATCCCAGCTACTCGGGAGGCTGAGGCAGAAGATCACTTGAGCCTGGGAGGCAGAGGTTGCAGTGAGCTGAGATCACGCCACTGCACTCCAGCCTGGGTGACAGAGCAAGACACCATCTCGAAAAAAAAAAAAGAAAAAGAAAAAAAACAAGGCAAGGCTGA)n(Simple_repeat),L1MEf(L1),(TAGATAAGA)n(Simple_repeat),(CACACACACAGCAAGCACACACACAGCAAG)n(Simple_repeat),X7B_LINE(CR1),(CCACCACTGTACACTGTA)n(Simple_repeat),(TTTTCTTTT)n(Simple_repeat),(TTTTTCTTTTCTTTTTTTG)n(Simple_repeat),Zaphod(hAT-Tip100),(AACAA)n(Simple_repeat),(GT)n(Simple_repeat),(AATATATATAT)n(Simple_repeat),(CTTCAAAGTAAA)n(Simple_repeat),L1PA4(L1),(GTGTGCTTGCTGTGT)n(Simple_repeat),(ATTT)n(Simple_repeat),(AAAAGAAAAAAAAAAAAAGA)n(Simple_repeat),(TGTCTAGCTAAAGGATTGTAAACACACCAATCAGCACTCTG)n(Simple_repeat),(AAGCTTTACATATAAATTATCT)n(Simple_repeat),(AAAT)n(Simple_repeat),(AGGGGGAGGGAGAGGGAGAAAGGGGGAGGGAGAGGGAGAGGGAGAA)n(Simple_repeat),MER94(hAT-Blackjack),(AGTAGCTGGGACTACAGGCGCATGCCACCACGCCCGGCTAATTTTTGTATTTTTAGTAGAGACGGGGTTTCACCATGTTGGCCAGGCTGGTCTCAAACTCCTGACCTCAGGTGATCCGCCTGCCTCTGACTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCCCCGGCCTTTTCTTTTTTCTTAAGACGGAGTCTAGCTCTGTCACCCAGGCTAGAGCACAGTGGCCTGACTGCTCACCGCAACCTCCGCCTCCCGGGTTCAAGCCATTCTCCCACCTCAGCCTCCCA)n(Simple_repeat),(ACCTTTAAGAGCTGTAACACTCACTGCAAAGGTCTGCAGCTTCACTCCTGAAGTCAGCAAGACCACGAACCCACCAGAAGGAAGAAACAACTCCAGACACGCC)n(Simple_repeat),(GGGAGAAAGGGAGAGGGAGA)n(Simple_repeat),(ATTTT)n(Simple_repeat),L1MCa(L1),L1MC4a(L1),(TTTTCTTTCTTTTTC)n(Simple_repeat),(TAA)n(Simple_repeat),AluJb(Alu),(TTTTCTTTTTTTTCTTTTTC)n(Simple_repeat),Tigger4a(TcMar-Tigger),(ACACATATATATACACACACACACACACATAT)n(Simple_repeat),(GGGTGGGGGTGGAGGTTG)n(Simple_repeat),MLT1C(ERVL-MaLR),(AAATGCACCAATCAGTCCTCTGTAA)n(Simple_repeat),(ATTTTT)n(Simple_repeat),L1MC1(L1),(TTTTC)n(Simple_repeat),LTR13(ERVK),(TTG)n(Simple_repeat),(TGTCTAGCTAAAGGTTTGTAAATGCACCAATCAGCACTCTGTGTCTAGCTTAAGGTTTGTAAATGCACCAATCAGCACTCTGTAAAAACACACCAATCAGCACTCTG)n(Simple_repeat),(AATAATCAACCTGTATGCCTAA)n(Simple_repeat),AluSx3(Alu),(TTTTCTTTTT)n(Simple_repeat),(CACACACACAGGCAAGCA)n(Simple_repeat),(AGTCTCGCTCTGTCACCCAGGCCAGAATGCAGTGGCACGACCTCGGCTCACTGCAACCTCCACCTCCCAGCTTCAAGCAATTCTCCTGCCTCAGCCTCCTGAGTAGCTGAGATTTTTTTTGCGGGGTGGGGGACGG)n(Simple_repeat),(ACTAATGTAAAAGACACA)n(Simple_repeat),(TCTAGCTAAAGGATTGTAAACACACCTAATCAGCACTCTGTA)n(Simple_repeat),(TTTTTTTTG)n(Simple_repeat),(TCTTTTTTTTTTT)n(Simple_repeat),(AAATAAAAAATTAGCTGGGCATGGTGGCATGCACCTGTATTTCTAGCTACTCGGGAGGCTGAGGCAGGAGAATTGCTTAAACCCAGGAGGCAGAGGTTGCAGTGAGCAGAGATCACACCACTGCACTCCAGCCTGGCTGACAGAGGGAAACTCCGTCTCAAAATAAATAAAT)n(Simple_repeat),(TCAGGAGTTCAGGAGT)n(Simple_repeat),(AG)n(Simple_repeat),(AAACA)n(Simple_repeat),(TTTTTGTTTGT)n(Simple_repeat),(ACCAATCAGCACTCTGCAAAATGG)n(Simple_repeat),(GACCCCAGTCCCGCCCCGGG)n(Simple_repeat),MLT1L(ERVL-MaLR),(GCTGGGATTACAGGTGTGAGCCACCACACCTGGCTAATTTTTATGTTTTTAGTAGAAACAGGGTTTCACCATGTTGGTCAGGCTGGTCTCAAACTCCTGACCTCAGCAATCTACCCGCTGAGGCCTCCCAAAGT)n(Simple_repeat),Plat_L3(CR1),L1ME1(L1),MER34C2(ERV1),Tigger3b(TcMar-Tigger),(CAAAAAAAAAAAAATTAGCTGGGCATGGTGGCGGGCACCTGTAATCCCAGCTACTTGGGAGGCTGAGGCAGGGAATCACTTGAACCTGACAGGCAGAGGTTGCAGAGAGCCAAGATCGCACCACCGCACTCCAGACTGGGCAACATGAGCCAGACTCCGTCT)n(Simple_repeat),MIR(MIR),(TATTTTTAGTAGAGACGGGGTTTCACCATGTTGGCCAGGATGGTCTCAATCTCCTGACCTCAATGATCCACCCGCCACAGCCTCCCAAAGTACTGGGATTACAGGCGTGAGCCACCGTGCCTGGCCACACCCGGCTAATTTTCA)n(Simple_repeat),(AAGAAAGAGAGAGAGA)n(Simple_repeat),(TGTTTGTTTGTTT)n(Simple_repeat),(GTGTGTGTGTGCTTGCC)n(Simple_repeat),(CAAAAAACAAACAAA)n(Simple_repeat),(AAAAATAAATAAAT)n(Simple_repeat),(TTTACTTGTTTATTATG)n(Simple_repeat),L1M5(L1),L1MB5(L1),(TTTTTTGTTTTTGAGATGAAGTCTCACTCTGTTGCCCAGGCTGGAGTGAAATAGCACAACCTCGGCCCACTGCAACCTCCACCTCCCAGGTTCAAGCAATTCTCCTGCCTCAGACTCCCGAGTAGCTGGGACTACAGGCACGCACCACCACGCCCAGCTAATTTTTTTGTTGGTTTG)n(Simple_repeat),(AATAAATGAATG)n(Simple_repeat),(CACACCAGGCCTCGCCTCT)n(Simple_repeat),L1MEe(L1),(AGAGAAAGAA)n(Simple_repeat),(TTTTTCTTTTTTC)n(Simple_repeat),(TTA)n(Simple_repeat),(TTTTGTTTT)n(Simple_repeat),(GTGTGTGCTTGCTGTGTGTGTGTGCTTGCTGTGTGT)n(Simple_repeat),L1MA7(L1),MER5B(hAT-Charlie),MER3(hAT-Charlie),(ATAAGTAAAAATAAAT)n(Simple_repeat),(AAATGCACCAATCAGCACTCTGTAA)n(Simple_repeat),(GTGTGCTCAGGGAGG)n(Simple_repeat),(AAAAAAAAAGACAGAGAGAGAGAGAG)n(Simple_repeat),(AATCAGCGCTCTGTGTCTAGCTAAAGGATTGTAAACGCACCAATCAGCACTCTGCAAAAACACACC)n(Simple_repeat),(TCTTCTCTTCCTCCTTT)n(Simple_repeat),(TTTATCCTAATAAATA)n(Simple_repeat),(ATAG)n(Simple_repeat),(AATTTTTAATAGCTTTTTAGTAG)n(Simple_repeat),(GAAAGAAAGAAAAGAAA)n(Simple_repeat),L1PB1(L1),(GGCGCAGTGGCTCATGCCTGTAATCCCAATACTTTGGGAGGCTGAGGCAGGCAGATCACTGAGGCCAGAAGTTCCAGACCAGCCTGACCAACATGAAAAAACCACATCTCTACTAAAAATACAAAAAAACTGC)n(Simple_repeat),(TTTCT)n(Simple_repeat),(TATATAA)n(Simple_repeat),(TGGCTGGGCGTGGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCAGGCAGATCACAAGGTCAGGAGATCAAGACCAGCCTGGCCAATACGTGAAACCCCATATCAACTAAAAAATACAAAAAAC)n(Simple_repeat),(GAGGATGAGGCTAGTACCTCCCTCACAGGGTTCGTGGTAA)n(Simple_repeat),(GCTGATTGGTCCATTTTACAGAGC)n(Simple_repeat),(AAAAAAAAAAAACAA)n(Simple_repeat),(TTTTATTTTATTTTA)n(Simple_repeat),(TTGT)n(Simple_repeat),(AAAAAAAAAAAAAGACCAGGCGCAGTGGCTCACGCCTGTAAACCCAGCACTTTGGGAGGCTGAGGTGGGCAGATCACGAGGTCAGGAGATCAAGACCAGCCTGGCCAACACAGTGAAACTCCGTCTCTACTAAAAAATACAAAAAAATTAGCCAGGCATGGTGGCACACGCCTGTAATCCCAGCTACTCGGGAGGATGAGGAAGGAGAATGCTGTGACCCTAGGAGGCAGAGCTTACAGTGAGCAGAGACGGCGCCACTGCACTCCAGCCTGGGCAACAGAGCAAGGATCCATCTAAAAAAAAAA)n(Simple_repeat),(TTTTA)n(Simple_repeat),MER9a3(ERVK),(AATGAAGGAATGAATCAAAG)n(Simple_repeat),(GAGGGAGGGAGAGAGA)n(Simple_repeat),(TGTTATTTTTTTTTT)n(Simple_repeat),(GTGTGTGTGGGTGTGT)n(Simple_repeat),(CTTTTTTTTCTTTTTT)n(Simple_repeat),(TCTTTTTTTTTT)n(Simple_repeat),Tigger3a(TcMar-Tigger),(CAAAAACAAACAAA)n(Simple_repeat),(GATCAGAAGGAATTGAGATAAATTCTGTAGTAAGCAGTGATGTATTAATGTAAATCAGATACCAATGAATATTCATAAACTGAGTAT)n(Simple_repeat),(GGCGTGGTGGCAGGCACCTGTAGTCCCAGCTACTCAGAAGGCTGAGGCAGAAGAATCGCTTGAACTCGGGAGGCAGAGCTTGCAGTGAGCCAAGATCACACCACTGCACTCCAGCCTGGGCGACAGATAGAGACTCCATCTAAAAAAAATATATATATAAAAAATTAGCCA)n(Simple_repeat),(AAAAAGAAAAAAGAAAAGG)n(Simple_repeat),(TCAT)n(Simple_repeat),MARNA(TcMar-Mariner),(AATCAGCACTCTGTAAAATGGACC)n(Simple_repeat),(GGAGGGTCAGGCCTGGGAAGGCTCCACTTCAATTCAC)n(Simple_repeat),AluJo(Alu),L1ME3A(L1),(TTTTTC)n(Simple_repeat),(TTTTAAATATATTTTAAA)n(Simple_repeat),(ATAATATATAATATATAATATTATTATAATATATAATAATATTATAATAT)n(Simple_repeat),MSTA(ERVL-MaLR),L2b(L2),(TATC)n(Simple_repeat)

	chr17
	Name=(TTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCATGTTAGCAAGGCTGGTCTCGAACTCCTGACCTCGTGATCCGCCCGCCTCAGCCTCCCAAAATGCTGAGATTACAGGCGTGAGCCACCTCGCCCGGACTTTTTTTTTTTTTTTT)n(Simple_repeat),(TCTTTGGGTAAAATGC)n(Simple_repeat),(TGTGTGTATTGTATCTAGTGTGTGTCA)n(Simple_repeat),(GGTGGCTGACACCTGTAATCCCAGCACTTCAGGAGGCTGAGGCGGGCAGATCACTGAGGTCAGGAGATCAAGACCAACCTGGCCAACATGGTGAAACCCCATCTCTACTAAAAATACAAAAATTAGCCGGGCAT)n(Simple_repeat),(TGTGTGTATTGTGTCTAGTGTGTTCATGTGTGTTTGTGTATTGTGTCTAGTGTGTGCATGTGTGT)n(Simple_repeat),(TTTTGTTTTTTTTGAGACAGAGTTTCACTCTTGTCGCCCAGGATGGAGTACAATGGCGCAATCTTGGCTCACCACAACCTCCGCCTCCCAGGTTCAAGCCATTCTCCTGCCTCAGCCTCCAGAGTAGCTGGGACTACAGGCAGTGCCACCACGCCCGGCTAATTTTGTATTTTTAGTAGAGACGGGGTTTCACCATATTAGCCAGGATGGTCTCGAACTCCCAACCTCAGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTATAGGCGTGAACCACCATGCCCGGCCAC)n(Simple_repeat),(GGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTCAGGAGGCCGAGGCAGGTGGATCACCTGAGGCCAGGAATTCGAGACCAGCCTGGCAAACAATGAAACCCCATCTCCACTAAAAATACAAAAAATTAGCTGGCTGTGGTGGGGTGACCTGTAGTCCCAGCTACTCAGGAGGCTGAGGCAGGAGAACTGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGACTGCACCACCACACTCCAGCCTGGGCAACAGAACGAGACTCCATCTCAAAAACAAACAAACAAACAAACAAACAAAAACTTTATAAAAGGCCG)n(Simple_repeat),(GGCTCACTGCAACCTCCGCCTCCCGGGTTCAAGCGATTCTCCTGCCTCAGCCTCCCAAGTAGCTGAGACTACAGGCACATGCCACCACACCCGCCTAATTTTTGTATTTTTAGTAGAAACAGGGCTTCACCATATTAGCCAAGCTGGTCTCAAACTACTGACCTCGTGATCCCCCCGCCTCGGCCTCCCAAACTGCTAGGATTACAGACGTGAGCCACCGCACCCGGCGCTACGTTTTTTTTTTTTTTTTGAGATGGAGTTTCACTCTCGTTGCCCAAGTTGGAGTGCAATGGCGAGATCTC)n(Simple_repeat),(CCTGTAATCCCAGCACTTTGGGAGACCGAGGCGGGAGGATCACCTGAGGTCAGGAGTTTGAGACCAACCTGACCAACATGGTAAAACCCTGTCTCTACTAAAAATACAAAAATTAGGCCAGGCGCAGTGGTTCATG)n(Simple_repeat),(ACCAATCAGCACTCTGTAAAATGG)n(Simple_repeat),(TGTTTGTTTTTGTT)n(Simple_repeat),(GGTGGCTCACGCCCGTAATCCCAGCACTTTGGGAGGGCGAGGCGGGTGGATCACAAGGTCAGGATGTCGAGACCACCCAGGCTAACACAGCGAAACCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTAGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGAGTGAACCCGGGAGGCAGAGGTTGCAGTGAGCAGAGATCACGCCACTGCACTCCAGCCTGGGCAACAAAGCGAGACTCCGTCTCAAAAAAACAAAAAACAAAAACAAAAGAAGAAGAAGAGGCCAGGCGC)n(Simple_repeat),(AAAAAAAAAAAAAG)n(Simple_repeat),(TTTTTTTTTTTTTTTTTTGAGACGGAGTCTTGCTCTGTTGCCCAGGCTGGAGTGCAGTGGTGCGATCTCGGCTCACTGCAACCTCTGCCTCCCAGGTTCAAGCATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGATTACAGGCACCGCCACCACGCCCGGCTAATTTTTGTATTTTTAGTAGAGACAGGGTTTCACCATGTTCCCCAGGCTGGTCTCGAACTCCCAACCTCCAGCCATCCGCCCACCTCGGCCTCCCAAAGTGCTAGGATTACAGGCATCAGCCACCGCGCCAGC)n(Simple_repeat),(GCCTCTGCCTGGCCGCCACCCCGTCTGAGAAGTGAGGAGCGCCTCCACCCGGCCGCCCACATCTGGGAAGTGAGGAGCACCTCTGCCCGGCCACCCAGTCTGGAGAGTGAGGAGC)n(Simple_repeat),(CCGGCCAGCCGCCCCATCCGGGAGGGAGGTGGGGGGGTCAGCCCCCCGC)n(Simple_repeat),(TTTTTTTCTT)n(Simple_repeat),HUERS-P2-int(ERV1),(CCCAGCGCCCCTCCCCCAGCGGTCCCTCC)n(Simple_repeat),(TTTTTGTATTTTTAGTAGAGACGGGATTTCACCATATTGGCCAGGCTAGTCTCAAACTCCCGACCTAAGTGATCCACCTGCCTCAGCCTCCCAAAGTACTGGGATTACAGGCATGAACTAGGCGTGCCAGGCCCAG)n(Simple_repeat),(TCTCCCTCTCCCTCTCTTTCCACGG)n(Simple_repeat),(TTTCTTTTTTTTTTTTTTC)n(Simple_repeat),LTR9B(ERV1),(GCCACCATGCCCAGCTAATTTTTTTATTTTTAGTAGAGACAGGGTTTCACCATGTTGGCCAGGCGGGGCTGAAACTCCTGACCTCAGGTGATCCACCCACCTCAGCCTCCCAAAATGCCGGGATTACAGACATGA)n(Simple_repeat),(GAAGTGAGGAGCCCCTCTGCCCGGCCAGCCCCCTGTCTGGGAGGAGTGAGGAGCCCCTCAGCCCGGCCAGCCACCCCGTCCGGGAGGGAGGTGGGGGGGTCAGCCCCCCGCCCGGCCAGCCGCCCCGTCCGGGAGGGAGGTGGGGGGTCAGCCCCCCGCCCGGCCAGCCGCCCGTCCGGGAGGGAGGTGGGGGGGGTCAGCCCCCCGCCTGGCCAGCCGCCCCGTCAGGGAGGTGAGGGGCGCCTCTGCCCAGCCGCCCCTACTGG)n(Simple_repeat),(GCCGGCCCT)n(Simple_repeat),(CACCTCTCACCACCC)n(Simple_repeat),(CCCCATCTGGGAAGTGAGGAGCGTCTCTGCCCGGCCGACCCCGTCTGGGAAGTGAGGAGCGCCTCTGCCCGGCCG)n(Simple_repeat),(TCCT)n(Simple_repeat),(TTCTTTTTCTT)n(Simple_repeat),(AAAATAAACTAATA)n(Simple_repeat),L3(CR1),(CGGCCAGCCGCCCCGTCCGGGAGGGAGGTGGGGGGGTCAGCCCCCCGCC)n(Simple_repeat),(TTTTG)n(Simple_repeat),(CTAATTTTTATATTTTTAGTAGAGACGGGGTTTCACCATGTTGGCCAGGCTGGTCTCCAACTCCCGACCCCAGTGATCCACCCACCTCGACCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACTGCACCCAGC)n(Simple_repeat),(AAAAAGAA)n(Simple_repeat),L2a(L2),(AAAGAAAAAAGAAAG)n(Simple_repeat),(CAGGCTAGTCACAAACACCTGCCT)n(Simple_repeat),L1MC3(L1),(GCCGGGCGCAGTGGCTCACGCCTGTAATCCCAGCACTGTGGGAGGCCAAGGTGGCTGGATCACTGAGGTCAGGAGATCAAGACCAGCCTGGCCAACAGGGTGAAACACCATCTCTAAAAAAAAATAAAAATTAGCTGGATGTGGG)n(Simple_repeat),MER44A(TcMar-Tigger),ERVL-E-int(ERVL),LTR67B(ERVL),(TTTTTG)n(Simple_repeat),(GACCCTCTTTTCCTTTTTTTAAGAA)n(Simple_repeat),L1MB8(L1),(AGTCTCACTCTGTCACCCAAGCTGGAGCACAGTGGCACAATCTTGGCTCACTGCAACCTCCACCTCGCAGGTTCAAGCAACTCTCCTGCCTCAGTCTCCTGAATAGCTGGGACTACAGGCATGCACACCATGCCCAGCTAATTTCTTTGTGTTTTAGTAGAGACAGGGTTTCACCATATTGGCCAAGCTGGTCTCGAACTCCTGACCTCAGTGATCTGCCCGCCTCAGCCTCCCAAAGTGCTGGGATTACAGGTGTGAGCCACCGCACCTGGCCTCCATTTCATGTTTAATAAAAAAAAATTTTTTTTTTTTTAAGAC)n(Simple_repeat),(AATCCTGTCAAAAAGCAGATGCAAACAGTTTAGACAAGGTC)n(Simple_repeat),(AGGCGGGCAGATCACTGAGGTCAGGAGTTCAAGACCAGCCTGGCCAACATGGTGAAACCCTGTCTCTACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCACACGCCTGTAATCCAGCTACTCAGGAAGCTGAGGCAGGAGAATCGCTTGAACCCAGAAGGCGGAGGTTGCAGTGAGCCAAGATGTGCCATTGCACTCCAGCCTGGGCAATAAGAGCGAAACTCCGACTCAAAAAACAAAAACAAACAGGCCAGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCG)n(Simple_repeat),(T)n(Simple_repeat),(TAT)n(Simple_repeat),(GGC)n(Simple_repeat),(ATCCATCCATATATCCATCC)n(Simple_repeat),(AAAAAAAAAAG)n(Simple_repeat),MLT2C1(ERVL),(TGTGTGTATTGTGTCTAGTGTGTTCAGCGTGTTTGTGTATTGTCTAGTG)n(Simple_repeat),(TGCTGATTGGTCCATTTTACAGAG)n(Simple_repeat),(TGTGTATTGTGTCTAGTGTGTGCATGTGTGTTGTGTGTATTGTGTCTAGTGTGTGCATGTGTTTGTGTGTATTGTGTCTAGTGTGTGCACATGTGTTTGTATTGTGTCTAGTG)n(Simple_repeat),(TGTTT)n(Simple_repeat),(TTTA)n(Simple_repeat),(GGCAGG)n(Simple_repeat),L1MC4(L1),(TGAGCAGTGAAAGGTTAGATT)n(Simple_repeat),(GCCCGGCCAGCCGCCCCGTCCGGGAGGTGAGGAGCCCCTCA)n(Simple_repeat),(CAGCAAGCTGAGGTCA)n(Simple_repeat),FLAM_C(Alu),(TATATATATATAAATA)n(Simple_repeat),(TGTTTTTGTTTTTTGTTT)n(Simple_repeat),MIRc(MIR),(GTGTATTGTGTCTAGT)n(Simple_repeat),(GCCGCCCCGTCTGGGAAGTGAGGAGGCCCTCTGCCCG)n(Simple_repeat),L1ME4a(L1),(TTTC)n(Simple_repeat),(AAAAAATAAAAAT)n(Simple_repeat),(AC)n(Simple_repeat),(TTTTTTGTTTTG)n(Simple_repeat),(TTTTTTTTTTTTAAAGACAGAGTCTTGCCCTGTCGCCCAGGCTGGAGTGCAGTGGTGCAATCTCGGCTCACTGCAACCTCTACCTCCCGAGTTCAAGCAATTCTCCTGCCTCAGCCTTCCAAGTAGCTGAGATCACAGGCATGCACCACCACGCCCAGCTAAT)n(Simple_repeat),(TATCTAGCTCAGGGTTTGTAAACACACCAATCAGCACTC)n(Simple_repeat),(ACGCGCAGCTAATTTGTGTATTTTTAGTAGAG)n(Simple_repeat),(CCCTCCCCCAGCGGT)n(Simple_repeat),(TCTAGCTCAGGGTTTGTAAGTACACCAATCGGCACTCTGTA)n(Simple_repeat),(ATGTATCAAACAGAGTAGGAAAGAA)n(Simple_repeat),(CCGCGCGCCGT)n(Simple_repeat),(TTTCTTTTTCTTTTTCTTTTC)n(Simple_repeat),(TATATATATATGTG)n(Simple_repeat),(TTCTTTCTTTTTTTTTTTTCT)n(Simple_repeat),(CTCTGCCCGGCCGCCACCCCGTCTGGGAAGTGAGGAGCGT)n(Simple_repeat),L2(L2),(TG)n(Simple_repeat),L1MC5(L1),(TTCTTTCTTTCTTTTTTT)n(Simple_repeat),(AGCCCCCCTGCCCGGCCAGCCGCCCTGTCCGGGAGGGAGGTGGGGGGTCAGCCCCCCGCCCGGCCAGCCGCCCTGTCCGGGAGGGAGGTGGGGGGGGTC)n(Simple_repeat),(AAAAAAATTAGCCGGGCATGGTGGTGGACACCTGTAATCCCAACTACTCAGAGGCGAGAGGAGAATCCCGTGAATCCAGGAGGCAGAGCTTGCAATGAGCTGAGATCGAGCCACTGCACTCCAGCCTGGGGGACAGAGCGAGACTCCATCTCAAAAAAAA)n(Simple_repeat),MLT1H1(ERVL-MaLR),MER45A(hAT-Tip100),(TTTCTTTTTCTTTC)n(Simple_repeat),L1PA8(L1),(AAAC)n(Simple_repeat),(CA)n(Simple_repeat),MER96B(hAT),LTR16A(ERVL),L1ME5(L1),(TAATCCCAGCACTTTGGGAGGCCAAGACGGGAGGATCACTTGAACCCAGGAGTTCAAGACCACCCTGAGCAACACAGCAAGACCTCCTCTCTACAAAACATTACAAATTAACCGGGCATGGTGGTGCACGCCTATAGTCCCAGCAATGTGGGAGGCCGAGATGGGAGAATCACTTGAGCCCAGGAGGTCGAGGCTACAAAGAGCCATGATCACACCACTGCACTCCAACCTGAGTGACAGAGCAAGACCCTGTCTCAAAAATAAATAAATGATATTGGCCGGGCGTGGTGGTTCACACCTA)n(Simple_repeat),(AAAAAAAAAAAATTA)n(Simple_repeat),(TGATCTCAGCTCA)n(Simple_repeat),SVA_F(Other),(AAAAACAAAAA)n(Simple_repeat),(ATCC)n(Simple_repeat),(GCGGCGGCGGCAGCA)n(Simple_repeat),(GAAG)n(Simple_repeat),(AAAAAAAGAA)n(Simple_repeat),(CCTATAGTCCTAGT)n(Simple_repeat),(CCCTCT)n(Simple_repeat),(CCTCTC)n(Simple_repeat),L1M4(L1),(AAAAAAAAGAAGAAG)n(Simple_repeat),(AAGG)n(Simple_repeat),(CTTTGTTGCCCAGGCTGGAATGCAGTGGCATGATCCCAGCTCACTGCAACCTCCGCCTCCCAGGTTCAAGCCATTCTCCTGCCTCAGCTCCCCAAGTAGCTGGGACTACAGGCGCCCGCCACCACACCCGGCTAATTTTTTTTTTTTTTTTTTTAGACGGAGTCTTG)n(Simple_repeat),(AGTGTTGGGGTTACAAGTGTGAGCCACTGTGTCTGGCCTCTGCA)n(Simple_repeat),(GAGCACTGGAGGCTGTGGGGAGGGGCTGCCGAGCACTGGGGGCTGTGGGGAGGGGGTGCTGAGCACTGGGGGCTGGTGGGAGGGGGTGCC)n(Simple_repeat),(CCAGGCTAGAATGCAATGGCGCAATCTCAGCTCACTGCAACCTCCACCGCCCGGGTTCAAGCGATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGATTACAGACGCCCAACACCACACCCAGCTAATTTTTGTATTTTTAGTAAGAGGATTTCACCATGTTGGCCAGGCTGGTCTCAAACTCCCGACCTCAGATAATTCGTCGGCCTCCCAAAGTGCTGGGATTACAGGTATAAGCCACTGTGTCAGGCCTCTTTTGTTTTTTGTTTTTTTTTGAAATGGAGTCTCACTCTGTCGC)n(Simple_repeat),(TGAGCACTGGGGGCTGTGGGGAGGGGGTGC)n(Simple_repeat),L2c(L2),L1MB7(L1),L1MD(L1),(TGGTGGCTCAAGCCTGTAATCCCAGCACTTTGGGAGGCCAAGGCAGGCTGATCACCTGAAGTCAGGAGTTCGAGACCACCCTGACCAACATAGAGAAACCCTGTCTCTACTAAAAATACAAAAATTAGCCGGGCATGGTGGCATGACCTGTAATCCCAGCTACGCGGGAGGCTGAGACAGGAGAATCGCTTGAACCCAGGAGGCAGAAGTTGCAGTGAGCCGAGATCACCCCATTGCACTCCAGCCTGGGCAACAAGAGCGAAACCCCATCTCAAAAAAAAAAAAAAAAAAAAGTCTGGGCA)n(Simple_repeat),(CTCCAACCAGACCCTTTGT)n(Simple_repeat),(TTTTCTTTCTTTC)n(Simple_repeat),(AAAGAAAAG)n(Simple_repeat),(ATATATATATGTGTAT)n(Simple_repeat),L1M6(L1),(CAGGCGGCGGCGGCGCGGG)n(Simple_repeat),MLT1J(ERVL-MaLR),(TTTTTTA)n(Simple_repeat),(TTTTTTTTTTTCAGAGACAGA)n(Simple_repeat),(AAAAAATAAATAAAGAAAA)n(Simple_repeat),MER115(hAT-Tip100),(GGCTCACGCCTGTAATCCCAGCACTTCGGGAGGCCGAGGCAGGAGGATCACTGAGGTCAGGAGATCGAGACCAGCCTGGTCAACACAGCAAAACCCCATCTCTACTAAAAATACAAAAATTGGCCGGGCGCAGT)n(Simple_repeat),(AAAAAGA)n(Simple_repeat),(GGGCTGGGA)n(Simple_repeat),(TCATCCTCATCCTCG)n(Simple_repeat),(CT)n(Simple_repeat),(AAC)n(Simple_repeat),(CCGC)n(Simple_repeat),AluSx(Alu),(TTTTTCTTT)n(Simple_repeat),(GGCAGGGGCAGGGCAGG)n(Simple_repeat),(AAAAAAAAAAAAAAAG)n(Simple_repeat),(GTTTTTTTATTTGTTT)n(Simple_repeat),(GCCCGGCCAGCCGCCCCGTCCGGGAGGGAGGTGGGGGGTCAGCCCCCCCGCCCGGCCAGCCGCCCCGTCCGGGAGGGAGGTGGGGGGGTCAGCCCCCCGCCTGGCCAGCCGCCCCGTCCGGGAGGGAGGTGTGGGGGGTCAGCCCCCCGCCCGGCCAGCCGCCCCGTCCGGGAGGTGAGGGGCGCCTCTGCCCAGCCGCCCCTACTGGGAAGTGAGGAGCCCCTCA)n(Simple_repeat),(AAGCAGACTGCCCCGACTCAGCAGTGC)n(Simple_repeat),(AGCCCCCTGCCCGGCCAGCCGCCCCGTCCGGGAGGGAGGTGGGGGGGTC)n(Simple_repeat),(CTTT)n(Simple_repeat),(TTTTTTTTTTTTTTTGAAAAGGAGTCTCACACTGTCGCCGCTGGAGTACAGTGGCGCAATCTCGGCTCACTGCAACCTCCGCCTCCCAGGTTCAAGACATTCTCCTGCCTCAGCCACCCGAGTAGCTGGGACTACAGGCGCCCACCACCAAGCCCAGCTAATTTG)n(Simple_repeat),(CTTTGCTTTCTTTTTCTTTTT)n(Simple_repeat),(TGA)n(Simple_repeat),(TTAAAAATATCTAAAGTTGTCTT)n(Simple_repeat),(GCCCGGCCAGCCGCCCCGTCCGGGAGGGAGGTGGGGGGGTCAGCCCCCC)n(Simple_repeat),(GGAAGTGAGGAGCGTCTCTGCCTGGCCGCCCATCGTCTGAGATGTGAGGAGCCCTCTGCCCCGCCGCCCCATCTGGGAAGTGAGGAGCGTCTCCGCCCGGCCGCCACCCCATCTAGGAAGTGAGGAGCGCCTCTGCACAGCCGCCCCATCT)n(Simple_repeat),(GTGTATTGTGTCTAGTGTGTGCATGTGTGTATTGT)n(Simple_repeat),(TTTCTTTTTTTTTTTTT)n(Simple_repeat),L1MB4(L1),(GTT)n(Simple_repeat),(TGTGTATTGTGTCTAGTGTGTGCATGTGTGTTTGTGTGTATTGTGTCTAGTGTGTCATGTGTGTTGTGTATTGTGTCTAGTGTGTGCATGTGTGTT)n(Simple_repeat),(AAGAAAAAGGGGA)n(Simple_repeat),(TATATATATATGTATATGTGTGTGTATGTGTGTGAG)n(Simple_repeat),(ATG)n(Simple_repeat),(GACACAGACACATATGTT)n(Simple_repeat),(GGGCATGGTGACTAACACCTGTAATCCCAGCACTTTGGGAGGCCGAGGCAGGCAGATCACGAGGTCAGGAGATCAAGACCATCCTGGCCAACACGGTGAAACCCCATCTCTACTAAAAATACAAAAATTAGCCAGGCATGGCAGCGCATGCCTGCAGTCCCAGCTACTCAGGAGGCTGAGGCAGAAGAATGGCAGCAACCCAGGAGGCAGAGACTGCAGTGAGCCAAGATGCAGCCACTGCACTCCAGCCTGGGCAACAGAACAAGACTCGCATCAAAAAAAAAAAAAAAGATT)n(Simple_repeat),ERVL-int(ERVL),(GCCACCCCATCTAGGAAGTGAGGAGCGCCTCTGCCCAGCCGACACCACATCTAGGAAGTGAGGAGCGTCTCTGCACGGCCGCCCCGTCTGAGAAGTGAGGAGACCCTCTGCCCC)n(Simple_repeat),(GGTGGCTCACACCTGTAATCCCAGCACTTTGGGAGGCTGAGGCGGGCAGATCACTGAGGTCAGGAGATCAAGACCAACCTGGCCAACATGGTGAAACCCCATCTCTACTAAAAATACAAAAAATTAGCCGGGCAT)n(Simple_repeat),(GTGGCTCACGCCTGTAATCCCAGCACTTTGAGAGGCCAAGGCGGACAGACTGCATGAGATCAGAAGTTCGAAACAGCCTGACCAACACGGTGAAACCCCGCCTCTACTAAAAATACAAAAATTAGCCAGGCATGGTGGCACACACCTGTAATCCCAGCTACTCAGGAGGCTGAGGCAGAAGAATAACTCTAACCTGGGAGAGGGAGGTTGCAGTGAGCCAAGATCACACCACTGCACTCCAGCCTGGGTGACAGAGCAAGACTCCCTCTCAAAAATAAAAAAAAAAAAAAAAAAAAGTACAGGCCGGGCGCA)n(Simple_repeat),Charlie20a(hAT-Charlie),(ACACTCTGTATCTAACTACACTGATGGGGACGAGGAGAACCTTTGTGTCT)n(Simple_repeat),LTR37A(ERV1),Arthur1A(hAT-Tip100),(GCGGCGGCAGCA)n(Simple_repeat),(AT)n(Simple_repeat),(GCCCGGCCAGCCGCCCTGTCCGGGAGGGAGGTGGGGGGGTCAGCCCCCC)n(Simple_repeat),(GCCAAGGGGAAGGAAGAGAAAGGG)n(Simple_repeat),MIRb(MIR),(GAGACCAGCCTGGCCAA)n(Simple_repeat),(GGGGGCT)n(Simple_repeat),(CCTCGGCCCGGCCACCACCCCATCTAGGAAGTGAGGAGCGTCTCTGCCCGGCCGCCCATACTCTGAGATGTGAGGAGCCCCTCTGCCCCGCCGCCCAGTCTGGAAAGTGAGGAGCA)n(Simple_repeat),L1M7(L1),MIR3(MIR),L1MEg(L1),(TTTAAATCTTAAATTATAA)n(Simple_repeat),(AATTTACTTATTGATTTTGAGACAGAATCTCGCTCTGTCGCCCAGACTAGAGTGCAGTGGCATGATCTCGCCTCACTGCAACCTCCACCTCCTGGTTCAAGCAATTCTACTACCTCAGCCTCCCAAGTAGCTGGGATTACAGGCGCCCGCCACCACACCCGGCTAATTTTTTTAAAA)n(Simple_repeat),MER2(TcMar-Tigger),(A)n(Simple_repeat),(TCTGGTGGGGCCTTGGAGAACCTTCATATCTAGCTCAGGGATTGTAAATACACAAATCGGCACTCTATCTAGCTCAAGGTTTGTAAACACACCAATCAGCACCCTGTGTCTAGCTCAGGGTTTGTGAGTGCACCAACCAACACTCTGTATCTAGCTGC)n(Simple_repeat),(AAAAAAATTAGCCGGGCATGGTGGTGGACACCTGTAATCCCAACTACTCAGAGGCGAGAGGAGAATCCCGTGAATCCAGGAGGCAGAGCTTGCAATGAGCTGAGATCGAGCCACTGCACTCCAGCCTGGGCAACAGAGCAAGACTCCATCTCAAAAAAAA)n(Simple_repeat),L1MB3(L1),(TTCCCTCCTTCC)n(Simple_repeat),SVA_D(Other),(GTGGCTCACACCTGTAATCCCAGCACTTTGGGAGGCCGAGGCAGGTGATCACTAGAGGCCAGGAGTTCGAGACCAGCCTGGCCAACATGGTGAAACCCCATCTCTAATAAAAATACAAAAATTGGCTGAGCATG)n(Simple_repeat),(GGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGCGGATCACAAGGTCAGGAGATCGAGACCATCCTGGCTAACATGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTGGTGGCGGACCCCTGTAGTCCCAGCTACTCGGGAGGCTGAGACAGAACAATCACGTGAAACCTGGAGGCAGAGGTTGCAGCGAGCCGAGATCACGCCACTGCACTCCAGCCTGGGCAACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAATAGCCG)n(Simple_repeat),(AAAAGAAAAAAAAA)n(Simple_repeat),(TA)n(Simple_repeat),(CTTTTTTCTTTTT)n(Simple_repeat),(CCTCTGCCCGGCCGCGCCCCGTCTGGGAAGTGAGGAGCGTCTCTGCCCGGCCACCCCGTCTGGGAAGTGAGGAGCA)n(Simple_repeat),(ATAA)n(Simple_repeat),(TCTTTTCATTTCTCTCTC)n(Simple_repeat),(TGTGTATTGTATCTAGTGTGTGCAG)n(Simple_repeat),(AAAAAAAAAGAAACAAAATGC)n(Simple_repeat),(AATA)n(Simple_repeat),MLT1G1(ERVL-MaLR),(GGCGGGGGGGGGCG)n(Simple_repeat),(AGATGTAAGAACACCACAATGTA)n(Simple_repeat),(TTTTCTTTTCTTTTTTTTTT)n(Simple_repeat),(AAAAACCAAAAAACC)n(Simple_repeat),(GGCGCGGTGGCTCACGCCTATAATCCCAGCAATCTGGGAGGCCAAGGCAGGAGAATCACGAGGTCAGGAATACAAGACCAGCCTGACCAACATGGAGAAACCTCGTCTCTACTAAAAAATACAAAAATTGGCCA)n(Simple_repeat),MLT2D(ERVL),(GCCCGGCCAGCCGCCCCGTCCGGGAGGGAGGTGGGGGGGTCAGCCCCCCGCCCAGCCAGCCGCCCCGTCCGGGAGGTGAGGGGCGCCTCTGCCCGGCCGCCCCTACTGGGAAGCGAGGAGCCCCTCT)n(Simple_repeat),(GT)n(Simple_repeat),(TGATAATCATGCTGGTTCTTA)n(Simple_repeat),(TGTTTTTTTTTT)n(Simple_repeat),(AAAT)n(Simple_repeat),(AAGTTCTAAAATGTATTTTTTTAAAGGTTAATCTCTAACTAGTTTAGCTTGCAATTGGTTAGCCTATATTTTGCGTAGTTGTGTTCATTAGTTTGCTTCT)n(Simple_repeat),(GCCCGGCCAGCCGCCCCGTCCGGGAGGGAGGTGGGCGCCTCAGCCCCCC)n(Simple_repeat),(GCAGAACACAGCATAT)n(Simple_repeat),(CTTTCTCTTTCTCCCT)n(Simple_repeat),(TTTTTTAATTT)n(Simple_repeat),(TATATATATATATATATATATATGTGTATATATATATATGTG)n(Simple_repeat),(ATTTT)n(Simple_repeat),(AGCCCCTCTGCCCGGCCAGCCGCCCCGTCCGGGAGGGAGGTGGGGGGGTCAGCCCCCCGCCCGGCCAGCCGCCCCGTCCGGGACATGAGGGGCGCCTCTGCCCGGCCGCCCCTACTGGGAAGTGAGGAGCCCCTCTGCCCGGCCACCACCCCGTCCGGGAGGGAGGTGGGGGGGTC)n(Simple_repeat),7SLRNA(srpRNA),(TTCC)n(Simple_repeat),L1MCa(L1),L1MC4a(L1),AluJb(Alu),(GTGGCTCACGCCTATAATCCCAGCACTTTGGGAAGCCAAGGCAGGTGGATCACCTGAGGTCAGGAGTTCAAGACCAGCCTGACCAACATGGAGAAACCCTCACTCTCTTAAAAATACAAAATTAGCCAGGTGCGGTGGTGCACGCCTGTAATCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATCACTTGAAACAGGCAGGCAGAGGTTGCAGTGAGCCAAGATCATGCCATTGCACTCCAGCCTGGGCAACAGAGCGAGAATCCATCTCAAAAAAAAAAAAAAAAAAGGCCGAGCGCG)n(Simple_repeat),(TAATACAATTATGGTTA)n(Simple_repeat),(AATCTTAAATTAT)n(Simple_repeat),(ATGGATTA)n(Simple_repeat),L1MC1(L1),(TTTTC)n(Simple_repeat),(CATGCTAACACCTCCGTCAATCTCAG)n(Simple_repeat),(CAGCCACCCCGTCCGGGAGGGAGGTGGGGGGTCAGCCCCCCACCAGGC)n(Simple_repeat),(GTGTATTGT)n(Simple_repeat),(CAAAAACAAACAAAAA)n(Simple_repeat),(AG)n(Simple_repeat),LTR13A(ERVK),MER5A(hAT-Charlie),(AAAAAGAAGAAG)n(Simple_repeat),L1ME3(L1),MLT1F2(ERVL-MaLR),(TGTGTGTATTGTGTCTAGTGTGTGCATGTGTT)n(Simple_repeat),L1ME1(L1),(GCCGCCCCTACCGGGAAGTGAGGAGCCCCTCTGCCCG)n(Simple_repeat),(CACACTCTCTCT)n(Simple_repeat),(TTTATTTTA)n(Simple_repeat),MIR(MIR),(GAAAAGGAGAGAGAGAAAGAAA)n(Simple_repeat),(TTTTCATTTTCTTTTC)n(Simple_repeat),(TCCTCGTCATCCTCTTCG)n(Simple_repeat),L1M5(L1),(TTTTTTTTTTTTTTTTTTTTTTTTGAGACGCAGTCTCATCTGTCACACAGGCTGGAGTGCAGTGGCATAACCGCAGCTCACTGCAACTTCCACCTCCAGGGTTCAAGCCATTCTCCTGCCTCAGCCTCCAGAGTAGCTGGGACTACAGGCGCACGCCAACACACCCGGCTAATTTCTGTATTTTCAGTAGAGACAGGGTTTCACCATCTTGCTCAGGATGGTCTCAAACTCCTGACCCCATGATCCACCCACCTCAGCCTCCCAAAGTGCTGGGATTACAGGCATGAGCCACTGTGCTCGGCCGCTAAGGCTAGTCTTT)n(Simple_repeat),(GGAA)n(Simple_repeat),(TGTGTGTATTGTGTCTAGGTGTTCACATGTGTTTGTATTGTGTCTAG)n(Simple_repeat),(GTGTGTATTGTATCTAGTGTGTGCA)n(Simple_repeat),(TGTGTATTGTGTCTAGTGTGTGCATGTGTGTT)n(Simple_repeat),(AATTTTTTTTTTTTTTT)n(Simple_repeat),(AAAAAATTAGCTGGGCGTGGCTGGGCGCAGTGGCTCACGTCTGTAATCCCAGCACTTTGGGAGGCAGAGGCGGGCAGATTACCTGAGGTCAGGAGTTCGAGACCAGCCTGGCCAACATGGTGAAACCCTGTCTCTACTAAAAATAC)n(Simple_repeat),MER3(hAT-Charlie),(GGCCAGCCACCCCGTCCGCGAGGGAGATGGGGGGGTCAGCCCCCCCACCCGGCCAGCCGCCCCGTCCGGGAGGGAGGAGGCGCCTCAGCCCCCCGCCT)n(Simple_repeat),(TGGACTCAGCATG)n(Simple_repeat),(AAAAAAAAAAAAAAG)n(Simple_repeat),(AAAAAATTAGCCAGGCGTGGTGGCAGACACCTGTAATCCCAGCTACTCAGGAGGCTAAGGCAGGAGAATCGCTTGAACCCGGGAAGTGGAGCTTGCAGTGAGCCAAGATCGCTCCACTGCACTCCAGCCTGGGCGACAGAGCAACACTCCATCTCAAAAAAAAAAAAAAA)n(Simple_repeat),(TGTATTTTTAGTAGAGACGAGGTTTCACCATGTTAGCCAGGATGGTCTCCAACTTCTGACCTCATGATCCACCCGCCTCGGCCTCCCAAAGTGCTGGGATAACAGGTGTGAGCCACCGCGCCCAGCCAAGAGC)n(Simple_repeat),(GCCACCCCGTCTGGGAAGTGAGGAGCGTCTCTGCCCGGCCACCCATCATCTGAGAAGTGAGGAGACCCTCTGCCTGGCCGCCCAGTCTGGAGAGTGAGGAGCGCCTCCACCCGGCAGCCACCCCATCTAGGAAGTGAGGAGCCCCTCCGCCCAGCA)n(Simple_repeat),(GAA)n(Simple_repeat),(TATCTAGCTCAGGGTTTGTAAATACACCAATCGACACTCTG)n(Simple_repeat),(CTCTGCCCGGCCGCCACAGTCTGGGAAGTGAGGAGCGT)n(Simple_repeat),(CCCGGCCAGCCGCCCCGTCCGGGAAGTGAGGGGCGCCTCTGCCCGGCCGCCCCTACTGGGAAGTGAGGAGCCCCTCTGCCCGGCCAGCCGCCCCGTCCGGGAGGGAGGTGGGGGGGTCAGCCCCCCG)n(Simple_repeat),(TTGTACTTCTGAATTACAACCTATGAAAACA)n(Simple_repeat),(TTGT)n(Simple_repeat),(CCAGCCGCCCCGTCTGGGAAGTGAGGAGCCCCTCTGC)n(Simple_repeat),(TTTTA)n(Simple_repeat),(GGAGAGAGGGAGAG)n(Simple_repeat),(GCCTCTGCCCGGCAGCCACCCCGTCTGGGAAGTGAGGAGC)n(Simple_repeat),(AAAAT)n(Simple_repeat),(CCAGC)n(Simple_repeat),AluSz6(Alu),MER39(ERV1),(CTGCAGCCCACACTA)n(Simple_repeat),(TATATATATACG)n(Simple_repeat),(ATCCGACCCCCTCCCTTC)n(Simple_repeat),(ATATATAGAGATAG)n(Simple_repeat),(TGGGTTCTTGGTCTCACAGACTTCT)n(Simple_repeat),(ACACCAATCAGCACTCTGTGTCTAGCTCAAGGTTTGTAAAC)n(Simple_repeat),(GGGGCAGGGGGAAG)n(Simple_repeat),AluJo(Alu),(GAAAACAGCACGGCCAACATGGT)n(Simple_repeat),(AAAAAAGAAAAAAA)n(Simple_repeat),(CCTCTGCCCGGCAGCCACCCCGTCTGGGAAGTGAGGAGCGTCTCTGCCCGGCGCCACCCACATCTGAGAAGTGAGGAGCC)n(Simple_repeat),L1ME3A(L1),(TTTTTTTTTTTTTGAGACAGAGTGTCACTCTCGTCACCCAGGCTGGAGTGCAATGGCATGATCTCAGCTCACCACAACCTCCACCTCCCAGGTTCAAACGATTCTCCTACCTCAGCCTCCCGAGTAGCTGGGACTACAAGCATGCGCCACCACGCCCAGCTAA)n(Simple_repeat),(CGCCCCGCTCCGCC)n(Simple_repeat),(GTTTTTCTGATAATCATGCTG)n(Simple_repeat),MSTD(ERVL-MaLR),L2b(L2)

	chr19
	Name=(TTAATTTTTTATT)n(Simple_repeat),(TCTTTCTTTCTTTCCTT)n(Simple_repeat),(CAGGGGGAGGGGTCGGGGTGGGATGGGGGGACCAGGCGGAGGGGGAGGGGTGGGATAGGGGGAC)n(Simple_repeat),(TTATTTATTTATTT)n(Simple_repeat),(GCGGTGGCTCACGCCTGTAATCCCAGCACTTTAGGAGGCCAAGGCGGGCGGATCACCTCAGGTCGGAAGTTCGAGACCAGCCTGACCAACATGGAGAAACCCCATCTCTACTAAAAATACAAAATTAGCCAGGCATGGTGGCACATGCCTATAATCCCAGCTACTCGGGAGGCTGAGACAGGAGAATCGCTTGAACCGGAGAGGCGGAGGTTGCAGTGAGCCGAGATCGCGCCATTGCACTCCAGCCTGGGCAACAAGAGCGAGACTCCGTCTCAAAAAAAAATAATAATAATAGGCCAGGC)n(Simple_repeat),(AACAATTACACTAGT)n(Simple_repeat),L1M2(L1),(TTTGTT)n(Simple_repeat),(TTTGTGTGTGTG)n(Simple_repeat),(CACCAGCGAGAGTGCAGCCATAACCATCACGTGACCGCCCACCGA)n(Simple_repeat),(GCTGGAGTGCAATGGCCCGATCTTGGCTCACCACAACCTCCGCCTCCCGGGTTCAAGCCATTCTCCTGCCTCAGCCTCCCGAATAGCTGGGACTACAGGCATCCGCCACCACACCTGGCTAAGTTTTTGTATTTTGTTTTTGTTTTTTTTTGAGACA)n(Simple_repeat),AluSz(Alu),(GCCGGGCAGAGGGCCCCTCACCTCCCAGGAGGGGCG)n(Simple_repeat),(TTTTATTTTTTCTGAGATGGGGTCTCACCCTGTCGCCCAAGCCGGAGTGCAGTGGCACCATCTCAGCTCACTGCAACCTCTGCCTCCCAGGTTCAAGCGATTCTACTGCCTCAGCCTCCTGAGTAGCTGGGATTACAGGTGCACATACCATGCCCAGCTAATTTCTTGTATTTTAGTAGAGATGGAGTTTCACCAAGTTGCCCAGACTGGTCTCGAACCCCTGACCTCAAGCAATCCACCCGCCTTGGCCTCCCAAAGTGCCAGGATAACAGGCATGAGCCACCGTGCCCGGCCTATTTTTATTT)n(Simple_repeat),HAL1(L1),(CCTCCATTCGTAGCCACAGCCACC)n(Simple_repeat),(AGAA)n(Simple_repeat),(TGCTGATTGATCCATTTTACAGAGTCTGATTGGTCCGATTTTACAGAG)n(Simple_repeat),L1PA16(L1),(AAAAAACAAAAAACAAAAACC)n(Simple_repeat),(CCTCACCTCCCGGACGGGGCGGCTGGCCGGGCGGGGGGCTGACCCCCCACCTCCCTCCCGGACGGGGCGGCTGGCCGGGCAGAGGGGCTCCTCACTTCCCAGTAGGGGCGGCCGGGCAGAGGCACC)n(Simple_repeat),(GTGGCTCACGCCTGTAATCACAACACTTTGGGAGGCCAAGGCGAGTGGATCACCTAAGGTCAGGAGTTCGAGACCAGCCTGGCCAACATGGCGAAACCCCACCTCTACTAAAAATACAAAAATTAGCCAGGCATGGTGGGGCAGCCTGTAATCCAAGCTACTCAGGAGGCTAAGGCAGGAGAATCACTTCAACCCGCGAGGAGGCAGAGGTTGCAGTGAGCCAAGATTACCCACTACACTCCAGCCTGGGCAACAGAGCAAGACTCAGTCTCAAAAAAAAAAAAAAAAAAAGGAAAGGTGGCTGGGCGCA)n(Simple_repeat),(CCCCGGCCCGAA)n(Simple_repeat),(CACACACACAGACA)n(Simple_repeat),LTR16D2(ERVL),(CCTCCCGGACGGGGCGGCTGGCCGGGCAGAGGGGCTCCTCACTTCCCAGTAGGGGCGGCCGGGCAGAGGCGCCCCTCACCTCCCGGACGGGGCGGCTGGCCGGGCGGGGGGCCGACCCCCCCACCTC)n(Simple_repeat),(GA)n(Simple_repeat),(GTTTTTTGTTGTTGTTT)n(Simple_repeat),(GAGGGAGGGGGAGAGGGA)n(Simple_repeat),(TTTCCAAATTCCTAAAA)n(Simple_repeat),(TGGTCTCCAGGGCAACAGGGGAGGGTGGGTCTGGTCTCCAGGGTAACTGGGGAAGATGGGGCTGGTCTCCAAGGCAACAAGGGAGGGTGGAGCTGGTCTCCAGGATAACTGTGGAAGATGGGC)n(Simple_repeat),(TTTTGAGACAGAATCTCACTCTGTCACCCAGGCTGGAGTGCAATGGCACAGTCTCAGCTCACTGCAACCTCCGCCTCCCGGATTCAAGCGATTCTCCGCCTCAGCCTCCCAAGTAGCTGGGATTACAGGCACCAGCCACCACGCCCGGCTAATTTTTGTATTTTTTTATTTTTATTTTTTCT)n(Simple_repeat),L1MA4A(L1),MLT1I(ERVL-MaLR),(GGAGGTGGGTAAGGGAGGCCCCTGCTGGTGTGAGCA)n(Simple_repeat),THE1D(ERVL-MaLR),(CAACTAGGGCG)n(Simple_repeat),(TGGTCTCCAGGGCAACAGGGGAGGGTGGGTCTGGTCTCCAGGGTAACTGGGGAAGATTGGGC)n(Simple_repeat),(CCTCCCGGACGGGGCGGCTGGCCGGGCAGAGGGGCTCCTCACTTCCCAGTAGGGGCGGCCGGGCAGAGGCGCCCCTCACCTCCCGGATGGGGCGGCTGGCCGGGCGGGGGGCTGACCCCCCCACCTC)n(Simple_repeat),(CAT)n(Simple_repeat),LTR50(ERVL),(TTTTCTTTTTTT)n(Simple_repeat),(GGAGGAGGAAAAGGAAGGC)n(Simple_repeat),(TGTTTTT)n(Simple_repeat),MLT1A(ERVL-MaLR),(CCAGCCGCCCCGTCCGGGAAGTGAGGAGCCCCTCTGC)n(Simple_repeat),(ACCCCGTCTGGGAGGTGAGGGGCGCCTCTGCCCGGCCGCCCCTACTGGGAAGTGAGGAGCCCCTCTGCCCGGCCAGCCGCCCTGTCCGGGAGGGAGCTGGGGGGATCAGCCCCCTACCCGGCCAGCC)n(Simple_repeat),MER101-int(ERV1),(TCCT)n(Simple_repeat),(GGAGGGTGGGCTGGTCTCCAGGGTAACAGG)n(Simple_repeat),(GTTTTGTTATTTGTTTT)n(Simple_repeat),(AAGATTTTAAGCAGAGGTGGG)n(Simple_repeat),(ACAGGGAGGAGTGGAGGAGATGAGG)n(Simple_repeat),(TTCCTCTCTCCCTCCT)n(Simple_repeat),(AGCTTGACCTCAGGACCCTTGGGC)n(Simple_repeat),(AAAAAAAAAAAAAAAAAG)n(Simple_repeat),LTR8A(ERV1),L1PA6(L1),(GGCAGAAGGGTCAGGGGTGGAATGGGGCAGGCCA)n(Simple_repeat),(AAAAACCAA)n(Simple_repeat),CT-rich(Low_complexity),(AGAGGGAAACCGTGGAGAGAGGG)n(Simple_repeat),(TTTTG)n(Simple_repeat),(CCTCACCTCCCGGACGGGGCGGCTGGCCGGGCGGGGGGCTGACCCCCCACCTCCCTCCCGGACTGGGCGGCTGGCCGGGCGGGGGGCCGACCCCCCCCACCTCCCTCCCAGACGGGGCGGCTGGCCGGGAAGAGGGGTCCTCACTTCCCAGTAGGGGCGGCCGGGCAGAGGCACCCCTCACCTCCTGGACGGGGCGGCCGGCCGGGCGGGGGGCTGACCCCCCCACCTCCCTCCCGGACGGGGCGACTGGCCGGGCAGAGGGGCTCCTCACTTCCCAGTAGGGGCGGCCGGGCAGAGGAGCC)n(Simple_repeat),(ATTTTTTTATTTTT)n(Simple_repeat),MER57A-int(ERV1),MER104(TcMar-Tc2),MLT1H2(ERVL-MaLR),L2a(L2),(CTTTTTTTTT)n(Simple_repeat),(GGGTAACAGGGGAGGATGAGGCTGGTCTCCAAGGTAACAAGGGAGGGCAGGGCCAGTCTCCAGGTTACCT)n(Simple_repeat),MLT1G3(ERVL-MaLR),L1MC3(L1),(CCTCACCTCCCGGACGGGGCGGCCGGGCAGAGGAGC)n(Simple_repeat),ERVL-E-int(ERVL),LTR67B(ERVL),(GGGGTGGCGGCCGGGCAGAGACGCTCCTCACTTCCCAGAT)n(Simple_repeat),(CAAAA)n(Simple_repeat),(TTTTTG)n(Simple_repeat),(ATATATACGT)n(Simple_repeat),(AAAAGAAAGG)n(Simple_repeat),(GTGTGTGCTGAGCCTCCTCACACCCTAATCGTATCCTGAACACGGGTGA)n(Simple_repeat),L1MB8(L1),(AGAAACAAAGAAAGAAAGAAAA)n(Simple_repeat),(TCTAAAACTTATTCTCAATGG)n(Simple_repeat),(TTTTTTTTTTTTTTTTTGAGACAGAGTCCTGCTCTTGCACAGGCTACAGCGCAGTGGTGCAATCTCGGCTCACTGCAACCTCCGCCCCCCGGGTTCAAGCCATTCTCCTGCCTCAGCCTCCTGAGTAGCTGGGACTACAGGCGCACGCCACCTAGCCCAGCTAATCTTTTGTATTTTAAGTAGACACGGGGTTTCACCATGTTAGCCAGGATGGTCTCGAACTCCTGACCTAGTGATCCACCCACCTCGGCCTCCCAAAGTGCTGGGATTACAGGCATGAGCCACCGCGCCCGGCCCTTTTTTTTT)n(Simple_repeat),(AGAAGAACTTGGCACGGTCCTTCCCAATGGAGTACAAGGACAGTCTT)n(Simple_repeat),(ATATATATATACAC)n(Simple_repeat),(TAAAGGCCTTCCCACACTCCTTACATTCAAAGGGTTTCTCACCAGTATGAATACTCTGATGTTGAATAAGGTTTGAGCACGAT)n(Simple_repeat),(TATAATACATGGAATATAATA)n(Simple_repeat),(T)n(Simple_repeat),(TAT)n(Simple_repeat),(TGCCACCCTCAGTTTCCCCATCTA)n(Simple_repeat),(CAATCGGCACAGG)n(Simple_repeat),(TATATACACACATATATATGTATATA)n(Simple_repeat),(AAATGTATAAAGTAT)n(Simple_repeat),Charlie5(hAT-Charlie),MER83B(ERV1),(CCACCTTGGCCTCCCAAAGTGCTGGGATTACAGGCATGAG)n(Simple_repeat),(CATGGTGCAGCCAGGCAA)n(Simple_repeat),(ATACACACATATATATATAT)n(Simple_repeat),(TATGCACCTAGATTCATAAA)n(Simple_repeat),(TTTA)n(Simple_repeat),(CCTCACCTCCCAGACGGGGCGGCTGGCCGGGCGGAGGGCTGACCCCCCCACCTCCCTCCCGGACGGGGCGGCTGGCCGGGCGGGGGGCTGACCCCCCCACCTCCCTCCCGGACAGGGCGGCTGGCCGGGCGGGGGGCTGACCCCCCCACCTCCCTCCCGGACGGGGCGGCTGGCCGGGCGGAGGGGCTCCTCACTTCCCAGTAGGGGCGGCCGGGCAGAGGCGCC)n(Simple_repeat),(GTGTGTCTCTCT)n(Simple_repeat),MER90a(ERV1),L1MC4(L1),(TAAAT)n(Simple_repeat),(CCGCCCGGCCAGCCGCCCCGTCCGGGAGGGAGGTGGGGGGGTCAGCCCC)n(Simple_repeat),FLAM_C(Alu),(AATTTTGTATTTTTTTGTAGAGACAGGTTTCACCATGTTGCCCAGGCTTGTCTCGAACTCCTGGGCTCAAGCGATCCGCCCTCCTCTGCCTCCCAAAGTGCTGGGATTATAGGCATGAGCCACTGTGCCTGGCC)n(Simple_repeat),MIRc(MIR),(CCTGTAATCCCAGCACTTTGGGAAGCCGAGGCGGGCGGAACACTCAGATCAAGAGTACGAGACCATCCTGACCAACACGCTGAAACACCCTCTCTACTAAAAATACAACAACAGCCGGGCGCAGTGGCTCATG)n(Simple_repeat),(AAAAAATTAGCCAGGCGTGGTGGCGGGCACCTGTAATCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATTGCATGAACCCAGGAGGCAGAGCTTGCAGTGAGCCAAGATGATGCCACTGCACTCCAGCCTGGGCAACAGAGGTCAGGCTGGCTCAAAAAAA)n(Simple_repeat),L1ME4a(L1),(TTTC)n(Simple_repeat),(AAAAAATAAAAAT)n(Simple_repeat),(AC)n(Simple_repeat),(AAAAC)n(Simple_repeat),(TTTTATTTTATTATTTAATTTTTAAT)n(Simple_repeat),(TC)n(Simple_repeat),MER21C(ERVL),L1MA8(L1),(AAAAAAAGAGGAAGAAAGAAAAGAAAA)n(Simple_repeat),(CATCTCTCTCTCTCCTCTCTCAGTCTCTTCC)n(Simple_repeat),(ATCCTCCCACCTC)n(Simple_repeat),(GGGCGGCTGGCCGGGCGGGGGGCTGACCCCCCCCACCTCCCTCCCGGACGGGGCGGCTGGCCGGGCAGAGGGGTCCTCACTTCCCAGTAGGGGCGGCCGGGCAGAGGCGCCCCTCACCTCCCGGACGGGGCGGCCGGCCGGGCGGGGGGCTGACCCTCCCACCTCCCTCCCGGACGGGGCGGCTGGCCGGGCAGAGGGGCTCCTCACTTCCCAGTAGGGGCGGCCGGGCAGAGGCACCCCTCACCTCCCGGACGGGGCGGCTGGCCAGGCGGGGGGCTGATCCCCCCACCTCCCTCCCGGACAGGGCGGCTGGCCGGGCGGGGGGCTGACCCCCCCACCTCCCTCCCGGACG)n(Simple_repeat),(TTAGCTAGACACAGAGCACTGATTGGTGCATTTACAAACCT)n(Simple_repeat),Tigger9a(TcMar-Tigger),L2(L2),(GAGAGGG)n(Simple_repeat),(TG)n(Simple_repeat),(AAAACAATAAAAAT)n(Simple_repeat),L1MC5(L1),L1M3e(L1),LTR83(ERVL),(ACACCATCACCTTCTA)n(Simple_repeat),MER57-int(ERV1),L1M1(L1),(GGAGGG)n(Simple_repeat),(ATCTATC)n(Simple_repeat),MER45A(hAT-Tip100),(GCT)n(Simple_repeat),L1M4c(L1),(GCTCCTCACTTCTCAGACGGGGCGGCCGGGCAGAGACGCTCCTCACCTCCCAGACAGGGTGGCAGCCAGACAGAGGCGCTCCTCACATCCCAGACACGGCGGCAGGGCAGAGGT)n(Simple_repeat),(AAAC)n(Simple_repeat),(TCACATTCTTTACATTCATAGGGTTTCATACCAGTATGAATTCTGTGATGTGCAGAAAGGACTGAACTAAATCCAAAAGTCTTCCCACATCCTTTACACTCACAGGGTTGCTCACCAGTACGAATTCTAACATGTACAACAAGGATCGAACTACAAGTAAAGGCCTTT)n(Simple_repeat),(AAAAAAAAAAAAAAAAAAG)n(Simple_repeat),(TTTTTTTGTTTTTG)n(Simple_repeat),(CA)n(Simple_repeat),(ACTTCCTTATCCATAGCCG)n(Simple_repeat),(TGGG)n(Simple_repeat),(TAATCCCAGCACTTTGGGAGGCCGAGGTGGACAGGTCACCTCAGCTCAGGAGTTCAAGACCAGCCTGGCCAACATGGTGAAACCCCATCTCTACAAAAATACAAAAATTGGCCAGGCGTGGTGGTTCATTCCTG)n(Simple_repeat),(TCTTTCTTCCTTTCTTTCTTTTCTT)n(Simple_repeat),(AAACAA)n(Simple_repeat),MLT1K(ERVL-MaLR),L1ME5(L1),LTR16A(ERVL),(TCTA)n(Simple_repeat),(TATG)n(Simple_repeat),(TCTTTTTCTTTCCTTCTTCCTT)n(Simple_repeat),(TCTCCCTGGTGCTCTCGGTCTCTCTCTTTCTCAGTCTCTCTGTCTCTCCCATCTCCCCTCCCTC)n(Simple_repeat),(TGGCATGTGCTGAGCCCTCAGCATGTGACCAGCATGGGT)n(Simple_repeat),(CCTCACCTCCCGGACGGGGCCTGGCCGGGCAGAGGCGCC)n(Simple_repeat),(CTCCTTCTGTCGCCATACCCACTTTAAATCCTCACAA)n(Simple_repeat),(AAAGG)n(Simple_repeat),(AGGGAAAGGGAAAGGGAG)n(Simple_repeat),SVA_F(Other),MLT1B(ERVL-MaLR),(GGGAGTTTCATCTCA)n(Simple_repeat),(TATCATCTATCAATCTATCTATCACCTATC)n(Simple_repeat),(AAAATAAAAATAAAT)n(Simple_repeat),(AGCCCCCCTGCCCGGCCAGCCGCCCCGTCCGGGAGGGAGGTGGGGGGATCAGCCCCCCACCCGGCCAGCCGCCCCATCCGGGAGGGAGGTTGGGGGGGGTC)n(Simple_repeat),(CCATGGTTCTAGGATGATCCCCTGGCTCTAAGATGATCCCTGGCTCTAAGGTGATCCATGATTCTCAGGTAATCCCATGGCTCTAAGATGAACCACGGATCTAGGATGATCCCCTGGCTCTAAGATGATCCATGGCTCTAAAGTAATCACACGATTCTCAGATAATC)n(Simple_repeat),(CAGGGCAGAGAGGT)n(Simple_repeat),(AAAAAGAAAAGAAAG)n(Simple_repeat),(CCTCCCTCCCGGACGGGGCGGCTGGCCGGGCGGAGGGCTGACCCCCCCA)n(Simple_repeat),(ATACATATAT)n(Simple_repeat),Charlie1b(hAT-Charlie),(GGCCGGGCAGAGGAGCCCCTCACCTCCCAGACGGGGC)n(Simple_repeat),(CAAAGTGGCTGGGG)n(Simple_repeat),(TGATATCTCTCTGCTGTCATCTTCTTCT)n(Simple_repeat),(CAGCCTCCCAAGTAGCTGGGATTA)n(Simple_repeat),(GAAG)n(Simple_repeat),MLT1A1(ERVL-MaLR),(AATAAAAAAATA)n(Simple_repeat),MLT2B1(ERVL),AluJr4(Alu),MER20(hAT-Charlie),(GCCGGGCAGAGACGCTCCTCACATCCCAGACGTGGGCGGCCGGGCAGAGGCGCTCCTCACTTCCCAGATGGGTGGCGGCCGGGCAGAGACGCTCCTCACTTCTCAGACTGGGCG)n(Simple_repeat),L1MC2(L1),(CCTCCAAGTCCCATTGCCTTACACAC)n(Simple_repeat),(GGCCAGGCACGGTGGCTCATGCCTGTAATCCCAGCACTTTGGAAAGCAAAGGAGAGCGGATCACCTGAGACCAGGAGTTCGACACCAGCCTGCTACTAAAAATACAAAAAATTA)n(Simple_repeat),(CAGACGGGGCGGCCGGGCAGAGACGCTCCCCACATCC)n(Simple_repeat),L1P2(L1),L1M4(L1),(GGCACAGGCAGAGGGGTCAGGGCTGGGATGGGGGGGCACAGGCAGAGGGGTCAGGGCCGGGATGGAGGAGGCACAGGAGAGGGGTCAGGGCCAGGGTTGGGGGCACAGGCAGAGGGGTCAGGGCTGGGATGGAGGA)n(Simple_repeat),MER34B-int(ERV1),(GCTGATTGGTCCATTTTACAGATA)n(Simple_repeat),(AGGATCTCTAAGGACTCTCATGGAGACCCTGGG)n(Simple_repeat),(AGGG)n(Simple_repeat),MER113(hAT-Charlie),(CAAA)n(Simple_repeat),(AAGG)n(Simple_repeat),(GGGCGG)n(Simple_repeat),(AAGAAGAGCAGAAAACAAGACA)n(Simple_repeat),(TTTTTTTTCTTTCTTTCTT)n(Simple_repeat),(CTCTGGCACTTTCGGCAGCTGCACCTCTGGAAGCCGCAC)n(Simple_repeat),(CACATTCTTTACATTCACAGGGTTCTCACCAGTATGAATTCTTTGATGTGCAGAAAGACTCAAGCTAAATCAAAGGTCTTTC)n(Simple_repeat),(CTCTCAATCTCTCTGTCTCT)n(Simple_repeat),(AAAG)n(Simple_repeat),L1PA5(L1),(GTTATTTGTTTTCTGCTTTCACTAAGCTATTTTAGTGAAATAGCTGGCAGTGGGAAGCATTTTGTTGCTCTTCAGAGGGTACAGCCTTGGACATACGCAGAGTTACTCGTA)n(Simple_repeat),(TAAATTAATTAAAT)n(Simple_repeat),(TTTTTTTTTTTTG)n(Simple_repeat),L2c(L2),(AGGGTAAACACTGAGTCACTGTGTGTAAAGCACTTCACGCCTCCCCACTGGTGCTTCACCCTGGGGCTGGAATGAGGACCCAATCTTAGTGTCAGATGACACAGCACAGCAAGACCCAGGTCCTTGGGTCAGAAAAGTCCATGCTGGCACCTCTCCCAGGTCAGGAAAGTACAGCTTCCACCTCTTAAAAATCAGGATTGTTTTCTTTCCTCCTGGGTCAAAGTAACTTCTGGGCTC)n(Simple_repeat),(TTGTTGTTGTTGTTTG)n(Simple_repeat),L1MB7(L1),(AGACAGAGGGATAG)n(Simple_repeat),(CACTTTGGGCAGCTGCACCTCTGGGAGGTGCACATCGGGCACAGCCATTTCAAG)n(Simple_repeat),L1MD(L1),(TTAGTTAATAGAATGTTATTACATACTGTTATTATATTAAATAACTAATAACTAGTTA)n(Simple_repeat),(GCAAAATTTGCCGTTCT)n(Simple_repeat),(CCTCACCTCCCGGACGGGGCGGCCGGGCAGAGGCGCC)n(Simple_repeat),(CCTCCCTCCCGGACGGGGCGGCTGGCCGGGCGGGGGGGCTGACCACCCCCA)n(Simple_repeat),(AAAAGA)n(Simple_repeat),(TTTGTTTTTTGTTT)n(Simple_repeat),(GTGGCAGCAGCA)n(Simple_repeat),(CCCAGGCTAGAGTGCAGTGGCGCCATCTCGGCTCACTGCAACCTCCGCCTCCCGGGTTCAAGTGAGTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGACTACAGGATGACTGCCACAACCAGCTAATTTTCTGTATTTTTTTTTTTTTTTTGGAGATGGAGTCTCGCTTTGTTG)n(Simple_repeat),L1M4b(L1),(AGCTAGACACAGAGTGCTGATTGGTGTATTTACAAACCCTG)n(Simple_repeat),MLT1D(ERVL-MaLR),(CAGCATTTTGGGAGG)n(Simple_repeat),(TTTGTTT)n(Simple_repeat),(ATATATATATATACAC)n(Simple_repeat),(GCGGCTGGCCGGGCGGGGGGCTGATCCCCCCACCTCCCTCCCGGACGGG)n(Simple_repeat),L1ME3B(L1),(GATA)n(Simple_repeat),(TTTAACTTAAATG)n(Simple_repeat),(TTTTTTTGT)n(Simple_repeat),(TGGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCCGAAGTGAGCAAATCGCCTGAGCTCAGGAATCTGAGACCAGCTAGGGCAACACAGTGAAACCCCATATCTACTAAAAAAAAAAAACTAGCCAGGCA)n(Simple_repeat),(GTTT)n(Simple_repeat),(AGTAGCTGGGATTACAGGCATGAGCCACCACGCCCGGCTAATTGTTGTATTTTTAGTAGAGATGAGGTTTCACCATGTTGGCCAGGCTGGTCTTAAACTCCTGACCTCAAGTGATCCACCCAACTCAGCCTCCCAA)n(Simple_repeat),L1ME3C(L1),(GAAAGAAAGAAGGAAGGAAAGAAAGAAAGAGA)n(Simple_repeat),MLT1J(ERVL-MaLR),LTR54(ERV1),(AAATAAATAACAAACAAAT)n(Simple_repeat),(GAAA)n(Simple_repeat),(CCTCCCTCCCGGACGGGGCGGCTGGCCGGGCGGGGGGCCGACCCCCCCA)n(Simple_repeat),(TCCCTCCCTCTCCTTCCCACCTCCTTCCC)n(Simple_repeat),(TTCCCACATTCCTTACATTCAAAGGGTTTCTCACCAGTATGAATATTCTGATGTTGAATAAGGTTTGAGCCACGATTAAAGGCC)n(Simple_repeat),(CTTTTCCTTTCCTTCTTC)n(Simple_repeat),MER115(hAT-Tip100),(GGGGAGGGGGGAG)n(Simple_repeat),(AAAAAAAACAA)n(Simple_repeat),(TTCTTTCTTTTCTCTCTTTCTTTTC)n(Simple_repeat),(AAATAAAATAAAT)n(Simple_repeat),(TCTTTTTTTT)n(Simple_repeat),MLT1J2(ERVL-MaLR),(TACCTTGG)n(Simple_repeat),Charlie1(hAT-Charlie),(ACACACACACACAG)n(Simple_repeat),(ATCTATCACCTATCTATCATCTATCTATGTATCTACCTATCTCTCTCTCTACTCACC)n(Simple_repeat),(TTTCTT)n(Simple_repeat),(CTCTGACACCTTGGGGAGCTCCAC)n(Simple_repeat),(AGATGAT)n(Simple_repeat),(GGCTCTAAGATGATCCATGGCTCTAGGATGATCCCT)n(Simple_repeat),(TCAA)n(Simple_repeat),(TTTTTTGTTTTTTGTTTG)n(Simple_repeat),(AGAGGGAGAGAGACAG)n(Simple_repeat),(CCTCACCTCCCAGACGGGGCGGCTGGCCGGGCAGAGGAGCC)n(Simple_repeat),(TGAAGTCTAAAGGCCTTCCCACACTCCTTACATTCAAAGGGTTTCTCACCAGTATGAATTTTCTGATGCTGAATAAGGTTTGAACCACGATTAAAGCCTTTCCCACACTCCTTACATTCAAATGGTTTCTCACCAGTATGAATATCTGATGTTGAGCAAGCTGTGTCAGAAGACTAAAGGACTTTCCACATTCTTTACATTCAAAGGGTTTCTCACCAGTATGAATTCGGTAATGTTGAGTAAGCTGGTAA)n(Simple_repeat),THE1B(ERVL-MaLR),(CATGGTTCTAAGGTGATCC)n(Simple_repeat),(AAAAAGAAAAAAAA)n(Simple_repeat),(TCTTTTTTCTTTTCTTT)n(Simple_repeat),(GCCTCTGCCCGGCCGCCCCGTCTGAGAAGTGAGGAGCGCCTCTGCCCGGCCGCCACCCCGTCTGGGAAGTGAGGAGC)n(Simple_repeat),FRAM(Alu),(ACCTGTAATCCCAGCACTTTGGGAGGCCAAGGCGGGTGGATCACTTGAGGACAGGACTTCGAGACCAGCCTGACCAACATAGAGAAACCCCACCTCTACTAAAAATACAAAAATTAGCCGGGTGTGGTGGCACATGCCTGTAATCCCAGCTACTGGGGAGGCTGAGGCAGGAGAATTGCTTGAACCAGGAAGGCGGAGGTTGCAGTGAGCCAAGATCGTACCACTGCACTCCAGCCTGGGCAACAGAGCGAAACTCCATCTCAAAAAAAAAAAAAAAAAAAAAAAGGCTGGGCACAGTGGCTCAC)n(Simple_repeat),(CACCCTTGGCTCCTGTC)n(Simple_repeat),MER47A(TcMar-Tigger),L1MA3(L1),(CGGGC)n(Simple_repeat),(CTAATTTTTAATATTTTTGGTAGAGACAGGGTTTCACCATATTGGCCAGGCTAGTCTTCAACTCCTGACCTCAAGCGATCCACACACCCCAACCTCCCAAAGTGCTGGGATTACAGGCATGAGCCACGACGTCTGGC)n(Simple_repeat),(GTGCAGTGGCAGAGCTCAGCTCACTACAACCTCCGCCTCCCAGGTTCAAGAGATTCTCATGCCTCAGCCCCCTCAAGTACCTGGAACTAAAGATGCACACCACCACGCCCTGCTAATTTTTGTATTTTTAACACAGACAGGGTTTCACCATGTAGGCCAGGCTGGTCTCGAACTCCTGACCTCAAGTGATACACCCACCTCAGCCTCCCAAAGTGCTGGGATTACAAGCATGAGCCACCATGCCCGACCTGTTGTTATTTTTGTTTTTGTGTTGTTGTTTTGAGACTGAGTCTCACTCTGTCGCCCAGGCTACA)n(Simple_repeat),(ATT)n(Simple_repeat),AluSx(Alu),(GGAGGCGGAGGA)n(Simple_repeat),(CCTCACCTCCCGGACGGGGCGGCCGGCCGGGTGGGGGGCTGACCCCCCCCACCTCCCTCCCAGACGGGGCGGCTGGCCGGGCAGAGGGGTCCTCACTTCCCAGTAGGGGCGGCCGGGCAGAGGCACCCCTCACCTCCCGGACGGGGCGGCCGGCCAGGCGGGGGGCTGACCCTCCCACCTCCCTCCCGGACGGGGCGGCTGGCCGGGCAGAGGGGCTGACCCCCCA)n(Simple_repeat),(AGGA)n(Simple_repeat),(ATATATATACAC)n(Simple_repeat),(CCGGAGCGGCAAGAGTCAGCTCGATCAAGCCGAGGAGGCTGCCCGGAGGCGGCGG)n(Simple_repeat),(GCGGGCGCA)n(Simple_repeat),(GGGAGTTTCATCTCTGACACTTTCGGCAGCTGTACCTCTGGAAGCCGCACCTCCGGCACAGCCATCTCTGGCACCTTT)n(Simple_repeat),(GTGTGTGTATATATATATGT)n(Simple_repeat),(GGAAGTGAGGAGCGTCTCTGCCTGGCCGCCCATCGTCTGAGATGTGAGGAGCCCCTCTGCCCCGCCGCCCCATCTGGAAAGTGAGGAGCGTCTCCGCCCGGCCGCCACCCCATCTGGGAAGTGAGGAGCGCCTCTGCCCAGCCGCCCCATCT)n(Simple_repeat),(TCCCAGACGGGGTGGCGGCCGGGCAGAGACGCTCCTCACT)n(Simple_repeat),(GGAAGGAG)n(Simple_repeat),(TCTTTCTTTTCTTCTTCCTCTCTTTCTCTTTCTTTCTTTCCTTTCTT)n(Simple_repeat),(AAAATTATATATATAC)n(Simple_repeat),(AAGAAAGAAAGAAAAGAATAAAAAAAAAGAGG)n(Simple_repeat),(TTTTTTGTTTTTGT)n(Simple_repeat),HSMAR2(TcMar-Mariner),(CTTATCAGTGGTTCTGCTTTTGCCCTTTGCCTTATGATCTTTGTTGGACC)n(Simple_repeat),(ACACAAAGGTTCTCCACGTCCCCACCAGAGTAGCTAGATACAGAGTATCC)n(Simple_repeat),(CAGGGGGAGGGGTCGGGGTGGGATGGGGGGAC)n(Simple_repeat),(TTCTTCAGAGTGGTTTTTGTTGTTG)n(Simple_repeat),(CCGGCAGCGGCAACGGCG)n(Simple_repeat),(AAAAAAAAAAAAG)n(Simple_repeat),(TTTG)n(Simple_repeat),(GGTGCAGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGAGTGGATCACCTGAGGTCAGGAGATCGAGACCAGCCTGACCAACACGGTGAAACCCTGTCTCTACTAAAAACACAAAAAATTAAGGCCA)n(Simple_repeat),(CTTT)n(Simple_repeat),(TATATATACACATATATACGTATATATACACATATATACG)n(Simple_repeat),(GCCCGGCCAGCCGCCCCGTCCGGGAGGGAGGTGGGGGGGTCAGCCCCCC)n(Simple_repeat),(CCTCACCTCCCAGACGGGGCGGCTGGCCGGGCGGAGGGCTGACCCCCCCACCTCCCTCCCGGACGGGGCGGCTGGCCGGGCGGGGGGCTGACCCCCCCACCTCCCTCCCGGACGGGGCGGCTGGCCGGGCAGAGGAGCTCCTCACTTCCCAGTAGGGGCGGCCGGGCAGAGGCGCC)n(Simple_repeat),(AGGGAGTTTCATCTCTGGGACTTTTGGAAGCTGCACTTCCGGGAGGTGCACATCGGGCACAGCCATCTCGGGCACCTTCGGGAGTTGCACCTCAGGGAGTTTCATCTC)n(Simple_repeat),(AAAAAAGAAAAAA)n(Simple_repeat),HERV17-int(ERV1),(ATATATCTCTATACAGATATAGAAATAGAG)n(Simple_repeat),(TATCTATCTTCTATCAATCTATA)n(Simple_repeat),(CTTTCTTTCTTCTTTCCTT)n(Simple_repeat),(CTCCTGGCCTCAAGCCATCCTCCCACCTCAGCCTCCTGAGTATCTGGGACTACAGGTACACACCACCATGCCCAGCTAAGTTATTAAAAATTATTTTATAGAGATGGAGTCTCACTATGTTGCCCAACCTGGA)n(Simple_repeat),L1P3(L1),(AAAAAAGAAAAGAAA)n(Simple_repeat),(TTTTATTTTTGT)n(Simple_repeat),(AATAATAATAATGAC)n(Simple_repeat),(AGGAAGGAAGAA)n(Simple_repeat),(TTTTCTTTTCTTTTTTC)n(Simple_repeat),(GAGACGCTCCTCACTTCCCAGACGGGATGGCGGCCGGGCAGAGACGCTCCTCACATCCCAGACGGGGCAGCCAGGCAGAGAGGCTCCCCACATCCCAGACGATGGGCGGCCCGGCA)n(Simple_repeat),(CTAGACACAGAGCACTGATTGGCGTGCTTACAAACCTTTAGCTAGACACAGAGCGCTGATTGGTGCATTTACAATCCTTTAGCTAGACAGAAAAGTTCTCCAAGTCCCCTACCTGATTAG)n(Simple_repeat),(AAAAG)n(Simple_repeat),(TTTTTTTTCTT)n(Simple_repeat),(TTTTTTTTTTTTCTTTGAGATGGAGTATTGCTCTGTTACCCAGGATAGAGTGCAGTGGCACGATCTCGGCTCACTGAAACCTCCGCCTCCTGAGTTCAAGGTTCTGCCTCAGCCTCCCGAGTAGCTGAGACTACAGGCGACCACCACCACGCCTGGCTAATTTTTTTTAATTTTTATAGAGACAGGGTTTCTTTTTTT)n(Simple_repeat),(TCTTTCTTTCCTT)n(Simple_repeat),(ACAT)n(Simple_repeat),AluJr(Alu),(TTGGGACTACAGGCACGCACC)n(Simple_repeat),(CTCTCCGTTTTT)n(Simple_repeat),(AAAAAAAAAAAAAGATT)n(Simple_repeat),(GGGCAGAGACGCTCCTCACTTCCCAGACGGGGTGTCTGCCGGGCAGAGGGCTCCTCACTTCTCAGACGGGGCGGCC)n(Simple_repeat),(ATATATATACACACATATAC)n(Simple_repeat),(AT)n(Simple_repeat),(ATACAAAAAATTAGCCGGGCATGGTGGCAGGCACCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATCGCTTGAACCCAGGAGGCGGAGCTTGCAGTGAGCCGAGATCGTACCACTGCACTCCAGCCTGGGCAACAGAACGAGACTCCATCAAAAAAAAAAACAGGCCAGGCACAGTAGCTCACACCTGTAATCCCAGCACTTTGGGAGGCCGAGGCAGGGGGATCACAAGGTCAATCGAGACCATCCTGGCTAACACGGTAAAACCCCATCTCTACTAAAA)n(Simple_repeat),LTR33(ERVL),MIRb(MIR),(AAAAAAC)n(Simple_repeat),(ATCT)n(Simple_repeat),MIR3(MIR),(GGAT)n(Simple_repeat),(CCTCACCTCCCGGACGGGGCGGCTGGCCAGGCGGGGGGCTGACCCCCCCACCTCCCTCCCAGACGGGGCGGCTGGCCGGGCGGGGGGCTGACCCCCCA)n(Simple_repeat),(GTTTTTGTTTGTTTATTT)n(Simple_repeat),(TTTTTTTTTATTTTTA)n(Simple_repeat),MER82(TcMar-Tigger),(CTCTCTCCTTCCCTCT)n(Simple_repeat),(AAAAAAAAAAACAAA)n(Simple_repeat),HERVK14C-int(ERVK),(A)n(Simple_repeat),(CAAAAAAAAAAAAA)n(Simple_repeat),(ATGGAATATAATATATAGAAT)n(Simple_repeat),MER34-int(ERV1),(AAAAAACAGCAACAACA)n(Simple_repeat),L1MB3(L1),(TCCCAGACGGGGTGGCGGCCGGGCAGAGATGCTCCTCACTTCCCAGATGGGGTGGCGGCCGGGCGGAGACGCTCCTCACTTCCAGACTGGGCAGCCGGGCAGAGGGGCTCCTCACATCTCAGACGATGGGCGGCCAGGCAGAGACACTCCTCACT)n(Simple_repeat),(CAAAATTAGCCAGGCATGATGGTGCATGCCTGTAATCCCAACTACTCAGGAGGCTAAGGCAGAAGAATCGCTTGAACCCAGGAAGCAGAGATTGCAGTGAGCCAAGATCATACCATTGCACTCCAGCCTGGGCAACAAGAGCGAAACTCCATCTCAAAAAAAAAAAAAAAATTT)n(Simple_repeat),(ATCCCATGGTTCTAAGGTGATCCCATGGCTCTAAGATGATCCATGGTTCTAGGATG)n(Simple_repeat),(GGGAGTTTCATCTCTGACACCTTGGGCAGCTCCACCTCTGGAAGCCGAACCTCCGGAACAGCCACCTCGGGCACCTTT)n(Simple_repeat),SVA_D(Other),(TTTTTTTTCT)n(Simple_repeat),(TTCCTTCCTTCCC)n(Simple_repeat),MER65A(ERV1),(TCTT)n(Simple_repeat),(TTTTTTGTATTTTTAGTAGCAACAGGGTTTCACCATGTTAGCCAGGATGGTCTCGAACTCCTGACCTCAGTGATCCACCCGCCTCAGCCTCGAAAAGTGCTAGGATCACAGGCGTGAGCCACTGCACCCGGCCC)n(Simple_repeat),(AAAGAAAGAA)n(Simple_repeat),MER21A(ERVL),(CCCGGCCAGCCGCCCCGTCCGGGAGGGAGGTGGGGGGGTCGGCCCCCCA)n(Simple_repeat),(TGGTTCTAGGATGATCCCTGGCTCTAAGATGATCCCTGGCTCTAAGATGATCCATGGCTCTAAGGTGATCACATGATTCTAGATAATCCCA)n(Simple_repeat),(GAGGTTGCAATGAGCCAAGACGGCGCCACTGCACTCCAGCCTGGGCAACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAATACCCAGGCATAGTGGCAGCAACTGTAATCCCAGCTACTCAGGAGGCTGAGGCGAGAGAATTGCTTGAATGTAGGAGGCA)n(Simple_repeat),(CAAAAAAAAAACAAAACAAAAAC)n(Simple_repeat),(AACAAAACAAC)n(Simple_repeat),(CAAAACAAAACAAA)n(Simple_repeat),L1MEd(L1),(TCCTTACTCATAAGA)n(Simple_repeat),(AAAAAAAAAAAAGG)n(Simple_repeat),(TTTTATTGTTACTGTATTGTTAT)n(Simple_repeat),(TCTTTTCTTTTTTCTTT)n(Simple_repeat),(GCGGCGGCGCGGGCGGAA)n(Simple_repeat),(TA)n(Simple_repeat),(ACACACACACACACACAAATATATATATAT)n(Simple_repeat),L1MA9(L1),MLT1A0(ERVL-MaLR),(AAAAAAAAAG)n(Simple_repeat),(AGCCCCCCTGCCCGGCCAGCCGCCCCGTCCGGGAGGGAGGTGGGGGTC)n(Simple_repeat),(TCAACTTACAATTGT)n(Simple_repeat),(TTTTAGTTTTATTATTTAAT)n(Simple_repeat),(ATAA)n(Simple_repeat),(TTCA)n(Simple_repeat),(TTTTTTG)n(Simple_repeat),(AGCCACCACCCTGGACCTTGGTGGGGAGCCTGGCGAATGAGGGC)n(Simple_repeat),(CTCTCTGTCTGT)n(Simple_repeat),(AATA)n(Simple_repeat),MLT1G1(ERVL-MaLR),L1PA11(L1),(AAAAAAGAAAG)n(Simple_repeat),(AGGAAGGAAGGAAGGGAGGAGGGAAGGAGGGAGGG)n(Simple_repeat),(CAGGAGGTCACTTGAGTC)n(Simple_repeat),(CATCTCGGGCACCTTCGGAAGTTGCACTTCAGGGAGTTTCATCTCAGGAAGTT)n(Simple_repeat),(TCTCTCTCTTCTCCCCCTCTCTCCA)n(Simple_repeat),(TTTCTTTTTCTTTTTCT)n(Simple_repeat),L1MEf(L1),(AGGAAACTTACAATCATGGTAGAAGGTGAAGGAGAAGG)n(Simple_repeat),(CCTCACCTCCCGGACGGGGCGGCGCGGGGCAGAGGCACC)n(Simple_repeat),(TCAGGAAGTTTCATC)n(Simple_repeat),(AGTGTGGGGAGTGCG)n(Simple_repeat),(ACAA)n(Simple_repeat),(TTTTTTTTTTTTCTGAGACAGAGTCTCACTCTTGTCGCCCAGGCTAGAGTGCAATGGCACGATCTCAGCTCACCGCAACCTCTGCCTCCTAGGTTCAAGCAATTCTCCTGCCTCAGTCTCCCGAGTAGCTGGGACTACAGGCACGTGCCACCACACCCAGCTAATTTTTGTATTTTTAGTAGAGACATTTCACCATGTTGGCCAGGCTGGTCTCGAACTCCCGACCTCGTGATCCGCCCACCTCAGCCTCCCAAAGTGCTGGGATTACAGGCGGCAGCCACCACGCCCAGCCTTTTTTT)n(Simple_repeat),(TCTCTCTCCATCTCCCTG)n(Simple_repeat),(GT)n(Simple_repeat),(GATGATAGATA)n(Simple_repeat),(AAAAAAAAAAAACG)n(Simple_repeat),(TCTCTCTCTCTTC)n(Simple_repeat),(GAGAAAGACACACAGAGGCA)n(Simple_repeat),L1PA4(L1),(ATTT)n(Simple_repeat),(TCTGTCTCTCCCTGTTCTT)n(Simple_repeat),(TTTTTGTATTTTTAGTAGAGACAGAGTTTCACCATGTTGCTCAGGCTGGTCTCAAACTCCTGGACTCAAGCGATCCACATGCCTCGGCCTCCCAAAGTGATGAGATTACAGGCGTGAGCCACCGCCCCCGGCATT)n(Simple_repeat),(AAAT)n(Simple_repeat),(GGCACAGGCAGAGGGATCAGGTGGGATGAGGGCA)n(Simple_repeat),(TTTTATTTTAT)n(Simple_repeat),(TTTGTTTTTTTTTT)n(Simple_repeat),(AAAAACAAAAAAAC)n(Simple_repeat),(CGCAGAGCCCCAGCACAGGGTGAGATTGGAAGAATTACACCTCCGCCCAGG)n(Simple_repeat),(CTTTCCCACACTCCTTACATTCAAAGGGTTTCTCACCAGTATGAATTCGAGAATGTTCAATAAGTTGGCAATGATATCGAAAGGCCATCCCACATTCCCTACATACAAAAGGTTTCTCATTGGAATGAATTTTCTGATGCTGAATAAGGTGTGCACCACGATTAAAGCCTTTCCCACACTCCTTACATTCATATGGTTTTACACCAGAATGAATACTCTGATGTTGAACAAGGTTTGAGCTACGATTAAAGGACTTCCCACATTCCTTACATTCAAACAGTTTCTCACCTGTGTGAATGTTCTTATGGCGATTAAGCAGGGTAAGAAGACTAAAGGCCTTCCCACATTCCCTACATTCAAAAGGTTTCTCACCAGTATGAATCTTCTGATGTCGAACAAACTTTGTAGAAGAGTAAAGG)n(Simple_repeat),(GCCCGGCCAGCCGCCCCGTCCGGGAGGGAGGTGGGGGGGTCAGCCCCCCCACCCGGCCAGCCGCCCCGTCCGGGAGGGAGGTGGGGGGGTCAGCCCCCCGCCTGGCCAGCCGCCCCGTCCGGGAGGGAGGTGGGGGGGTCAGCCCCCCGCCCGGCCAGCCGCCCCGTCCGGGAGGTGAGGGGCGCCTCTGCCCAGCCACCCCTACTGGGAAGTGAGGAGCCCCTCA)n(Simple_repeat),(GTTTTTTTTTTTTT)n(Simple_repeat),(CCTCCCTCCCGGACGGGGCGGCTGGCCGGGTGGGGGGCTGACCCCCCCA)n(Simple_repeat),(GGGAGA)n(Simple_repeat),(TTATTTATTTATTTATTTAAATTTTTTGAGATGGAGTGTCCCTCTGTTGCCCAGGCTGGAGTGCAATAGTGCAATCTCAGCTCACCGCAACCTCCGCCTCCTGGGTTCAAGGATTCTCCTGCCTCAGCCTACCAAGTAGCTGGGACTACAGGCACCTACCACCACACCTGGCTAATTTTTGTATTTTTAGTAGAGACGAGGTTTCACCATTGGCCAGGGCGGTCTGAACTCCCGACCTTGTGATCTGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCATGAGCCACCGCGCCCGGCC)n(Simple_repeat),(CTTCCCTC)n(Simple_repeat),(GCCGGGTGCGGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGCGAGCAGATCACGAGGTCAGGAGATCGAGACCAGCCTGGCCAACACAGCGAAACCCCGTCTCTACTAAAAAATACAAAAAATTA)n(Simple_repeat),L1ME2z(L1),MER112(hAT-Charlie),(ATTTT)n(Simple_repeat),(TTCC)n(Simple_repeat),(GGGGAGAGGGGAGAGGGAAGG)n(Simple_repeat),L1MC4a(L1),AluJb(Alu),(GGGGCACAGGCAGAGGGGCCAGGACCGGGATGG)n(Simple_repeat),(AGAAACAGTGCCACCCACTGC)n(Simple_repeat),(CCTCCCTCCCGGACGGGGCGGCTGGCCGGGCGGGGGGCTGACCCCCCCA)n(Simple_repeat),(GGCCGGGCAGAGGAGCCCCTCACCTCCCAGGAGGGGC)n(Simple_repeat),MLT1C(ERVL-MaLR),(TTTCTTTTTTTTCTTTC)n(Simple_repeat),(GCCCGGCCAGCCGCCCCGTCCGGGAGGGAGGTGGGGGGGTCAGCCCCCCGCCCGGCCAGCCGCCCCGTCCGGGAGGGAGGTTGGGGGGGGTCAGCCCCCCTGCCCGGCCAGCCGCCCCGTCCGGGAGGTGAGGGGCGCCTCTGCCCGGCCGCCCCTACTGGGAAGTGAGGAGCCCCTCT)n(Simple_repeat),(GTGGCTCACGCCTGTAATCCCAACACCTTGGGAGGCCAAGGTGAGCAGATCATCAAGTCAGGAGTACAAGACCAGCCTGGCCAACATAGTGAAAACCAGTCTCTACTAAAAATACAAAAATTAGCCGGGCATG)n(Simple_repeat),(GGCCCACGCCTATAGT)n(Simple_repeat),(TTTTC)n(Simple_repeat),(CTGGCCTCAAGTGATCCTC)n(Simple_repeat),(AGCCCCTCCGCCCGGCAGCCGCCCCGTCCGAGAAGTGAGGAGCCTCTCGCCCGGAGCCACCCCATCTGGGAAGTGAGGAGCACCTCAGCCCGGCAGCCACCCCGTCCGGGAGGGAGATGGGGGGGGTCAACCCCCCACCCGGCCAGCCGCCCCATCCGGGAGGGAGGTGGGGGGGTAAGCCCCCCGCCTGGCCAGCCGCCCCATCCGGGAGGGAGGTGGGGGGGTCAGCCCCCCACCCGGCCAGCCGCCCCGTCCGGGAGGTGAGGTGGGGGGGTC)n(Simple_repeat),(CCCCAA)n(Simple_repeat),(TTTTTGTTGTTTGTTTTTTTG)n(Simple_repeat),(TTG)n(Simple_repeat),(GTGGGAGGA)n(Simple_repeat),AluSx3(Alu),(AGGAGAAGGAGGAGGAGG)n(Simple_repeat),(ATCTATCACCT)n(Simple_repeat),(CAGGCAGAGGGGTCAGGGCTGGGATGGGGGGCA)n(Simple_repeat),(AGATGATAGATAGATAGATAGATGATAGATAGATCAGATGAT)n(Simple_repeat),(GTGGCTGCAGAACAGTG)n(Simple_repeat),MamRep38(hAT),(TTAAATTAAATTAAATAAG)n(Simple_repeat),(GAGGACAGTCCTGTCCAACAGGGAGG)n(Simple_repeat),(GGAGCGCCTCTGCCCGGCCGCCCCTCTGGGAAGTGA)n(Simple_repeat),(AAATG)n(Simple_repeat),(AG)n(Simple_repeat),(AAAAGAAAAAAAAAG)n(Simple_repeat),(TCAGGACTTTGAGACCAGCCTGGCCAACATGACGAAATCCTATCTCTACCAAAAAACACAAAAATTAGCCGGGCATGGTGGCGCACACCTGTAATCCCAGCTACTCAGGAGGCTGAGGCAGGTGGATCACAAGG)n(Simple_repeat),(CTGTAATCCCAGCTACTCAGGAGG)n(Simple_repeat),(AAACA)n(Simple_repeat),(AAAAAATTAGCCAGGCGTGGTGGCGGGCACCTGTAATCCCAGCTACTCGGGAGGCTGAGGCAGGAGATTGGCATGAACCCAGGAGGCAGAGCTTGCAGTGAGCCAAGATCGTGCCACTGCACTCCAGCCTGGGCAACAGAAGACACGCTGGCTCAAAAAAA)n(Simple_repeat),MER5A(hAT-Charlie),L1PA10(L1),L1ME1(L1),(AAAAATTAGCTGGGCATGGTGGCGGGCACCTGTAATCCCAGCTACTCAGAAGGCTGAGGCAGAGAATCGCTTGAACCCAGGAAGCGGAGGTTGCAGTGAGGCGAGATCGCACCACTGCACTCCAGCCTGAGCAACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAA)n(Simple_repeat),(CTACTATTAATAA)n(Simple_repeat),(GGCCGGGCAGAGGCGCCCCTCACCTCCCAGACGGGGC)n(Simple_repeat),MIR(MIR),(AAGGCCTTCCCACATTCCCTACATTCAAAAGGTTTCTCACCAGTATGAATTTCTGATGTCGAACAAGCTGTGTCAGAAGACTAAAGGCCTTTCCACATTCTTTACATTCAAAGGGTTTCCCACCAGTATGAATTCGGCAATGTTCAATAAGTTGGTAATGATATCGAAAGGCCATCTCACATTCCCTACATACAAAGGGTTTCTCATTGGAATGAATTTTTTGATGCTGAATAAGATTTGAACCACGATTAAAGCCTTTCCCACACTCCTTACATTCATATGGTTTTACACCAGCATGAATACTCTGATGCTGAATAAGGTTTGAACTACGATTAAAAGACTTCCCACATTCCTTACATTCAAACAGTTTCTTAACTGTGTGAATATTCTTATGGCGATTAAGCTGAGTGGGAAGACTA)n(Simple_repeat),(GGCCGGGCAGAGGCGCCCCTCACCTCCCAGGAGGGGC)n(Simple_repeat),(CTCC)n(Simple_repeat),(AATAAATAAATTAATT)n(Simple_repeat),(TTTTTTTTTGT)n(Simple_repeat),(CCTCCCGGACGGGGCGGCCGGGCAGAGGCGCCCCTCA)n(Simple_repeat),(CCCGGCCAGCCGCCCCGTCCGGGAGGGAGGTGGGGGTGTCAGCCCCCCGCCCGGCCAGCCGCCCCGTCCGGGAGGGAGGTGGGGGGGGTCAGCCCCCCCGCCCGGCCAGCCGCCCCGTCCGGGAGGTGAGGGGCGCCTCTGCCCAGCCGCCCCTACTGGGAAGTGAGGAGCCCCTCTG)n(Simple_repeat),(GACAGTGGGTGCAG)n(Simple_repeat),(GCCCGGCCAGCCCCCCGTCCGGGAGGTGAGGAGCCCCTCA)n(Simple_repeat),L1M5(L1),(TGAATAAGGTTTGAACTAAGATTAAAAGCCTTCCCACACTCCTTACATTCATATGGTTTTCACCAGTGTGAATACTCTGATGTTGAACAAGGTTGAGCACGATTAAAGGCCTTCCCACATTCTTTACATTCAAATGGCTTCTCACCAGTATGAATGTTCTTATGTCGAACAAGCTGTGTCAGAAGACTAAAGGCCTTTCCACATTCTTTACATTCAAAGGGTTTCTCACCAGTATGAATTTGGCAATGTTGAATAAGTTGGTAATGATATCGAAAGGCCATCTCACATTCCCTACATACAAAGGGTTTCTCATTGGAATGAATTTTTTGATGCTGAATAAGATTTGAACCACGATTAAAGACTTTCCCACACTCCTTACATTCAAAGGGTTTTACACCAGCATGAATACTCTCATGT)n(Simple_repeat),Charlie1a(hAT-Charlie),L1MB5(L1),(GGGGCACAGGCAGAGGGGTTGGGACCGGGATGG)n(Simple_repeat),(GCCGGGCAGAGACGCTCCTCACATCCCAGACGGTGGCGGCAGGGCAAAGGCGCTCCCCACATCTCAGACGATGTGGCGGCCGGGCAGAGAGGCTCCTCACTTCTCAGACGGGACGGCGGCCAGGCAGAGGGTCTCCTCACTTCTCAGACGGGGCA)n(Simple_repeat),(TTTTTTTTTTGTTTA)n(Simple_repeat),(ATAGAATTCTT)n(Simple_repeat),(GGAA)n(Simple_repeat),(CCTCACCTCCCGGACGGGGCGGCTGGCCGGGCGGGGGGCTGACCCCCCCACCTCCCTCCCGGACGGGGCGGCTGGCCGGGCAGAGGGGCTCCTCACTTCCCAGTAGGGGCGGCCGGGCAGAGGCACC)n(Simple_repeat),L1MEe(L1),L1MEc(L1),(AAAATAAAT)n(Simple_repeat),(GCCTCTGCCCGGCCGCCACCCCGTCTGGGAAGTGAGGAGC)n(Simple_repeat),(TTA)n(Simple_repeat),MER5B(hAT-Charlie),(CAGTGGCTCATGCCTATAATCCCAGCACTTTGGGAGGCGGAGGCGGGCAAATCACCTGAGATCAGGAGTTCAAGACCAGCCTGACCAACATGGCAAAACCCCGTCTCTACTAAAAATACAAAAATTAGCCAGGAAATGGTGGCAAATACCTGTAATCCCAACTACTCAGGAGGCTGAGGCACAAGAATGACTTGAACCCAGGAGGCAGAGGTTGCAATGAGCCAAGATGGTGCCATTGCACTCCAGCCTGGGCAACAAGAGTGAAACTCTTGTCTCAAAAAAAAAAAAAAAAAGTCCAGGCG)n(Simple_repeat),MER3(hAT-Charlie),(ATCTATCTATCTATC)n(Simple_repeat),(CCTCACCTCCCGGACGGGGCGGCCGGGCAGAGGCACC)n(Simple_repeat),(TTTTTTTGAGACGGAGTCTCACTCTTGTCGCCCAGGCTGGAGTGCAATGGCGCGATCTCGGCCCACTGCAAGCCCCATCTCCAGGATTCAAGCCATTCTCCTGCCTCAGCCTCCAGAGGAGCTGGGACTACAGGCATGCACCACCATCCCCGCCTAATTTTTTTTCTTTTTTTTT)n(Simple_repeat),(GGGAGTTTCATCTCCGACACCTTCAGCAGCTCCACCTCTGGAAGCCGAACCTCCGGAACAGCCACCTCGGGCACCTTTGGGAGTTTCATCTCTGACACTTTCGGCAGCTCTACCTCTGGAAGCCGCACCTCCGGCACAGCCATCTCTGGCACCTTT)n(Simple_repeat),L1P1(L1),(AAAAAAAAAAAAAAG)n(Simple_repeat),(ACATGGGAGTTTGGTGT)n(Simple_repeat),(CCGCCACCCCATCTAGGAAGTGAGGAGCGCCTTTGCCCAGCCGACACCACATCTAGGAAGTGAGGAGCGTCTCTGCCCGGCCGCCCCGTCTGAGAAGTGAGGAGACCCTCTGCC)n(Simple_repeat),(GGGAGAGAGAGAGA)n(Simple_repeat),(TGGCCGGGCAGAGGGGTCCTCACTTCCCAGTAGGGGCGGCCGGGCAGAGGCGCCCCTCACCTCCCGGACGGGGCGGCGGCCGGGTGGGGGGCTGACCCCCCCACCTCCCTCCCGGACGGGGCGGCTGGCCGGGCAGAGGGGCTCCTCACTTCCCAGTAGGGGCGGCCGGGCAGAGGCGCCCCTCACCTCCAGGACAGGGCGGCTGGCCAGGCGGGGGGCTGATCCCCCCACCTCCCTCCCGGACGGGGCGGCTGGCCGGGCGGGGGGCTGACCCCCCACCTCCCTCCCGGACTGGGCGGC)n(Simple_repeat),(AAAAAAAAGAAAGA)n(Simple_repeat),(AGCCCCCCTGCCCGGCCAGCCGCCCCGTCCGGGAGGGAGGTGGGGGGGTC)n(Simple_repeat),(ATAG)n(Simple_repeat),(GAGTGCAGTGGCACAATCTCGGCTCACTGCAACCTCCGCCTCCCAGGTTCAAGCGATTCTCCTGCCTCAGCCTCCTGAGTAGCTGGGATTACAGTGCATGACACCACGCCCAGCTAATTTTTGTATTTTAGTAGAGACAGGGTTTCACCATGTTGGCCAGGCTGGTCTTGAACTCCTGACCTCAGCGATCCGCCTGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCAGGACCCACTGTGCCAGCCCCATCCAATGCAAATTATTCTTCTACTCTTCTTCTTTTTTTCTTGAGAAGGAGTCTTACTCTGTCGCCCAGGATA)n(Simple_repeat),(ATCCAAAACCAAGAA)n(Simple_repeat),(CATCTCTGGGACCTTCGGGAGCTGCACTTCAGGGAGGTGCACATCGGGCACAGC)n(Simple_repeat),(TTGT)n(Simple_repeat),(ATATATACACACAC)n(Simple_repeat),(GGCCACGCCCCACCCCGCGCC)n(Simple_repeat),(GAGTGAATTTATTATGTCTTAAAAATGA)n(Simple_repeat),(TTTTA)n(Simple_repeat),(AAAAAAGAAAAG)n(Simple_repeat),(CTTTTTTTTTTTTTTTCTTTTGAGATGGAGTCTTGCTCTGTTGCCCAAGCTGGAATGCAATGCTACAAT)n(Simple_repeat),(TAAGCTTATAGGTATGAGCTACAATATGCTATC)n(Simple_repeat),(ATTTTTTATTT)n(Simple_repeat),(TTTTTTTTTTTTTTTTTTTTGAGACGGAATCTCGCTCTCTCAGCCAGGCTGGAGTGCAGTGGTGCAATCTCGGCTCACTGCAACCTCCACCTCCTGGGTTCAAGCAATTCCCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCACCTGCCACCACATCTGGCTAAGA)n(Simple_repeat),L1PB4(L1),(AAAAAAAAAAAAAAGAAAAG)n(Simple_repeat),(AAGGGA)n(Simple_repeat),(AGACTTTCGGCAGCTGCACCTCCGGGAGGTGCACATCGGGCACAGCCATCTCAGGCACCTTAGGGAGTTTCATCTCTG)n(Simple_repeat),(ACACAAATATATATATACACAAATATATAT)n(Simple_repeat),MLT1H(ERVL-MaLR),(CTAT)n(Simple_repeat),(CAGGCAGAGGGGTCAGGGCTGGGATGGAGGAGGCACAGGCAGAGGGGTCAGGGCTGGGTGGGGGGCA)n(Simple_repeat),Tigger3a(TcMar-Tigger),(CAAAAACAAACAAA)n(Simple_repeat),(TTTCTTTTCTCT)n(Simple_repeat),(ACAGAGCGCTGATTGGCGCGCTTACAATCCTTTACCTAGAC)n(Simple_repeat),(TTTTTGTTGTTGTTG)n(Simple_repeat),L1PREC2(L1),(ACATATATATATATATATAC)n(Simple_repeat),(TCCCTTCTCTTCTCTGATGAA)n(Simple_repeat),(AAAAATTAGCCGGGCGTGGTGGCGCACACCTGTAATCCCAGCTACTCAGAAGGCTGAGGCAGGAGAATCGCTTGAACCTCAGAGGCAGAGGCTGCAGTGAGCCGAGATAGAGCCACTACACTCCAGGCCGAGCGACAGAGGTGACTCCGTCTCAAAAAAAAAAA)n(Simple_repeat),(GGGAGGTGCACATCGGGCACAGCCATTTCAGGCACCTTGGGGAGTTTCATCTCT)n(Simple_repeat),(GTCTCTGTCGTTCTATCTCATCTCT)n(Simple_repeat),(CCTGTAATCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATTGCTTGAACCCAGGAGGCAGAGGTTGCAATGAGCCAAGACGGCGCCACTGCACTCCAGCCTGGGCAACAGAGCGAGACTCCGTCTCAAAGAAAAAAAAAAAAAAAATACCCAGGCGATAGTGCACA)n(Simple_repeat),(AATAAAAA)n(Simple_repeat),LTR52-int(ERVL),(TACAATAT)n(Simple_repeat),(CGTGGGGCTGGGAGC)n(Simple_repeat),AluJo(Alu),MER44B(TcMar-Tigger),(AAT)n(Simple_repeat),(TTTTTGTTTTTAA)n(Simple_repeat),L1ME3A(L1),(AACAACAAAAAAAAAA)n(Simple_repeat),(GCCCGGCCAGCCGCCCCGTCCGGGAGGGAGGTGGGGGGGGTCAGCCCCCCC)n(Simple_repeat),MSTD(ERVL-MaLR),L2b(L2),(TTTCTTTCTTTCTTTCTTCC)n(Simple_repeat)

	chrX
	Name=(AAATAACATATCAAGACCAAGATG)n(Simple_repeat),(TCTC)n(Simple_repeat),(ATTCTATATTTC)n(Simple_repeat),(AAAAAAAAACAAAAC)n(Simple_repeat),(TGTCAATATCAGATATGTTTCTTTCTTACGGTCCCCAGAGTTCA)n(Simple_repeat),L1M2(L1),(ATATATATTAATA)n(Simple_repeat),(TTTTTTTTTTTTTC)n(Simple_repeat),AluSz(Alu),(AAATACCCAATGAAAATA)n(Simple_repeat),HAL1(L1),(TAAAGAAAAAAAAGAAA)n(Simple_repeat),(ATATATATAT)n(Simple_repeat),(TTTCTCTTTCTTTCTTTC)n(Simple_repeat),(ACTACTTAATATAATAAAAACC)n(Simple_repeat),(ACAAAGTACATTATCACAAGGGCAGGGGAATATC)n(Simple_repeat),(TCTCCATCTTCACTTCAGGAG)n(Simple_repeat),(TTGCTTATTATTC)n(Simple_repeat),(AAGATCTTTTGATAA)n(Simple_repeat),L1MDb(L1),(AAAACAAAAACCAAAGTATCAAGAAATCCAAGCCAAGTCA)n(Simple_repeat),L1M3(L1),(CCTCCCGGATGGGGCGGCTGGCCGGGCGGGGGCTGCCCCCCACCTC)n(Simple_repeat),(GA)n(Simple_repeat),(TACCTAGGCTGGTC)n(Simple_repeat),(TATATTATATATAACATATATTTTTTATATATGAAATA)n(Simple_repeat),(TTTTTTTTTTTTC)n(Simple_repeat),(AAAACAA)n(Simple_repeat),(GGGA)n(Simple_repeat),(GGAATGATATGATTGGTCTGC)n(Simple_repeat),(TTCTGTCTTCTATT)n(Simple_repeat),LTR9B(ERV1),MLT1I(ERVL-MaLR),(TATGACATTGTTCAATGTTGTTTAGT)n(Simple_repeat),(TGGGAGATAGATAGAGAGGTGAAGGAAGAGT)n(Simple_repeat),(TTTATTTTATTTTTA)n(Simple_repeat),THE1D(ERVL-MaLR),(GCTTGAACCCAGGAGGCAGAGGCT)n(Simple_repeat),(TCTTTATTCATCA)n(Simple_repeat),(AAAAAAACAAAGAAA)n(Simple_repeat),(GCCCGGCAGCCACCCCGTCCGGGAGGGAGGTGGGGGGGTCAGCCCCCCGCCCAGCCAGCCACCCCATCCGGGAGGTGAGGTGGGGGGGTCACCCCCCT)n(Simple_repeat),(ATATATATGTG)n(Simple_repeat),(CTCCTTGGTTCCAGAAGGTGGAGCTGT)n(Simple_repeat),(TACTGTTCCAACTAACTGGAAAACTTGCCCTTCCCTTTACACCTGGCTGTCTTTT)n(Simple_repeat),(AAATACAA)n(Simple_repeat),(CGTCTGAGAAGTGAGGAGCGCCTCTGCCCGGCCGCGACCC)n(Simple_repeat),(GCAGGAGAATCGCTTGAAC)n(Simple_repeat),MSTB2(ERVL-MaLR),(TGTTTTT)n(Simple_repeat),MLT1A(ERVL-MaLR),MER101-int(ERV1),MLT1E1(ERVL-MaLR),L1M3f(L1),(CTTTT)n(Simple_repeat),L3(CR1),(ACAGAGTGTCGATTGGTGTATTTACAAACCTTGAGCTAAAC)n(Simple_repeat),CT-rich(Low_complexity),(TTTTCTTTTTCTTTTC)n(Simple_repeat),(TATATATATATAT)n(Simple_repeat),ERV3-16A3_I-int(ERVL),LTR1B(ERV1),(TTTTTTTTTC)n(Simple_repeat),(CCGCCCGGCCAGCCACCCCGTCCGGGAGGGAGGTGGGGGGGTCACCCC)n(Simple_repeat),(TTTTCTTCAAC)n(Simple_repeat),L2a(L2),MER67C(ERV1),LTR43-int(ERV1),L1MC3(L1),(ATATATATATAT)n(Simple_repeat),LTR67B(ERVL),MER67B(ERV1),(CAAAA)n(Simple_repeat),LTR79(ERVL),(TTTTTG)n(Simple_repeat),(TTCTTTCTCTCTTTT)n(Simple_repeat),L1MB8(L1),(TCTTTCCTTCCCT)n(Simple_repeat),(GAGCAAACTAGATAT)n(Simple_repeat),(ATATATATATACAC)n(Simple_repeat),LTR2(ERV1),Tigger2(TcMar-Tigger),(T)n(Simple_repeat),(TAT)n(Simple_repeat),(GGC)n(Simple_repeat),(ACAAACAAACAAAAAAA)n(Simple_repeat),(TATAGTTGGATTAATATC)n(Simple_repeat),MLT2C1(ERVL),HERV35I-int(ERV1),(TTCCCTCCCCCTCCCTCCCCTCCCCTTTCTCCCTCC)n(Simple_repeat),(TTTA)n(Simple_repeat),(AGAGATGGGGTTTCACCAGGTTGACC)n(Simple_repeat),(TGTGTGCG)n(Simple_repeat),HERVL74-int(ERVL),MER90a(ERV1),L1MA2(L1),(GCACACGTGCACACAC)n(Simple_repeat),L1MC4(L1),Charlie7(hAT-Charlie),(TTAATATTTTATATTA)n(Simple_repeat),(ATATATATATATAT)n(Simple_repeat),(AAACACCATCCAGATCTGCATCCTTTTCCAACTTCTCCCTGCAGGCAA)n(Simple_repeat),MIRc(MIR),(TATGTATATATACATATATA)n(Simple_repeat),(CTAACC)n(Simple_repeat),L1MA4(L1),(ACACCCCACAATAGGGCTACCA)n(Simple_repeat),L1ME4a(L1),(TTTC)n(Simple_repeat),L1ME3E(L1),LTR8(ERV1),(AC)n(Simple_repeat),(TC)n(Simple_repeat),MER21C(ERVL),(TAGTTTAT)n(Simple_repeat),(TTTCTTTCTTCCTTCCTTCCTTTCTTTA)n(Simple_repeat),(TCTGCGCCAGGCCCTGCCCGCCGAGGCCGCGATTCTGCGCCAGGCCCTGCCCGCCGAGGCCCGAT)n(Simple_repeat),L1MA8(L1),L1PA13(L1),(TATATATACG)n(Simple_repeat),(AATAATAATAATTATATATAAT)n(Simple_repeat),(CTTAGCTGTGATCTA)n(Simple_repeat),L2(L2),(TG)n(Simple_repeat),L1MC5(L1),LTR83(ERVL),(AAAAATAAAA)n(Simple_repeat),L1M1(L1),(TTCTTGATATTTAGTATA)n(Simple_repeat),(CTGGCAGAACCCAGTGAT)n(Simple_repeat),(CTCCCTCTCTCCTTCTCCCTCTCTTCCTCTCTCTGT)n(Simple_repeat),(CAAAACACAAAAAAAGAATTA)n(Simple_repeat),(GGTGTGTGGGACCTGA)n(Simple_repeat),L1M4c(L1),(TTATAATTTATATACATAA)n(Simple_repeat),(CA)n(Simple_repeat),(GAGAAAAGTTTTTAAGTTGTCTGTATTGCTTATATGAATATATGT)n(Simple_repeat),MER96B(hAT),LTR27(ERV1),MSTC(ERVL-MaLR),(CTCTGCCCTGCCGCCCCGTCTGAGAAGTGAGGAGCCCTCTGCCCGGCCGCGACCCCGTCTGGGAAGTGAGGAGCGT)n(Simple_repeat),MamRep434(TcMar-Tigger),LTR16A(ERVL),MLT1K(ERVL-MaLR),L1M3d(L1),(TCTA)n(Simple_repeat),LTR85c(Gypsy?),L4(RTE),(ATTTTTATTT)n(Simple_repeat),(TATG)n(Simple_repeat),(ATTTATATAAACTGTCTTG)n(Simple_repeat),(GGCTCACCGCAATCTC)n(Simple_repeat),(AAACGGACCAATCAGCACTCTGTAA)n(Simple_repeat),MLT1B(ERVL-MaLR),(TATTTATTAGTAGAGATT)n(Simple_repeat),(CCCTTC)n(Simple_repeat),MER63C(hAT-Blackjack),(CTC)n(Simple_repeat),(CTTTGAGGAATTACCACA)n(Simple_repeat),(TCCTCGAGGCAGCC)n(Simple_repeat),(AAAAAAAAG)n(Simple_repeat),(AATAAAAAAATA)n(Simple_repeat),MLT1E3-int(ERVL-MaLR),(CCTAACTATAAACACAAC)n(Simple_repeat),(TGCTATTGTTTTG)n(Simple_repeat),(GATTTATTGAATT)n(Simple_repeat),L1MC2(L1),LTR41B(ERVL),L1M4(L1),(GGGTGGCGGCCGGGAAGAGGCGCTCCTCACATCCCAGACTGGGCGGCCGGGCAGAGGCGCTCCTCACATCCCAGACGATGGGCGGCCGGGCAGAGACGCTCCTCACTTCCCAGACG)n(Simple_repeat),(CAAA)n(Simple_repeat),(TTGA)n(Simple_repeat),C-rich(Low_complexity),(TTTCTAGTTTATTAG)n(Simple_repeat),(GCTGCTGCTGCCGCCGCCGCC)n(Simple_repeat),L3b(CR1),L1MC(L1),(CTCCCTCACCTGCTCTCTTCC)n(Simple_repeat),Charlie4a(hAT-Charlie),L2c(L2),(TATATATTATATATAAATATATAA)n(Simple_repeat),(AAACAGGTTATAGTGGCA)n(Simple_repeat),(TAAAATTCTGCAAAGGC)n(Simple_repeat),L1MB7(L1),(TATTATTAGTAGAGATTTATT)n(Simple_repeat),(CTCATAATGAGA)n(Simple_repeat),L1MD(L1),(CTGCCACTCAGCTG)n(Simple_repeat),(TTTCTTTCTCCTTCCTCC)n(Simple_repeat),(AGGTCCTGATTACATTGC)n(Simple_repeat),(AAGCCCTGAATCTGCGCCAGGCCCTGCCCGCCG)n(Simple_repeat),(TATTAGCTCACTCTCTC)n(Simple_repeat),(TATGACATTGTTCAATGTTGT)n(Simple_repeat),L1MA1(L1),L1M4b(L1),MLT1D(ERVL-MaLR),(CTAACCCTAACCCTAACC)n(Simple_repeat),(ATATATAAATATGC)n(Simple_repeat),(CCTT)n(Simple_repeat),(GGCGAT)n(Simple_repeat),(GAAAAAAAAA)n(Simple_repeat),(CAGGCATTACCAAGTTGAA)n(Simple_repeat),(TTCCTTTTTTCTTTCTTACTTCC)n(Simple_repeat),(GACCATGCAAAT)n(Simple_repeat),(ATATATATATATACAC)n(Simple_repeat),(CCCGTCTCCCCACAGTCTCC)n(Simple_repeat),L1ME3B(L1),(CAGCCAGGCAGACCCCAC)n(Simple_repeat),(CTTTAAGGAAACTTTGGCCTTGCAGGAGAAGCCCAGCATTGAGAAGGAGACCAT)n(Simple_repeat),(TCCCCACCTCCCTTCCCAGT)n(Simple_repeat),(CCCGTCTCCCCACAGTCTCCCTCTCCCTCT)n(Simple_repeat),(TGTGTGTATATGTATATG)n(Simple_repeat),(TATGTGGTCTACATATATG)n(Simple_repeat),(GTGCACAGATGTCTTTCTCATTCCTGT)n(Simple_repeat),L1M6(L1),(AAGTTGAAACATCAT)n(Simple_repeat),(AAAAAAACAAACAAA)n(Simple_repeat),(ATTCCACTTGGTTGGG)n(Simple_repeat),(TTCCCTTCTTCATTTCT)n(Simple_repeat),L1PA3(L1),(AAAAAAAAAAAG)n(Simple_repeat),MERX(TcMar-Tigger),(GCTCTGTGGCTGGTTCTGGGGTCGGTTCTGAGGACA)n(Simple_repeat),(CTTTCTCCCTCTCTCCTTCTCCCCTCCTCCCTCCCTTCCTCTCTCTGTTTCTCTCCCTCCTTCTCCCTTCTCTTCCTT)n(Simple_repeat),Charlie25(hAT-Charlie),(TCTATATAGAATA)n(Simple_repeat),MER4B-int(ERV1),(TAGAAAGAAG)n(Simple_repeat),(ACAAACCTTGAGCTAGATACAGAGTGCCGATTGGTGTATTTACAAACCTTGAGCTAAACACAGAGTGCCGATTGGTGTATTTACAATCCCTGAGCTAGACATAAAGGTTCTCCAAGGCCCCACCAGAGCAGCTAGATACAGAGTGTCAATTGGTGCACTCACAAACCTTGAGCTAAACACAGGGTGCTGATTGGTGTGTTT)n(Simple_repeat),(ACATTTTCTTTATCCAGTCCACCACTGATGAGCATTTAGGTTGATTTCATGTCTTTGCTGTTGTGAATAGCGCTGCG)n(Simple_repeat),L1PA14(L1),(TCTATCTATCTG)n(Simple_repeat),(TTTGGCCTTGCAGGAGGAGCCCAGCATTGAGAAGGAGGCTGTCCTCAAGGAGCCCACTATTGACACAGAAGCTCACTTTAAGGAAAC)n(Simple_repeat),THE1B(ERVL-MaLR),(AGAACTCAGGAA)n(Simple_repeat),(GGTACAGTAAGAGGGTCTCATAAAAATTCAA)n(Simple_repeat),(TATGCTAATATTCAAAA)n(Simple_repeat),HERVL40-int(ERVL),(GGCTCAAGCAATCCTCCCACCTCAGCCTTCTGAGTAGCTAGGACCACAGGTACATGCACCATCCTGGCTAATTTTTGTATTTTTCATAAAGACGTTGTTTCAGCATGTTGCCCAGGCTGGTCTCGAACTCCTG)n(Simple_repeat),L1MA3(L1),(TAATTTTTATAATTTTA)n(Simple_repeat),AluSx(Alu),(ATT)n(Simple_repeat),(ATCAATTCAGTTTGCC)n(Simple_repeat),(CTCAAGTGATT)n(Simple_repeat),(AAGGAAAGAAAGGGAAAAA)n(Simple_repeat),(CATTTTTAATTTTTTTT)n(Simple_repeat),Tigger1(TcMar-Tigger),(TCTCTCCT)n(Simple_repeat),(CTTCCTTCCTTTCTCTTTCTTT)n(Simple_repeat),(AGATATATATATAT)n(Simple_repeat),HSMAR2(TcMar-Mariner),(ACAGGAATGAGAAAGACATCTGCGCAC)n(Simple_repeat),(GATGTGTGTGT)n(Simple_repeat),MER54A(ERVL),(TAGCCCAAACTAGCAGGCATGATG)n(Simple_repeat),(AAATAACT)n(Simple_repeat),(ATAACCTGTCTTGCCACT)n(Simple_repeat),(AAAGAAAAGCTGTGAAAGAAGCCAGAGGA)n(Simple_repeat),(GAGGGAGAGGGAGAGAGG)n(Simple_repeat),(TTTG)n(Simple_repeat),(TGTCTAGCTAAAGGTTTGTAAACGCACCAATCAGCACTCTGTAAAAACGCACCAATCAGCGCTCTGTCTACTAAAGGTTTGTAAATGCACCAATCAGCACTCTGTAAAAACACACCAATCAGCGCTCTG)n(Simple_repeat),(TTTTTCTCTTTT)n(Simple_repeat),MLT1E1A-int(ERVL-MaLR),(TTATTAAT)n(Simple_repeat),(TTCCTTTTCTTTTCTT)n(Simple_repeat),(TCCTTCAGGAGC)n(Simple_repeat),MER99(hAT?),(GTATATAAAAATCCATCATATCCTGGTAGTTTCCTAGTCATGAGAGCATGATGTAATATTAAGAAATATTTTAATTAACCCTCCACA)n(Simple_repeat),HUERS-P1-int(ERV1),(TTGGAGGACTCAGAAGACAGGAAAATGTGAGAAAGTTTGGAACTTCCTAGAGAC)n(Simple_repeat),L1MB4(L1),(TATATATACATACACATATATATACG)n(Simple_repeat),L1PA2(L1),(TATTCATAATAGCTATGAAAAAC)n(Simple_repeat),(CAAAGAAATAGAAAATCTCAG)n(Simple_repeat),(AAACCTGGATTTTAGTTT)n(Simple_repeat),(GGAAGTGAGGAGCGCCTCGTCCCGGCCGCCATCCCATCTA)n(Simple_repeat),(GTATAATATGT)n(Simple_repeat),(GTGTTTCTGCTGCTGCATCAGTGAGCACAACTATTCCCATCAGCAGAGTCCAGGGACCACTGCGGGTTCTTGGGAAAGAG)n(Simple_repeat),ERVL-int(ERVL),(TAGTATTTAGTGTTATTATGC)n(Simple_repeat),(TGAATATCAAGATGAGTCAG)n(Simple_repeat),(TTAT)n(Simple_repeat),(TTTTATAA)n(Simple_repeat),(TCCTCCCTCTCT)n(Simple_repeat),(TCCTGGATAGATACTATCCAGGACTC)n(Simple_repeat),(ATCTTTCCCTCTTCTCTCTCTCCCTCC)n(Simple_repeat),(TTATTTATTAAT)n(Simple_repeat),(ATATATAAAATATATATAAATAAATAT)n(Simple_repeat),LTR49-int(ERV1),(GAGGTTGAGACCAGAGGAACATTTGAGCCTGG)n(Simple_repeat),(AAGTAATATTAGAAAAAGA)n(Simple_repeat),(GGAGAGGGAGAGGGAGAGGG)n(Simple_repeat),(TTTTTTTCTTTTT)n(Simple_repeat),(ATATCTCTCTATATAG)n(Simple_repeat),(TTGTGTAATGGTTTCACACTGTGAAAA)n(Simple_repeat),(AGCTCTGCCCTTCCCTTCACTCCATGCTCTGTCAGCATTCTTCTGCTTGT)n(Simple_repeat),(AT)n(Simple_repeat),MER77(ERVL),MER66C(ERV1),(GGAGGCAGAGGTTGCAGTGAGCCGAGATGGCGCCACTGCACTCCAGCCTGGCGACAGAGTGAGACTCTTGTCTCAAAAGAAAAAAAATTAAATAGCCAGGCACAGTAGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGCAGGCGGATCACGAGATCAAAAGATCGAGACCATCCTGGCCAACAAGGTGAAACCCCGTCTCTACTAAAAATACAAAAACTAGCTGGGCATGGTGGCATGCGTCTATAGCTACTTGGGAGGCTAAGGCAGGAAAATCACTTGAGCCCA)n(Simple_repeat),MIRb(MIR),MIR3(MIR),(CCTGACTGGCCACTACCACCCGACTGGCACTGCCACCTGATTGGCCAATTCC)n(Simple_repeat),L1MEg(L1),(TCCA)n(Simple_repeat),(AAAAGCTGCTTAACATAAGAGACACTTAGATACTTGTTAAATTATTAAACTGATCTACCTGA)n(Simple_repeat),(AGAACCTTATATTTTGAGAGGGATCTATTCTCTTTCACCTCCTGGGCTTCTGTGAGGAAAACAGAGGTTTTTCCCAGAATGGTCTCTGTGGTGCCTCCTCTGCTTTTCCCCAGGAGTCTCAGGCTGTTAGAATTATCTT)n(Simple_repeat),(TCAACCCAAAAAGATCTTCAAGACACAGCACAGTCA)n(Simple_repeat),(A)n(Simple_repeat),(TCCCTCCATCTT)n(Simple_repeat),(AGAAA)n(Simple_repeat),(AGGTTCTCCAAGGCCCCACCAGAGCAGCTAGATACAGAGTGTCGATTGGTGCACTCACAAACCTTGAGCTAAACACAGGGTGCTGATTGGTATGTTTACAAACCTTGAGCTAGATACAGAGTGCCGATTGGTGTATTCACAAACCCTGAGCTAGACATAA)n(Simple_repeat),(GGGGGGAGGGGGAGAGGGAG)n(Simple_repeat),(TTTTTTCT)n(Simple_repeat),(GTGTGTGTGTGTAT)n(Simple_repeat),(CTGCTACTCAGTTACAGAGTAGGGCGTCCTCAG)n(Simple_repeat),MER45C(hAT-Tip100),(ATAATATATATTATATAATATATAATGTAATATATAAAG)n(Simple_repeat),(TCAAAATATATTACTTGTATAA)n(Simple_repeat),L1MDa(L1),(TCTT)n(Simple_repeat),(ACTTAAAATACTGAAA)n(Simple_repeat),MER21A(ERVL),(TGTATGTGTGAG)n(Simple_repeat),(CTCTCTCAAGTTCAT)n(Simple_repeat),(GAGAGAAA)n(Simple_repeat),(TATT)n(Simple_repeat),MLT1A-int(ERVL-MaLR),(GTTGTTGTTTTTTTTTGTT)n(Simple_repeat),(AACCAGAATGAGAAAAAA)n(Simple_repeat),(CACCACCACATGTTGG)n(Simple_repeat),(AAGAAAGGAGGAAGGGAGGATGG)n(Simple_repeat),(TCTAGCTAAAGGTTTGTAAATGCACCAATCAGCACTCTGTAAAAACGCACCAATCAGCGCTCTGTA)n(Simple_repeat),(AGCTAGATACAGAGTGCCGATTGGTGCATTCACAAACCTTGAGCTAAACACAGGGTGTTGATTGGTATGTTTACAAACCTTG)n(Simple_repeat),(ACTTCCTTATTCCCCACTGTCATACCC)n(Simple_repeat),(TA)n(Simple_repeat),L1MA9(L1),MLT1A0(ERVL-MaLR),(TATATAT)n(Simple_repeat),MLT1F(ERVL-MaLR),L1PA8A(L1),(AGGAACTGTGAGCAGCATCT)n(Simple_repeat),(AAAAATTTTAAAAAGAAA)n(Simple_repeat),LTR86A1(ERVL),(TTTTTTGTTTTTGTTTTT)n(Simple_repeat),(AATA)n(Simple_repeat),(TACCATCAATGAGGCAGTCCTCTTCGAAGATATGATAACTCTGAATGAGAAACCCACCACTGGGAAGGAGTTGTCCTTCAAGGAGCCATTAGCCTTACAAGAGAGTCCCACCTACAAGGAAGACACCTTTCTCAAAACATTCTTGATCCCCCAAATTGGAACCAGCCCAAATGTGTCTAGCACCACCCCTGAATCCATAACAGACAAGTCCAGCATTGCAACCATGACCAGCGTGGGCAAATCTGG)n(Simple_repeat),(TATATATATATATA)n(Simple_repeat),MLT1E1A(ERVL-MaLR),(TTGTT)n(Simple_repeat),(CTGCACCCACTGTC)n(Simple_repeat),(GTGAGGGGAGGTCCAGTTATGTGGA)n(Simple_repeat),X7B_LINE(CR1),MamGypLTR1c(Gypsy),(AAGGAGGGAAGGGAAGAGAGAG)n(Simple_repeat),MLT2D(ERVL),(GT)n(Simple_repeat),(GCAAAGTGCAATAAA)n(Simple_repeat),(ATTTCTCTTTCTTTTTA)n(Simple_repeat),L1MB1(L1),LTR78B(ERV1),L1PA4(L1),(TAATGTATGAGAACTATTATTAAATAATAGTATAAATA)n(Simple_repeat),(AAAT)n(Simple_repeat),(GCCGGGCAGAGGCGCTCCTCACATCCCAGACGTGGGCG)n(Simple_repeat),(GCTGCC)n(Simple_repeat),(TTTGTTTTATTGTT)n(Simple_repeat),HUERS-P3-int(ERV1),(TATATATTGTTTAATATTTTATATCTATTAAATATAT)n(Simple_repeat),(TATATTATATATAATATATATAT)n(Simple_repeat),LTR89(ERVL?),(TTTTTGTATTTTTAGTAGAAACAGGGTTTCACCATGTTAGCCAAGATGGTATCCAACCCCTGACCTCAAGTGATCCACCCACCTCAGCCTCCCAAAGTGCTGGAATTACAGGCATGAGCCCCTGTGCCAGGCCAG)n(Simple_repeat),MLT1C-int(ERVL-MaLR),(GAATCTGCGCCAGGCCCTGCCCCCCGAGGCCGCGATTCTGCGCCAGGCCCTGCCCGCCGAGGCCGCGATTCTGCGCCAGGCCCTGCCCGCCGAAGCCGC)n(Simple_repeat),(TTAAACTG)n(Simple_repeat),(TTCTTTTCT)n(Simple_repeat),L1MCa(L1),MER61-int(ERV1),L1MC4a(L1),(TAA)n(Simple_repeat),AluJb(Alu),(TATATATAAAATATAT)n(Simple_repeat),(AAAAATAAAAACATAAAATTT)n(Simple_repeat),(CCTGACTGGCCACTACCA)n(Simple_repeat),(CTTCTCTCCATATCAAGTGACCAAATTCTGTGCATG)n(Simple_repeat),MLT1C(ERVL-MaLR),(AGGGTGGGTGGGGTAC)n(Simple_repeat),L1MC1(L1),(TTAAACTGTTAAACTGGTTAAACTGTTTG)n(Simple_repeat),(TTCATTATATCC)n(Simple_repeat),(TTTTC)n(Simple_repeat),(TGTGTATGCG)n(Simple_repeat),(TGGAGCAGTATCTAGATGTGTGTGCTATTATCCTTACTGGTAATGTCTTTTAAAACAGGTCCCCAACCCCTGGGCCA)n(Simple_repeat),(TTG)n(Simple_repeat),(TCTGGGGCCGGCTCTGGGGCAGGTTCTGGGGCCGGT)n(Simple_repeat),(GCGGCGGAGCCG)n(Simple_repeat),(ATATATT)n(Simple_repeat),(ATTCACAATCTCTAG)n(Simple_repeat),(CCCCGTCTGAGAAGTGAGGAGCCCTCTGCCCGGCAGCCACCCCGTCTGGGAAGTGAGGAGCGTCTCTGCCCAGCAGCCA)n(Simple_repeat),L1MD2(L1),(GAGGTTGCAGTGAGCCGAGATCACGCCACTGCACTCCAGCCAGGCGACAGAGCAAGATCCATCTCAAAAGAAATAAATAAATAAATAAATAAAATATACTATTACTTGATAACAGCTGGGCACGGCGGCTCACTCCTGTAATACCAGCACCTTCGGAGGCTGAGGCGGGAAGAAAGCTTGAAGGCAGGACTTTGAGACCAGCCTGGGCAACAGAGCAAAACCTCCATCTCTACCAATAAATGAAATAAAATAAAATTAGCAGGGTGTGGTGGCGCCCGCCTGTAGTCCCAGTTACTCCGGAGGCTGAGGTGGGAGGATCACTTGAGCATGGGAGTGG)n(Simple_repeat),(AAAAACACTCAACACCCTTTCATGAT)n(Simple_repeat),(AG)n(Simple_repeat),MLT-int(ERVL-MaLR),(CACCTAAAGACTC)n(Simple_repeat),(GTTTGCATAACCTTACTTATGAA)n(Simple_repeat),L1MEg1(L1),(AAAAAAAAGAAAAAAG)n(Simple_repeat),MLT1L(ERVL-MaLR),(TTTTGTTTTGGTTTTTTTG)n(Simple_repeat),(CCCCCACCTCCCCGACGGGGCGGCTGGCCAGGCGGGGGCTGCCCCCCACCTCCCTCCCGGATGGGGCGGCTGGCTGGGCGGGGGCTGC)n(Simple_repeat),(AGGAAAAGAAAAACAGAGA)n(Simple_repeat),L1ME1(L1),(TTCTT)n(Simple_repeat),(CACCACAATTCCTGAGACTC)n(Simple_repeat),Tigger3b(TcMar-Tigger),(TGTATATA)n(Simple_repeat),MIR(MIR),L1MD3(L1),(ATTGGAAAAATCAATATTGTT)n(Simple_repeat),(CCGCCCCGTCTGAGAAGTGAGGAGCCCCTCTGCCCAGCAGCGACCCCGTCTGAGAAGTGAGGAGCCTCTCCGCCCGAGCCACCCCGTCTGAGAAGTGAGGAGACCCTCTGCCTGGCAA)n(Simple_repeat),(TAATATA)n(Simple_repeat),(TCTTTCTTCCTTCCTTCTT)n(Simple_repeat),(TCTCTGTTTTCTTTTTCTAT)n(Simple_repeat),(ATACACAGATACAAAA)n(Simple_repeat),(TATATATGTATATA)n(Simple_repeat),(ATCTCTCTATATAGA)n(Simple_repeat),(GACAGTGGGTGCAG)n(Simple_repeat),L1M5(L1),Charlie1a(hAT-Charlie),L1MB5(L1),(TATATGATATATA)n(Simple_repeat),(AGAAATTTGCCTTGGAAAGGTTAAATTACAGCT)n(Simple_repeat),(TATATGTGTATA)n(Simple_repeat),(TATTAGAATAAATGTCCT)n(Simple_repeat),L1MEc(L1),(AGCTAGATACAGAGTGCCGATTGGTGTATTCACAAACCTTG)n(Simple_repeat),(CTTTTGGCAGCAATGAACTGTCTCAGGAAGGCATTTTAAAAGGGCTGAGATTGTCATACTAGGGAAATGGC)n(Simple_repeat),(AGAGAGAGAGAGACTCAGAA)n(Simple_repeat),L1MA7(L1),(TTTTTCTTCAAT)n(Simple_repeat),LOR1-int(ERV1),MER41A(ERV1),(TTCTTTCCTTCCTTCCTTTCCTTTCCTTTCTTTTCTTCTCTCTT)n(Simple_repeat),(CTGGCAAGGTCCTCCAGA)n(Simple_repeat),(CTCTCTCTCC)n(Simple_repeat),PRIMA4-int(ERV1),(AAACCTGGATTTGAGTTT)n(Simple_repeat),(CCCCTCCCCTTTCTC)n(Simple_repeat),MLT2B4(ERVL),L1PB1(L1),LTR38-int(ERV1),(ATTTTTTTTTTT)n(Simple_repeat),(GTCTGGGAAGTGAGGAGCCCCTCTGACTGGCCGCCCAC)n(Simple_repeat),(TTTCT)n(Simple_repeat),(TGGCAGACTCCACCTGGA)n(Simple_repeat),(TCTAGGAACTCAGAGCAGCA)n(Simple_repeat),(TTC)n(Simple_repeat),(CTATGACCCAAGT)n(Simple_repeat),(TATATATATA)n(Simple_repeat),MamRep605(Unknown),(TTGT)n(Simple_repeat),(TGGCAGAATCCACCTGGA)n(Simple_repeat),(AGTGAACAAAGGCCA)n(Simple_repeat),L1PA17(L1),L1PB4(L1),(TTGATGAATAAATGAAGTTC)n(Simple_repeat),(TCTTTTTTTTTT)n(Simple_repeat),MER68-int(ERVL),(TCTGGGGCCGGC)n(Simple_repeat),(CCCCTCCCTCCCTCCCCACT)n(Simple_repeat),(TATTTGTCTACTCTAACATCAGTAGCATACTGTTTTATTATTATAT)n(Simple_repeat),MLT1A0-int(ERVL-MaLR),(TTTTTCTCTTTTTTTTTCTTT)n(Simple_repeat),(CACCTCCCGGACGGGGCGGCGGCCGGGCGGAGGCGCCCCCCACCTCCCTGACGGGGTTGCGCCGGGCAGAGGCTGCCCCC)n(Simple_repeat),MamRep1879(hAT?),(CTGGGCTCAAGCAATCCACTCGCCTCAGCCTCCCAAAGTGCTGGGATTACAGGCGTGAACCACCACACCCGGCTAATTTTTTAAATTTTTAGTAGAGACGGAGTTTCACCATGTTGCCCAAGCTAGTCTCTAACT)n(Simple_repeat),(AACCCAGTGATCTGGCCA)n(Simple_repeat),(AATAAAAA)n(Simple_repeat),LTR52-int(ERVL),(TATATATATTATATA)n(Simple_repeat),(AAAAATTTAAAAAAAGA)n(Simple_repeat),(CGTCTCCCCA)n(Simple_repeat),(CCTGACTGGCCACTTCCA)n(Simple_repeat),MSTB(ERVL-MaLR),(AAT)n(Simple_repeat),L1ME3A(L1),L1PA7(L1),(GATTAACTGAGAGTCTGACTCTTCCCTTCACCCCT)n(Simple_repeat),L1MCb(L1),MSTA(ERVL-MaLR),L2b(L2)























Supplementary Table 3 The differentially expressed genes by RNA sequencing analysis
	ID
	readscount_KY619_Normal
	readscount_KY619_Tumor
	fpkm_KY619_Normal

	ENSG00000108821.13_3
	77580.731
	1870.443
	1706.84

	ENSG00000168542.14_3
	61565.846
	3013.335
	1643.82

	ENSG00000115414.18_3
	56101.694
	2672.999
	912.92

	ENSG00000113140.10_3
	42160.264
	1716.682
	1685.95

	ENSG00000164692.17_3
	24773.742
	1505.73
	676.98

	ENSG00000187498.14_3
	24881.467
	1728.87
	495.02

	ENSG00000163359.15_3
	22528.565
	2091.708
	306.65

	ENSG00000084674.14_3
	9105.499
	18188.766
	90.88

	ENSG00000130635.15_3
	14202.744
	902.875
	246.14

	ENSG00000113721.13_3
	10819.513
	390.965
	280.09

	ENSG00000164816.7_3
	1508.162
	7142.372
	497.12

	ENSG00000134871.17_3
	14680.578
	1631.364
	345.92

	ENSG00000211895.5_4
	6276.896
	12004.586
	709.14

	ENSG00000132465.10_3
	2874.467
	7494.897
	271.83

	ENSG00000169876.13_3
	3657.345
	8274.951
	37.99

	ENSG00000182492.15_3
	6895.52
	259.706
	424.87

	ENSG00000110092.3_3
	6917.918
	349.712
	232.43

	ENSG00000169439.11_3
	5484.418
	145.323
	203.79

	ENSG00000172016.15_3
	1047.394
	4197.48
	141.05

	ENSG00000133816.13_3
	7226.163
	588.791
	142.29

	ENSG00000101825.7_3
	6019.847
	361.9
	90.98

	ENSG00000131711.14_3
	7227.23
	641.295
	88.87

	ENSG00000166147.13_3
	8762.057
	1055.699
	84.35

	ENSG00000133110.14_3
	4496.754
	75.943
	196.96

	ENSG00000186340.14_3
	4650.343
	156.573
	118.44

	ENSG00000148848.14_3
	3963.457
	39.378
	66.45

	ENSG00000090402.7_3
	3321.369
	6130.739
	81.78

	ENSG00000102837.6_3
	4409.293
	7177.062
	225.26

	ENSG00000164822.4_3
	525.83
	2810.821
	165.93

	ENSG00000137831.14_3
	5503.617
	439.718
	110.5

	ENSG00000174807.3_3
	3726.674
	79.693
	215.62

	ENSG00000087116.14_3
	3971.99
	131.259
	83.18

	ENSG00000039560.13_3
	4107.447
	168.762
	101.89

	ENSG00000134986.13_4
	3710.675
	116.258
	111.6

	ENSG00000090924.14_3
	4003.988
	240.017
	70.89

	ENSG00000206384.10_3
	2952.328
	41.253
	45.61

	ENSG00000135679.22_3
	5128.176
	569.102
	60.05

	ENSG00000213949.8_3
	7865.052
	1383.846
	108.21

	ENSG00000188257.10_3
	718.883
	2491.111
	103.4

	ENSG00000100170.9_3
	1924.133
	3837.455
	54.39

	ENSG00000137573.13_3
	4432.758
	454.719
	106.66

	ENSG00000204262.11_3
	4231.172
	439.718
	90.12

	ENSG00000167460.14_4
	5956.919
	936.628
	291.54

	ENSG00000211890.3
	2576.887
	4295.924
	356.09

	ENSG00000074181.8_3
	3690.41
	318.772
	63.03

	ENSG00000151388.10_4
	2501.159
	72.193
	41.22

	ENSG00000096384.19_3
	6148.905
	1036.947
	305.38

	ENSG00000102265.11_3
	2404.099
	89.069
	243.87

	ENSG00000130508.10_3
	3729.874
	396.59
	81.08

	ENSG00000246859.2_4
	2327.305
	85.318
	62.34

	ENSG00000026025.15_3
	4774.068
	708.799
	378.24

	ENSG00000136235.15_3
	2988.592
	237.204
	113.97

	ENSG00000257335.8_3
	1034.595
	2443.295
	16.62

	ENSG00000131620.17_3
	2207.846
	84.381
	59.93

	ENSG00000156273.15_4
	3602.949
	421.904
	91.12

	ENSG00000175215.10_3
	5131.376
	893.5
	155.3

	ENSG00000150636.17_3
	1895.335
	44.066
	99.08

	ENSG00000162745.10_3
	1843.072
	33.752
	79.88

	ENSG00000107731.12_3
	2107.587
	90.006
	45.6

	ENSG00000167244.18_4
	2272.908
	129.384
	53.74

	ENSG00000176641.10_3
	2653.682
	219.39
	41.34

	ENSG00000119125.16_3
	1580.69
	2838.01
	38.87

	ENSG00000080573.6_3
	2293.174
	140.635
	54.97

	ENSG00000146731.10_3
	2860.601
	274.707
	155.71

	ENSG00000184258.6_3
	3262.706
	392.84
	195.74

	ENSG00000154380.17_3
	4627.944
	813.807
	49.4

	ENSG00000163430.11_3
	5271.1
	1036.947
	131.27

	ENSG00000107796.13_3
	3621.081
	517.536
	397.27

	ENSG00000146648.17_3
	3593.35
	519.411
	46.93

	ENSG00000169504.14_3
	4237.572
	744.427
	144.31

	ENSG00000106366.8_3
	2231.311
	183.763
	103.52

	ENSG00000257103.8_3
	3400.297
	507.223
	136.23

	ENSG00000181666.17_3
	2207.846
	184.7
	66.15

	ENSG00000120708.16_3
	3296.837
	486.596
	169.71

	ENSG00000106624.10_3
	2637.683
	313.147
	91.17

	ENSG00000096696.13_4
	1506.028
	2460.171
	22.75

	ENSG00000170421.12_3
	1075.125
	2029.829
	34.73

	ENSG00000174705.12_3
	1869.736
	135.009
	34.69

	ENSG00000072110.13_4
	3888.796
	715.362
	138.25

	ENSG00000060982.14_3
	1474.031
	55.316
	21.52

	ENSG00000090382.6_3
	573.827
	1465.415
	48.14

	ENSG00000134013.15_3
	1943.331
	161.261
	81.04

	ENSG00000198216.10_3
	1275.645
	8.438
	11.53

	ENSG00000157227.12_3
	2669.681
	353.462
	105.87

	ENSG00000204740.10_3
	1208.449
	2096.396
	26

	ENSG00000159216.18_3
	2607.818
	351.587
	46.87

	ENSG00000099139.13_3
	1303.376
	2174.214
	15.28

	ENSG00000164330.16_3
	1530.56
	83.443
	43.01

	ENSG00000087303.17_3
	1575.357
	94.694
	46.21

	ENSG00000197142.10_3
	1091.124
	1915.446
	41.58

	ENSG00000038427.15_3
	3502.689
	663.796
	39.36

	ENSG00000187955.11_3
	2536.357
	363.775
	48.24

	ENSG00000149639.14_4
	3118.716
	550.351
	31.46

	ENSG00000171431.3_3
	655.954
	1436.35
	55.89

	ENSG00000112759.16_3
	1432.434
	87.194
	69.9

	ENSG00000138448.11_3
	2824.337
	465.032
	58

	ENSG00000071054.16_3
	2374.235
	332.836
	43.82

	ENSG00000163909.7_3
	1493.229
	107.82
	60.37

	ENSG00000196549.10_3
	1116.722
	1868.568
	23.64

	ENSG00000164749.11_3
	978.065
	1723.245
	32.48

	ENSG00000173702.7_4
	1059.126
	1799.188
	54.5

	ENSG00000166866.12_3
	1049.527
	1786.999
	42.34

	ENSG00000113407.13_3
	1896.401
	215.64
	61.6

	ENSG00000163697.16_3
	2036.125
	257.83
	32.91

	ENSG00000004399.12_3
	2233.444
	316.897
	46.6

	ENSG00000160868.14_3
	462.901
	1156.018
	23.88

	ENSG00000149948.13_3
	1099.657
	37.503
	11.59

	ENSG00000015520.14_4
	241.05
	882.249
	6.79

	ENSG00000102359.6_3
	1411.102
	104.07
	31.27

	ENSG00000067113.16_3
	1427.101
	109.695
	118.46

	ENSG00000254004.6_3
	1614.821
	155.636
	40.59

	ENSG00000099250.17_3
	2731.543
	480.033
	37.37

	ENSG00000162551.13_4
	1003.663
	22.502
	54.23

	ENSG00000102554.13_3
	945.001
	1641.677
	37.31

	ENSG00000164294.13_3
	1056.993
	37.503
	43.97

	ENSG00000189221.9_3
	402.105
	1054.761
	10.94

	ENSG00000164116.16_3
	1813.207
	215.64
	47.68

	ENSG00000139289.13_3
	1741.745
	196.889
	31.95

	ENSG00000169994.18_3
	958.867
	1636.051
	20.42

	ENSG00000171827.10_3
	989.798
	25.314
	25.64

	ENSG00000019549.9_3
	1143.387
	58.129
	84.19

	ENSG00000147649.9_3
	2929.929
	565.352
	70.2

	ENSG00000134369.15_3
	2553.422
	443.468
	26.74

	ENSG00000180543.4_3
	1142.32
	59.067
	37.64

	ENSG00000152402.10_3
	1300.176
	95.632
	11.76

	ENSG00000069122.18_3
	1748.145
	210.015
	42.98

	ENSG00000197301.7_3
	967.399
	28.127
	25.59

	ENSG00000074276.10_3
	666.62
	1313.529
	21.61

	ENSG00000122641.10_3
	1111.389
	58.129
	24.95

	ENSG00000127314.17_3
	2712.344
	510.973
	28.01

	ENSG00000096401.7_3
	1614.821
	184.7
	37.21

	ENSG00000106153.12_3
	1530.56
	165.011
	251.41

	ENSG00000135074.15_3
	2172.649
	350.649
	45.64

	ENSG00000137809.16_3
	1403.636
	135.009
	20.38

	ENSG00000132688.10_3
	1659.618
	205.327
	44.19

	ENSG00000101076.16_3
	618.624
	1213.209
	12.71

	ENSG00000103855.17_3
	1149.787
	80.631
	38.21

	ENSG00000152377.13_3
	1126.322
	75.943
	34.4

	ENSG00000154096.13_3
	1079.392
	66.567
	35.44

	ENSG00000172831.11_3
	719.95
	1308.841
	27.02

	ENSG00000119888.10_3
	795.678
	1375.408
	58.59

	ENSG00000110244.6_3
	487.433
	1055.699
	48.97

	ENSG00000084636.17_3
	1743.879
	241.892
	42.05

	ENSG00000267041.5_3
	1053.793
	65.63
	19.87

	ENSG00000138316.10_3
	1136.987
	84.381
	31.94

	ENSG00000179134.15_3
	2086.255
	355.337
	65.93

	ENSG00000280219.1_4
	1081.525
	76.88
	19.78

	ENSG00000185551.14_3
	2042.524
	343.149
	46.93

	ENSG00000124253.10_3
	685.819
	1224.46
	23.38

	ENSG00000116132.11_3
	997.264
	63.754
	19.05

	ENSG00000245680.9_3
	1305.509
	137.822
	28.76

	ENSG00000105357.15_3
	823.409
	1352.907
	17.32

	ENSG00000138823.13_3
	732.749
	1261.963
	22.27

	ENSG00000122861.15_3
	964.2
	59.067
	53.11

	ENSG00000075618.17_3
	1088.991
	87.194
	58.04

	ENSG00000143153.12_3
	645.288
	1171.019
	35.31

	ENSG00000127831.10_3
	541.829
	1061.324
	11.67

	ENSG00000159674.11_3
	1435.633
	179.075
	85.61

	ENSG00000113739.10_3
	762.614
	20.626
	21.08

	ENSG00000128641.18_3
	1698.015
	260.643
	48.31

	ENSG00000165757.8_4
	1389.77
	171.574
	22.2

	ENSG00000159640.15_3
	523.697
	1021.009
	14.5

	ENSG00000113083.13_3
	1216.982
	130.322
	34.76

	ENSG00000146729.9_4
	1278.844
	148.135
	94.68

	ENSG00000104415.13_3
	822.343
	40.315
	31.66

	ENSG00000226674.8_3
	661.287
	6.563
	9.42

	ENSG00000118523.5_3
	1744.945
	292.52
	110.41

	ENSG00000151617.15_3
	900.204
	60.942
	32.1

	ENSG00000152049.6_3
	715.683
	23.439
	32.18

	ENSG00000154864.11_3
	1028.195
	93.757
	15.35

	ENSG00000206195.6
	621.823
	4.688
	22.25

	ENSG00000179222.17_3
	1135.921
	128.446
	54.32

	ENSG00000196967.10_3
	860.74
	60.942
	14.18

	ENSG00000120756.12_3
	504.498
	946.003
	17.92

	ENSG00000140538.16_3
	749.814
	37.503
	4.39

	ENSG00000183742.12_3
	565.294
	1006.008
	9.03

	ENSG00000149716.12_3
	1034.595
	104.07
	40.56

	ENSG00000176887.6_3
	602.625
	7.501
	10.23

	ENSG00000183160.8_4
	924.736
	78.755
	50.56

	ENSG00000088386.16_3
	701.818
	1126.953
	33.44

	ENSG00000112655.15_3
	863.94
	65.63
	21.92

	ENSG00000171864.4_3
	591.959
	4.688
	22.01

	ENSG00000134028.14_3
	445.836
	873.811
	28.1

	ENSG00000132849.19_3
	535.429
	961.004
	8.37

	ENSG00000183853.17_4
	1475.097
	239.079
	27.73

	ENSG00000225614.2_3
	782.879
	51.566
	8.72

	ENSG00000138411.10_3
	747.681
	44.066
	9.06

	ENSG00000249378.5_3
	802.077
	0
	43.48

	ENSG00000171747.8_3
	630.356
	1041.635
	60.78

	ENSG00000172965.14_3
	946.067
	90.944
	21.08

	ENSG00000084112.14_3
	1724.68
	328.148
	18.64

	ENSG00000133454.15_3
	761.547
	0
	13.03

	ENSG00000104324.15_3
	938.601
	94.694
	71.35

	ENSG00000105176.17_3
	1408.969
	229.703
	58.66

	ENSG00000211455.7_3
	1626.553
	300.021
	47.5

	ENSG00000112936.18_3
	299.712
	684.423
	10.42

	ENSG00000146250.6_3
	578.093
	1.875
	35.06

	ENSG00000161544.9_3
	871.406
	79.693
	48.45

	ENSG00000196437.10_3
	668.753
	34.69
	21.79

	ENSG00000197043.13_3
	1774.81
	354.4
	97.25

	ENSG00000211679.2_3
	337.043
	717.237
	107.97

	ENSG00000196526.10_3
	1578.557
	290.645
	29.2

	ENSG00000151746.13_3
	1175.385
	165.949
	16.27

	ENSG00000156103.15_3
	667.687
	36.565
	8.55

	ENSG00000140937.13_3
	1090.057
	141.572
	22.93

	ENSG00000149257.13_3
	1407.902
	237.204
	42.84

	ENSG00000046604.12_3
	472.5
	851.309
	11.3

	ENSG00000174358.15_3
	497.032
	873.811
	14.22

	ENSG00000166033.11_3
	887.405
	89.069
	61.95

	ENSG00000114113.6_3
	569.56
	941.316
	121.46

	ENSG00000130234.10_3
	414.904
	787.555
	17.51

	ENSG00000164742.14_3
	562.094
	17.814
	6.43

	ENSG00000076554.15_4
	378.64
	748.177
	11.42

	ENSG00000111961.17_3
	1440.966
	253.143
	24.83

	ENSG00000115474.6_3
	334.91
	697.549
	16.65

	ENSG00000186017.14_3
	828.742
	78.755
	21.95

	ENSG00000164111.14_3
	1466.565
	267.206
	123.18

	ENSG00000137959.15_3
	930.069
	106.882
	23.43

	ENSG00000135446.16_3
	642.089
	37.503
	45.77

	ENSG00000280515.1_2
	511.964
	13.126
	36.67

	ENSG00000185305.10_3
	907.67
	104.07
	39.3

	ENSG00000143341.11_3
	1460.165
	271.894
	11.87

	ENSG00000204131.9_3
	1302.309
	221.265
	13.53

	ENSG00000185686.17_4
	642.089
	0
	31.75

	ENSG00000221818.8_3
	531.163
	17.814
	14.45

	ENSG00000176971.3_3
	618.624
	35.627
	47.24

	ENSG00000076344.15_3
	247.449
	583.166
	15.13

	ENSG00000130821.15_4
	411.705
	753.802
	15.64

	ENSG00000148584.14_3
	483.166
	824.12
	7.5

	ENSG00000122863.5_3
	765.813
	71.255
	16.26

	ENSG00000112837.16_3
	472.5
	7.501
	10.49

	ENSG00000167635.11_3
	1502.829
	292.52
	57.67

	ENSG00000111424.10_3
	375.441
	712.55
	10.38

	ENSG00000168685.14_3
	361.575
	696.611
	10.9

	ENSG00000279883.1_3
	660.221
	49.691
	142.85

	ENSG00000167601.11_3
	1395.103
	262.518
	42.18

	ENSG00000214357.8_3
	1283.111
	225.953
	29.56

	ENSG00000087152.15_3
	1151.92
	186.575
	44.49

	ENSG00000140297.12_3
	406.372
	731.301
	11.85

	ENSG00000183098.10_3
	906.604
	114.383
	20.74

	ENSG00000138075.11_3
	478.9
	800.681
	21.34

	ENSG00000011028.13_3
	1079.392
	165.949
	24.4

	ENSG00000184012.11_3
	425.57
	746.302
	18.97

	ENSG00000106003.12_3
	789.278
	84.381
	36.45

	ENSG00000154736.5_3
	876.739
	108.758
	14.33

	ENSG00000127324.8_3
	516.231
	830.683
	42.49

	ENSG00000165323.15_3
	522.63
	23.439
	4.04

	ENSG00000113758.13_4
	888.471
	112.508
	29.43

	ENSG00000145384.3_3
	327.444
	642.232
	19.56

	ENSG00000250853.1_2
	636.756
	48.753
	172.6

	ENSG00000166963.12_3
	1179.651
	200.639
	16.43

	ENSG00000215533.8_3
	564.227
	0
	76.82

	ENSG00000168487.17_3
	877.806
	112.508
	27.18

	ENSG00000050165.17_3
	1047.394
	162.199
	51.28

	ENSG00000171368.11_3
	267.715
	573.79
	6.58

	ENSG00000188283.11_3
	778.612
	86.256
	15.73

	ENSG00000163071.10_3
	657.021
	56.254
	22.12

	ENSG00000060566.13_3
	306.112
	611.293
	17.3

	ENSG00000182667.14_3
	675.153
	60.942
	24.93

	ENSG00000105270.14_3
	900.204
	126.571
	36.74

	ENSG00000138829.11_3
	535.429
	32.815
	6.59

	ENSG00000183508.4_3
	411.705
	703.174
	10.6

	ENSG00000168955.3_3
	435.17
	725.676
	28.05

	ENSG00000186020.12_3
	812.743
	102.195
	22.96

	ENSG00000182752.9_3
	934.335
	137.822
	12.62

	ENSG00000175782.9_3
	916.203
	134.072
	7.62

	ENSG00000158125.9_3
	348.776
	635.669
	9.07

	ENSG00000254605.1_3
	394.639
	5.625
	89.17

	ENSG00000175264.7_3
	452.235
	17.814
	24.62

	ENSG00000103647.12_3
	522.63
	32.815
	19.35

	ENSG00000020181.17_3
	1079.392
	186.575
	23.08

	ENSG00000171345.13_3
	251.716
	531.6
	26.8

	ENSG00000145824.12_3
	424.504
	705.049
	31.81

	ENSG00000106541.11_3
	295.446
	573.79
	21.43

	ENSG00000175220.11_3
	1226.581
	237.204
	53.79

	ENSG00000112782.15_3
	284.78
	561.602
	5.58

	ENSG00000109184.14_3
	1215.915
	234.391
	40.2

	ENSG00000136010.13_3
	1101.79
	197.826
	21.61

	ENSG00000181104.6_3
	1018.596
	173.45
	37.08

	ENSG00000249035.6_3
	481.033
	27.189
	36.08

	ENSG00000149418.10_3
	289.047
	559.726
	12.09

	ENSG00000108375.12_3
	237.85
	505.348
	4.78

	ENSG00000204876.4_3
	165.322
	424.717
	9.65

	ENSG00000049449.8_3
	1027.128
	177.2
	53.75

	ENSG00000146733.13_3
	397.839
	11.251
	27.02

	ENSG00000134851.12_3
	1043.127
	183.763
	80.07

	ENSG00000157593.18_3
	630.356
	63.754
	39.48

	ENSG00000137216.18_3
	963.133
	160.324
	42.45

	ENSG00000121297.6_3
	849.008
	125.634
	22.68

	ENSG00000061337.15_3
	462.901
	26.252
	12.01

	ENSG00000272168.6_3
	658.088
	73.13
	7.33

	ENSG00000067248.9_3
	965.266
	163.136
	31.69

	ENSG00000189164.14_3
	490.633
	32.815
	17.77

	ENSG00000131142.13_3
	257.049
	514.723
	38.62

	ENSG00000071282.11_3
	936.468
	154.698
	15.43

	ENSG00000112818.9_3
	419.171
	672.234
	20.82

	ENSG00000163817.15_3
	171.721
	418.154
	4.69

	ENSG00000165929.12_3
	412.771
	663.796
	11.13

	ENSG00000165238.16_3
	408.505
	659.108
	8.23

	ENSG00000114455.13_3
	344.509
	597.229
	17.42

	ENSG00000154978.12_3
	991.931
	175.325
	35.43

	ENSG00000174607.10_3
	188.787
	435.968
	6.08

	ENSG00000197635.9_3
	332.777
	585.041
	12.39

	ENSG00000164176.12_3
	1094.324
	210.015
	34.26

	ENSG00000161298.17_3
	484.233
	33.752
	6.88

	ENSG00000106105.13_3
	998.33
	179.075
	55.71

	ENSG00000110427.14_3
	343.443
	3.75
	4.15

	ENSG00000172432.18_3
	1020.729
	186.575
	50.09

	ENSG00000132432.13_3
	443.702
	25.314
	76.8

	ENSG00000226686.7_2
	354.109
	7.501
	26.59

	ENSG00000102024.17_3
	1022.862
	188.451
	43.08

	ENSG00000148735.14_4
	345.576
	592.541
	9.47

	ENSG00000156482.10_3
	1062.326
	202.514
	241.51

	ENSG00000158764.6_3
	65.062
	277.519
	8.37

	ENSG00000183454.16_1
	436.236
	25.314
	4.36

	ENSG00000052795.12_3
	1104.99
	218.453
	23.62

	ENSG00000146592.16_3
	776.479
	114.383
	12.66

	ENSG00000116299.16_3
	260.249
	501.597
	11.19

	ENSG00000223749.9_3
	338.11
	1.875
	39.94

	ENSG00000102755.11_3
	902.337
	153.761
	10.63

	ENSG00000196562.14_3
	1065.526
	207.202
	31.89

	ENSG00000204301.6_3
	782.879
	117.196
	17.18

	ENSG00000057019.15_3
	1049.527
	202.514
	25.2

	ENSG00000122121.10_3
	346.643
	583.166
	14.66

	ENSG00000249948.6_3
	200.519
	434.093
	13.33

	ENSG00000260244.1_3
	629.29
	75.005
	35.62

	ENSG00000101542.9_3
	324.244
	3.75
	11.98

	ENSG00000173210.19_3
	669.82
	86.256
	15.62

	ENSG00000124429.17_3
	235.717
	470.658
	8.66

	ENSG00000248844.6_3
	328.51
	5.625
	27.7

	ENSG00000170921.15_3
	955.667
	174.387
	12.04

	ENSG00000008323.15_3
	213.318
	444.406
	7.89

	ENSG00000182795.12_3
	204.786
	434.093
	5.51

	ENSG00000149633.11_4
	558.894
	58.129
	12.64

	ENSG00000185869.14_3
	424.504
	26.252
	11.97

	ENSG00000250095.5_3
	347.709
	0.938
	71.28

	ENSG00000152684.10_3
	899.137
	158.449
	30.6

	ENSG00000232934.7_4
	206.919
	433.155
	18.53

	ENSG00000127472.10_3
	315.711
	4.688
	40.25

	ENSG00000100604.12_4
	155.722
	376.901
	11.17

	ENSG00000162981.13_3
	248.516
	475.346
	5.57

	ENSG00000222041.10_2
	518.364
	49.691
	30.64

	ENSG00000013306.15_3
	683.686
	94.694
	61.55

	ENSG00000112541.13_1
	469.301
	38.44
	6.81

	ENSG00000154639.18_3
	314.645
	538.162
	6.97

	ENSG00000143469.18_4
	334.91
	0.938
	3.56

	ENSG00000108651.9_3
	721.016
	106.882
	24.3

	ENSG00000129038.15_3
	421.304
	28.127
	26.52

	ENSG00000230006.7_2
	243.183
	464.095
	5.12

	ENSG00000181885.18_3
	266.648
	487.534
	19.12

	ENSG00000162817.6_3
	329.577
	548.476
	14.29

	ENSG00000113494.16_3
	191.987
	409.716
	2.3

	ENSG00000106069.21_3
	219.718
	438.781
	7.94

	ENSG00000158352.15_3
	683.686
	97.507
	9.93

	ENSG00000130600.17_3
	962.066
	185.638
	70

	ENSG00000184702.18_4
	412.771
	27.189
	24.86

	ENSG00000105329.9_3
	909.803
	168.762
	48.63

	ENSG00000103056.11_3
	282.647
	499.722
	7.67

	ENSG00000185483.11_3
	489.566
	45.941
	10.99

	ENSG00000001626.14_3
	337.043
	551.288
	8.13

	ENSG00000151715.7_3
	252.782
	467.845
	14.92

	ENSG00000163581.13_3
	308.245
	522.224
	14.21

	ENSG00000154153.13_4
	150.39
	359.088
	6.03

	ENSG00000152620.12_3
	788.212
	132.197
	28.02

	ENSG00000171150.7_3
	961
	189.388
	28.25

	ENSG00000135407.10_3
	617.557
	81.568
	31.61

	ENSG00000070019.4_3
	319.978
	528.787
	12.32

	ENSG00000171951.4_3
	517.297
	55.316
	29.72

	ENSG00000158859.9_3
	602.625
	78.755
	8.73

	ENSG00000106789.12_3
	213.318
	420.967
	5.52

	ENSG00000157657.14_3
	729.549
	117.196
	11.43

	ENSG00000129103.17_3
	822.343
	147.198
	50.88

	ENSG00000157554.18_3
	614.357
	83.443
	16.87

	ENSG00000113456.18_3
	818.076
	146.26
	18.77

	ENSG00000124608.4_3
	642.089
	91.881
	24.66

	ENSG00000095932.6_4
	300.779
	505.348
	29.72

	ENSG00000157766.15_3
	302.912
	8.438
	4.22

	ENSG00000174600.13_3
	618.624
	86.256
	16.24

	ENSG00000106078.17_3
	251.716
	454.719
	4.08

	ENSG00000177106.14_3
	204.786
	406.903
	8.18

	ENSG00000198453.12_3
	516.231
	58.129
	9.6

	ENSG00000136193.16_3
	882.072
	169.699
	22.32

	ENSG00000144152.12_3
	297.579
	8.438
	19.14

	ENSG00000161381.13_3
	664.487
	101.257
	15.35

	ENSG00000278535.4_3
	295.446
	494.097
	27.36

	ENSG00000111581.9_3
	676.22
	105.007
	15.11

	ENSG00000157510.13_3
	658.088
	100.319
	23.32

	ENSG00000236056.1_2
	292.246
	0.938
	46.16

	ENSG00000166897.14_3
	292.246
	0.938
	5.17

	ENSG00000196090.12_3
	509.831
	58.129
	5.88

	ENSG00000143067.4_3
	593.025
	81.568
	17.41

	ENSG00000111331.12_3
	861.807
	165.949
	16.24

	ENSG00000203747.10_3
	435.17
	39.378
	25.99

	ENSG00000155966.13_4
	319.978
	14.063
	3.38

	ENSG00000009950.15_4
	206.919
	402.216
	8.58

	ENSG00000267605.5_3
	271.981
	4.688
	14.47

	ENSG00000111275.12_3
	215.452
	409.716
	3.32

	ENSG00000137960.5_3
	214.385
	406.903
	8.25

	ENSG00000171241.8_3
	275.181
	6.563
	11.77

	ENSG00000128052.8_3
	627.156
	94.694
	15.92

	ENSG00000146477.5_3
	334.91
	18.751
	14.8

	ENSG00000006611.15_3
	237.85
	426.592
	10.03

	ENSG00000181007.8_3
	300.779
	12.188
	16.97

	ENSG00000132740.8_3
	558.894
	75.943
	20.88

	ENSG00000011426.10_3
	498.099
	59.067
	15.4

	ENSG00000123297.17_3
	425.57
	40.315
	22.68

	ENSG00000146039.10_3
	264.515
	450.031
	8.45

	ENSG00000118137.9_3
	127.991
	308.459
	13.3

	ENSG00000164694.16_3
	725.283
	128.446
	16.38

	ENSG00000206538.8_3
	755.147
	138.76
	9.66

	ENSG00000131459.12_3
	389.306
	32.815
	18.63

	ENSG00000159399.9_3
	627.156
	98.444
	15.62

	ENSG00000140945.16_3
	504.498
	62.817
	7.72

	ENSG00000104375.15_3
	622.89
	97.507
	27.62

	ENSG00000135373.12_3
	215.452
	397.528
	8.07

	ENSG00000264705.1_3
	307.179
	15.939
	21.92

	ENSG00000135452.9_3
	523.697
	70.317
	20.25

	ENSG00000112414.14_3
	250.649
	426.592
	5.28

	ENSG00000143921.6_3
	225.051
	400.34
	12.5

	ENSG00000164932.12_3
	415.971
	42.19
	34.66

	ENSG00000198814.12_3
	265.582
	438.781
	8.37

	ENSG00000179542.15_3
	292.246
	14.063
	4.85

	ENSG00000168779.19_3
	252.782
	0.938
	10.5

	ENSG00000185585.19_3
	716.75
	132.197
	15.99

	ENSG00000171604.11_3
	594.092
	93.757
	32.15

	ENSG00000211949.3_3
	118.392
	284.082
	40.56

	ENSG00000132437.17_3
	138.657
	305.646
	8.23

	ENSG00000119630.13_3
	293.313
	15.939
	20.26

	ENSG00000243955.5_3
	109.859
	271.894
	15.96

	ENSG00000233041.8_3
	189.853
	357.212
	64.45

	ENSG00000204323.5_3
	206.919
	374.089
	5.98

	ENSG00000023839.10_3
	140.79
	304.709
	3.43

	ENSG00000232677.6_2
	315.711
	21.564
	8.44

	ENSG00000264424.1_3
	237.85
	0.938
	5.85

	ENSG00000159023.19_3
	266.648
	428.467
	6.18

	ENSG00000223949.6_3
	274.114
	13.126
	11.45

	ENSG00000210082.2
	103.459
	260.643
	9.82

	ENSG00000125740.13_3
	163.189
	325.335
	4.35

	ENSG00000011105.12_3
	610.091
	104.07
	19.45

	ENSG00000117595.10_3
	166.388
	328.148
	5.47

	ENSG00000137265.14_3
	189.853
	350.649
	5.27

	ENSG00000132205.10_3
	653.821
	119.071
	16.37

	ENSG00000164683.16_3
	254.916
	10.313
	14.63

	ENSG00000164120.13_3
	245.316
	403.153
	7.83

	ENSG00000166573.5_3
	307.179
	21.564
	4.53

	ENSG00000279191.1_4
	289.047
	17.814
	12.66

	ENSG00000118946.11_3
	293.313
	18.751
	5.27

	ENSG00000123427.16_4
	357.308
	33.752
	16.67

	ENSG00000183876.8_3
	232.517
	6.563
	10.78

	ENSG00000165556.9_3
	127.991
	281.27
	4.67

	ENSG00000156466.9_3
	244.25
	9.376
	9.77

	ENSG00000161405.16_3
	251.716
	404.091
	3.72

	ENSG00000090376.10_3
	635.689
	117.196
	9.4

	ENSG00000135636.13_3
	703.951
	140.635
	14.5

	ENSG00000105254.11_3
	403.172
	47.816
	37.32

	ENSG00000163624.5_3
	185.587
	336.586
	6.16

	ENSG00000107242.17_3
	193.053
	343.149
	9.72

	ENSG00000140545.14_3
	555.695
	93.757
	42.44

	ENSG00000278962.1_3
	222.918
	6.563
	14.52

	ENSG00000259807.1_3
	307.179
	24.377
	21.66

	ENSG00000189143.9_3
	143.99
	292.52
	5.08

	ENSG00000165105.9_3
	141.857
	289.708
	3.16

	ENSG00000145934.16_3
	259.182
	14.063
	3.85

	ENSG00000128039.10_3
	313.578
	26.252
	11.08

	ENSG00000243742.5_2
	211.185
	0.938
	8.87

	ENSG00000166510.13_4
	175.988
	323.46
	5.98

	ENSG00000167183.2_3
	185.587
	332.836
	18.08

	ENSG00000104728.15_4
	612.224
	113.445
	14.16

	ENSG00000122694.15_3
	559.961
	96.569
	37.93

	ENSG00000241749.4_2
	201.586
	2.813
	14.66

	ENSG00000188818.12_3
	23.465
	142.51
	0.95

	ENSG00000164078.12_3
	187.72
	332.836
	5.82

	ENSG00000111335.12_3
	535.429
	90.006
	12.69

	ENSG00000162949.16_3
	103.459
	243.767
	5.71

	ENSG00000059804.15_3
	580.226
	105.007
	21.93

	ENSG00000118777.10_3
	163.189
	306.584
	5.02

	ENSG00000144057.15_3
	274.114
	18.751
	5.37

	ENSG00000156920.10_4
	202.653
	345.024
	2.98

	ENSG00000254417.1_3
	195.186
	1.875
	28.77

	ENSG00000143494.15_4
	292.246
	23.439
	6.52

	ENSG00000204385.10_3
	199.453
	340.336
	10.76

	ENSG00000274297.1_4
	365.841
	42.19
	92.08

	ENSG00000101680.14_3
	239.983
	12.188
	3.6

	ENSG00000117318.8_3
	335.977
	34.69
	39.75

	ENSG00000173890.16_3
	137.59
	276.582
	9.99

	ENSG00000130487.5_3
	193.053
	2.813
	9.55

	ENSG00000172935.8_3
	349.842
	38.44
	18.86

	ENSG00000151468.10_4
	458.635
	69.38
	18.43

	ENSG00000253456.1_3
	299.712
	26.252
	81.84

	ENSG00000006747.14_3
	223.984
	360.025
	3.36

	ENSG00000163486.8
	628.223
	124.696
	14.97

	ENSG00000092621.12_4
	207.986
	6.563
	11.56

	ENSG00000111863.12_3
	219.718
	355.337
	15.4

	ENSG00000278505.4_3
	218.651
	353.462
	16.86

	ENSG00000138639.17_3
	435.17
	63.754
	10.93

	ENSG00000186417.13_3
	225.051
	10.313
	6.65

	ENSG00000197273.3_3
	26.665
	140.635
	6.94

	ENSG00000078098.13_3
	215.452
	8.438
	11.46

	ENSG00000159217.9_3
	207.986
	0
	3.72

	ENSG00000197863.8_3
	585.559
	111.57
	23.13

	ENSG00000167123.18_4
	381.84
	48.753
	10.86

	ENSG00000074047.21_3
	417.038
	59.067
	9.08

	ENSG00000006788.13_3
	190.92
	0.938
	4.62

	ENSG00000127124.14_3
	502.365
	85.318
	5.99

	ENSG00000160410.14_3
	450.102
	69.38
	28.19

	ENSG00000174348.13_3
	601.558
	118.133
	26.06

	ENSG00000185015.7_3
	137.59
	270.956
	5.34

	ENSG00000144852.17_3
	181.321
	314.084
	5.88

	ENSG00000165269.12_3
	98.127
	227.828
	3.79

	ENSG00000185745.9_3
	251.716
	16.876
	8.08

	ENSG00000154678.16_3
	556.761
	104.07
	6.38

	ENSG00000133477.16_3
	88.527
	216.578
	0.82

	ENSG00000126709.14_3
	406.372
	57.191
	69.53

	ENSG00000141434.11_3
	197.32
	328.148
	12.63

	ENSG00000143674.10_3
	161.055
	292.52
	3.01

	ENSG00000075702.16_3
	241.05
	15.001
	7.62

	ENSG00000117152.13_3
	300.779
	29.065
	12.65

	ENSG00000142303.13_3
	438.369
	67.505
	14.94

	ENSG00000159166.13_3
	141.857
	271.894
	7.22

	ENSG00000176692.5_3
	198.386
	6.563
	11.85

	ENSG00000174885.12_3
	162.122
	291.583
	8.16

	ENSG00000211677.2_3
	143.99
	272.831
	46.13

	ENSG00000253837.1_3
	394.639
	55.316
	13.35

	ENSG00000253811.1_3
	315.711
	33.752
	82.99

	ENSG00000135547.8_3
	262.382
	20.626
	14.17

	ENSG00000095203.14_3
	185.587
	313.147
	3.49

	ENSG00000156222.11_3
	135.457
	262.518
	5.82

	ENSG00000038945.14_3
	365.841
	47.816
	9.67

	ENSG00000101892.11_4
	191.987
	0
	5.95

	ENSG00000186715.10_2
	183.454
	309.397
	5.56

	ENSG00000102316.16_3
	517.297
	94.694
	28.96

	ENSG00000233968.6_3
	90.66
	212.827
	7.62

	ENSG00000167693.16_3
	506.631
	91.881
	22.99

	ENSG00000206077.10_3
	44.797
	157.511
	2.47

	ENSG00000115165.9_3
	104.526
	226.891
	6.85

	ENSG00000159167.11_3
	286.913
	28.127
	10.23

	ENSG00000198300.12_3
	35.198
	143.447
	0.59

	ENSG00000136546.13_3
	129.058
	252.205
	2.66

	ENSG00000158079.14_3
	446.902
	74.068
	13.6

	ENSG00000264472.4_3
	170.655
	2.813
	45.18

	ENSG00000278991.1_4
	167.455
	289.708
	16.37

	ENSG00000137309.19_3
	190.92
	312.209
	12.14

	ENSG00000183386.9_3
	344.509
	44.066
	30.96

	ENSG00000243444.7_4
	236.784
	16.876
	7.49

	ENSG00000147676.13_3
	130.124
	251.267
	5.61

	ENSG00000163064.6_3
	182.387
	0
	10.99

	ENSG00000123358.19_3
	188.787
	308.459
	6.89

	ENSG00000165215.6_3
	92.794
	210.952
	10.78

	ENSG00000079215.13_4
	190.92
	7.501
	6.78

	ENSG00000281264.1_2
	166.388
	2.813
	24.12

	ENSG00000267682.1_4
	253.849
	21.564
	100.19

	ENSG00000256463.8_3
	178.121
	0
	3.79

	ENSG00000250116.2_3
	409.571
	64.692
	39.91

	ENSG00000170915.8_3
	164.255
	282.207
	5

	ENSG00000230630.4_4
	521.564
	101.257
	17.71

	ENSG00000225205.5_3
	105.593
	222.203
	7.11

	ENSG00000135525.18_3
	156.789
	273.769
	4.26

	ENSG00000166268.10_3
	127.991
	244.705
	5.38

	ENSG00000120318.15_3
	473.567
	86.256
	13.28

	ENSG00000069535.13_3
	177.054
	292.52
	10.21

	ENSG00000197496.5_3
	294.38
	32.815
	8.99

	ENSG00000006712.14_3
	491.699
	92.819
	35.22

	ENSG00000142583.17_3
	172.788
	286.895
	4.44

	ENSG00000064300.8_3
	251.716
	22.502
	10.13

	ENSG00000152785.6_3
	72.528
	182.825
	1.87

	ENSG00000061918.12_3
	505.565
	98.444
	20.09

	ENSG00000005102.12_3
	234.65
	18.751
	12.83

	ENSG00000156535.13_4
	513.031
	101.257
	8.03

	ENSG00000006118.14_4
	221.851
	15.939
	9.42

	ENSG00000272674.3_3
	181.321
	7.501
	5.38

	ENSG00000157680.15_4
	278.381
	30.002
	2.99

	ENSG00000099998.17_3
	361.575
	53.441
	21.43

	ENSG00000265135.1
	232.517
	18.751
	446.91

	ENSG00000186314.11_3
	168.522
	279.394
	6.67

	ENSG00000169903.6_3
	43.73
	145.323
	3.08

	ENSG00000185158.12_3
	399.972
	65.63
	16.93

	ENSG00000168079.16_3
	31.998
	129.384
	1.07

	ENSG00000184305.14_3
	155.722
	266.269
	2.98

	ENSG00000128656.13_3
	253.849
	24.377
	11.48

	ENSG00000115468.11_3
	236.784
	20.626
	12.57

	ENSG00000119917.13_3
	399.972
	66.567
	22.42

	ENSG00000109061.9_3
	162.122
	0
	3.98

	ENSG00000111554.14_3
	437.303
	78.755
	12.94

	ENSG00000142677.3_3
	59.729
	163.136
	3.16

	ENSG00000134874.17_3
	425.57
	75.005
	8.4

	ENSG00000104537.16_3
	104.526
	212.827
	9.71

	ENSG00000164283.12_3
	223.984
	17.814
	15.28

	ENSG00000273584.1_4
	161.055
	4.688
	43.18

	ENSG00000134242.15_3
	137.59
	245.642
	5.18

	ENSG00000015413.9_3
	159.989
	267.206
	12.64

	ENSG00000129151.8_3
	158.922
	0
	10.22

	ENSG00000133083.14_3
	417.038
	73.13
	6.43

	ENSG00000100033.16_3
	44.797
	143.447
	2.69

	ENSG00000234231.3_3
	164.255
	5.625
	11.6

	ENSG00000151572.16_3
	147.19
	1.875
	5.37

	ENSG00000166959.7_4
	148.256
	254.08
	16.22

	ENSG00000149485.18_3
	410.638
	72.193
	7.69

	ENSG00000184178.15_3
	340.243
	50.629
	15.81

	ENSG00000152503.9_3
	119.458
	224.078
	3.12

	ENSG00000143786.7_3
	147.19
	2.813
	8.52

	ENSG00000189042.13_3
	302.912
	40.315
	10.71

	ENSG00000129680.15_3
	383.973
	64.692
	8.69

	ENSG00000177839.6_3
	150.39
	3.75
	5.04

	ENSG00000169435.13_3
	114.125
	217.515
	2.76

	ENSG00000185985.8_3
	178.121
	9.376
	3.44

	ENSG00000271811.1_4
	190.92
	12.188
	13.82

	ENSG00000182389.19_4
	249.583
	26.252
	2.57

	ENSG00000197345.12_3
	294.38
	38.44
	39.82

	ENSG00000132530.16_3
	447.969
	86.256
	18.29

	ENSG00000173467.8_3
	59.729
	157.511
	11.11

	ENSG00000226777.7_2
	137.59
	239.079
	2.12

	ENSG00000127152.17_3
	131.191
	232.516
	2.47

	ENSG00000229005.2_4
	74.661
	173.45
	12.12

	ENSG00000106236.3_3
	161.055
	6.563
	8.83

	ENSG00000135116.9_3
	147.19
	0
	3.76

	ENSG00000081853.14_3
	169.588
	8.438
	3.73

	ENSG00000137868.18_3
	138.657
	0.938
	3.74

	ENSG00000175311.6_3
	161.055
	259.706
	5.48

	ENSG00000117385.15_3
	293.313
	39.378
	13.98

	ENSG00000133466.13_3
	244.25
	26.252
	11.91

	ENSG00000198846.5_3
	106.659
	205.327
	3.82

	ENSG00000117600.12_3
	181.321
	11.251
	4.84

	ENSG00000178860.8_3
	153.589
	5.625
	11.24

	ENSG00000164161.9_3
	156.789
	254.08
	2.21

	ENSG00000105197.10_3
	277.314
	35.627
	15.96

	ENSG00000147113.16_3
	399.972
	73.13
	8.98

	ENSG00000065618.18_3
	130.124
	227.828
	3.18

	ENSG00000061455.10_3
	238.917
	25.314
	3.82

	ENSG00000133020.4_3
	134.391
	0.938
	3.29

	ENSG00000137965.10_3
	409.571
	76.88
	35.93

	ENSG00000183496.5_3
	165.322
	8.438
	5.61

	ENSG00000128849.10_3
	397.839
	73.13
	8.15

	ENSG00000149582.15_3
	118.392
	214.702
	4.25

	ENSG00000101213.6_3
	82.128
	177.2
	4.12

	ENSG00000178828.6_3
	77.861
	172.512
	9.22

	ENSG00000273179.1_3
	250.649
	29.065
	93.44

	ENSG00000165915.13_3
	385.04
	69.38
	13.05

	ENSG00000174992.7_3
	107.726
	203.452
	5.09

	ENSG00000262943.7_2
	366.908
	63.754
	10.74

	ENSG00000142408.4_3
	132.257
	0.938
	2.24

	ENSG00000169715.14_3
	97.06
	192.201
	13.65

	ENSG00000178623.11_3
	104.526
	199.701
	3.04

	ENSG00000064270.12_3
	119.458
	214.702
	5.09

	ENSG00000125319.14_3
	153.589
	6.563
	8.34

	ENSG00000161940.10_3
	399.972
	75.005
	16.65

	ENSG00000188611.14_3
	147.19
	240.954
	3.15

	ENSG00000168785.7_3
	265.582
	33.752
	11.17

	ENSG00000108001.13_3
	142.923
	4.688
	4.69

	ENSG00000240602.7_2
	94.927
	188.451
	6.98

	ENSG00000225210.9_2
	136.524
	0
	13.06

	ENSG00000122870.11_3
	409.571
	78.755
	10.45

	ENSG00000253057.1
	129.058
	0.938
	65.19

	ENSG00000128045.6_3
	155.722
	7.501
	11.55

	ENSG00000156413.13_3
	117.325
	210.015
	5.43

	ENSG00000139144.9_3
	35.198
	119.071
	0.92

	ENSG00000152953.12_3
	227.184
	24.377
	8.76

	ENSG00000279693.1_4
	135.457
	226.891
	6.82

	ENSG00000143369.14_3
	333.843
	55.316
	22.81

	ENSG00000111262.5_3
	222.918
	23.439
	4.13

	ENSG00000134817.10_3
	207.986
	19.689
	8.27

	ENSG00000125144.13_4
	50.13
	136.885
	9.89

	ENSG00000120149.8_3
	125.858
	0.938
	8.21

	ENSG00000162482.4_3
	116.259
	207.202
	10.06

	ENSG00000011201.11_3
	138.657
	4.688
	3.25

	ENSG00000172985.10_3
	325.311
	53.441
	8.3

	ENSG00000163082.9_3
	118.392
	208.139
	5.25

	ENSG00000172296.12_3
	103.459
	193.138
	2.48

	ENSG00000139233.6_3
	398.906
	77.818
	7.39

	ENSG00000166126.10_4
	134.391
	223.141
	10.43

	ENSG00000142661.18_3
	15.999
	90.006
	0.38

	ENSG00000249631.5_3
	121.592
	210.015
	10.03

	ENSG00000125414.18_3
	131.191
	3.75
	2.96

	ENSG00000058085.14_3
	92.794
	180.95
	2.26

	ENSG00000242265.5_3
	294.38
	45.003
	6.57

	ENSG00000275611.1_4
	167.455
	11.251
	78.18

	ENSG00000131080.14_3
	206.919
	20.626
	8.56

	ENSG00000166741.7_3
	268.781
	37.503
	16.11

	ENSG00000171189.17_3
	237.85
	29.065
	8.39

	ENSG00000141622.13_3
	138.657
	5.625
	1.84

	ENSG00000165272.14_3
	124.791
	210.952
	9.99

	ENSG00000075643.5_3
	92.794
	179.075
	2.23

	ENSG00000152207.7_3
	249.583
	32.815
	7.08

	ENSG00000101194.17_3
	284.78
	43.128
	11.57

	ENSG00000259532.1_3
	211.185
	22.502
	66.22

	ENSG00000136048.13_3
	349.842
	63.754
	14.71

	ENSG00000172955.17_3
	74.661
	159.386
	2.93

	ENSG00000088756.12_3
	280.514
	42.19
	4.38

	ENSG00000112984.11_3
	199.453
	19.689
	9.22

	ENSG00000273445.1_3
	146.123
	7.501
	40.05

	ENSG00000168143.8_3
	104.526
	189.388
	4.88

	ENSG00000013016.15_3
	198.386
	19.689
	6.33

	ENSG00000188483.7_3
	174.921
	14.063
	9.55

	ENSG00000134321.11_3
	186.654
	16.876
	7.85

	ENSG00000266968.2_4
	5.333
	69.38
	0.44

	ENSG00000147889.17_3
	135.457
	5.625
	6.35

	ENSG00000164181.13_3
	88.527
	172.512
	3.02

	ENSG00000239951.1_3
	43.73
	122.821
	16.18

	ENSG00000121690.10_3
	79.994
	163.136
	5.44

	ENSG00000229847.8_3
	124.791
	3.75
	2.22

	ENSG00000143595.12_3
	27.731
	102.195
	1.81

	ENSG00000176170.13_3
	177.054
	15.001
	8.73

	ENSG00000167588.12_3
	111.992
	195.014
	5.38

	ENSG00000168060.15_3
	60.796
	141.572
	2.79

	ENSG00000235649.2_2
	123.725
	3.75
	2.29

	ENSG00000036473.6_3
	57.596
	137.822
	5.38

	ENSG00000130762.14_3
	70.395
	151.886
	3.06

	ENSG00000174776.10_4
	101.326
	183.763
	4.16

	ENSG00000047597.5_3
	93.86
	176.262
	2.67

	ENSG00000197927.12_3
	236.784
	30.94
	19.49

	ENSG00000162409.10_3
	102.393
	184.7
	1.62

	ENSG00000180992.6_3
	219.718
	26.252
	33.91

	ENSG00000196878.14_3
	125.858
	207.202
	4.15

	ENSG00000075275.16_3
	286.913
	45.941
	3.73

	ENSG00000092607.13_3
	117.325
	0
	4.68

	ENSG00000271590.1_4
	204.786
	22.502
	20.45

	ENSG00000235531.9_4
	261.315
	38.44
	6.95

	ENSG00000240694.8_3
	189.853
	18.751
	5.66

	ENSG00000221890.3_3
	211.185
	24.377
	5.4

	ENSG00000106278.11_3
	294.38
	48.753
	5.33

	ENSG00000156486.7_3
	153.589
	10.313
	4.25

	ENSG00000153896.17_3
	250.649
	35.627
	5.88

	ENSG00000135744.7_3
	181.321
	16.876
	11.71

	ENSG00000211598.2_3
	86.394
	166.887
	23.77

	ENSG00000111319.12_3
	110.926
	191.263
	4.03

	ENSG00000138669.9_3
	70.395
	150.01
	2.1

	ENSG00000215146.4_3
	199.453
	21.564
	4.43

	ENSG00000143320.8_3
	139.724
	7.501
	18.8

	ENSG00000260517.3_4
	286.913
	46.878
	17.07

	ENSG00000119922.9_3
	339.176
	63.754
	12.24

	ENSG00000005844.17_3
	129.058
	208.139
	3.66

	ENSG00000137331.11_3
	270.914
	42.19
	29.57

	ENSG00000169862.18_3
	115.192
	2.813
	2.96

	ENSG00000102362.15_3
	329.577
	60.942
	6.74

	ENSG00000134709.10_3
	114.125
	193.138
	2.88

	ENSG00000099954.18_3
	221.851
	28.127
	3.36

	ENSG00000228817.4_3
	269.848
	42.19
	34.28

	ENSG00000153283.12_3
	106.659
	185.638
	3.25

	ENSG00000172986.12_3
	260.249
	39.378
	11.81

	ENSG00000107282.7_3
	253.849
	37.503
	5.75

	ENSG00000180616.8_3
	178.121
	16.876
	3.43

	ENSG00000145908.12_3
	335.977
	63.754
	11.27

	ENSG00000148053.15_3
	227.184
	30.002
	1.65

	ENSG00000118785.13_3
	199.453
	22.502
	18

	ENSG00000270077.1_4
	122.658
	4.688
	32.77

	ENSG00000198417.6_3
	19.199
	86.256
	3.87

	ENSG00000114771.13_3
	68.262
	145.323
	6.06

	ENSG00000037897.16_3
	157.856
	12.188
	11.31

	ENSG00000204956.5_3
	136.524
	7.501
	3.23

	ENSG00000228526.6_3
	326.377
	60.942
	11.47

	ENSG00000187372.11_3
	145.057
	9.376
	4.24

	ENSG00000130203.9_3
	261.315
	40.315
	32.02

	ENSG00000172301.10_3
	195.186
	21.564
	22.48

	ENSG00000159307.18_3
	83.194
	160.324
	1.1

	ENSG00000267316.5_3
	108.792
	0
	26.66

	ENSG00000229807.10_3
	30.931
	100.319
	0.24

	ENSG00000139292.12_3
	44.797
	117.196
	1.44

	ENSG00000102271.13_3
	129.058
	6.563
	3.28

	ENSG00000225422.4_2
	188.787
	20.626
	24.17

	ENSG00000135439.11_4
	316.778
	59.067
	7.09

	ENSG00000233178.7_3
	105.593
	180.95
	3.9

	ENSG00000276071.1_3
	154.656
	12.188
	17.57

	ENSG00000151892.14_3
	89.594
	165.011
	1.41

	ENSG00000139629.15_3
	107.726
	182.825
	2.94

	ENSG00000136378.14_3
	301.846
	54.379
	8.14

	ENSG00000247809.7_4
	338.11
	66.567
	10.29

	ENSG00000109881.16_4
	198.386
	23.439
	8.23

	ENSG00000163520.13_4
	321.044
	60.942
	10.2

	ENSG00000224310.1_2
	104.526
	1.875
	5.32

	ENSG00000198108.3_3
	149.323
	11.251
	5.74

	ENSG00000162989.4_3
	82.128
	156.573
	2.42

	ENSG00000170689.9_3
	102.393
	0.938
	5.87

	ENSG00000167117.8_2
	76.795
	150.948
	6.94

	ENSG00000234155.1_3
	78.928
	152.823
	4.65

	ENSG00000123610.4_3
	126.924
	6.563
	13.19

	ENSG00000211644.3_3
	58.663
	131.259
	22.32

	ENSG00000242371.1_3
	27.731
	94.694
	10.31

	ENSG00000148483.8_3
	74.661
	148.135
	2.02

	ENSG00000189099.11_3
	106.659
	180.013
	15.96

	ENSG00000163818.16_3
	88.527
	162.199
	2.9

	ENSG00000214814.7_3
	83.194
	156.573
	2.03

	ENSG00000167210.16_3
	121.592
	5.625
	2.29

	ENSG00000112175.7_3
	84.261
	157.511
	3.16

	ENSG00000105711.11_3
	202.653
	25.314
	4.82

	ENSG00000232400.1_2
	58.663
	130.322
	4.25

	ENSG00000224431.1_3
	166.388
	15.939
	6.93

	ENSG00000172689.1_3
	69.329
	141.572
	4.47

	ENSG00000169744.12_3
	294.38
	53.441
	14.77

	ENSG00000163293.11_3
	51.196
	121.883
	1.43

	ENSG00000102802.9_3
	201.586
	25.314
	12.57

	ENSG00000065911.11_3
	291.18
	52.504
	9.67

	ENSG00000131482.9_3
	66.129
	137.822
	3.16

	ENSG00000157765.11_3
	67.195
	138.76
	2.34

	ENSG00000137269.14_3
	104.526
	176.262
	4.58

	ENSG00000120324.8_2
	115.192
	4.688
	5.18

	ENSG00000258565.1_2
	137.59
	9.376
	18.02

	ENSG00000255874.2_2
	105.593
	2.813
	2.49

	ENSG00000004777.18_3
	290.113
	52.504
	9.76

	ENSG00000277734.7_3
	59.729
	130.322
	9.15

	ENSG00000170703.15_3
	56.529
	126.571
	2.27

	ENSG00000134668.12_3
	132.257
	8.438
	4.94

	ENSG00000179915.22_3
	53.33
	122.821
	0.51

	ENSG00000132434.9_3
	316.778
	61.879
	10.77

	ENSG00000176532.3_3
	45.863
	114.383
	4.05

	ENSG00000255565.1_3
	237.85
	36.565
	75.7

	ENSG00000272620.1_3
	299.712
	56.254
	6.53

	ENSG00000248476.1_3
	209.052
	28.127
	37.69

	ENSG00000141540.10_3
	231.451
	34.69
	7.38

	ENSG00000128805.14_3
	139.724
	10.313
	4.95

	ENSG00000101115.12_3
	113.059
	4.688
	3.21

	ENSG00000101311.15_3
	103.459
	173.45
	2.97

	ENSG00000010295.19_3
	321.044
	63.754
	12.02

	ENSG00000205358.3_3
	11.733
	69.38
	2.4

	ENSG00000188662.6_3
	107.726
	3.75
	13.08

	ENSG00000248771.5_4
	74.661
	144.385
	3.54

	ENSG00000133742.13_3
	99.193
	168.762
	4.94

	ENSG00000167080.8_3
	10.666
	67.505
	0.18

	ENSG00000165810.16_3
	213.318
	30.002
	7.11

	ENSG00000178665.14_3
	165.322
	16.876
	5.64

	ENSG00000130513.6_3
	161.055
	15.939
	19.86

	ENSG00000242732.4_4
	269.848
	47.816
	9.73

	ENSG00000112559.13_3
	101.326
	2.813
	8.34

	ENSG00000094755.16_3
	34.131
	98.444
	1.38

	ENSG00000233321.1_3
	93.86
	0.938
	16.7

	ENSG00000229989.3_2
	204.786
	28.127
	10.47

	ENSG00000266777.1_3
	204.786
	28.127
	10.62

	ENSG00000197808.11_3
	197.32
	26.252
	11.16

	ENSG00000273079.5_3
	213.318
	30.94
	1.04

	ENSG00000019505.7_3
	109.859
	176.262
	3.16

	ENSG00000106526.10_3
	94.927
	161.261
	2.38

	ENSG00000182199.10_3
	287.98
	55.316
	14.07

	ENSG00000135903.18_3
	90.66
	0.938
	3.05

	ENSG00000105171.9_3
	270.914
	49.691
	8.32

	ENSG00000132874.14_3
	8.533
	60.942
	0.25

	ENSG00000206579.8_3
	46.93
	110.633
	0.35

	ENSG00000255191.1_3
	97.06
	2.813
	33.25

	ENSG00000148655.14_4
	148.256
	14.063
	4.41

	ENSG00000125675.17_4
	166.388
	18.751
	4.25

	ENSG00000257818.1_2
	136.524
	11.251
	18.55

	ENSG00000185436.11_3
	47.997
	111.57
	1.44

	ENSG00000131941.7_3
	103.459
	167.824
	4.37

	ENSG00000221955.10_3
	294.38
	58.129
	11.83

	ENSG00000280639.1_2
	101.326
	3.75
	4.68

	ENSG00000138696.10_3
	119.458
	7.501
	2.99

	ENSG00000144407.9_3
	95.993
	2.813
	4.39

	ENSG00000211938.2_3
	34.131
	94.694
	11.75

	ENSG00000203618.5_3
	100.26
	3.75
	9.55

	ENSG00000103460.16_3
	65.062
	128.446
	2.75

	ENSG00000255143.1_4
	89.594
	1.875
	26.68

	ENSG00000162618.13_3
	279.447
	54.379
	11.73

	ENSG00000236998.2_3
	50.13
	111.57
	5.94

	ENSG00000107984.9_3
	87.461
	0
	7.23

	ENSG00000230838.1_2
	87.461
	0
	19.98

	ENSG00000232775.2
	87.461
	0
	11.16

	ENSG00000108823.15_3
	124.791
	9.376
	12.9

	ENSG00000235784.2_2
	136.524
	12.188
	22.99

	ENSG00000140279.12_3
	258.115
	47.816
	5.84

	ENSG00000197050.10_3
	254.916
	46.878
	10.54

	ENSG00000113460.12_3
	277.314
	54.379
	21.31

	ENSG00000272872.1
	86.394
	0
	18.42

	ENSG00000179772.7_3
	87.461
	1.875
	9.81

	ENSG00000186529.15_4
	42.664
	102.195
	1.19

	ENSG00000173898.11_3
	209.052
	32.815
	3.67

	ENSG00000231933.7_4
	85.327
	0
	2.83

	ENSG00000135702.14_3
	52.263
	112.508
	2.38

	ENSG00000167741.10_4
	99.193
	159.386
	4.8

	ENSG00000163873.9_3
	180.254
	24.377
	2.82

	ENSG00000184194.5_3
	149.323
	15.939
	4.93

	ENSG00000128309.16_3
	91.727
	151.886
	5.47

	ENSG00000267254.5_3
	152.523
	16.876
	17.31

	ENSG00000108576.9_3
	38.397
	96.569
	0.86

	ENSG00000283196.1_3
	254.916
	47.816
	15.87

	ENSG00000110811.19_3
	145.057
	15.001
	8.16

	ENSG00000260604.2_3
	90.66
	2.813
	1.9

	ENSG00000169418.9_3
	198.386
	30.002
	6.93

	ENSG00000185615.15_3
	46.93
	105.945
	4.09

	ENSG00000129167.9_3
	69.329
	129.384
	1.93

	ENSG00000142484.6_3
	33.064
	90.006
	6.91

	ENSG00000169946.13_3
	236.784
	42.19
	7.01

	ENSG00000249007.1_4
	44.797
	103.132
	6.72

	ENSG00000164270.17_3
	92.794
	151.886
	2.37

	ENSG00000232679.1_2
	83.194
	0
	21.91

	ENSG00000213170.3_2
	83.194
	0
	20.73

	ENSG00000184363.9_3
	60.796
	120.008
	3.2

	ENSG00000224821.5_3
	147.19
	15.939
	14.31

	ENSG00000270039.1_4
	161.055
	19.689
	41.24

	ENSG00000277829.1_4
	116.259
	8.438
	31.34

	ENSG00000136883.13_3
	88.527
	147.198
	5.85

	ENSG00000131771.13_3
	91.727
	150.01
	6.07

	ENSG00000211772.11_3
	73.595
	132.197
	14.37

	ENSG00000166073.10_3
	149.323
	16.876
	4.64

	ENSG00000105464.3_3
	110.926
	7.501
	3.22

	ENSG00000076944.15_3
	56.529
	114.383
	2.63

	ENSG00000248222.5_3
	225.051
	39.378
	14.47

	ENSG00000144045.13_3
	91.727
	149.073
	5.05

	ENSG00000198851.9_3
	65.062
	122.821
	6.22

	ENSG00000177725.5_4
	87.461
	2.813
	5.47

	ENSG00000241388.4_2
	84.261
	141.572
	7.58

	ENSG00000261115.5_3
	114.125
	8.438
	1.59

	ENSG00000253932.1_3
	174.921
	24.377
	7.42

	ENSG00000180801.13_3
	181.321
	26.252
	5.76

	ENSG00000176165.10_3
	79.994
	0
	2.42

	ENSG00000172238.4_3
	29.865
	83.443
	2

	ENSG00000277152.1_3
	213.318
	36.565
	4.7

	ENSG00000140511.11_3
	90.66
	3.75
	6.33

	ENSG00000244953.1_3
	142.923
	15.939
	10.34

	ENSG00000242100.2_2
	163.189
	21.564
	38.95

	ENSG00000172673.10_4
	62.929
	119.071
	2.16

	ENSG00000196357.11_3
	200.519
	32.815
	9.9

	ENSG00000130822.15_3
	65.062
	120.946
	4.26

	ENSG00000166173.10_3
	152.523
	18.751
	4.74

	ENSG00000279814.1_3
	220.785
	39.378
	19.86

	ENSG00000101945.16_3
	165.322
	22.502
	7.67

	ENSG00000126254.11_3
	233.584
	44.066
	20.35

	ENSG00000105404.10_3
	201.586
	33.752
	31.64

	ENSG00000184497.12_3
	167.455
	23.439
	3.91

	ENSG00000196581.10_3
	143.99
	16.876
	1.72

	ENSG00000111052.7_3
	133.324
	14.063
	3.23

	ENSG00000260581.1_3
	78.928
	1.875
	7.45

	ENSG00000147606.8_3
	92.794
	4.688
	2.32

	ENSG00000185737.12_3
	105.593
	7.501
	3.5

	ENSG00000078053.16_3
	182.387
	28.127
	7.9

	ENSG00000167880.7_3
	71.462
	125.634
	1.58

	ENSG00000279400.1_3
	77.861
	1.875
	5.14

	ENSG00000274080.1_4
	53.33
	106.882
	3.52

	ENSG00000175535.6_3
	74.661
	0
	7.45

	ENSG00000238057.8_3
	181.321
	28.127
	14.27

	ENSG00000082684.14_3
	181.321
	28.127
	4.95

	ENSG00000185518.11_3
	155.722
	20.626
	1.98

	ENSG00000238042.5_3
	82.128
	2.813
	12.18

	ENSG00000272249.1_3
	82.128
	2.813
	22.3

	ENSG00000196460.12_3
	73.595
	0.938
	6.46

	ENSG00000211666.2_3
	44.797
	97.507
	16.49

	ENSG00000227742.2_3
	29.865
	80.631
	4.67

	ENSG00000006555.10_3
	85.327
	137.822
	2.84

	ENSG00000275385.1_3
	27.731
	77.818
	3.1

	ENSG00000147642.16_4
	66.129
	119.071
	1.65

	ENSG00000248125.1_3
	12.799
	58.129
	1.72

	ENSG00000225383.7_3
	99.193
	6.563
	21.18

	ENSG00000105398.3_3
	19.199
	66.567
	1.43

	ENSG00000245970.2_3
	190.92
	31.877
	14.21

	ENSG00000260139.6_2
	93.86
	5.625
	2.89

	ENSG00000130584.10_3
	225.051
	43.128
	6.23

	ENSG00000272078.1_3
	79.994
	131.259
	1.49

	ENSG00000226445.1_3
	114.125
	10.313
	17.24

	ENSG00000129354.11_3
	49.063
	100.319
	4.13

	ENSG00000265206.5_4
	71.462
	122.821
	6.51

	ENSG00000149380.11_3
	84.261
	3.75
	5.48

	ENSG00000196284.15_4
	195.186
	33.752
	10.72

	ENSG00000206557.5_3
	70.395
	0
	1.2

	ENSG00000274979.1_3
	38.397
	88.131
	1.07

	ENSG00000186481.16_3
	4.266
	43.128
	0.11

	ENSG00000198857.3_2
	100.26
	7.501
	13.11

	ENSG00000233527.8_3
	207.986
	38.44
	17.03

	ENSG00000199409.1
	69.329
	0
	101.59

	ENSG00000078018.19_3
	189.853
	32.815
	2.74

	ENSG00000240666.2_3
	30.931
	78.755
	5.53

	ENSG00000178462.11_3
	49.063
	98.444
	4.04

	ENSG00000124191.17_3
	125.858
	14.063
	6.22

	ENSG00000147257.13_3
	146.123
	19.689
	8.2

	ENSG00000166289.5_3
	149.323
	20.626
	9.31

	ENSG00000233217.2_3
	50.13
	99.382
	2.42

	ENSG00000235590.7_4
	94.927
	6.563
	3.84

	ENSG00000181690.7_3
	75.728
	124.696
	1.53

	ENSG00000259834.1_3
	67.195
	116.258
	2.86

	ENSG00000243238.1_3
	14.932
	58.129
	5.67

	ENSG00000267080.5_3
	225.051
	45.003
	15.05

	ENSG00000276115.1_4
	154.656
	22.502
	12.74

	ENSG00000162670.10_3
	24.532
	70.317
	1.16

	ENSG00000159713.10_3
	49.063
	97.507
	3.12

	ENSG00000211669.3_4
	22.398
	67.505
	8.68

	ENSG00000248790.1_4
	39.464
	87.194
	21.39

	ENSG00000124374.8_3
	52.263
	100.319
	1.23

	ENSG00000272556.2_3
	143.99
	19.689
	2.06

	ENSG00000232118.2_2
	101.326
	8.438
	21.42

	ENSG00000132554.19_3
	66.129
	0.938
	2.12

	ENSG00000275234.1_3
	4.266
	41.253
	0.92

	ENSG00000280837.1_2
	30.931
	76.88
	1.99

	ENSG00000089041.16_3
	162.122
	25.314
	4.65

	ENSG00000204790.8
	27.731
	73.13
	0.83

	ENSG00000187193.8_3
	8.533
	47.816
	1.53

	ENSG00000263426.1
	69.329
	1.875
	34.66

	ENSG00000225903.1_3
	65.062
	0.938
	31.67

	ENSG00000011347.9_3
	161.055
	25.314
	4.18

	ENSG00000083067.22_3
	87.461
	5.625
	0.79

	ENSG00000070371.15_3
	154.656
	23.439
	4.04

	ENSG00000253406.1_4
	154.656
	23.439
	5.05

	ENSG00000279237.1_4
	148.256
	21.564
	25.43

	ENSG00000175591.11_3
	12.799
	53.441
	0.66

	ENSG00000179855.5_3
	206.919
	40.315
	7.06

	ENSG00000211459.2
	30.931
	75.943
	4.8

	ENSG00000164236.11_3
	198.386
	37.503
	3.2

	ENSG00000164142.15_3
	67.195
	113.445
	2.16

	ENSG00000243188.1_2
	44.797
	90.944
	7.18

	ENSG00000250508.1_3
	68.262
	1.875
	3.11

	ENSG00000267279.1_4
	63.996
	0.938
	7.9

	ENSG00000081818.3_3
	117.325
	13.126
	4.54

	ENSG00000135069.13_3
	147.19
	21.564
	9.96

	ENSG00000125841.12_3
	143.99
	20.626
	8.2

	ENSG00000156265.15_3
	180.254
	31.877
	8.74

	ENSG00000145911.5_3
	197.32
	37.503
	4.8

	ENSG00000134398.14_3
	63.996
	109.695
	2.63

	ENSG00000133107.14_3
	113.059
	12.188
	3.98

	ENSG00000248441.6_3
	126.924
	15.939
	3.11

	ENSG00000251244.1_3
	62.929
	0
	17.94

	ENSG00000256340.8_2
	34.131
	78.755
	1.47

	ENSG00000120322.3_3
	67.195
	1.875
	3.63

	ENSG00000228294.2
	62.929
	0.938
	11.99

	ENSG00000152977.9_3
	62.929
	0.938
	1.78

	ENSG00000197479.6_3
	108.792
	11.251
	3.84

	ENSG00000113722.16_3
	73.595
	118.133
	6.2

	ENSG00000256229.7_3
	97.06
	8.438
	3.37

	ENSG00000215394.4
	61.862
	0
	11.69

	ENSG00000183421.11_3
	37.331
	81.568
	1.37

	ENSG00000164695.4_3
	37.331
	81.568
	2.96

	ENSG00000256083.1_3
	61.862
	0.938
	20.17

	ENSG00000184564.8_3
	21.332
	62.817
	0.73

	ENSG00000132541.10_3
	153.589
	24.377
	21.51

	ENSG00000136231.13_3
	70.395
	2.813
	2.45

	ENSG00000023892.10_3
	40.531
	84.381
	2.65

	ENSG00000261116.1_3
	61.862
	105.945
	4.74

	ENSG00000232517.2_3
	60.796
	0
	1.29

	ENSG00000013725.14_3
	46.93
	90.944
	2.14

	ENSG00000243466.1_3
	54.396
	98.444
	15.13

	ENSG00000264444.1_3
	60.796
	0.938
	17.57

	ENSG00000163661.3_3
	60.796
	0.938
	4.64

	ENSG00000125384.6_3
	33.064
	75.943
	1.98

	ENSG00000008394.12_3
	43.73
	87.194
	2.93

	ENSG00000164398.12_3
	43.73
	87.194
	0.88

	ENSG00000196167.9_4
	58.663
	102.195
	1.07

	ENSG00000116748.21_3
	15.999
	55.316
	0.98

	ENSG00000238541.1
	69.329
	2.813
	99.62

	ENSG00000254560.5_3
	59.729
	0
	8.34

	ENSG00000121207.11_3
	30.931
	73.13
	0.92

	ENSG00000170425.3_3
	113.059
	13.126
	9.64

	ENSG00000242173.8_3
	40.531
	83.443
	6.32

	ENSG00000276547.1_3
	116.259
	14.063
	3.55

	ENSG00000133460.19_4
	191.987
	37.503
	6.68

	ENSG00000255043.1_3
	105.593
	11.251
	4.73

	ENSG00000139266.5_3
	183.454
	34.69
	7.54

	ENSG00000111664.10_3
	98.127
	9.376
	7.55

	ENSG00000108405.3_3
	67.195
	109.695
	3.69

	ENSG00000177464.4_3
	171.721
	30.94
	8.34

	ENSG00000124839.12_3
	69.329
	111.57
	5.22

	ENSG00000128242.12_3
	5.333
	39.378
	0.33

	ENSG00000204011.4_3
	93.86
	8.438
	41.34

	ENSG00000268153.5_3
	58.663
	0
	4.73

	ENSG00000184160.7_3
	58.663
	0
	3.98

	ENSG00000006047.12_3
	34.131
	75.943
	3.18

	ENSG00000250606.4
	26.665
	67.505
	4.98

	ENSG00000233006.6_3
	35.198
	76.88
	2.25

	ENSG00000135697.9_3
	30.931
	72.193
	1.56

	ENSG00000231172.2_3
	72.528
	3.75
	9.06

	ENSG00000231764.8_3
	58.663
	0.938
	0.57

	ENSG00000253105.5_3
	58.663
	0.938
	8.3

	ENSG00000178732.5_3
	62.929
	1.875
	2.64

	ENSG00000274964.1_4
	137.59
	20.626
	15.01

	ENSG00000120328.6_3
	107.726
	12.188
	4.11

	ENSG00000166130.14_4
	189.853
	37.503
	6.75

	ENSG00000264736.1_2
	57.596
	0
	4.28

	ENSG00000040731.10_3
	57.596
	0
	2.48

	ENSG00000067606.16_3
	58.663
	100.319
	3.78

	ENSG00000211900.2_2
	38.397
	79.693
	93.16

	ENSG00000130758.7_3
	191.987
	38.44
	8.27

	ENSG00000186115.12_3
	61.862
	103.132
	3.59

	ENSG00000263990.1_3
	120.525
	15.939
	36.55

	ENSG00000169122.11_3
	154.656
	26.252
	6.66

	ENSG00000249439.1_2
	57.596
	0.938
	16.49

	ENSG00000254709.7_3
	4.266
	36.565
	0.47

	ENSG00000115263.14_3
	8.533
	43.128
	0.97

	ENSG00000257438.1_3
	87.461
	7.501
	17.19

	ENSG00000168993.14_3
	87.461
	7.501
	5.93

	ENSG00000224959.1_4
	125.858
	17.814
	21.14

	ENSG00000267650.1_3
	83.194
	6.563
	10.55

	ENSG00000006016.10_3
	70.395
	3.75
	5.81

	ENSG00000173264.14_3
	147.19
	24.377
	9.23

	ENSG00000166265.11_3
	158.922
	28.127
	7.2

	ENSG00000080293.9_3
	34.131
	74.068
	2.71

	ENSG00000183199.6_3
	90.66
	8.438
	6.17

	ENSG00000211653.2_3
	40.531
	80.631
	14.74

	ENSG00000253537.2_3
	134.391
	20.626
	3.65

	ENSG00000187288.10_3
	47.997
	88.131
	5.17

	ENSG00000269903.1_3
	86.394
	7.501
	29.53

	ENSG00000255026.1_3
	49.063
	89.069
	8.94

	ENSG00000138678.10_3
	49.063
	89.069
	2.57

	ENSG00000211940.2
	11.733
	46.878
	4

	ENSG00000243279.3_3
	104.526
	12.188
	8.92

	ENSG00000279660.1_4
	50.13
	90.006
	5.58

	ENSG00000138755.5_3
	166.388
	30.94
	8.99

	ENSG00000166845.13_4
	142.923
	23.439
	3.6

	ENSG00000172548.14_4
	107.726
	13.126
	4.87

	ENSG00000110245.11_3
	19.199
	56.254
	4.53

	ENSG00000226604.2_4
	59.729
	1.875
	4.77

	ENSG00000206262.8_3
	54.396
	0
	2.28

	ENSG00000182771.18_3
	114.125
	15.001
	2.9

	ENSG00000261617.1_2
	29.865
	68.442
	0.83

	ENSG00000235244.3_2
	55.463
	94.694
	3.95

	ENSG00000137877.9_3
	165.322
	30.94
	2.09

	ENSG00000111012.9_3
	63.996
	2.813
	3.73

	ENSG00000188959.9_3
	50.13
	89.069
	2.73

	ENSG00000224373.3_3
	51.196
	90.006
	15.31

	ENSG00000222178.1
	53.33
	0
	80.54

	ENSG00000091704.9_4
	53.33
	0
	5.2

	ENSG00000178222.12_4
	88.527
	8.438
	4.23

	ENSG00000149534.8_3
	43.73
	82.506
	1.77

	ENSG00000253345.1_2
	5.333
	36.565
	2.98

	ENSG00000270975.1_2
	58.663
	1.875
	19.42

	ENSG00000133808.4_3
	155.722
	28.127
	7.57

	ENSG00000228146.7_2
	44.797
	83.443
	2.1

	ENSG00000273971.1_3
	8.533
	41.253
	3.69

	ENSG00000184672.11_3
	19.199
	55.316
	0.86

	ENSG00000168356.11_4
	91.727
	9.376
	1.76

	ENSG00000048540.14_3
	40.531
	78.755
	1.12

	ENSG00000105173.13_3
	79.994
	6.563
	5.7

	ENSG00000099953.9_3
	111.992
	15.001
	7.23

	ENSG00000170608.2_3
	14.932
	49.691
	1.11

	ENSG00000186301.8_2
	60.796
	98.444
	3.93

	ENSG00000227925.1_2
	52.263
	0
	18.29

	ENSG00000259518.1_2
	52.263
	0
	3.01

	ENSG00000150630.3_3
	98.127
	11.251
	7.04

	ENSG00000131773.13_3
	151.456
	27.189
	9.58

	ENSG00000105088.8_3
	173.855
	34.69
	12.31

	ENSG00000273038.2_3
	90.66
	9.376
	6.52

	ENSG00000108018.15_3
	28.798
	65.63
	0.57

	ENSG00000126778.8_3
	61.862
	2.813
	2.25

	ENSG00000007516.13_4
	19.199
	54.379
	0.56

	ENSG00000269881.1_4
	40.531
	77.818
	2.68

	ENSG00000151025.9_3
	86.394
	8.438
	1.84

	ENSG00000169245.5_3
	74.661
	5.625
	9.4

	ENSG00000178752.15_4
	52.263
	0.938
	7.26

	ENSG00000198358.4_4
	8.533
	40.315
	0.59

	ENSG00000227070.1_3
	26.665
	62.817
	10.9

	ENSG00000115363.13_3
	82.128
	7.501
	5.14

	ENSG00000178538.9_3
	20.265
	55.316
	0.79

	ENSG00000211673.2_3
	27.731
	63.754
	10.31

	ENSG00000135502.17_3
	77.861
	6.563
	4.82

	ENSG00000211966.2_3
	18.132
	52.504
	6.55

	ENSG00000170370.11_3
	50.13
	0
	2.56

	ENSG00000122691.12_3
	50.13
	0
	4.45

	ENSG00000260585.1_3
	50.13
	0
	1.48

	ENSG00000258188.1
	51.196
	0.938
	12.93

	ENSG00000168389.17_3
	34.131
	70.317
	2.28

	ENSG00000067798.14_3
	159.989
	30.94
	2.41

	ENSG00000137825.10_3
	25.598
	60.942
	2.08

	ENSG00000124785.8_3
	127.991
	20.626
	8.65

	ENSG00000134780.9_3
	124.791
	19.689
	3.21

	ENSG00000175772.10_2
	42.664
	78.755
	2.81

	ENSG00000240661.3_4
	91.727
	10.313
	3.73

	ENSG00000145247.11_3
	31.998
	67.505
	3.99

	ENSG00000235790.7_4
	130.124
	21.564
	12.85

	ENSG00000185046.18_3
	141.857
	25.314
	2.82

	ENSG00000245694.9_3
	49.063
	0
	1.58

	ENSG00000126562.16_3
	45.863
	81.568
	1.7

	ENSG00000171056.7_3
	126.924
	20.626
	5.84

	ENSG00000180998.11_3
	63.996
	3.75
	2.44

	ENSG00000241224.7_4
	47.997
	83.443
	7.68

	ENSG00000175445.14_3
	135.457
	23.439
	5.21

	ENSG00000280721.1_2
	110.926
	15.939
	11.91

	ENSG00000163364.9_2
	54.396
	1.875
	4.52

	ENSG00000112139.14_3
	143.99
	26.252
	1.94

	ENSG00000198734.10_3
	29.865
	64.692
	0.63

	ENSG00000253313.5_3
	35.198
	70.317
	3.44

	ENSG00000216588.8_4
	6.4
	35.627
	0.96

	ENSG00000108511.9_3
	83.194
	8.438
	6.28

	ENSG00000132744.7_3
	53.33
	88.131
	6.07

	ENSG00000244306.10_2
	47.997
	0
	4.41

	ENSG00000108813.10_3
	47.997
	0
	2.56

	ENSG00000197859.9_3
	97.06
	12.188
	3.07

	ENSG00000228598.1_3
	44.797
	79.693
	10.38

	ENSG00000123689.5_3
	62.929
	3.75
	10.75

	ENSG00000260941.1_2
	67.195
	4.688
	6.33

	ENSG00000235523.1_3
	27.731
	61.879
	11.37

	ENSG00000101276.14_3
	46.93
	81.568
	2.16

	ENSG00000127589.4_2
	78.928
	7.501
	7.1

	ENSG00000176092.14_4
	33.064
	67.505
	0.93

	ENSG00000169783.12_3
	89.594
	10.313
	3.79

	ENSG00000243055.1_3
	34.131
	68.442
	7.76

	ENSG00000215559.8_2
	18.132
	50.629
	0.59

	ENSG00000178033.5_3
	136.524
	24.377
	2.07

	ENSG00000144395.17_4
	74.661
	6.563
	2.6

	ENSG00000214575.9_3
	82.128
	8.438
	1.93

	ENSG00000153002.11_3
	46.93
	0
	3.92

	ENSG00000131668.13_3
	46.93
	0
	3.91

	ENSG00000260862.1_4
	57.596
	2.813
	2.11

	ENSG00000080007.7_3
	115.192
	17.814
	6.78

	ENSG00000137203.10_3
	70.395
	5.625
	2.26

	ENSG00000169562.9_3
	30.931
	64.692
	2.23

	ENSG00000188130.13_3
	85.327
	9.376
	5.77

	ENSG00000095713.13_3
	66.129
	4.688
	3.2

	ENSG00000277972.1_3
	44.797
	78.755
	3.2

	ENSG00000211668.2_3
	13.866
	45.003
	5.13

	ENSG00000241886.1_4
	31.998
	65.63
	8.43

	ENSG00000173585.15_3
	49.063
	82.506
	2.73

	ENSG00000183010.16_3
	73.595
	6.563
	4.74

	ENSG00000179242.15_4
	73.595
	6.563
	1.48

	ENSG00000169679.14_3
	154.656
	30.94
	6.28

	ENSG00000233376.1_4
	34.131
	67.505
	12.53

	ENSG00000168421.12_3
	51.196
	84.381
	1.39

	ENSG00000117122.13_4
	98.127
	13.126
	11.53

	ENSG00000102057.9_3
	146.123
	28.127
	3.78

	ENSG00000271127.1
	45.863
	0
	4.89

	ENSG00000278960.1_3
	45.863
	0
	19.28

	ENSG00000164532.10_3
	45.863
	0
	3.63

	ENSG00000105750.14_3
	101.326
	14.063
	4.22

	ENSG00000184156.16_3
	137.59
	25.314
	1.76

	ENSG00000161682.14_3
	56.529
	2.813
	2.65

	ENSG00000115828.15_3
	56.529
	2.813
	4.81

	ENSG00000026559.13_3
	69.329
	5.625
	4.64

	ENSG00000213145.9_3
	18.132
	49.691
	1.83

	ENSG00000279375.1_3
	46.93
	0.938
	17.45

	ENSG00000272416.1_3
	76.795
	7.501
	14.97

	ENSG00000163501.6_3
	38.397
	71.255
	2.81

	ENSG00000118004.17_3
	72.528
	6.563
	4.2

	ENSG00000138795.9_3
	100.26
	14.063
	3.54

	ENSG00000143365.17_3
	39.464
	72.193
	1.81

	ENSG00000143479.15_3
	103.459
	15.001
	5.76

	ENSG00000225477.3_3
	44.797
	0
	5.63

	ENSG00000164920.9_3
	121.592
	20.626
	7.52

	ENSG00000198643.6_3
	41.597
	74.068
	4.67

	ENSG00000211659.2_3
	5.333
	31.877
	2.08

	ENSG00000234961.1_3
	143.99
	28.127
	30.18

	ENSG00000132622.10_3
	135.457
	25.314
	6.36

	ENSG00000051128.18_3
	123.725
	21.564
	6.96

	ENSG00000054938.15_3
	78.928
	8.438
	5.89

	ENSG00000253910.2_3
	95.993
	13.126
	2.98

	ENSG00000280390.1_2
	4.266
	30.002
	0.94

	ENSG00000211663.2_3
	4.266
	30.002
	1.67

	ENSG00000163975.11_3
	46.93
	78.755
	1.44

	ENSG00000225329.3_2
	22.398
	53.441
	1.4

	ENSG00000211648.2_3
	7.466
	34.69
	2.71

	ENSG00000113790.10_3
	50.13
	81.568
	1.67

	ENSG00000154328.15_3
	114.125
	18.751
	6.08

	ENSG00000228014.1_2
	54.396
	2.813
	5.48

	ENSG00000272321.1_3
	54.396
	2.813
	3.07

	ENSG00000224189.6_3
	125.858
	22.502
	4.22

	ENSG00000002746.14_3
	58.663
	3.75
	0.91

	ENSG00000282246.1_4
	107.726
	16.876
	13.24

	ENSG00000231137.1_2
	28.798
	60.004
	3.34

	ENSG00000229417.1_2
	6.4
	32.815
	1.11

	ENSG00000223813.2_3
	24.532
	55.316
	2.52

	ENSG00000101134.11_3
	49.063
	1.875
	3.7

	ENSG00000211685.3_3
	18.132
	47.816
	6.09

	ENSG00000270550.1_3
	12.799
	41.253
	4.4

	ENSG00000148942.14_3
	38.397
	69.38
	0.8

	ENSG00000233333.2_2
	22.398
	52.504
	4.38

	ENSG00000237353.6_3
	53.33
	2.813
	3.98

	ENSG00000233098.8_4
	53.33
	2.813
	0.98

	ENSG00000255050.1_3
	4.266
	29.065
	0.54

	ENSG00000058335.15_3
	57.596
	3.75
	1.18

	ENSG00000249700.8_2
	100.26
	15.001
	4.54

	ENSG00000187840.4_3
	97.06
	14.063
	14.08

	ENSG00000106852.15_3
	97.06
	14.063
	3.11

	ENSG00000212747.4_4
	97.06
	14.063
	7.09

	ENSG00000127533.3_3
	135.457
	26.252
	5.77

	ENSG00000236841.7_3
	43.73
	0.938
	1.58

	ENSG00000187268.11_3
	43.73
	0.938
	1.1

	ENSG00000185838.13_3
	115.192
	19.689
	2.44

	ENSG00000242534.2_4
	7.466
	33.752
	3.61

	ENSG00000204442.3_3
	69.329
	6.563
	1.21

	ENSG00000227248.1_3
	69.329
	6.563
	12.53

	ENSG00000136114.15_3
	123.725
	22.502
	5.47

	ENSG00000159224.4_3
	28.798
	59.067
	5.95

	ENSG00000211638.2_3
	28.798
	59.067
	10.29

	ENSG00000250354.1_3
	20.265
	49.691
	4.41

	ENSG00000253733.3_2
	79.994
	9.376
	13.27

	ENSG00000265488.1
	9.599
	36.565
	16.52

	ENSG00000181778.4_3
	2.133
	25.314
	0.25

	ENSG00000088538.12_3
	24.532
	54.379
	0.41

	ENSG00000224559.2_2
	41.597
	0
	1.75

	ENSG00000178773.14_3
	72.528
	7.501
	4.04

	ENSG00000250591.3_2
	6.4
	31.877
	1.28

	ENSG00000183134.4_3
	30.931
	60.942
	1.58

	ENSG00000207627.1
	52.263
	2.813
	80.57

	ENSG00000213222.3_3
	114.125
	19.689
	16.45

	ENSG00000075461.5_3
	42.664
	0.938
	1.87

	ENSG00000269404.6_3
	12.799
	40.315
	0.5

	ENSG00000232216.1_3
	10.666
	37.503
	3.64

	ENSG00000197977.3_3
	78.928
	9.376
	2.92

	ENSG00000163564.14_3
	27.731
	57.191
	1.4

	ENSG00000284428.1_2
	34.131
	63.754
	1.36

	ENSG00000132970.12_3
	133.324
	26.252
	3.94

	ENSG00000179546.4_3
	23.465
	52.504
	1.22

	ENSG00000010438.16_3
	28.798
	58.129
	3.39

	ENSG00000228630.5_3
	40.531
	0
	2.48

	ENSG00000231725.1_2
	40.531
	0
	6.18

	ENSG00000172640.3_3
	4.266
	28.127
	0.48

	ENSG00000088882.7_3
	63.996
	5.625
	3.96

	ENSG00000264714.1_3
	71.462
	7.501
	3.51

	ENSG00000124440.15_3
	45.863
	75.005
	1.06

	ENSG00000175600.15_3
	94.927
	14.063
	8.15

	ENSG00000076258.9_3
	46.93
	75.943
	3.08

	ENSG00000197915.5_3
	130.124
	25.314
	2

	ENSG00000272068.1_3
	17.065
	45.003
	0.78

	ENSG00000248676.1_3
	17.065
	45.003
	7.04

	ENSG00000156687.10_3
	17.065
	45.003
	0.27

	ENSG00000234293.1_3
	59.729
	4.688
	21.77

	ENSG00000126947.12_3
	109.859
	18.751
	7.59

	ENSG00000264859.5_3
	11.733
	38.44
	0.86

	ENSG00000225345.3_2
	11.733
	38.44
	0.89

	ENSG00000275322.1_3
	74.661
	8.438
	9.75

	ENSG00000275443.1_4
	55.463
	3.75
	10.93

	ENSG00000050555.17_3
	55.463
	3.75
	1.34

	ENSG00000206075.13_3
	30.931
	60.004
	1.35

	ENSG00000187608.8_4
	67.195
	6.563
	10.56

	ENSG00000250986.1_2
	41.597
	0.938
	1.36

	ENSG00000261573.1_3
	31.998
	60.942
	11.38

	ENSG00000132698.14_3
	40.531
	69.38
	5.4

	ENSG00000237512.6_3
	84.261
	11.251
	19.27

	ENSG00000100344.10_3
	84.261
	11.251
	4.45

	ENSG00000178404.9_3
	111.992
	19.689
	7.93

	ENSG00000240498.6_4
	90.66
	13.126
	3.36

	ENSG00000124749.16_3
	120.525
	22.502
	3.93

	ENSG00000179431.6_3
	70.395
	7.501
	4.25

	ENSG00000135454.13_3
	62.929
	5.625
	2.19

	ENSG00000277494.1_3
	62.929
	5.625
	4.08

	ENSG00000142700.11_3
	39.464
	0
	1.81

	ENSG00000200942.1
	39.464
	0
	58.41

	ENSG00000221502.1
	39.464
	0
	83.44

	ENSG00000157851.16_3
	45.863
	1.875
	1.27

	ENSG00000247872.2_2
	1.067
	22.502
	0.24

	ENSG00000142959.4_3
	8.533
	33.752
	0.62

	ENSG00000268628.2_3
	10.666
	36.565
	0.96

	ENSG00000165304.7_3
	125.858
	24.377
	7.49

	ENSG00000245848.2_3
	15.999
	43.128
	0.9

	ENSG00000205838.13_4
	58.663
	4.688
	6.39

	ENSG00000282057.1_4
	114.125
	20.626
	5.26

	ENSG00000119411.10_3
	29.865
	58.129
	1.89

	ENSG00000183054.11_3
	20.265
	47.816
	0.41

	ENSG00000256654.3_3
	66.129
	6.563
	1.44

	ENSG00000262576.2_3
	76.795
	9.376
	2.33

	ENSG00000236892.1_3
	40.531
	0.938
	8.3

	ENSG00000167889.12_3
	40.531
	0.938
	1.22

	ENSG00000280079.1_4
	40.531
	0.938
	3.77

	ENSG00000279404.1_3
	40.531
	0.938
	3.1

	ENSG00000270547.5_2
	40.531
	0.938
	2.58

	ENSG00000138308.5_3
	39.464
	67.505
	5.18

	ENSG00000280304.1_4
	86.394
	12.188
	3.66

	ENSG00000240864.3_3
	11.733
	37.503
	4.59

	ENSG00000138180.15_3
	124.791
	24.377
	7

	ENSG00000124216.3_3
	69.329
	7.501
	6.09

	ENSG00000203446.2_3
	61.862
	5.625
	5.17

	ENSG00000121807.5_4
	33.064
	60.942
	1.35

	ENSG00000226738.1_3
	38.397
	0
	36.2

	ENSG00000105290.11_3
	44.797
	1.875
	2.16

	ENSG00000271049.1_3
	101.326
	16.876
	17.16

	ENSG00000262003.1_3
	126.924
	25.314
	22.91

	ENSG00000255864.5_3
	75.728
	9.376
	7.02

	ENSG00000259070.5_2
	53.33
	3.75
	1.76

	ENSG00000179178.10_3
	23.465
	50.629
	1.85

	ENSG00000225975.6_2
	78.928
	10.313
	13.29

	ENSG00000162894.11_3
	37.331
	64.692
	2.83

	ENSG00000275431.1_3
	8.533
	32.815
	0.33

	ENSG00000271781.1_3
	10.666
	35.627
	2

	ENSG00000163132.6_3
	39.464
	0.938
	3.01

	ENSG00000092853.13_3
	68.262
	7.501
	2.03

	ENSG00000273388.1_3
	37.331
	0
	10.56

	ENSG00000164743.4_3
	37.331
	0
	3.82

	ENSG00000235532.1_2
	17.065
	43.128
	0.76

	ENSG00000163673.7_4
	71.462
	8.438
	1.92

	ENSG00000283647.1_3
	26.665
	53.441
	7.53

	ENSG00000005513.9_3
	56.529
	4.688
	2.74

	ENSG00000116883.8_4
	34.131
	60.942
	2.75

	ENSG00000174791.10_3
	90.66
	14.063
	4.69

	ENSG00000145721.11_3
	63.996
	6.563
	2.35

	ENSG00000169330.8_3
	77.861
	10.313
	1.71

	ENSG00000256325.1_4
	87.461
	13.126
	34.61

	ENSG00000161249.20_4
	87.461
	13.126
	4.52

	ENSG00000128262.8_2
	87.461
	13.126
	2.58

	ENSG00000165379.13_4
	47.997
	2.813
	1.19

	ENSG00000264236.1_3
	52.263
	3.75
	11.76

	ENSG00000230300.1_3
	84.261
	12.188
	27.59

	ENSG00000106018.13_3
	14.932
	40.315
	0.42

	ENSG00000168209.4_3
	119.458
	23.439
	10.11

	ENSG00000101082.13_3
	28.798
	55.316
	1.55

	ENSG00000248698.6_4
	38.397
	0.938
	2.46

	ENSG00000148948.7_3
	67.195
	7.501
	2.05

	ENSG00000250893.1_3
	29.865
	56.254
	5.13

	ENSG00000236816.2_2
	59.729
	5.625
	3.66

	ENSG00000228437.5_3
	36.264
	0
	4.68

	ENSG00000261327.4_3
	36.264
	0
	3.56

	ENSG00000064218.4_3
	36.264
	0
	2.46

	ENSG00000251364.6_3
	30.931
	57.191
	0.8

	ENSG00000062038.13_3
	42.664
	1.875
	1.26

	ENSG00000211937.3_3
	31.998
	58.129
	12.53

	ENSG00000263429.3_3
	25.598
	51.566
	2.48

	ENSG00000271410.1_3
	79.994
	11.251
	9.74

	ENSG00000267006.1_3
	101.326
	17.814
	12.75

	ENSG00000136267.13_3
	5.333
	27.189
	0.1

	ENSG00000049283.17_3
	21.332
	46.878
	0.77

	ENSG00000224055.1_2
	51.196
	3.75
	9.44

	ENSG00000270190.1_4
	51.196
	3.75
	12.5

	ENSG00000251011.5_3
	51.196
	3.75
	2.76

	ENSG00000213988.10_3
	46.93
	2.813
	3.01

	ENSG00000269997.1_4
	34.131
	60.004
	9.13

	ENSG00000162383.11_3
	115.192
	22.502
	3.6

	ENSG00000267491.1_3
	94.927
	15.939
	14.87

	ENSG00000260592.1_3
	22.398
	47.816
	5.24

	ENSG00000232680.2_3
	18.132
	43.128
	2.68

	ENSG00000160439.15_3
	18.132
	43.128
	1.19

	ENSG00000234247.1_3
	37.331
	0.938
	7.74

	ENSG00000105131.7_3
	37.331
	0.938
	2.72

	ENSG00000228919.5_2
	37.331
	0.938
	4.26

	ENSG00000244575.3_3
	7.466
	30.002
	2.89

	ENSG00000180340.6_3
	58.663
	5.625
	4.11

	ENSG00000246763.6_3
	37.331
	62.817
	2.9

	ENSG00000237974.1_3
	4.266
	25.314
	3.27

	ENSG00000267262.1_4
	14.932
	39.378
	3.9

	ENSG00000207923.1
	28.798
	54.379
	44.4

	ENSG00000259354.5_4
	23.465
	48.753
	1.01

	ENSG00000203805.10_3
	35.198
	0
	3.37

	ENSG00000140557.11_3
	35.198
	0
	0.91

	ENSG00000222032.1_2
	35.198
	0
	9.63

	ENSG00000226887.7_3
	35.198
	0
	1.32

	ENSG00000162543.5_3
	30.931
	56.254
	0.82

	ENSG00000262503.1_3
	41.597
	1.875
	8.55

	ENSG00000250635.1_2
	41.597
	1.875
	10.67

	ENSG00000171097.13_3
	61.862
	6.563
	3.68

	ENSG00000224650.2_3
	20.265
	45.003
	5.11

	ENSG00000225335.3_3
	20.265
	45.003
	1.34

	ENSG00000138311.15_3
	50.13
	3.75
	0.99

	ENSG00000249695.6_3
	50.13
	3.75
	1.51

	ENSG00000139865.16_3
	50.13
	3.75
	1.19

	ENSG00000100505.13_3
	93.86
	15.939
	1.71

	ENSG00000040275.16_3
	93.86
	15.939
	5.16

	ENSG00000267344.1_3
	25.598
	50.629
	8.29

	ENSG00000069011.15_3
	25.598
	50.629
	1.53

	ENSG00000227599.1_3
	45.863
	2.813
	4.28

	ENSG00000204397.7_4
	33.064
	58.129
	5.87

	ENSG00000279355.1_3
	68.262
	8.438
	5.38

	ENSG00000043591.5_3
	1.067
	19.689
	0.06

	ENSG00000141485.16_3
	36.264
	0.938
	1.56

	ENSG00000096080.11_3
	99.193
	17.814
	13.82

	ENSG00000204614.8_3
	22.398
	46.878
	1.59

	ENSG00000228561.2_4
	113.059
	22.502
	28.51

	ENSG00000159261.10_3
	34.131
	0
	2.15

	ENSG00000147138.1_3
	28.798
	53.441
	3.39

	ENSG00000263786.1_4
	18.132
	42.19
	3.74

	ENSG00000197124.11_3
	104.526
	19.689
	3.93

	ENSG00000171346.15_3
	14.932
	38.44
	0.42

	ENSG00000083622.8_3
	14.932
	38.44
	5.88

	ENSG00000136999.4_3
	92.794
	15.939
	5.45

	ENSG00000187094.11_3
	7.466
	29.065
	0.67

	ENSG00000173868.11_3
	30.931
	55.316
	2.1

	ENSG00000163075.12_3
	4.266
	24.377
	0.17

	ENSG00000276434.1_4
	31.998
	56.254
	9.3

	ENSG00000175928.5_3
	33.064
	57.191
	1.28

	ENSG00000236390.1_3
	67.195
	8.438
	17.18

	ENSG00000278893.1_4
	67.195
	8.438
	4.72

	ENSG00000054179.11_3
	12.799
	35.627
	0.9

	ENSG00000167771.5_3
	83.194
	13.126
	4.73

	ENSG00000101255.10_3
	83.194
	13.126
	4.25

	ENSG00000223572.9_3
	20.265
	44.066
	1.39

	ENSG00000273017.1_4
	70.395
	9.376
	23.05

	ENSG00000234626.1_3
	70.395
	9.376
	28.86

	ENSG00000157833.12_3
	76.795
	11.251
	1.91

	ENSG00000196917.5_3
	35.198
	0.938
	1.09

	ENSG00000141639.11_3
	21.332
	45.003
	0.49

	ENSG00000253168.1_3
	21.332
	45.003
	4.3

	ENSG00000257953.1_3
	108.792
	21.564
	26.4

	ENSG00000196844.8_4
	33.064
	0
	2.95

	ENSG00000180806.4_3
	33.064
	0
	3.14

	ENSG00000258140.1_3
	33.064
	0
	5.75

	ENSG00000134115.12_3
	33.064
	0
	1.08

	ENSG00000174963.17_3
	33.064
	0
	1.02

	ENSG00000164509.13_3
	33.064
	0
	1.07

	ENSG00000106031.7_3
	33.064
	0
	0.97

	ENSG00000171960.10_3
	27.731
	51.566
	4.12

	ENSG00000272746.1_4
	27.731
	51.566
	6.72

	ENSG00000279645.1_4
	100.26
	18.751
	3.53

	ENSG00000121005.8_3
	59.729
	6.563
	1.95

	ENSG00000141527.16_3
	8.533
	30.002
	0.27

	ENSG00000224700.2_3
	52.263
	4.688
	13.41

	ENSG00000229666.1_3
	52.263
	4.688
	9.95

	ENSG00000249526.1_3
	52.263
	4.688
	13.62

	ENSG00000143028.8_3
	88.527
	15.001
	3.62

	ENSG00000100167.19_3
	39.464
	1.875
	1.22

	ENSG00000185641.6_3
	29.865
	53.441
	11.85

	ENSG00000226928.1_2
	47.997
	3.75
	16.99

	ENSG00000253535.5_4
	23.465
	46.878
	2.98

	ENSG00000250979.1_3
	66.129
	8.438
	3.21

	ENSG00000185924.6_3
	43.73
	2.813
	1.79

	ENSG00000145536.15_3
	69.329
	9.376
	1.76

	ENSG00000262209.2_3
	75.728
	11.251
	2.36

	ENSG00000183463.5_3
	19.199
	42.19
	3.05

	ENSG00000143631.10_3
	99.193
	18.751
	1.15

	ENSG00000270739.1_3
	25.598
	48.753
	3.47

	ENSG00000227082.1_4
	34.131
	0.938
	1.38

	ENSG00000256287.1_3
	34.131
	0.938
	11.72

	ENSG00000131910.4_3
	20.265
	43.128
	2.59

	ENSG00000259230.1_3
	20.265
	43.128
	1.87

	ENSG00000228903.7_3
	20.265
	43.128
	0.75

	ENSG00000060656.19_3
	104.526
	20.626
	2.74

	ENSG00000255438.2_3
	58.663
	6.563
	3.56

	ENSG00000248370.1_3
	31.998
	0
	7

	ENSG00000232828.1_3
	31.998
	0
	5.12

	ENSG00000248309.7_4
	26.665
	49.691
	0.63

	ENSG00000139515.5_3
	37.331
	60.004
	2.21

	ENSG00000275850.1_4
	81.061
	13.126
	5

	ENSG00000253335.1_3
	81.061
	13.126
	22.01

	ENSG00000215428.2
	81.061
	13.126
	5.4

	ENSG00000198221.8_2
	17.065
	39.378
	1.07

	ENSG00000272808.3_4
	38.397
	1.875
	1.12

	ENSG00000185972.5_3
	38.397
	1.875
	2.93

	ENSG00000141431.10_4
	28.798
	51.566
	0.37

	ENSG00000211863.1_3
	10.666
	31.877
	26.31

	ENSG00000101187.15_3
	10.666
	31.877
	0.57

	ENSG00000105664.10_3
	68.262
	9.376
	3.72

	ENSG00000130701.3_3
	6.4
	26.252
	0.34

	ENSG00000238826.1
	13.866
	35.627
	21.16

	ENSG00000131409.12_3
	98.127
	18.751
	4.65

	ENSG00000119283.15_3
	54.396
	5.625
	0.86

	ENSG00000253539.1_3
	54.396
	5.625
	12.42

	ENSG00000163864.15_3
	18.132
	40.315
	1.15

	ENSG00000122224.17_3
	30.931
	53.441
	1.33

	ENSG00000269514.1_3
	30.931
	53.441
	1.26

	ENSG00000187630.15_3
	30.931
	53.441
	2.04

	ENSG00000211941.3_3
	30.931
	53.441
	10

	ENSG00000166473.17_3
	31.998
	54.379
	0.4

	ENSG00000280339.1_4
	94.927
	17.814
	4.32

	ENSG00000250384.1_2
	83.194
	14.063
	27.36

	ENSG00000087510.6_3
	57.596
	6.563
	2.97

	ENSG00000248965.1_3
	57.596
	6.563
	23.35

	ENSG00000130768.14_3
	11.733
	32.815
	0.76

	ENSG00000261054.1_3
	11.733
	32.815
	0.68

	ENSG00000258829.1_3
	33.064
	0.938
	8.75

	ENSG00000225106.1_3
	33.064
	0.938
	3.61

	ENSG00000170561.12_3
	33.064
	0.938
	1.45

	ENSG00000211860.1_3
	1.067
	17.814
	2.63

	ENSG00000064655.18_4
	50.13
	4.688
	2.75

	ENSG00000272070.1_3
	50.13
	4.688
	2.36

	ENSG00000240244.3_2
	30.931
	0
	4.52

	ENSG00000112246.9_3
	30.931
	0
	0.54

	ENSG00000211875.1_3
	5.333
	24.377
	15.18

	ENSG00000276488.1_3
	5.333
	24.377
	1.3

	ENSG00000158792.15_3
	20.265
	42.19
	1.28

	ENSG00000115616.2_3
	26.665
	48.753
	0.73

	ENSG00000007264.14_3
	7.466
	27.189
	0.43

	ENSG00000204175.5_3
	27.731
	49.691
	2.09

	ENSG00000035499.12_3
	27.731
	49.691
	1.64

	ENSG00000177614.10_3
	41.597
	2.813
	0.55

	ENSG00000120907.17_3
	17.065
	38.44
	0.52

	ENSG00000162992.3_3
	4.266
	22.502
	0.22

	ENSG00000197768.10_4
	4.266
	22.502
	0.52

	ENSG00000169607.12_3
	99.193
	19.689
	3.24

	ENSG00000272701.2_3
	10.666
	30.94
	0.38

	ENSG00000147655.10_3
	10.666
	30.94
	0.45

	ENSG00000118432.12_3
	31.998
	53.441
	0.76

	ENSG00000189233.11_3
	23.465
	45.003
	0.89

	ENSG00000101057.15_3
	95.993
	18.751
	5.12

	ENSG00000074410.13_3
	31.998
	0.938
	0.74

	ENSG00000261512.2_3
	31.998
	0.938
	2.98

	ENSG00000211886.1_3
	6.4
	25.314
	15.28

	ENSG00000279328.1_3
	3.2
	20.626
	0.27

	ENSG00000127074.14_3
	8.533
	28.127
	0.81

	ENSG00000226122.1_3
	8.533
	28.127
	0.71

	ENSG00000084628.9_3
	29.865
	0
	1.71

	ENSG00000188848.15_3
	34.131
	55.316
	0.58

	ENSG00000237111.1_2
	24.532
	45.941
	72.61

	ENSG00000132932.16_3
	62.929
	8.438
	0.96

	ENSG00000260807.6_4
	69.329
	10.313
	2.65

	ENSG00000241635.7_3
	19.199
	40.315
	0.64

	ENSG00000118508.4_3
	92.794
	17.814
	11.28

	ENSG00000229761.1_2
	14.932
	35.627
	6.24

	ENSG00000118729.11_3
	25.598
	46.878
	1.42

	ENSG00000272264.1_4
	2.133
	18.751
	0.55

	ENSG00000222022.1_2
	36.264
	1.875
	9.13

	ENSG00000156509.13_3
	36.264
	1.875
	1.86

	ENSG00000227258.5_4
	20.265
	41.253
	1.08

	ENSG00000259571.1_3
	40.531
	2.813
	6.96

	ENSG00000243232.4_3
	40.531
	2.813
	0.98

	ENSG00000146453.12_3
	40.531
	2.813
	3.09

	ENSG00000171889.3_3
	1.067
	16.876
	0.21

	ENSG00000218991.1_2
	15.999
	36.565
	2.68

	ENSG00000125851.9_3
	5.333
	23.439
	0.16

	ENSG00000157087.17_3
	74.661
	12.188
	1.17

	ENSG00000199488.1
	12.799
	32.815
	11.55

	ENSG00000160862.12_3
	7.466
	26.252
	0.51

	ENSG00000147465.11_3
	7.466
	26.252
	0.57

	ENSG00000184058.13_4
	71.462
	11.251
	3.76

	ENSG00000240764.3_3
	58.663
	7.501
	1.74

	ENSG00000173208.3_3
	22.398
	43.128
	0.53

	ENSG00000103226.17_3
	22.398
	43.128
	0.76

	ENSG00000280291.1_4
	68.262
	10.313
	3.27

	ENSG00000254245.2_3
	68.262
	10.313
	2.07

	ENSG00000225968.7_3
	47.997
	4.688
	1.85

	ENSG00000160563.13_3
	61.862
	8.438
	5.02

	ENSG00000205537.2_3
	31.998
	52.504
	3.68

	ENSG00000258662.1_3
	30.931
	0.938
	11.56

	ENSG00000115598.9_3
	30.931
	0.938
	1.75

	ENSG00000178597.6_3
	30.931
	0.938
	0.98

	ENSG00000241942.2_2
	30.931
	0.938
	13.46

	ENSG00000009709.11_3
	28.798
	0
	0.68

	ENSG00000261594.3_3
	28.798
	0
	1.53

	ENSG00000086991.12_3
	79.994
	14.063
	2.26

	ENSG00000243305.1_3
	18.132
	38.44
	5.66

	ENSG00000260920.2_3
	88.527
	16.876
	5.35

	ENSG00000135925.8_3
	4.266
	21.564
	0.25

	ENSG00000241832.1_2
	4.266
	21.564
	0.33

	ENSG00000240505.8_3
	0
	15.939
	0

	ENSG00000241088.2_3
	0
	15.939
	0

	ENSG00000111701.6_3
	24.532
	45.003
	4.13

	ENSG00000254615.2_3
	43.73
	3.75
	4.91

	ENSG00000257256.1_3
	25.598
	45.941
	11.66

	ENSG00000130055.13_3
	25.598
	45.941
	1.55

	ENSG00000167780.11_3
	19.199
	39.378
	1.39

	ENSG00000251429.1_3
	19.199
	39.378
	0.89

	ENSG00000254893.6_1
	85.327
	15.939
	22.75

	ENSG00000069482.6_3
	35.198
	1.875
	6.37

	ENSG00000254290.1_3
	8.533
	27.189
	0.53

	ENSG00000185386.14_3
	73.595
	12.188
	4.48

	ENSG00000243423.1_3
	6.4
	24.377
	3.49

	ENSG00000236384.7_2
	6.4
	24.377
	0.45

	ENSG00000182325.10_3
	27.731
	47.816
	2.3

	ENSG00000226742.3_3
	11.733
	30.94
	2.25

	ENSG00000279456.1_3
	11.733
	30.94
	1.08

	ENSG00000261269.1_3
	57.596
	7.501
	3.43

	ENSG00000253420.1_3
	60.796
	8.438
	13.86

	ENSG00000170835.14_3
	60.796
	8.438
	3.77

	ENSG00000231871.5_4
	46.93
	4.688
	5.99

	ENSG00000267942.1
	46.93
	4.688
	34.05

	ENSG00000257941.1_3
	46.93
	4.688
	12.02

	ENSG00000175287.18_3
	46.93
	4.688
	3.25

	ENSG00000255358.1_3
	15.999
	35.627
	4.64

	ENSG00000251728.1
	15.999
	35.627
	24.66

	ENSG00000118520.14_3
	30.931
	50.629
	2.94

	ENSG00000164530.13_3
	9.599
	28.127
	0.61

	ENSG00000130413.15_3
	31.998
	51.566
	1.3

	ENSG00000197165.10_3
	31.998
	51.566
	2.08

	ENSG00000250848.1_3
	31.998
	51.566
	3.94

	ENSG00000216813.1_3
	31.998
	51.566
	11.93

	ENSG00000197181.11_3
	31.998
	51.566
	0.85

	ENSG00000085265.10_3
	22.398
	42.19
	0.67

	ENSG00000183653.4
	29.865
	0.938
	4.12

	ENSG00000218823.1_3
	29.865
	0.938
	1.04

	ENSG00000284513.1_2
	27.731
	0
	2.42

	ENSG00000258679.1_3
	27.731
	0
	1.04

	ENSG00000207345.1
	27.731
	0
	38.36

	ENSG00000232821.1_3
	27.731
	0
	2.4

	ENSG00000249328.2_3
	27.731
	0
	1.93

	ENSG00000250423.2_3
	27.731
	0
	0.52

	ENSG00000267053.6_3
	50.13
	5.625
	2.77

	ENSG00000176490.4_3
	42.664
	3.75
	1.83

	ENSG00000270571.2_3
	69.329
	11.251
	2.98

	ENSG00000270314.1_3
	18.132
	37.503
	2.42

	ENSG00000272442.2_4
	53.33
	6.563
	2.25

	ENSG00000267383.6_4
	34.131
	1.875
	1.57

	ENSG00000169962.4_3
	13.866
	32.815
	0.6

	ENSG00000149527.17_3
	13.866
	32.815
	0.35

	ENSG00000241429.1_2
	25.598
	45.003
	2.99

	ENSG00000253972.5_2
	25.598
	45.003
	2.5

	ENSG00000157399.14_3
	25.598
	45.003
	1.42

	ENSG00000185338.4_3
	62.929
	9.376
	7.6

	ENSG00000157111.12_3
	19.199
	38.44
	1.85

	ENSG00000137251.15_3
	26.665
	45.941
	1.93

	ENSG00000211876.1_3
	0
	15.001
	0

	ENSG00000203995.9_3
	45.863
	4.688
	1.45

	ENSG00000180739.13_3
	45.863
	4.688
	2.77

	ENSG00000230587.1_2
	45.863
	4.688
	7.13

	ENSG00000276728.1_3
	14.932
	33.752
	1.27

	ENSG00000268027.5_4
	20.265
	39.378
	2.08

	ENSG00000102245.7_3
	6.4
	23.439
	0.52

	ENSG00000186265.9_3
	11.733
	30.002
	0.54

	ENSG00000135549.10
	30.931
	49.691
	1.48

	ENSG00000225670.4_3
	49.063
	5.625
	1.44

	ENSG00000141314.12_3
	49.063
	5.625
	1.53

	ENSG00000241155.1_3
	49.063
	5.625
	11.64

	ENSG00000229458.2_4
	26.665
	0
	7.49

	ENSG00000183242.11_2
	26.665
	0
	0.76

	ENSG00000258723.1_3
	26.665
	0
	7.52

	ENSG00000064195.7_3
	26.665
	0
	1.45

	ENSG00000235052.1_3
	28.798
	0.938
	9.35

	ENSG00000178150.9_3
	28.798
	0.938
	1.68

	ENSG00000273325.1_3
	28.798
	0.938
	9.49

	ENSG00000169442.8_3
	15.999
	34.69
	5.06

	ENSG00000263276.1_4
	15.999
	34.69
	0.78

	ENSG00000253116.1_3
	68.262
	11.251
	16.16

	ENSG00000255097.1_4
	76.795
	14.063
	20.26

	ENSG00000165886.4_3
	61.862
	9.376
	5.37

	ENSG00000148798.10_3
	61.862
	9.376
	2.83

	ENSG00000261012.2_3
	17.065
	35.627
	1.57

	ENSG00000176826.15_2
	55.463
	7.501
	2.37

	ENSG00000102032.12_3
	58.663
	8.438
	6.26

	ENSG00000250748.6_3
	33.064
	1.875
	1.48

	ENSG00000263637.1_3
	33.064
	1.875
	16.2

	ENSG00000242759.6_3
	33.064
	1.875
	1.56

	ENSG00000106341.10_3
	33.064
	1.875
	2.16

	ENSG00000275547.1_3
	37.331
	2.813
	14.97

	ENSG00000212342.1
	37.331
	2.813
	35.42

	ENSG00000211849.1_3
	2.133
	16.876
	5.18

	ENSG00000160051.11_4
	24.532
	43.128
	1.6

	ENSG00000124701.5_3
	18.132
	36.565
	2.33

	ENSG00000272367.1_3
	25.598
	44.066
	4.1

	ENSG00000036448.9_3
	25.598
	44.066
	0.76

	ENSG00000213431.4_3
	44.797
	4.688
	5.52

	ENSG00000165071.14_4
	26.665
	45.003
	1.92

	ENSG00000089199.9_3
	10.666
	28.127
	0.62

	ENSG00000183317.16_3
	28.798
	46.878
	0.63

	ENSG00000118292.8_3
	84.261
	16.876
	9.23

	ENSG00000264000.1_3
	20.265
	38.44
	6.58

	ENSG00000239899.2
	75.728
	14.063
	40.32

	ENSG00000227496.1_3
	25.598
	0
	2.48

	ENSG00000255910.1_4
	25.598
	0
	5.28

	ENSG00000267175.5_4
	25.598
	0
	3.38

	ENSG00000128714.5_3
	25.598
	0
	1.69

	ENSG00000186493.11_3
	25.598
	0
	1.97

	ENSG00000007908.15_4
	27.731
	0.938
	1.06

	ENSG00000229400.1_3
	27.731
	0.938
	4.9

	ENSG00000244649.4_2
	27.731
	0.938
	1.47

	ENSG00000279501.1_3
	27.731
	0.938
	18.08

	ENSG00000158296.13_3
	40.531
	3.75
	1.29

	ENSG00000182912.6_3
	60.796
	9.376
	3.11

	ENSG00000283646.1_2
	0
	14.063
	0

	ENSG00000183474.15_3
	21.332
	39.378
	0.93

	ENSG00000165891.15_3
	81.061
	15.939
	2.09

	ENSG00000197992.6_3
	4.266
	19.689
	0.36

	ENSG00000281106.2_3
	8.533
	25.314
	0.31

	ENSG00000069018.17_3
	8.533
	25.314
	0.42

	ENSG00000251003.7_2
	72.528
	13.126
	5.92

	ENSG00000249245.2_2
	11.733
	29.065
	0.93

	ENSG00000151655.18_3
	15.999
	33.752
	0.74

	ENSG00000162460.6_3
	6.4
	22.502
	0.62

	ENSG00000266258.1_2
	6.4
	22.502
	1.16

	ENSG00000179097.5_3
	36.264
	2.813
	1.71

	ENSG00000163040.14_4
	31.998
	1.875
	3.07

	ENSG00000109511.11_3
	31.998
	1.875
	3.34

	ENSG00000178175.11_3
	69.329
	12.188
	2.68

	ENSG00000157927.16_3
	69.329
	12.188
	2.78

	ENSG00000165113.12_3
	23.465
	41.253
	1.95

	ENSG00000239868.2
	43.73
	4.688
	23.11

	ENSG00000267849.1
	66.129
	11.251
	39.31

	ENSG00000243290.3_2
	12.799
	30.002
	4.76

	ENSG00000122188.12_3
	25.598
	43.128
	1.25

	ENSG00000222852.1
	3.2
	17.814
	5.26

	ENSG00000186577.12_4
	74.661
	14.063
	7.13

	ENSG00000273478.1_3
	9.599
	26.252
	2.16

	ENSG00000266164.1
	46.93
	5.625
	24.54

	ENSG00000182118.7_3
	59.729
	9.376
	5.91

	ENSG00000197934.8_4
	59.729
	9.376
	2.59

	ENSG00000224003.1_2
	59.729
	9.376
	5.43

	ENSG00000137285.9_3
	50.13
	6.563
	3.67

	ENSG00000128438.10_2
	13.866
	30.94
	0.42

	ENSG00000252947.1
	53.33
	7.501
	47.55

	ENSG00000235576.1_2
	2.133
	15.939
	1.3

	ENSG00000215845.10_4
	7.466
	23.439
	1.5

	ENSG00000185522.8_3
	7.466
	23.439
	0.53

	ENSG00000213188.3_2
	7.466
	23.439
	1.37

	ENSG00000238482.1
	24.532
	0
	33.93

	ENSG00000273264.1_3
	24.532
	0
	9.92

	ENSG00000166035.10_3
	24.532
	0
	0.79

	ENSG00000106689.10_3
	24.532
	0
	1.42

	ENSG00000200953.1
	5.333
	20.626
	7.18

	ENSG00000173227.13_3
	26.665
	0.938
	0.81

	ENSG00000103154.9_3
	26.665
	0.938
	1.71

	ENSG00000251223.1_2
	26.665
	0.938
	2.57

	ENSG00000105889.14_3
	26.665
	0.938
	2.07

	ENSG00000228053.1_3
	26.665
	0.938
	8.26

	ENSG00000167157.10_3
	26.665
	0.938
	3.01

	ENSG00000269959.1_2
	76.795
	15.001
	2.87

	ENSG00000136866.13_3
	76.795
	15.001
	1.79

	ENSG00000250770.3_4
	68.262
	12.188
	1.87

	ENSG00000259448.2_3
	10.666
	27.189
	0.83

	ENSG00000238829.1
	14.932
	31.877
	35.08

	ENSG00000100031.18_4
	14.932
	31.877
	0.68

	ENSG00000255394.4_2
	14.932
	31.877
	1.12

	ENSG00000270168.2_4
	1.067
	14.063
	0.08

	ENSG00000211959.2_3
	21.332
	38.44
	7.43

	ENSG00000133640.18_3
	35.198
	2.813
	0.97

	ENSG00000180730.4_3
	65.062
	11.251
	3.37

	ENSG00000110436.11_3
	42.664
	4.688
	0.52

	ENSG00000180336.17_4
	42.664
	4.688
	0.96

	ENSG00000103152.11_3
	73.595
	14.063
	8.32

	ENSG00000179344.16_3
	22.398
	39.378
	1.86

	ENSG00000239280.1_3
	15.999
	32.815
	5.48

	ENSG00000132321.16_3
	61.862
	10.313
	2.73

	ENSG00000246082.2_3
	23.465
	40.315
	1.57

	ENSG00000205414.1_3
	8.533
	24.377
	0.51

	ENSG00000171243.7_3
	8.533
	24.377
	0.51

	ENSG00000154080.13_3
	0
	13.126
	0

	ENSG00000239641.1_3
	24.532
	41.253
	10.49

	ENSG00000134757.4_3
	25.598
	42.19
	0.69

	ENSG00000139797.7_3
	52.263
	7.501
	5.62

	ENSG00000233101.10_4
	52.263
	7.501
	4.42

	ENSG00000239789.5_3
	52.263
	7.501
	4.19

	ENSG00000199962.1
	6.4
	21.564
	8.69

	ENSG00000244503.1_3
	6.4
	21.564
	0.71

	ENSG00000110104.11_3
	67.195
	12.188
	4.87

	ENSG00000139220.16_3
	67.195
	12.188
	1.52

	ENSG00000166920.12_3
	12.799
	29.065
	1.99

	ENSG00000256443.1_4
	38.397
	3.75
	3.1

	ENSG00000269148.1_3
	18.132
	34.69
	3.51

	ENSG00000164879.6_3
	18.132
	34.69
	1.53

	ENSG00000258778.2_3
	23.465
	0
	2.83

	ENSG00000166342.18_3
	23.465
	0
	0.71

	ENSG00000243297.2_2
	23.465
	0
	9.24

	ENSG00000163623.9_3
	23.465
	0
	1.13

	ENSG00000160886.13_4
	23.465
	0
	0.86

	ENSG00000171246.5_3
	9.599
	25.314
	0.28

	ENSG00000215367.10_3
	72.528
	14.063
	14.2

	ENSG00000111181.12_3
	25.598
	0.938
	0.99

	ENSG00000252365.1
	25.598
	0.938
	33.23

	ENSG00000227658.1_4
	25.598
	0.938
	9.94

	ENSG00000136944.17_3
	25.598
	0.938
	0.65

	ENSG00000279394.1_4
	13.866
	30.002
	0.91

	ENSG00000239528.1_2
	13.866
	30.002
	5.56

	ENSG00000252032.1
	3.2
	16.876
	4.51

	ENSG00000135447.16_3
	3.2
	16.876
	0.12

	ENSG00000254205.1_3
	20.265
	36.565
	8.24

	ENSG00000160446.18_4
	20.265
	36.565
	2.52

	ENSG00000117501.14_4
	60.796
	10.313
	2.43

	ENSG00000188933.14_2
	34.131
	2.813
	1.1

	ENSG00000271709.1_3
	34.131
	2.813
	7.13

	ENSG00000224116.6_3
	34.131
	2.813
	1.01

	ENSG00000279822.1_3
	29.865
	1.875
	2.23

	ENSG00000236027.2_3
	29.865
	1.875
	3.31

	ENSG00000129910.7_3
	29.865
	1.875
	1.55

	ENSG00000196361.9_3
	29.865
	1.875
	0.93

	ENSG00000235770.5_3
	29.865
	1.875
	0.83

	ENSG00000279204.1_4
	57.596
	9.376
	3.81

	ENSG00000135127.11_3
	14.932
	30.94
	0.72

	ENSG00000225969.2_3
	10.666
	26.252
	2.38

	ENSG00000226403.1_4
	10.666
	26.252
	3.52

	ENSG00000242258.1_2
	22.398
	38.44
	1.62

	ENSG00000224468.3_3
	54.396
	8.438
	16.81

	ENSG00000196092.12_3
	5.333
	19.689
	0.09

	ENSG00000253683.1_3
	47.997
	6.563
	37

	ENSG00000253857.1_4
	2.133
	15.001
	0.41

	ENSG00000271795.1_3
	66.129
	12.188
	2.95

	ENSG00000235786.1_3
	15.999
	31.877
	3.51

	ENSG00000266904.5_3
	24.532
	40.315
	0.84

	ENSG00000227413.1_3
	71.462
	14.063
	29.79

	ENSG00000240382.3_3
	1.067
	13.126
	0.42

	ENSG00000228056.3_2
	37.331
	3.75
	11.28

	ENSG00000256540.1_3
	37.331
	3.75
	5.2

	ENSG00000180914.10_3
	59.729
	10.313
	2.03

	ENSG00000256499.1_3
	22.398
	0
	5.24

	ENSG00000256268.1_3
	22.398
	0
	3.7

	ENSG00000273540.3_3
	22.398
	0
	0.93

	ENSG00000259134.5_2
	22.398
	0
	1.24

	ENSG00000261647.1_2
	22.398
	0
	2.2

	ENSG00000267583.5_4
	22.398
	0
	4.76

	ENSG00000277013.1_3
	22.398
	0
	1.62

	ENSG00000250523.1_3
	22.398
	0
	9.87

	ENSG00000260977.1_3
	68.262
	13.126
	4.1

	ENSG00000233387.1_4
	24.532
	0.938
	6.58

	ENSG00000277945.1_4
	24.532
	0.938
	12.06

	ENSG00000122254.6_3
	24.532
	0.938
	1.57

	ENSG00000188992.11_3
	24.532
	0.938
	2.08

	ENSG00000251442.5_2
	24.532
	0.938
	1.58

	ENSG00000129596.4_3
	24.532
	0.938
	1.95

	ENSG00000271765.1
	12.799
	28.127
	6.29

	ENSG00000109927.9_3
	40.531
	4.688
	0.81

	ENSG00000277135.1_4
	40.531
	4.688
	6.11

	ENSG00000272834.1_3
	40.531
	4.688
	13.54

	ENSG00000184979.9_3
	56.529
	9.376
	3.93

	ENSG00000179044.15_3
	33.064
	2.813
	1.95

	ENSG00000174567.7_3
	19.199
	34.69
	3.22

	ENSG00000112812.15_3
	19.199
	34.69
	1.04

	ENSG00000133740.10_3
	19.199
	34.69
	1.41

	ENSG00000157150.4_3
	53.33
	8.438
	4.78

	ENSG00000197646.7_3
	65.062
	12.188
	4.07

	ENSG00000232814.2_3
	43.73
	5.625
	11.99

	ENSG00000105509.10_3
	43.73
	5.625
	2.92

	ENSG00000254221.2_3
	43.73
	5.625
	1.36

	ENSG00000207072.1
	28.798
	1.875
	39.83

	ENSG00000099822.2_3
	28.798
	1.875
	1.25

	ENSG00000267265.5_3
	20.265
	35.627
	2.18

	ENSG00000006638.11_3
	50.13
	7.501
	2.84

	ENSG00000268707.1_3
	50.13
	7.501
	14.63

	ENSG00000257341.5_4
	9.599
	24.377
	1.45

	ENSG00000254588.1_3
	46.93
	6.563
	5.01

	ENSG00000151967.18_3
	46.93
	6.563
	3.21

	ENSG00000256159.1_3
	13.866
	29.065
	4.26

	ENSG00000205918.9_2
	13.866
	29.065
	0.86

	ENSG00000158089.14_3
	13.866
	29.065
	0.63

	ENSG00000114204.14_3
	13.866
	29.065
	1.03

	ENSG00000006071.12_3
	70.395
	14.063
	2.12

	ENSG00000243789.10_3
	21.332
	36.565
	2.12

	ENSG00000140961.12_3
	21.332
	36.565
	1.16

	ENSG00000106952.7_3
	21.332
	36.565
	1.09

	ENSG00000258967.1_3
	61.862
	11.251
	30.52

	ENSG00000099625.12_3
	36.264
	3.75
	1.23

	ENSG00000271013.1_2
	3.2
	15.939
	0.09

	ENSG00000233363.1_3
	3.2
	15.939
	0.16

	ENSG00000234060.1_2
	10.666
	25.314
	3.71

	ENSG00000162739.13_3
	24.532
	39.378
	1.32

	ENSG00000211879.1_2
	7.466
	21.564
	17.27

	ENSG00000168546.10_3
	7.466
	21.564
	0.21

	ENSG00000277575.1_1
	7.466
	21.564
	1.17

	ENSG00000122872.8_2
	5.333
	18.751
	1.12

	ENSG00000128606.12_3
	63.996
	12.188
	4.7

	ENSG00000271614.1_2
	17.065
	31.877
	0.7

	ENSG00000281937.1_3
	21.332
	0
	1.79

	ENSG00000255426.1_3
	21.332
	0
	3.67

	ENSG00000262097.1_2
	21.332
	0
	2.87

	ENSG00000121075.9_3
	21.332
	0
	0.92

	ENSG00000240280.6_2
	21.332
	0
	0.9

	ENSG00000267038.1_3
	21.332
	0
	9.99

	ENSG00000276846.1_3
	21.332
	0
	4.19

	ENSG00000170549.3_3
	21.332
	0
	1.7

	ENSG00000231317.1_3
	21.332
	0
	1.62

	ENSG00000249885.1_3
	11.733
	26.252
	3.81

	ENSG00000239873.2_2
	23.465
	0.938
	3.4

	ENSG00000168928.12_3
	23.465
	0.938
	3.85

	ENSG00000261410.1_3
	23.465
	0.938
	6.17

	ENSG00000261959.1_3
	23.465
	0.938
	1.94

	ENSG00000260440.2_2
	23.465
	0.938
	0.67

	ENSG00000250829.2_3
	23.465
	0.938
	7

	ENSG00000239191.1
	23.465
	0.938
	34.73

	ENSG00000201988.2
	23.465
	0.938
	31.29

	ENSG00000238858.1
	2.133
	14.063
	2.95

	ENSG00000254061.1_3
	2.133
	14.063
	0.73

	ENSG00000179292.4_3
	31.998
	2.813
	1.85

	ENSG00000214691.7_2
	31.998
	2.813
	2.62

	ENSG00000235890.2_3
	42.664
	5.625
	3

	ENSG00000156140.9_3
	42.664
	5.625
	0.99

	ENSG00000239171.1
	49.063
	7.501
	69.82

	ENSG00000213397.10_4
	45.863
	6.563
	2.69

	ENSG00000279513.1_4
	18.132
	32.815
	1.8

	ENSG00000279509.1_3
	18.132
	32.815
	3.61

	ENSG00000256197.1_3
	27.731
	1.875
	7.3

	ENSG00000259986.1_3
	27.731
	1.875
	4.35

	ENSG00000240405.6_4
	27.731
	1.875
	0.32

	ENSG00000248647.2_4
	27.731
	1.875
	5.56

	ENSG00000231259.4_2
	19.199
	33.752
	2.02

	ENSG00000243495.1_2
	19.199
	33.752
	6.65

	ENSG00000250608.1_3
	19.199
	33.752
	1.27

	ENSG00000156042.17_3
	12.799
	27.189
	0.5

	ENSG00000102678.6_3
	12.799
	27.189
	0.45

	ENSG00000173826.14_3
	12.799
	27.189
	0.45

	ENSG00000230703.1_4
	1.067
	12.188
	0.34

	ENSG00000242908.6_4
	1.067
	12.188
	0.25

	ENSG00000181617.5_3
	1.067
	12.188
	0.28

	ENSG00000159263.15_3
	66.129
	13.126
	2.2

	ENSG00000254048.1_4
	21.332
	35.627
	5.73

	ENSG00000280265.1_4
	0
	11.251
	0

	ENSG00000217231.2_3
	0
	11.251
	0

	ENSG00000135472.8_3
	6.4
	19.689
	0.17

	ENSG00000169684.13_3
	6.4
	19.689
	0.26

	ENSG00000270332.1_2
	6.4
	19.689
	0.13

	ENSG00000157021.9_2
	35.198
	3.75
	5.85

	ENSG00000260776.5_3
	35.198
	3.75
	1.67

	ENSG00000223508.5_2
	35.198
	3.75
	5.09

	ENSG00000162728.4_3
	13.866
	28.127
	0.49

	ENSG00000163630.10_3
	4.266
	16.876
	0.19

	ENSG00000251254.1_2
	54.396
	9.376
	11.93

	ENSG00000148344.10_3
	54.396
	9.376
	4.54

	ENSG00000256134.1_2
	22.398
	36.565
	4.6

	ENSG00000237135.1_2
	62.929
	12.188
	4.82

	ENSG00000270387.1_3
	62.929
	12.188
	10.85

	ENSG00000163606.10_3
	14.932
	29.065
	0.57

	ENSG00000186212.3_3
	14.932
	29.065
	0.69

	ENSG00000230661.1_2
	47.997
	7.501
	10.63

	ENSG00000259529.1_4
	59.729
	11.251
	1.84

	ENSG00000115041.12_3
	59.729
	11.251
	2.64

	ENSG00000171160.17_3
	41.597
	5.625
	2.45

	ENSG00000241529.2
	41.597
	5.625
	22.23

	ENSG00000153404.14_3
	41.597
	5.625
	0.49

	ENSG00000253523.1_3
	41.597
	5.625
	7.02

	ENSG00000056998.19_3
	44.797
	6.563
	1.93

	ENSG00000247095.2_2
	15.999
	30.002
	1.03

	ENSG00000085741.12_3
	10.666
	24.377
	0.82

	ENSG00000230731.2_3
	10.666
	24.377
	0.47

	ENSG00000176884.14_3
	10.666
	24.377
	0.3

	ENSG00000225738.2_3
	20.265
	0
	5.4

	ENSG00000123407.3_3
	20.265
	0
	0.9

	ENSG00000258419.1_4
	20.265
	0
	4.57

	ENSG00000174498.13_4
	20.265
	0
	0.67

	ENSG00000188501.11_3
	20.265
	0
	0.92

	ENSG00000168925.10_3
	20.265
	0
	3.5

	ENSG00000267013.5_2
	20.265
	0
	0.98

	ENSG00000269635.1_2
	20.265
	0
	10.83

	ENSG00000267142.1_3
	20.265
	0
	3

	ENSG00000272973.1_3
	20.265
	0
	4.89

	ENSG00000253164.5_3
	20.265
	0
	3.95

	ENSG00000278891.1_4
	30.931
	2.813
	1.59

	ENSG00000144583.4_3
	30.931
	2.813
	1.03

	ENSG00000237989.1_2
	30.931
	2.813
	1.64

	ENSG00000266304.1_3
	7.466
	20.626
	2.88

	ENSG00000102043.15_3
	7.466
	20.626
	0.42

	ENSG00000259293.1_4
	22.398
	0.938
	1.49

	ENSG00000260123.1_3
	22.398
	0.938
	5.55

	ENSG00000259914.1_4
	22.398
	0.938
	4.72

	ENSG00000115705.20_3
	22.398
	0.938
	0.89

	ENSG00000233818.1_4
	22.398
	0.938
	2.81

	ENSG00000154608.14_3
	22.398
	0.938
	0.72

	ENSG00000284610.1_1
	22.398
	0.938
	1.06

	ENSG00000184508.10_3
	17.065
	30.94
	1.16

	ENSG00000231106.2_2
	56.529
	10.313
	7.98

	ENSG00000233858.4_3
	56.529
	10.313
	2.36

	ENSG00000271350.1_3
	3.2
	15.001
	0.52

	ENSG00000267511.1_3
	3.2
	15.001
	0.73

	ENSG00000236432.7_3
	3.2
	15.001
	0.14

	ENSG00000257698.1_3
	26.665
	1.875
	6.25

	ENSG00000280083.1_3
	26.665
	1.875
	2.02

	ENSG00000248748.1_2
	26.665
	1.875
	2.25

	ENSG00000206703.1
	26.665
	1.875
	36.88

	ENSG00000250490.1_2
	26.665
	1.875
	1.63

	ENSG00000137720.7_3
	18.132
	31.877
	0.7

	ENSG00000271941.1_3
	18.132
	31.877
	3.72

	ENSG00000242583.1_3
	18.132
	31.877
	3.79

	ENSG00000260231.1_3
	18.132
	31.877
	1.13

	ENSG00000211945.2_3
	11.733
	25.314
	4.24

	ENSG00000233993.1_3
	11.733
	25.314
	1.02

	ENSG00000078589.12_3
	11.733
	25.314
	0.96

	ENSG00000127578.6_3
	5.333
	17.814
	0.39

	ENSG00000235949.1_3
	5.333
	17.814
	1.83

	ENSG00000158423.16_3
	5.333
	17.814
	0.28

	ENSG00000173894.10_3
	53.33
	9.376
	1.47

	ENSG00000182648.11_2
	19.199
	32.815
	0.72

	ENSG00000165591.6_3
	19.199
	32.815
	1.43

	ENSG00000199535.1
	34.131
	3.75
	42.45

	ENSG00000256557.1_3
	34.131
	3.75
	16.09

	ENSG00000169271.2_3
	34.131
	3.75
	6.44

	ENSG00000170681.6_4
	34.131
	3.75
	1.93

	ENSG00000276805.2_3
	50.13
	8.438
	1.03

	ENSG00000224982.3_3
	50.13
	8.438
	2.41

	ENSG00000196368.4_3
	50.13
	8.438
	3.11

	ENSG00000145198.14_3
	8.533
	21.564
	0.3

	ENSG00000124882.3_3
	8.533
	21.564
	0.27

	ENSG00000250103.2_3
	8.533
	21.564
	1.52

	ENSG00000244067.2_3
	8.533
	21.564
	0.96

	ENSG00000177452.7_3
	58.663
	11.251
	14.87

	ENSG00000156172.5_3
	58.663
	11.251
	2.6

	ENSG00000242152.1_3
	2.133
	13.126
	0.33

	ENSG00000159423.16_3
	46.93
	7.501
	1.95

	ENSG00000269652.1_3
	37.331
	4.688
	19.32

	ENSG00000238629.1
	43.73
	6.563
	63.45

	ENSG00000169169.14_4
	43.73
	6.563
	2.22

	ENSG00000130270.16_3
	40.531
	5.625
	0.93

	ENSG00000178187.7_3
	55.463
	10.313
	3.43

	ENSG00000229220.1_3
	9.599
	22.502
	1.9

	ENSG00000251675.1_3
	9.599
	22.502
	2.14

	ENSG00000198569.9_3
	9.599
	22.502
	0.62

	ENSG00000234303.2_3
	1.067
	11.251
	0.25

	ENSG00000248890.1_3
	1.067
	11.251
	0.13

	ENSG00000236197.3_4
	1.067
	11.251
	0.4

	ENSG00000122477.12_3
	6.4
	18.751
	0.48

	ENSG00000236278.2_2
	6.4
	18.751
	1.73

	ENSG00000274976.1_4
	6.4
	18.751
	2.22

	ENSG00000211625.2_3
	6.4
	18.751
	2.13

	ENSG00000257241.1_4
	14.932
	28.127
	5.09

	ENSG00000182379.9_3
	29.865
	2.813
	2.45

	ENSG00000267345.1_3
	29.865
	2.813
	7.73

	ENSG00000189320.8_3
	29.865
	2.813
	2.34

	ENSG00000142615.7_3
	19.199
	0
	3.09

	ENSG00000216004.1
	19.199
	0
	39.46

	ENSG00000255442.1_3
	19.199
	0
	2.95

	ENSG00000111199.10_3
	19.199
	0
	0.86

	ENSG00000272975.1_4
	19.199
	0
	1.25

	ENSG00000267691.1_3
	19.199
	0
	1.93

	ENSG00000260075.1_3
	19.199
	0
	1.93

	ENSG00000264843.1_3
	19.199
	0
	3.45

	ENSG00000243256.1_2
	19.199
	0
	8.16

	ENSG00000271065.1_3
	0
	10.313
	0

	ENSG00000140093.9_3
	0
	10.313
	0

	ENSG00000242925.1_3
	0
	10.313
	0

	ENSG00000201264.1
	0
	10.313
	0

	ENSG00000215310.2_3
	0
	10.313
	0

	ENSG00000159409.14_3
	4.266
	15.939
	0.19

	ENSG00000211870.1_3
	4.266
	15.939
	10.52

	ENSG00000213759.9_3
	4.266
	15.939
	0.3

	ENSG00000124557.12_3
	4.266
	15.939
	0.22

	ENSG00000253954.3_2
	15.999
	29.065
	7.81

	ENSG00000254510.1_3
	21.332
	0.938
	3.33

	ENSG00000256234.1_4
	21.332
	0.938
	4.52

	ENSG00000251949.1
	21.332
	0.938
	43.85

	ENSG00000175874.9_3
	21.332
	0.938
	0.49

	ENSG00000225255.2
	21.332
	0.938
	5.06

	ENSG00000224015.1_3
	21.332
	0.938
	8.29

	ENSG00000170214.4_4
	21.332
	0.938
	1.54

	ENSG00000279739.1_4
	21.332
	0.938
	2.01

	ENSG00000157343.8_3
	21.332
	0.938
	2.27

	ENSG00000231881.1_3
	21.332
	0.938
	1.96

	ENSG00000228290.6_4
	21.332
	0.938
	2.94

	ENSG00000136244.11_3
	21.332
	0.938
	1.84

	ENSG00000207721.1
	10.666
	23.439
	18.36

	ENSG00000179085.7_3
	10.666
	23.439
	2.54

	ENSG00000254878.1_3
	10.666
	23.439
	8.01

	ENSG00000279940.1_3
	10.666
	23.439
	0.96

	ENSG00000261416.1_3
	10.666
	23.439
	2.01

	ENSG00000100346.17_3
	10.666
	23.439
	0.15

	ENSG00000060718.20_3
	25.598
	1.875
	0.51

	ENSG00000263017.1_3
	25.598
	1.875
	11.38

	ENSG00000115008.5_3
	25.598
	1.875
	1.78

	ENSG00000228709.1_3
	25.598
	1.875
	4.15

	ENSG00000201736.1
	25.598
	1.875
	31.57

	ENSG00000145248.6_3
	25.598
	1.875
	2.12

	ENSG00000242515.5_3
	17.065
	30.002
	0.8

	ENSG00000227948.4_3
	17.065
	30.002
	4.47

	ENSG00000150048.10_4
	49.063
	8.438
	2.68

	ENSG00000164736.5_3
	57.596
	11.251
	3.64

	ENSG00000198796.6_3
	33.064
	3.75
	0.67

	ENSG00000163749.17_3
	33.064
	3.75
	1.16

	ENSG00000232389.1_3
	33.064
	3.75
	4.44

	ENSG00000257246.1_2
	18.132
	30.94
	3.56

	ENSG00000165985.9_3
	7.466
	19.689
	0.44

	ENSG00000223394.2_2
	7.466
	19.689
	3.32

	ENSG00000162747.9_3
	19.199
	31.877
	1.04

	ENSG00000252690.3_3
	19.199
	31.877
	0.66

	ENSG00000152779.13_3
	36.264
	4.688
	1.16

	ENSG00000134363.11_3
	36.264
	4.688
	1.93

	ENSG00000188290.10_4
	42.664
	6.563
	6.07

	ENSG00000222960.1
	54.396
	10.313
	77.41

	ENSG00000173762.7_3
	20.265
	32.815
	1.21

	ENSG00000170786.12_3
	20.265
	32.815
	0.91

	ENSG00000212293.1
	3.2
	14.063
	3.73

	ENSG00000205922.4_3
	3.2
	14.063
	0.06

	ENSG00000237347.2_3
	3.2
	14.063
	1.18

	ENSG00000211694.2_3
	3.2
	14.063
	0.92

	ENSG00000214796.8_3
	12.799
	25.314
	0.67

	ENSG00000229587.2_4
	12.799
	25.314
	2.83

	ENSG00000102098.17_3
	12.799
	25.314
	0.45

	ENSG00000272979.1_3
	5.333
	16.876
	1.84

	ENSG00000158517.13_3
	5.333
	16.876
	0.57

	ENSG00000268366.1_3
	51.196
	9.376
	13.58

	ENSG00000226255.1_2
	8.533
	20.626
	3.17

	ENSG00000254317.1_3
	8.533
	20.626
	1.38

	ENSG00000110786.17_3
	28.798
	2.813
	0.8

	ENSG00000255032.1_3
	28.798
	2.813
	6.79

	ENSG00000221333.1
	28.798
	2.813
	36.74

	ENSG00000258134.1_3
	28.798
	2.813
	5.72

	ENSG00000229618.2_3
	28.798
	2.813
	0.95

	ENSG00000178919.8_3
	28.798
	2.813
	1.23

	ENSG00000246223.8_2
	13.866
	26.252
	0.48

	ENSG00000277978.1_3
	13.866
	26.252
	5.37

	ENSG00000235258.1_3
	13.866
	26.252
	5.61

	ENSG00000232661.1_3
	13.866
	26.252
	9.29

	ENSG00000134317.17_3
	47.997
	8.438
	1.96

	ENSG00000029534.19_3
	47.997
	8.438
	0.76

	ENSG00000243480.7_3
	18.132
	0
	1.43

	ENSG00000148704.12_3
	18.132
	0
	0.46

	ENSG00000236908.2_3
	18.132
	0
	0.89

	ENSG00000072041.16_3
	18.132
	0
	0.34

	ENSG00000221650.1
	18.132
	0
	34.4

	ENSG00000259091.1_3
	18.132
	0
	0.78

	ENSG00000267260.1_3
	18.132
	0
	1.45

	ENSG00000216127.1
	18.132
	0
	29.17

	ENSG00000253687.1_3
	14.932
	27.189
	3.02

	ENSG00000177551.5_3
	20.265
	0.938
	0.4

	ENSG00000256075.1_3
	20.265
	0.938
	2.58

	ENSG00000279588.2_2
	20.265
	0.938
	0.79

	ENSG00000249623.1_3
	20.265
	0.938
	6.69

	ENSG00000249539.1_2
	20.265
	0.938
	10.03

	ENSG00000137225.12_3
	20.265
	0.938
	1.1

	ENSG00000237742.6_3
	20.265
	0.938
	0.97

	ENSG00000232458.1_2
	20.265
	0.938
	0.92

	ENSG00000235427.1_3
	20.265
	0.938
	7.77

	ENSG00000253528.2_3
	20.265
	0.938
	10.67

	ENSG00000211851.1_3
	9.599
	21.564
	22.91

	ENSG00000166317.11_3
	44.797
	7.501
	1.31

	ENSG00000248610.1_2
	44.797
	7.501
	3.45

	ENSG00000227295.2_2
	24.532
	1.875
	1.9

	ENSG00000037965.5_3
	24.532
	1.875
	1.92

	ENSG00000256243.2_3
	24.532
	1.875
	7.69

	ENSG00000108700.4_3
	24.532
	1.875
	2.88

	ENSG00000102048.15_3
	24.532
	1.875
	1.76

	ENSG00000135114.12_3
	31.998
	3.75
	1.45

	ENSG00000224743.6_3
	31.998
	3.75
	1.12

	ENSG00000284649.1_1
	31.998
	3.75
	6.16

	ENSG00000176956.12_3
	31.998
	3.75
	3.88

	ENSG00000215595.1_3
	2.133
	12.188
	0.2

	ENSG00000279665.1_4
	15.999
	28.127
	4.12

	ENSG00000168243.10_3
	6.4
	17.814
	0.18

	ENSG00000265933.5_2
	6.4
	17.814
	0.21

	ENSG00000271743.1_3
	6.4
	17.814
	0.59

	ENSG00000213071.11_2
	41.597
	6.563
	1.67

	ENSG00000201581.1
	17.065
	29.065
	7.94

	ENSG00000255367.3_4
	17.065
	29.065
	2.57

	ENSG00000263400.6_4
	17.065
	29.065
	1.58

	ENSG00000213406.3_2
	17.065
	29.065
	2.73

	ENSG00000214354.3_3
	38.397
	5.625
	6.06

	ENSG00000235957.1_2
	10.666
	22.502
	8.22

	ENSG00000263642.1
	10.666
	22.502
	19.73

	ENSG00000137975.7_3
	1.067
	10.313
	0.04

	ENSG00000255753.1_3
	1.067
	10.313
	0.27

	ENSG00000156076.9_3
	1.067
	10.313
	0.07

	ENSG00000263751.1
	1.067
	10.313
	2.02

	ENSG00000251713.1
	1.067
	10.313
	1.86

	ENSG00000274654.1_4
	50.13
	9.376
	9.91

	ENSG00000232536.1_4
	4.266
	15.001
	1.2

	ENSG00000225556.1_3
	4.266
	15.001
	0.36

	ENSG00000171722.12_3
	4.266
	15.001
	0.37

	ENSG00000254757.1_3
	4.266
	15.001
	1.4

	ENSG00000211856.1_3
	4.266
	15.001
	11.08

	ENSG00000262873.1_3
	4.266
	15.001
	0.73

	ENSG00000269067.1_3
	4.266
	15.001
	0.31

	ENSG00000226812.2_3
	4.266
	15.001
	0.84

	ENSG00000250472.1_3
	19.199
	30.94
	3.23

	ENSG00000067177.14_3
	19.199
	30.94
	0.45

	ENSG00000150275.17_4
	0
	9.376
	0

	ENSG00000255960.1_3
	0
	9.376
	0

	ENSG00000211881.1_2
	0
	9.376
	0

	ENSG00000251881.1
	0
	9.376
	0

	ENSG00000278627.1_3
	0
	9.376
	0

	ENSG00000170044.8_3
	0
	9.376
	0

	ENSG00000138798.11_3
	0
	9.376
	0

	ENSG00000172497.8_3
	0
	9.376
	0

	ENSG00000118557.15_4
	11.733
	23.439
	0.35

	ENSG00000174332.5_3
	46.93
	8.438
	2.23

	ENSG00000228939.1_3
	46.93
	8.438
	13.43

	ENSG00000275004.3_3
	46.93
	8.438
	1.22

	ENSG00000180878.2_3
	7.466
	18.751
	0.97

	ENSG00000261633.1_3
	7.466
	18.751
	1.99

	ENSG00000185002.9_3
	7.466
	18.751
	0.32

	ENSG00000162722.8_3
	27.731
	2.813
	1.27

	ENSG00000231185.6_4
	27.731
	2.813
	2.45

	ENSG00000237181.1_3
	27.731
	2.813
	5.61

	ENSG00000240870.2_3
	27.731
	2.813
	7.15

	ENSG00000279490.1_3
	12.799
	24.377
	0.69

	ENSG00000270607.1_3
	43.73
	7.501
	3.84

	ENSG00000134207.15_4
	17.065
	0
	0.5

	ENSG00000154493.17_4
	17.065
	0
	0.63

	ENSG00000254458.1_3
	17.065
	0
	4.64

	ENSG00000235884.3_2
	17.065
	0
	1.54

	ENSG00000277156.1_1
	17.065
	0
	2.44

	ENSG00000276772.1_3
	17.065
	0
	1.46

	ENSG00000259227.2_3
	17.065
	0
	6.43

	ENSG00000214970.8_4
	17.065
	0
	2.09

	ENSG00000124302.12_3
	17.065
	0
	0.87

	ENSG00000237992.2_3
	17.065
	0
	1.12

	ENSG00000270540.1_3
	17.065
	0
	1.64

	ENSG00000249698.1_2
	17.065
	0
	3.23

	ENSG00000241829.1_3
	17.065
	0
	5.44

	ENSG00000253686.1_2
	17.065
	0
	0.9

	ENSG00000201157.1
	17.065
	0
	16.4

	ENSG00000188133.5_3
	17.065
	0
	0.71

	ENSG00000235601.1_2
	17.065
	0
	1.48

	ENSG00000234942.2_3
	30.931
	3.75
	2.18

	ENSG00000227110.6_4
	30.931
	3.75
	0.82

	ENSG00000154589.6_3
	30.931
	3.75
	7.54

	ENSG00000239264.8_3
	13.866
	25.314
	0.64

	ENSG00000256663.1_3
	40.531
	6.563
	4.22

	ENSG00000225730.1_3
	40.531
	6.563
	7.68

	ENSG00000172818.9_3
	8.533
	19.689
	0.38

	ENSG00000257489.6_3
	8.533
	19.689
	0.96

	ENSG00000269374.1_3
	8.533
	19.689
	1.98

	ENSG00000219249.2_2
	8.533
	19.689
	1.19

	ENSG00000197106.6_3
	19.199
	0.938
	0.44

	ENSG00000158482.10_3
	19.199
	0.938
	2.82

	ENSG00000270606.1_3
	19.199
	0.938
	5.78

	ENSG00000219384.1_3
	19.199
	0.938
	4.43

	ENSG00000263842.1
	19.199
	0.938
	24.08

	ENSG00000133636.10_3
	5.333
	15.939
	0.64

	ENSG00000166816.13_4
	5.333
	15.939
	0.38

	ENSG00000273076.1_4
	5.333
	15.939
	1.9

	ENSG00000239557.1_3
	5.333
	15.939
	0.64

	ENSG00000274451.1_3
	5.333
	15.939
	2.47

	ENSG00000252531.1
	23.465
	1.875
	21.31

	ENSG00000115194.10_3
	23.465
	1.875
	1.54

	ENSG00000183770.5_3
	23.465
	1.875
	1.19

	ENSG00000189212.12_3
	37.331
	5.625
	1.16

	ENSG00000164604.12_3
	37.331
	5.625
	1.01

	ENSG00000184937.13_3
	34.131
	4.688
	1.48

	ENSG00000258531.2_2
	34.131
	4.688
	19.21

	ENSG00000228768.3_3
	34.131
	4.688
	11.01

	ENSG00000227992.1_3
	34.131
	4.688
	14.56

	ENSG00000181652.19_3
	34.131
	4.688
	0.96

	ENSG00000254332.1_3
	34.131
	4.688
	6.75

	ENSG00000229854.1_3
	34.131
	4.688
	7.63

	ENSG00000221340.1
	3.2
	13.126
	4.69

	ENSG00000200181.1
	3.2
	13.126
	6.49

	ENSG00000232015.2_2
	3.2
	13.126
	1.89

	ENSG00000255469.1_2
	3.2
	13.126
	1.33

	ENSG00000274001.1_4
	3.2
	13.126
	1.05

	ENSG00000261183.5_3
	3.2
	13.126
	0.51

	ENSG00000270120.1_4
	3.2
	13.126
	0.63

	ENSG00000036565.14_3
	3.2
	13.126
	0.16

	ENSG00000253868.3_3
	3.2
	13.126
	0.27

	ENSG00000137078.8_3
	3.2
	13.126
	0.36

	ENSG00000258399.7_4
	49.063
	9.376
	3.66

	ENSG00000166171.12_3
	14.932
	26.252
	2.37

	ENSG00000153233.12_3
	14.932
	26.252
	0.53

	ENSG00000151773.12_3
	14.932
	26.252
	1.1

	ENSG00000211877.1_3
	15.999
	27.189
	39.46

	ENSG00000205364.3_3
	15.999
	27.189
	2.86

	ENSG00000187185.4_3
	15.999
	27.189
	1.17

	ENSG00000205821.4
	9.599
	20.626
	2.48

	ENSG00000227274.1_3
	9.599
	20.626
	1.24

	ENSG00000236241.1_3
	9.599
	20.626
	0.83

	ENSG00000249767.1_2
	9.599
	20.626
	1.52

	ENSG00000168748.13_3
	17.065
	28.127
	1.36

	ENSG00000240002.1_2
	17.065
	28.127
	2.78

	ENSG00000164967.9_3
	17.065
	28.127
	2.31

	ENSG00000172345.13_3
	45.863
	8.438
	1.39

	ENSG00000279030.1_4
	45.863
	8.438
	3.14

	ENSG00000254449.1_3
	6.4
	16.876
	0.63

	ENSG00000262714.1_3
	6.4
	16.876
	0.44

	ENSG00000124215.16_4
	6.4
	16.876
	0.2

	ENSG00000177340.5_3
	10.666
	21.564
	1.04

	ENSG00000262188.1_2
	10.666
	21.564
	1.03

	ENSG00000182968.4_3
	26.665
	2.813
	1.39

	ENSG00000251652.1_3
	26.665
	2.813
	8.43

	ENSG00000253915.1_3
	26.665
	2.813
	4.95

	ENSG00000197241.3_2
	2.133
	11.251
	0.21

	ENSG00000223462.2_3
	2.133
	11.251
	0.74

	ENSG00000201208.1
	2.133
	11.251
	3.25

	ENSG00000179477.9_3
	2.133
	11.251
	0.13

	ENSG00000211649.3_4
	2.133
	11.251
	0.82

	ENSG00000204195.3_3
	2.133
	11.251
	0.23

	ENSG00000143199.17_4
	39.464
	6.563
	1

	ENSG00000274515.1_3
	39.464
	6.563
	13.81

	ENSG00000120658.13_3
	47.997
	9.376
	2.38

	ENSG00000265443.1_3
	47.997
	9.376
	15.44

	ENSG00000250320.5_3
	47.997
	9.376
	5.8

	ENSG00000159251.6_3
	29.865
	3.75
	1.08

	ENSG00000230499.1_3
	29.865
	3.75
	10.73

	ENSG00000187021.14_3
	4.266
	14.063
	0.41

	ENSG00000256039.1_3
	4.266
	14.063
	0.73

	ENSG00000240813.2_3
	4.266
	14.063
	1.33

	ENSG00000233979.1_3
	4.266
	14.063
	1.86

	ENSG00000237643.1_3
	4.266
	14.063
	1.59

	ENSG00000263511.1
	36.264
	5.625
	59.63

	ENSG00000095739.10_3
	36.264
	5.625
	2.86

	ENSG00000100285.9_3
	36.264
	5.625
	1.42

	ENSG00000184185.9_3
	33.064
	4.688
	0.87

	ENSG00000105679.8_3
	33.064
	4.688
	3.29

	ENSG00000243658.1_2
	33.064
	4.688
	2.87

	ENSG00000221562.1
	33.064
	4.688
	44.09

	ENSG00000282221.1_3
	7.466
	17.814
	1.99

	ENSG00000258962.2_3
	7.466
	17.814
	0.93

	ENSG00000241316.6_3
	7.466
	17.814
	0.39

	ENSG00000251614.1_2
	7.466
	17.814
	0.73

	ENSG00000238039.1_4
	7.466
	17.814
	1.69

	ENSG00000229589.1_3
	12.799
	23.439
	0.75

	ENSG00000253288.1_3
	12.799
	23.439
	0.45

	ENSG00000228217.1_2
	1.067
	9.376
	0.38

	ENSG00000256582.1_3
	1.067
	9.376
	0.28

	ENSG00000279581.1_3
	1.067
	9.376
	0.23

	ENSG00000225766.9_2
	1.067
	9.376
	0.18

	ENSG00000223648.4_3
	1.067
	9.376
	0.37

	ENSG00000261131.1_4
	1.067
	9.376
	0.49

	ENSG00000263884.1_3
	1.067
	9.376
	0.07

	ENSG00000224041.3_3
	1.067
	9.376
	0.4

	ENSG00000229200.2
	1.067
	9.376
	0.41

	ENSG00000234506.5_2
	1.067
	9.376
	0.32

	ENSG00000117154.11_3
	15.999
	0
	1.22

	ENSG00000266591.1
	15.999
	0
	18.5

	ENSG00000162344.3_3
	15.999
	0
	0.97

	ENSG00000246363.2_3
	15.999
	0
	0.81

	ENSG00000257501.6_3
	15.999
	0
	0.95

	ENSG00000257202.1_3
	15.999
	0
	4.2

	ENSG00000272383.1_3
	15.999
	0
	2.29

	ENSG00000279936.1_3
	15.999
	0
	0.97

	ENSG00000105605.7_3
	15.999
	0
	0.85

	ENSG00000170577.7_3
	15.999
	0
	1.07

	ENSG00000144355.14_3
	15.999
	0
	0.9

	ENSG00000249288.1_2
	15.999
	0
	9.36

	ENSG00000232464.1_3
	15.999
	0
	5.02

	ENSG00000223056.1
	15.999
	0
	8.14

	ENSG00000164616.15_2
	15.999
	0
	0.83

	ENSG00000178776.4_4
	15.999
	0
	2.74

	ENSG00000235821.1_2
	15.999
	0
	5.64

	ENSG00000224594.2_3
	15.999
	0
	5.15

	ENSG00000253526.1_3
	15.999
	0
	5.32

	ENSG00000264163.1
	15.999
	0
	16

	ENSG00000183146.4_3
	15.999
	0
	2.7

	ENSG00000231252.2_3
	22.398
	1.875
	0.95

	ENSG00000108947.4_3
	22.398
	1.875
	1.03

	ENSG00000250254.1_4
	22.398
	1.875
	4.8

	ENSG00000250646.1_3
	22.398
	1.875
	7.29

	ENSG00000239602.1_3
	22.398
	1.875
	10.33

	ENSG00000172738.11_3
	22.398
	1.875
	2.11

	ENSG00000147145.12_3
	22.398
	1.875
	1.17

	ENSG00000221604.1
	0
	8.438
	0

	ENSG00000256248.1_4
	0
	8.438
	0

	ENSG00000268533.1_4
	0
	8.438
	0

	ENSG00000081800.8_3
	0
	8.438
	0

	ENSG00000227583.1_2
	18.132
	0.938
	3.6

	ENSG00000278594.1_3
	18.132
	0.938
	2.59

	ENSG00000280044.1_4
	18.132
	0.938
	12.14

	ENSG00000267662.1_4
	18.132
	0.938
	4.79

	ENSG00000189001.10_4
	18.132
	0.938
	1.35

	ENSG00000273464.1_3
	18.132
	0.938
	6.3

	ENSG00000196542.8_3
	18.132
	0.938
	0.83

	ENSG00000203808.10_3
	18.132
	0.938
	1.25

	ENSG00000260640.1_3
	18.132
	0.938
	5.8

	ENSG00000226520.1_4
	44.797
	8.438
	11.29

	ENSG00000273062.1_3
	13.866
	24.377
	1.04

	ENSG00000156384.14_3
	13.866
	24.377
	1.34

	ENSG00000256028.2_4
	13.866
	24.377
	0.37

	ENSG00000106133.17_2
	13.866
	24.377
	0.8

	ENSG00000172568.4_3
	14.932
	25.314
	1.04

	ENSG00000228477.1_3
	8.533
	18.751
	1.74

	ENSG00000211594.2_3
	8.533
	18.751
	34.13

	ENSG00000253006.1
	8.533
	18.751
	4.68

	ENSG00000224383.7_3
	41.597
	7.501
	1.97

	ENSG00000233008.5_2
	15.999
	26.252
	0.46

	ENSG00000261423.1_4
	15.999
	26.252
	0.87

	ENSG00000260064.1_4
	15.999
	26.252
	2.86

	ENSG00000278765.1_3
	15.999
	26.252
	4.01

	ENSG00000183918.15_3
	15.999
	26.252
	0.97

	ENSG00000266235.1
	5.333
	15.001
	8.77

	ENSG00000221122.2
	5.333
	15.001
	8.97

	ENSG00000275339.1_3
	5.333
	15.001
	3.1

	ENSG00000176919.11_3
	5.333
	15.001
	0.92

	ENSG00000116329.10_3
	25.598
	2.813
	0.41

	ENSG00000279878.1_4
	25.598
	2.813
	4.23

	ENSG00000258569.1_4
	25.598
	2.813
	7.02

	ENSG00000167654.17_3
	25.598
	2.813
	0.74

	ENSG00000239332.5_3
	25.598
	2.813
	1.76

	ENSG00000240350.2_3
	25.598
	2.813
	5

	ENSG00000132821.11_3
	25.598
	2.813
	1.93

	ENSG00000101098.12_3
	25.598
	2.813
	0.73

	ENSG00000279638.1_4
	25.598
	2.813
	27.45

	ENSG00000250383.1_3
	25.598
	2.813
	9.52

	ENSG00000183682.7_3
	38.397
	6.563
	3.36

	ENSG00000227825.4_2
	38.397
	6.563
	1.72

	ENSG00000120332.15_3
	9.599
	19.689
	0.28

	ENSG00000188385.11_3
	9.599
	19.689
	0.21

	ENSG00000013293.5_3
	9.599
	19.689
	0.14

	ENSG00000150627.15_3
	9.599
	19.689
	0.29

	ENSG00000264188.1_4
	3.2
	12.188
	1.41

	ENSG00000124568.10_3
	3.2
	12.188
	0.23

	ENSG00000261437.1_3
	3.2
	12.188
	0.22

	ENSG00000231651.1_3
	3.2
	12.188
	1.1

	ENSG00000234557.2_3
	3.2
	12.188
	1.19

	ENSG00000203855.7_2
	35.198
	5.625
	4.65

	ENSG00000263368.1_3
	35.198
	5.625
	6.22

	ENSG00000232656.7_3
	28.798
	3.75
	3.34

	ENSG00000260403.1_3
	28.798
	3.75
	7.86

	ENSG00000260788.5_4
	28.798
	3.75
	2.58

	ENSG00000221051.1
	28.798
	3.75
	48.43

	ENSG00000183671.12_3
	28.798
	3.75
	1.61

	ENSG00000231035.1_2
	28.798
	3.75
	5.72

	ENSG00000106268.15_3
	28.798
	3.75
	4.6

	ENSG00000197168.11_3
	31.998
	4.688
	1.62

	ENSG00000260832.1_3
	31.998
	4.688
	3.17

	ENSG00000253948.1_4
	31.998
	4.688
	12.46

	ENSG00000196933.5_2
	31.998
	4.688
	13.61

	ENSG00000235545.1_3
	10.666
	20.626
	1.29

	ENSG00000271917.1_4
	10.666
	20.626
	1.04

	ENSG00000188487.11_3
	10.666
	20.626
	0.49

	ENSG00000258439.1_3
	10.666
	20.626
	2.91

	ENSG00000219159.4_3
	10.666
	20.626
	0.46

	ENSG00000229153.5_4
	10.666
	20.626
	0.31

	ENSG00000267793.1_3
	10.666
	20.626
	2.77

	ENSG00000239291.1_3
	43.73
	8.438
	8.06

	ENSG00000236818.1_2
	6.4
	15.939
	1.78

	ENSG00000241782.1_3
	6.4
	15.939
	2

	ENSG00000253063.1
	6.4
	15.939
	10.52

	ENSG00000267653.1_3
	6.4
	15.939
	1.62

	ENSG00000231490.1_2
	6.4
	15.939
	1.28

	ENSG00000256751.5_3
	11.733
	21.564
	3.22

	ENSG00000188760.10_3
	11.733
	21.564
	0.68

	ENSG00000230806.1_3
	21.332
	1.875
	1.26

	ENSG00000249790.2_3
	21.332
	1.875
	1.4

	ENSG00000226797.1_4
	21.332
	1.875
	6.02

	ENSG00000267338.1_4
	21.332
	1.875
	5.78

	ENSG00000252581.1
	21.332
	1.875
	32.89

	ENSG00000174137.12_3
	21.332
	1.875
	0.93

	ENSG00000215217.6_3
	21.332
	1.875
	1.32

	ENSG00000250234.1_3
	21.332
	1.875
	7.76

	ENSG00000249740.2_3
	21.332
	1.875
	1.71

	ENSG00000244694.7_3
	21.332
	1.875
	1.11

	ENSG00000000005.5_3
	21.332
	1.875
	2.36

	ENSG00000230699.2_4
	14.932
	0
	0.73

	ENSG00000116183.10_3
	14.932
	0
	0.21

	ENSG00000254537.1_3
	14.932
	0
	5.67

	ENSG00000254705.1_3
	14.932
	0
	2.85

	ENSG00000171053.9_3
	14.932
	0
	1.45

	ENSG00000043355.11_3
	14.932
	0
	0.74

	ENSG00000274605.1_3
	14.932
	0
	2.42

	ENSG00000257056.2_3
	14.932
	0
	1.34

	ENSG00000258952.2_2
	14.932
	0
	1.06

	ENSG00000199575.1
	14.932
	0
	30.69

	ENSG00000169594.13_3
	14.932
	0
	0.46

	ENSG00000280131.1_3
	14.932
	0
	3.44

	ENSG00000261175.5_2
	14.932
	0
	0.57

	ENSG00000279775.1_3
	14.932
	0
	1.5

	ENSG00000267533.1_3
	14.932
	0
	1.93

	ENSG00000258881.6_4
	14.932
	0
	0.53

	ENSG00000233611.3_3
	14.932
	0
	1.98

	ENSG00000268941.2_2
	14.932
	0
	2.29

	ENSG00000275340.1_2
	14.932
	0
	0.57

	ENSG00000215612.7_4
	14.932
	0
	1.03

	ENSG00000275826.1_3
	14.932
	0
	1.23

	ENSG00000279011.1_3
	14.932
	0
	7.22

	ENSG00000249069.7_3
	14.932
	0
	2.04

	ENSG00000245526.10_3
	14.932
	0
	0.46

	ENSG00000232633.4_3
	14.932
	0
	0.66

	ENSG00000279068.1_4
	14.932
	0
	3.9

	ENSG00000217455.8_3
	14.932
	0
	1.55

	ENSG00000233109.4_3
	14.932
	0
	4.75

	ENSG00000007350.16_3
	14.932
	0
	0.76

	ENSG00000065609.14_3
	40.531
	7.501
	1.2

	ENSG00000259055.1_3
	17.065
	0.938
	2.23

	ENSG00000259614.2_3
	17.065
	0.938
	3

	ENSG00000198106.8_4
	17.065
	0.938
	0.52

	ENSG00000277450.1_3
	17.065
	0.938
	8.23

	ENSG00000269397.1_4
	17.065
	0.938
	1.68

	ENSG00000267692.1_3
	17.065
	0.938
	19.89

	ENSG00000267091.1_2
	17.065
	0.938
	2.03

	ENSG00000225449.3_2
	17.065
	0.938
	1.03

	ENSG00000250334.5_2
	17.065
	0.938
	1.21

	ENSG00000277795.1_3
	17.065
	0.938
	2.05

	ENSG00000253311.2_3
	17.065
	0.938
	0.33

	ENSG00000202345.1
	17.065
	0.938
	22.35

	ENSG00000183239.5_3
	17.065
	0.938
	5.55

	ENSG00000225286.1_3
	17.065
	0.938
	3.19

	ENSG00000279050.1_3
	12.799
	22.502
	0.78

	ENSG00000218305.3_2
	12.799
	22.502
	1.1

	ENSG00000257763.1_2
	2.133
	10.313
	0.38

	ENSG00000271905.1
	2.133
	10.313
	3.67

	ENSG00000262623.1_3
	2.133
	10.313
	0.77

	ENSG00000183833.16_3
	2.133
	10.313
	0.07

	ENSG00000251611.1_3
	2.133
	10.313
	0.88

	ENSG00000226051.6_2
	13.866
	23.439
	0.74

	ENSG00000237226.1_3
	13.866
	23.439
	2.65

	ENSG00000227615.1_3
	13.866
	23.439
	5.14

	ENSG00000271044.1_3
	13.866
	23.439
	3.26

	ENSG00000260022.1_3
	13.866
	23.439
	3.87

	ENSG00000109674.3_3
	13.866
	23.439
	0.85

	ENSG00000253764.1_3
	13.866
	23.439
	2.55

	ENSG00000257496.1_3
	7.466
	16.876
	1.97

	ENSG00000262558.1_4
	7.466
	16.876
	1.21

	ENSG00000007255.10_3
	7.466
	16.876
	1.37

	ENSG00000279099.1_4
	7.466
	16.876
	0.49

	ENSG00000165023.6_3
	7.466
	16.876
	0.25

	ENSG00000139985.6_3
	37.331
	6.563
	2.08

	ENSG00000234694.1_3
	4.266
	13.126
	0.96

	ENSG00000240823.2
	4.266
	13.126
	2.12

	ENSG00000254750.1_2
	4.266
	13.126
	0.5

	ENSG00000205810.8_3
	4.266
	13.126
	0.55

	ENSG00000130810.19_3
	4.266
	13.126
	0.36

	ENSG00000239571.1_3
	4.266
	13.126
	1.6

	ENSG00000197953.5_3
	4.266
	13.126
	0.42

	ENSG00000240024.5_2
	4.266
	13.126
	0.4

	ENSG00000245928.2_3
	4.266
	13.126
	0.37

	ENSG00000212468.1
	4.266
	13.126
	5.9

	ENSG00000271155.1_3
	4.266
	13.126
	0.45

	ENSG00000251807.1
	4.266
	13.126
	6.58

	ENSG00000266896.1_4
	14.932
	24.377
	1.36

	ENSG00000276740.1_4
	24.532
	2.813
	5.25

	ENSG00000279619.1_4
	24.532
	2.813
	1.88

	ENSG00000188573.7_3
	24.532
	2.813
	2.39

	ENSG00000228594.3_3
	34.131
	5.625
	2.42

	ENSG00000224687.1_2
	34.131
	5.625
	2.17

	ENSG00000256019.1_3
	34.131
	5.625
	5.46

	ENSG00000203362.2_3
	34.131
	5.625
	5.1

	ENSG00000248458.2_3
	42.664
	8.438
	5.46

	ENSG00000267884.1
	42.664
	8.438
	3.11

	ENSG00000233716.1_2
	42.664
	8.438
	5.61

	ENSG00000227934.1_3
	30.931
	4.688
	7.99

	ENSG00000254622.1_3
	30.931
	4.688
	3.88

	ENSG00000277999.1_3
	30.931
	4.688
	8.28

	ENSG00000229491.5_3
	30.931
	4.688
	3.35

	ENSG00000207118.1
	8.533
	17.814
	14.52

	ENSG00000222001.2_3
	8.533
	17.814
	1.96

	ENSG00000207420.1
	8.533
	17.814
	12.38

	ENSG00000187416.11_3
	8.533
	17.814
	0.66

	ENSG00000224323.2_2
	27.731
	3.75
	8.92

	ENSG00000248696.1_3
	27.731
	3.75
	11.09

	ENSG00000212360.1
	1.067
	8.438
	1.52

	ENSG00000229228.1_3
	1.067
	8.438
	0.26

	ENSG00000173239.13_3
	1.067
	8.438
	0.1

	ENSG00000207551.1
	1.067
	8.438
	1.58

	ENSG00000274591.1_4
	1.067
	8.438
	0.43

	ENSG00000283016.1_3
	1.067
	8.438
	0.38

	ENSG00000259871.1_4
	1.067
	8.438
	0.12

	ENSG00000260798.1_3
	1.067
	8.438
	0.28

	ENSG00000229980.4_2
	1.067
	8.438
	0.08

	ENSG00000267938.1_2
	1.067
	8.438
	0.47

	ENSG00000238567.1
	1.067
	8.438
	1.61

	ENSG00000248114.1_3
	1.067
	8.438
	0.22

	ENSG00000171587.14_3
	1.067
	8.438
	0.02

	ENSG00000279147.1_3
	1.067
	8.438
	0.09

	ENSG00000196900.4_3
	1.067
	8.438
	0.34

	ENSG00000239992.1_2
	1.067
	8.438
	0.5

	ENSG00000254111.2_3
	1.067
	8.438
	0.19

	ENSG00000233070.1_4
	1.067
	8.438
	0.2

	ENSG00000257302.1_2
	0
	7.501
	0

	ENSG00000229323.1_2
	0
	7.501
	0

	ENSG00000273972.1_3
	0
	7.501
	0

	ENSG00000260681.1_3
	0
	7.501
	0

	ENSG00000184361.12_3
	0
	7.501
	0

	ENSG00000274400.1_3
	0
	7.501
	0

	ENSG00000227292.1_3
	0
	7.501
	0

	ENSG00000232520.1_3
	0
	7.501
	0

	ENSG00000249791.1_3
	0
	7.501
	0

	ENSG00000250603.1_3
	0
	7.501
	0

	ENSG00000280997.1_2
	0
	7.501
	0

	ENSG00000252130.1
	39.464
	7.501
	54.59

	ENSG00000162078.11_3
	5.333
	14.063
	0.9

	ENSG00000262050.1_3
	5.333
	14.063
	1.78

	ENSG00000227433.1_3
	5.333
	14.063
	2.15

	ENSG00000250740.1_3
	5.333
	14.063
	1.63

	ENSG00000233859.2_2
	5.333
	14.063
	0.71

	ENSG00000185044.10
	20.265
	1.875
	1.68

	ENSG00000232085.1_3
	20.265
	1.875
	8.04

	ENSG00000259462.2_4
	20.265
	1.875
	0.6

	ENSG00000188013.6_3
	20.265
	1.875
	2.79

	ENSG00000284430.1_2
	20.265
	1.875
	0.59

	ENSG00000232377.1_3
	20.265
	1.875
	2.87

	ENSG00000175170.14_3
	20.265
	1.875
	1.78

	ENSG00000241723.1_3
	20.265
	1.875
	4.89

	ENSG00000198010.12_3
	20.265
	1.875
	0.29

	ENSG00000188710.2_3
	20.265
	1.875
	1.81

	ENSG00000202487.1
	10.666
	19.689
	16.27

	ENSG00000184669.8_3
	10.666
	19.689
	1.15

	ENSG00000256176.1_3
	10.666
	19.689
	5

	ENSG00000278912.1_4
	10.666
	19.689
	2.43

	ENSG00000177946.5_3
	10.666
	19.689
	0.58

	ENSG00000125798.14_3
	10.666
	19.689
	0.61

	ENSG00000199319.1
	10.666
	19.689
	5.13

	ENSG00000153303.16_3
	10.666
	19.689
	0.49

	ENSG00000233834.6_2
	10.666
	19.689
	2.13

	ENSG00000217624.2_3
	10.666
	19.689
	2.15

	ENSG00000274386.5_4
	36.264
	6.563
	1.47

	ENSG00000265801.1_4
	36.264
	6.563
	12.48

	ENSG00000222808.1
	36.264
	6.563
	47.08

	ENSG00000159259.7_3
	36.264
	6.563
	1.2

	ENSG00000145242.13_4
	36.264
	6.563
	0.55

	ENSG00000183114.7_3
	13.866
	0
	0.8

	ENSG00000233431.1_3
	13.866
	0
	2.5

	ENSG00000226758.1_3
	13.866
	0
	2.69

	ENSG00000229672.2_3
	13.866
	0
	2.7

	ENSG00000199407.1
	13.866
	0
	16.96

	ENSG00000249255.1_2
	13.866
	0
	2.72

	ENSG00000258007.1_3
	13.866
	0
	3.68

	ENSG00000258548.5_2
	13.866
	0
	0.58

	ENSG00000139973.16_3
	13.866
	0
	0.15

	ENSG00000260206.1_3
	13.866
	0
	3.59

	ENSG00000236819.1_2
	13.866
	0
	2.74

	ENSG00000141750.6_3
	13.866
	0
	0.61

	ENSG00000253730.1_3
	13.866
	0
	3.75

	ENSG00000264529.1_3
	13.866
	0
	3.15

	ENSG00000125726.10_3
	13.866
	0
	1.7

	ENSG00000231482.2_3
	13.866
	0
	3.7

	ENSG00000242113.2
	13.866
	0
	7.28

	ENSG00000231453.1_2
	13.866
	0
	0.66

	ENSG00000249177.1_2
	13.866
	0
	1.5

	ENSG00000229892.1_3
	13.866
	0
	5.9

	ENSG00000125531.6_3
	13.866
	0
	0.67

	ENSG00000242082.1_4
	13.866
	0
	2.34

	ENSG00000100427.15_3
	13.866
	0
	0.49

	ENSG00000239263.1_2
	13.866
	0
	1.9

	ENSG00000174899.10_4
	13.866
	0
	0.65

	ENSG00000251688.1_3
	13.866
	0
	2

	ENSG00000164129.11_3
	13.866
	0
	0.62

	ENSG00000279755.1_3
	13.866
	0
	8.77

	ENSG00000205644.5_3
	13.866
	0
	2.36

	ENSG00000231102.1_3
	13.866
	0
	5.03

	ENSG00000130368.5_3
	13.866
	0
	0.21

	ENSG00000233901.5_2
	13.866
	0
	1.65

	ENSG00000266514.1
	13.866
	0
	31.09

	ENSG00000255624.2_3
	3.2
	11.251
	0.36

	ENSG00000183542.5_3
	3.2
	11.251
	0.51

	ENSG00000270000.1_3
	3.2
	11.251
	1.1

	ENSG00000259278.1_3
	3.2
	11.251
	0.83

	ENSG00000260750.5_3
	3.2
	11.251
	0.35

	ENSG00000182352.8_3
	3.2
	11.251
	0.19

	ENSG00000152672.7_3
	3.2
	11.251
	0.19

	ENSG00000229326.3_3
	3.2
	11.251
	0.87

	ENSG00000202016.1
	3.2
	11.251
	4.38

	ENSG00000145864.12_3
	3.2
	11.251
	0.05

	ENSG00000261730.1_3
	3.2
	11.251
	0.37

	ENSG00000255270.1_3
	15.999
	0.938
	4.68

	ENSG00000256482.1_3
	15.999
	0.938
	5.25

	ENSG00000252577.1
	15.999
	0.938
	18.07

	ENSG00000267796.7_3
	15.999
	0.938
	2.06

	ENSG00000233508.2_3
	15.999
	0.938
	1.06

	ENSG00000144891.17_3
	15.999
	0.938
	0.75

	ENSG00000278913.1_3
	15.999
	0.938
	0.83

	ENSG00000176515.1_3
	15.999
	0.938
	0.69

	ENSG00000272273.1_3
	15.999
	0.938
	4.49

	ENSG00000225096.2_3
	15.999
	0.938
	0.41

	ENSG00000227215.1_3
	15.999
	0.938
	4.93

	ENSG00000223485.2_2
	15.999
	0.938
	2.54

	ENSG00000225144.2_3
	15.999
	0.938
	5.72

	ENSG00000230022.1_2
	11.733
	20.626
	2.74

	ENSG00000265316.1_3
	11.733
	20.626
	3

	ENSG00000233214.1_2
	11.733
	20.626
	3.86

	ENSG00000231013.1_3
	11.733
	20.626
	0.83

	ENSG00000231169.4_2
	33.064
	5.625
	7.28

	ENSG00000157470.11_3
	33.064
	5.625
	1.41

	ENSG00000228157.4_3
	33.064
	5.625
	3.36

	ENSG00000251958.1
	6.4
	15.001
	9.87

	ENSG00000272963.1_2
	6.4
	15.001
	1.29

	ENSG00000236044.1_2
	6.4
	15.001
	2.32

	ENSG00000141668.9_3
	6.4
	15.001
	0.3

	ENSG00000088002.11_3
	6.4
	15.001
	0.56

	ENSG00000228643.1_3
	6.4
	15.001
	2.42

	ENSG00000091181.19_3
	6.4
	15.001
	0.15

	ENSG00000269907.1_3
	6.4
	15.001
	2.87

	ENSG00000256862.1_3
	12.799
	21.564
	2.79

	ENSG00000273687.1_3
	12.799
	21.564
	5.71

	ENSG00000175003.12_3
	23.465
	2.813
	1.78

	ENSG00000230694.1_3
	23.465
	2.813
	7.63

	ENSG00000187753.12_3
	23.465
	2.813
	1.8

	ENSG00000182575.7_4
	13.866
	22.502
	0.71

	ENSG00000204099.11_3
	13.866
	22.502
	0.69

	ENSG00000211662.2_3
	13.866
	22.502
	3.41

	ENSG00000221724.1
	13.866
	22.502
	23.59

	ENSG00000180592.16_3
	29.865
	4.688
	0.67

	ENSG00000254397.1_3
	29.865
	4.688
	7.4

	ENSG00000104899.7_3
	29.865
	4.688
	2.43

	ENSG00000247746.4_3
	29.865
	4.688
	1

	ENSG00000204152.6
	26.665
	3.75
	6.46

	ENSG00000110944.8_3
	26.665
	3.75
	3.77

	ENSG00000203489.3_2
	26.665
	3.75
	4.48

	ENSG00000132429.9_3
	26.665
	3.75
	2.93

	ENSG00000105991.7_3
	26.665
	3.75
	1.55

	ENSG00000082482.13_3
	38.397
	7.501
	1.58

	ENSG00000163347.5_3
	38.397
	7.501
	1.63

	ENSG00000233411.1_4
	7.466
	15.939
	3.65

	ENSG00000254477.1_3
	7.466
	15.939
	1.26

	ENSG00000258352.1_3
	7.466
	15.939
	1.83

	ENSG00000211882.1_3
	7.466
	15.939
	18.73

	ENSG00000183798.4_3
	7.466
	15.939
	0.29

	ENSG00000163519.13_3
	7.466
	15.939
	0.58

	ENSG00000265479.6_3
	7.466
	15.939
	0.24

	ENSG00000279302.3_4
	7.466
	15.939
	0.43

	ENSG00000198976.1
	4.266
	12.188
	7.61

	ENSG00000256001.1_3
	4.266
	12.188
	1.25

	ENSG00000258951.1_2
	4.266
	12.188
	0.52

	ENSG00000240041.1_2
	4.266
	12.188
	13.73

	ENSG00000227161.1_4
	4.266
	12.188
	6.51

	ENSG00000177455.12_3
	4.266
	12.188
	0.32

	ENSG00000261156.6_3
	4.266
	12.188
	0.58

	ENSG00000134762.16_3
	4.266
	12.188
	0.09

	ENSG00000267311.1_4
	4.266
	12.188
	0.57

	ENSG00000244474.5_3
	4.266
	12.188
	0.26

	ENSG00000175730.8_2
	4.266
	12.188
	0.99

	ENSG00000174564.12_3
	4.266
	12.188
	0.31

	ENSG00000249908.2_2
	4.266
	12.188
	2.64

	ENSG00000240905.2
	4.266
	12.188
	2.13

	ENSG00000252719.1
	4.266
	12.188
	4.82

	ENSG00000202496.1
	2.133
	9.376
	1.94

	ENSG00000228027.1_3
	2.133
	9.376
	1.29

	ENSG00000226699.1_3
	2.133
	9.376
	1.72

	ENSG00000254459.1_4
	2.133
	9.376
	0.54

	ENSG00000257752.1_3
	2.133
	9.376
	0.45

	ENSG00000207460.1
	2.133
	9.376
	3.43

	ENSG00000261346.1_4
	2.133
	9.376
	0.45

	ENSG00000264125.1_3
	2.133
	9.376
	0.45

	ENSG00000267141.1_3
	2.133
	9.376
	0.52

	ENSG00000267769.1_3
	2.133
	9.376
	0.62

	ENSG00000238000.1_3
	2.133
	9.376
	0.44

	ENSG00000246130.1_3
	2.133
	9.376
	0.12

	ENSG00000227907.1_3
	8.533
	16.876
	2.79

	ENSG00000259512.3_2
	8.533
	16.876
	1.31

	ENSG00000259548.1_3
	8.533
	16.876
	2.34

	ENSG00000131951.10_3
	19.199
	1.875
	0.6

	ENSG00000177508.11_3
	19.199
	1.875
	1.09

	ENSG00000279142.1_3
	19.199
	1.875
	1.16

	ENSG00000248383.4_3
	19.199
	1.875
	0.41

	ENSG00000236081.1_2
	19.199
	1.875
	2.87

	ENSG00000253582.1_3
	19.199
	1.875
	5.64

	ENSG00000149403.12_3
	31.998
	5.625
	0.77

	ENSG00000201700.2
	31.998
	5.625
	64.87

	ENSG00000237276.8_2
	9.599
	17.814
	0.76

	ENSG00000214851.4_2
	9.599
	17.814
	0.64

	ENSG00000241217.2
	9.599
	17.814
	4.82

	ENSG00000258872.2_2
	9.599
	17.814
	1.4

	ENSG00000275601.1_4
	9.599
	17.814
	2.24

	ENSG00000270218.1_3
	9.599
	17.814
	2.41

	ENSG00000258632.2_3
	9.599
	17.814
	3.27

	ENSG00000260924.2_3
	9.599
	17.814
	0.98

	ENSG00000114631.10_3
	9.599
	17.814
	0.65

	ENSG00000240535.8_4
	9.599
	17.814
	0.69

	ENSG00000251169.2_2
	9.599
	17.814
	1.28

	ENSG00000120949.14_3
	14.932
	0.938
	0.59

	ENSG00000233825.1_3
	14.932
	0.938
	5.77

	ENSG00000166220.12_3
	14.932
	0.938
	1.39

	ENSG00000283141.1_3
	14.932
	0.938
	2.2

	ENSG00000255410.1_3
	14.932
	0.938
	4.54

	ENSG00000244131.2_2
	14.932
	0.938
	3.43

	ENSG00000179256.2_3
	14.932
	0.938
	1.05

	ENSG00000207622.1
	14.932
	0.938
	22.32

	ENSG00000275226.1_2
	14.932
	0.938
	0.67

	ENSG00000260910.1_2
	14.932
	0.938
	0.95

	ENSG00000140274.13_3
	14.932
	0.938
	1.26

	ENSG00000274383.1_3
	14.932
	0.938
	4.31

	ENSG00000197696.9_3
	14.932
	0.938
	2.16

	ENSG00000237380.6_4
	14.932
	0.938
	1.55

	ENSG00000131055.4_3
	14.932
	0.938
	3.19

	ENSG00000221506.1
	14.932
	0.938
	31.57

	ENSG00000244286.1_3
	14.932
	0.938
	4.8

	ENSG00000184139.8_2
	14.932
	0.938
	3.87

	ENSG00000248907.1_2
	14.932
	0.938
	2.14

	ENSG00000086717.18_3
	14.932
	0.938
	0.76

	ENSG00000271907.1
	14.932
	0.938
	17.13

	ENSG00000233189.1_2
	10.666
	18.751
	3.45

	ENSG00000242951.1_3
	10.666
	18.751
	3.93

	ENSG00000262708.1_3
	10.666
	18.751
	2.66

	ENSG00000236489.1_3
	10.666
	18.751
	5.28

	ENSG00000251045.1_2
	10.666
	18.751
	0.74

	ENSG00000227518.5_4
	10.666
	18.751
	0.54

	ENSG00000237624.1_2
	12.799
	0
	1.23

	ENSG00000226822.2_3
	12.799
	0
	0.61

	ENSG00000162746.14_3
	12.799
	0
	0.96

	ENSG00000264802.1
	12.799
	0
	15.79

	ENSG00000238266.1_2
	12.799
	0
	0.62

	ENSG00000231906.1_3
	12.799
	0
	7.83

	ENSG00000175544.13_3
	12.799
	0
	0.66

	ENSG00000183150.7_3
	12.799
	0
	0.98

	ENSG00000256849.1_3
	12.799
	0
	1.26

	ENSG00000205592.13_4
	12.799
	0
	0.08

	ENSG00000266539.1
	12.799
	0
	28.27

	ENSG00000274718.1_3
	12.799
	0
	0.63

	ENSG00000156886.11_3
	12.799
	0
	0.48

	ENSG00000266795.2
	12.799
	0
	0.5

	ENSG00000249406.1_3
	12.799
	0
	2.26

	ENSG00000267287.1_3
	12.799
	0
	0.45

	ENSG00000172000.7_3
	12.799
	0
	0.29

	ENSG00000267986.1_3
	12.799
	0
	4.88

	ENSG00000228629.2_3
	12.799
	0
	4.36

	ENSG00000234362.5_2
	12.799
	0
	2.96

	ENSG00000258910.2_2
	12.799
	0
	2.01

	ENSG00000223190.1
	12.799
	0
	6.67

	ENSG00000237484.5_2
	12.799
	0
	0.38

	ENSG00000231480.1_2
	12.799
	0
	10.7

	ENSG00000249386.1_2
	12.799
	0
	2.73

	ENSG00000261039.2_3
	12.799
	0
	3.48

	ENSG00000004846.16_3
	12.799
	0
	0.24

	ENSG00000234707.2_3
	12.799
	0
	3.94

	ENSG00000006377.10_3
	12.799
	0
	0.75

	ENSG00000266446.1_4
	12.799
	0
	4.35

	ENSG00000204446.4_2
	12.799
	0
	0.58

	ENSG00000266060.1
	12.799
	0
	12.8

	ENSG00000223516.1_3
	12.799
	0
	4.28

	ENSG00000227811.2_3
	28.798
	4.688
	2

	ENSG00000198075.9_3
	28.798
	4.688
	2.29

	ENSG00000125820.5_3
	28.798
	4.688
	2.04

	ENSG00000234358.1_3
	28.798
	4.688
	5.56

	ENSG00000257058.1_3
	5.333
	13.126
	2.02

	ENSG00000254550.1_3
	5.333
	13.126
	1.6

	ENSG00000170627.10_3
	5.333
	13.126
	0.47

	ENSG00000211858.1_3
	5.333
	13.126
	13.85

	ENSG00000265110.1
	5.333
	13.126
	11.28

	ENSG00000236969.2_2
	5.333
	13.126
	1.48

	ENSG00000239089.1
	5.333
	13.126
	7.11

	ENSG00000211652.2_3
	5.333
	13.126
	2.05

	ENSG00000229875.1_2
	5.333
	13.126
	2.31

	ENSG00000262319.1_3
	22.398
	2.813
	1.24

	ENSG00000170579.16_4
	22.398
	2.813
	0.44

	ENSG00000251076.1_3
	22.398
	2.813
	4.66

	ENSG00000122679.8_3
	22.398
	2.813
	2.32

	ENSG00000253250.2_3
	22.398
	2.813
	3.71

	ENSG00000150337.13_3
	25.598
	3.75
	1.74

	ENSG00000263961.6_1
	25.598
	3.75
	2.12

	ENSG00000215921.1
	25.598
	3.75
	40.74

	ENSG00000279837.1_4
	25.598
	3.75
	4.93

	ENSG00000262732.1_3
	25.598
	3.75
	0.76

	ENSG00000183914.14_3
	25.598
	3.75
	0.24

	ENSG00000228551.1_2
	25.598
	3.75
	16.84

	ENSG00000249274.1_2
	25.598
	3.75
	3.77

	ENSG00000183171.5_3
	25.598
	3.75
	1.77

	ENSG00000233589.1_3
	1.067
	7.501
	0.16

	ENSG00000255521.1_3
	1.067
	7.501
	0.14

	ENSG00000187726.8_3
	1.067
	7.501
	0.05

	ENSG00000200855.1
	1.067
	7.501
	1.55

	ENSG00000225342.2_3
	1.067
	7.501
	0.07

	ENSG00000151948.11_3
	1.067
	7.501
	0.05

	ENSG00000174015.9_4
	1.067
	7.501
	0.07

	ENSG00000269930.1_3
	1.067
	7.501
	0.2

	ENSG00000223313.1
	1.067
	7.501
	1.52

	ENSG00000260650.1_3
	1.067
	7.501
	0.28

	ENSG00000262759.1_2
	1.067
	7.501
	0.61

	ENSG00000267712.5_3
	1.067
	7.501
	0.06

	ENSG00000187957.7_3
	1.067
	7.501
	0.05

	ENSG00000243135.6_3
	1.067
	7.501
	0.07

	ENSG00000230698.1_3
	1.067
	7.501
	0.29

	ENSG00000207651.1
	1.067
	7.501
	1.84

	ENSG00000251584.1_3
	1.067
	7.501
	0.2

	ENSG00000207490.1
	1.067
	7.501
	1.52

	ENSG00000228231.2_3
	1.067
	7.501
	0.38

	ENSG00000236928.3_3
	1.067
	7.501
	0.3

	ENSG00000229018.5_2
	1.067
	7.501
	0.12

	ENSG00000242435.1_2
	1.067
	7.501
	0.31

	ENSG00000204860.4_3
	1.067
	7.501
	0.05

	ENSG00000207737.1
	1.067
	7.501
	1.77

	ENSG00000265033.1
	1.067
	7.501
	0.54

	ENSG00000228955.2_4
	11.733
	19.689
	7.82

	ENSG00000267296.2_4
	11.733
	19.689
	0.79

	ENSG00000279368.1_3
	11.733
	19.689
	0.95

	ENSG00000267055.1_3
	11.733
	19.689
	2.59

	ENSG00000279151.1_3
	0
	6.563
	0

	ENSG00000265744.1
	0
	6.563
	0

	ENSG00000254497.1_3
	0
	6.563
	0

	ENSG00000168070.11_3
	0
	6.563
	0

	ENSG00000222297.1
	0
	6.563
	0

	ENSG00000211978.2_2
	0
	6.563
	0

	ENSG00000275674.1_4
	0
	6.563
	0

	ENSG00000205362.11_3
	0
	6.563
	0

	ENSG00000275393.1_4
	0
	6.563
	0

	ENSG00000267742.1_2
	0
	6.563
	0

	ENSG00000230327.1_2
	0
	6.563
	0

	ENSG00000239923.2
	0
	6.563
	0

	ENSG00000200871.1
	0
	6.563
	0

	ENSG00000254391.1_3
	0
	6.563
	0

	ENSG00000112195.8_3
	0
	6.563
	0

	ENSG00000214544.7_2
	0
	6.563
	0

	ENSG00000221048.1
	0
	6.563
	0

	ENSG00000146809.12_3
	0
	6.563
	0

	ENSG00000211715.1_2
	0
	6.563
	0

	ENSG00000227159.8_2
	0
	6.563
	0

	ENSG00000229163.2_2
	0
	6.563
	0

	ENSG00000135437.9_3
	12.799
	20.626
	1.45

	ENSG00000136149.6_2
	12.799
	20.626
	3.1

	ENSG00000217181.1_3
	12.799
	20.626
	3.95

	ENSG00000237513.1_3
	12.799
	20.626
	2.13

	ENSG00000275549.1_3
	12.799
	20.626
	1.11

	ENSG00000236385.1_3
	34.131
	6.563
	6.99

	ENSG00000104221.12_3
	34.131
	6.563
	1.85

	ENSG00000111537.4_3
	6.4
	14.063
	0.78

	ENSG00000167748.10_3
	6.4
	14.063
	1.09

	ENSG00000244675.2_3
	6.4
	14.063
	0.32

	ENSG00000248925.1_3
	6.4
	14.063
	1.81

	ENSG00000165197.4_3
	6.4
	14.063
	0.46

	ENSG00000231866.2_3
	3.2
	10.313
	2.71

	ENSG00000225169.1_2
	3.2
	10.313
	1.25

	ENSG00000231440.1_4
	3.2
	10.313
	0.7

	ENSG00000279586.1_3
	3.2
	10.313
	0.52

	ENSG00000276854.1_4
	3.2
	10.313
	0.85

	ENSG00000260729.1_4
	3.2
	10.313
	0.11

	ENSG00000259764.1_3
	3.2
	10.313
	0.74

	ENSG00000102962.4_3
	3.2
	10.313
	0.16

	ENSG00000265279.1_2
	3.2
	10.313
	0.5

	ENSG00000226649.1_3
	3.2
	10.313
	1.09

	ENSG00000275401.1_3
	3.2
	10.313
	0.66

	ENSG00000039537.13_3
	3.2
	10.313
	0.12

	ENSG00000248493.1_2
	3.2
	10.313
	0.6

	ENSG00000271911.1_3
	3.2
	10.313
	0.23

	ENSG00000243621.1_3
	3.2
	10.313
	2.8

	ENSG00000270672.1_3
	3.2
	10.313
	0.33

	ENSG00000251521.2_3
	3.2
	10.313
	0.48

	ENSG00000233013.10_3
	3.2
	10.313
	0.25

	ENSG00000262049.1_3
	30.931
	5.625
	2.32

	ENSG00000238673.1
	30.931
	5.625
	48.7

	ENSG00000243403.1_3
	7.466
	15.001
	3.18

	ENSG00000244437.1_3
	7.466
	15.001
	2.5

	ENSG00000280187.1_3
	7.466
	15.001
	0.36

	ENSG00000263597.1
	7.466
	15.001
	10.05

	ENSG00000231087.2_2
	7.466
	15.001
	1.05

	ENSG00000162490.6_3
	18.132
	1.875
	0.37

	ENSG00000117245.12_3
	18.132
	1.875
	0.65

	ENSG00000233114.2_3
	18.132
	1.875
	11.87

	ENSG00000254602.1_4
	18.132
	1.875
	0.96

	ENSG00000246731.2_3
	18.132
	1.875
	1.07

	ENSG00000235129.1_2
	18.132
	1.875
	7.08

	ENSG00000251400.1_2
	18.132
	1.875
	1.75

	ENSG00000251756.1
	27.731
	4.688
	37.31

	ENSG00000116039.11_3
	27.731
	4.688
	2.17

	ENSG00000224905.6_4
	27.731
	4.688
	3.08

	ENSG00000278351.1_4
	8.533
	15.939
	4.97

	ENSG00000211878.1_3
	8.533
	15.939
	21.05

	ENSG00000259417.2_4
	8.533
	15.939
	0.18

	ENSG00000251819.1
	8.533
	15.939
	12.26

	ENSG00000262495.1_3
	8.533
	15.939
	3.04

	ENSG00000263787.1_3
	8.533
	15.939
	1.84

	ENSG00000276934.1_4
	8.533
	15.939
	2.61

	ENSG00000144406.18_3
	8.533
	15.939
	0.09

	ENSG00000164051.13_3
	8.533
	15.939
	0.73

	ENSG00000217653.1_3
	8.533
	15.939
	1.67

	ENSG00000169306.9_3
	8.533
	15.939
	0.34

	ENSG00000180861.9_2
	24.532
	3.75
	1.19

	ENSG00000175697.10_3
	24.532
	3.75
	0.82

	ENSG00000230575.1_3
	21.332
	2.813
	8.29

	ENSG00000017427.15_3
	21.332
	2.813
	0.39

	ENSG00000139971.15_4
	21.332
	2.813
	0.49

	ENSG00000177699.4_3
	21.332
	2.813
	1.66

	ENSG00000260089.2_2
	21.332
	2.813
	3.76

	ENSG00000266149.1_3
	21.332
	2.813
	5.13

	ENSG00000263952.5_3
	21.332
	2.813
	3.95

	ENSG00000251705.1
	21.332
	2.813
	20.77

	ENSG00000044012.3_3
	4.266
	11.251
	1.06

	ENSG00000110169.10_3
	4.266
	11.251
	0.38

	ENSG00000259290.1_4
	4.266
	11.251
	1.77

	ENSG00000258102.3_3
	4.266
	11.251
	0.96

	ENSG00000211844.1_3
	4.266
	11.251
	9.57

	ENSG00000259577.1_2
	4.266
	11.251
	0.3

	ENSG00000261187.1_4
	4.266
	11.251
	0.56

	ENSG00000246898.1_2
	4.266
	11.251
	0.29

	ENSG00000166596.14_3
	4.266
	11.251
	0.27

	ENSG00000267221.2_4
	4.266
	11.251
	0.17

	ENSG00000263004.1_3
	4.266
	11.251
	0.89

	ENSG00000233393.1_3
	4.266
	11.251
	0.27

	ENSG00000219682.4_3
	4.266
	11.251
	0.45

	ENSG00000196329.11_3
	4.266
	11.251
	0.26

	ENSG00000252832.1
	9.599
	16.876
	13.66

	ENSG00000255277.3_2
	9.599
	16.876
	1.32

	ENSG00000236525.1_3
	9.599
	16.876
	1.18

	ENSG00000149488.12_3
	9.599
	16.876
	0.45

	ENSG00000160188.9_3
	9.599
	16.876
	0.99

	ENSG00000249417.1_4
	9.599
	16.876
	3.37

	ENSG00000250350.1_3
	9.599
	16.876
	8.72

	ENSG00000272109.1_3
	9.599
	16.876
	3

	ENSG00000253852.1_3
	9.599
	16.876
	2.3

	ENSG00000214827.9_3
	9.599
	16.876
	0.59

	ENSG00000284693.1_1
	13.866
	0.938
	0.84

	ENSG00000252895.1
	13.866
	0.938
	23.32

	ENSG00000227165.7_3
	13.866
	0.938
	0.59

	ENSG00000279675.1_3
	13.866
	0.938
	0.38

	ENSG00000260209.1_3
	13.866
	0.938
	1.37

	ENSG00000245667.2_3
	13.866
	0.938
	3.66

	ENSG00000258966.1_2
	13.866
	0.938
	7.71

	ENSG00000201500.1
	13.866
	0.938
	26.31

	ENSG00000201318.1
	13.866
	0.938
	28.5

	ENSG00000248079.2_3
	13.866
	0.938
	1.39

	ENSG00000252246.1
	13.866
	0.938
	18.66

	ENSG00000232742.3_2
	13.866
	0.938
	3.54

	ENSG00000234509.1_2
	13.866
	0.938
	0.92

	ENSG00000280095.1_3
	13.866
	0.938
	4.31

	ENSG00000237517.9_3
	13.866
	0.938
	0.36

	ENSG00000265355.1
	13.866
	0.938
	26.31

	ENSG00000155011.8_3
	13.866
	0.938
	0.52

	ENSG00000250938.5_4
	13.866
	0.938
	0.59

	ENSG00000146005.3_3
	13.866
	0.938
	0.45

	ENSG00000204248.10_3
	13.866
	0.938
	0.31

	ENSG00000273186.1_4
	13.866
	0.938
	5.02

	ENSG00000124343.12_3
	13.866
	0.938
	0.87

	ENSG00000231784.8_3
	33.064
	6.563
	1.83

	ENSG00000177294.6_3
	33.064
	6.563
	2.92

	ENSG00000267049.1_3
	33.064
	6.563
	11.46

	ENSG00000174365.19_2
	33.064
	6.563
	3.28

	ENSG00000081041.8_3
	33.064
	6.563
	4.02

	ENSG00000197921.5_3
	11.733
	0
	1.33

	ENSG00000237928.5_3
	11.733
	0
	1.03

	ENSG00000261737.1_3
	11.733
	0
	1.81

	ENSG00000185904.11_2
	11.733
	0
	0.77

	ENSG00000263399.1
	11.733
	0
	22.55

	ENSG00000279770.1_2
	11.733
	0
	0.67

	ENSG00000259426.5_3
	11.733
	0
	0.98

	ENSG00000273923.1_4
	11.733
	0
	3.22

	ENSG00000264771.1
	11.733
	0
	13.15

	ENSG00000263331.1_3
	11.733
	0
	4.29

	ENSG00000280177.1_3
	11.733
	0
	0.63

	ENSG00000242067.1_3
	11.733
	0
	3

	ENSG00000283108.1_3
	11.733
	0
	2.98

	ENSG00000105198.10_3
	11.733
	0
	2.78

	ENSG00000228613.1_4
	11.733
	0
	2.21

	ENSG00000283766.1_1
	11.733
	0
	2.28

	ENSG00000270930.1_2
	11.733
	0
	1.56

	ENSG00000272551.1_3
	11.733
	0
	2.14

	ENSG00000227107.1_3
	11.733
	0
	0.84

	ENSG00000229042.2_3
	11.733
	0
	0.87

	ENSG00000230479.1_4
	11.733
	0
	1.94

	ENSG00000169548.3_3
	11.733
	0
	0.82

	ENSG00000231383.2_3
	11.733
	0
	1.61

	ENSG00000152592.13_4
	11.733
	0
	0.65

	ENSG00000248869.5_3
	11.733
	0
	1.04

	ENSG00000249247.1_2
	11.733
	0
	2.2

	ENSG00000250482.3_2
	11.733
	0
	1.57

	ENSG00000205883.2_2
	11.733
	0
	7.42

	ENSG00000205882.8_3
	11.733
	0
	1.63

	ENSG00000078725.12_3
	11.733
	0
	0.5

	ENSG00000264877.1
	11.733
	0
	11.73

	ENSG00000264744.1
	11.733
	0
	24.12

	ENSG00000266827.1
	11.733
	0
	24.12

	ENSG00000221870.2_3
	11.733
	0
	0.71

	ENSG00000272449.1_3
	10.666
	17.814
	1.58

	ENSG00000261114.1_4
	10.666
	17.814
	2.26

	ENSG00000204311.12_3
	10.666
	17.814
	0.96

	ENSG00000226935.6_2
	10.666
	17.814
	1.81

	ENSG00000233010.1_2
	10.666
	17.814
	2.62

	ENSG00000227188.1_3
	10.666
	17.814
	3.17

	ENSG00000248936.1_3
	10.666
	17.814
	2.96

	ENSG00000174123.10_3
	10.666
	17.814
	0.38

	ENSG00000121895.7_4
	10.666
	17.814
	0.82

	ENSG00000236709.1_3
	10.666
	17.814
	2.25

	ENSG00000242860.2
	2.133
	8.438
	1.08

	ENSG00000206921.1
	2.133
	8.438
	2.95

	ENSG00000231691.1_3
	2.133
	8.438
	0.71

	ENSG00000234109.1_2
	2.133
	8.438
	0.46

	ENSG00000226734.1_2
	2.133
	8.438
	1.48

	ENSG00000111291.8_3
	2.133
	8.438
	0.3

	ENSG00000205056.8_4
	2.133
	8.438
	0.03

	ENSG00000140057.8_3
	2.133
	8.438
	0.07

	ENSG00000265683.1_3
	2.133
	8.438
	0.43

	ENSG00000261222.2_3
	2.133
	8.438
	0.09

	ENSG00000206687.1
	2.133
	8.438
	2.15

	ENSG00000272555.1_3
	2.133
	8.438
	0.69

	ENSG00000228670.4_2
	2.133
	8.438
	0.43

	ENSG00000232687.1_2
	2.133
	8.438
	0.65

	ENSG00000233733.1_2
	2.133
	8.438
	0.8

	ENSG00000233893.1_3
	2.133
	8.438
	1.45

	ENSG00000237818.1_2
	2.133
	8.438
	0.41

	ENSG00000224595.1_3
	2.133
	8.438
	0.54

	ENSG00000203989.4_3
	2.133
	8.438
	0.11

	ENSG00000229656.6_3
	29.865
	5.625
	4.22

	ENSG00000065057.7_3
	29.865
	5.625
	4.14

	ENSG00000113262.14_3
	29.865
	5.625
	0.72

	ENSG00000240553.1_4
	5.333
	12.188
	1.19

	ENSG00000117400.16_3
	5.333
	12.188
	0.41

	ENSG00000274245.1_3
	5.333
	12.188
	1.14

	ENSG00000234535.1_3
	5.333
	12.188
	2.05

	ENSG00000211884.1_3
	5.333
	12.188
	13.15

	ENSG00000202077.1
	5.333
	12.188
	5.03

	ENSG00000171101.13_2
	5.333
	12.188
	0.52

	ENSG00000233493.3_3
	5.333
	12.188
	0.79

	ENSG00000235072.2_3
	5.333
	12.188
	0.44

	ENSG00000064205.10_3
	5.333
	12.188
	0.44

	ENSG00000282859.1_3
	5.333
	12.188
	1.42

	ENSG00000236029.4
	5.333
	12.188
	0.14

	ENSG00000252050.1
	5.333
	12.188
	6.07

	ENSG00000156574.9_3
	26.665
	4.688
	2.37

	ENSG00000092200.12_3
	26.665
	4.688
	0.95

	ENSG00000261732.1_4
	26.665
	4.688
	0.74

	ENSG00000279039.1_4
	26.665
	4.688
	1.52

	ENSG00000224050.1_3
	26.665
	4.688
	6.69

	ENSG00000142789.19_3
	17.065
	1.875
	2.18

	ENSG00000027644.4_3
	17.065
	1.875
	0.5

	ENSG00000222370.1
	17.065
	1.875
	19.28

	ENSG00000214770.2_4
	17.065
	1.875
	0.76

	ENSG00000258437.1_3
	17.065
	1.875
	4.69

	ENSG00000234327.7_3
	17.065
	1.875
	2.95

	ENSG00000278546.1_3
	17.065
	1.875
	5.71

	ENSG00000261780.2_3
	17.065
	1.875
	1.56

	ENSG00000267510.1_3
	17.065
	1.875
	6.24

	ENSG00000099957.16_3
	17.065
	1.875
	0.69

	ENSG00000272906.1_3
	6.4
	13.126
	0.96

	ENSG00000234996.4_3
	6.4
	13.126
	0.41

	ENSG00000176984.6_3
	6.4
	13.126
	0.46

	ENSG00000212496.1
	6.4
	13.126
	8.85

	ENSG00000259036.1_3
	6.4
	13.126
	1.66

	ENSG00000249986.1_2
	6.4
	13.126
	3.12

	ENSG00000239393.1_3
	6.4
	13.126
	2.68

	ENSG00000239257.1_2
	6.4
	13.126
	2.01

	ENSG00000188730.4_3
	6.4
	13.126
	0.08

	ENSG00000232756.1_3
	6.4
	13.126
	0.46

	ENSG00000237529.1_3
	6.4
	13.126
	1.8

	ENSG00000234129.7_3
	6.4
	13.126
	0.41

	ENSG00000227541.1_2
	6.4
	13.126
	1.38

	ENSG00000233647.2_2
	1.067
	6.563
	0.34

	ENSG00000200575.1
	1.067
	6.563
	1.52

	ENSG00000200545.1
	1.067
	6.563
	0.73

	ENSG00000257146.1_3
	1.067
	6.563
	0.64

	ENSG00000257894.2_4
	1.067
	6.563
	0.08

	ENSG00000171759.9_3
	1.067
	6.563
	0.04

	ENSG00000257359.1_3
	1.067
	6.563
	0.28

	ENSG00000211827.1_3
	1.067
	6.563
	2.92

	ENSG00000265432.1
	1.067
	6.563
	1.95

	ENSG00000152315.4_3
	1.067
	6.563
	0.06

	ENSG00000253692.3_2
	1.067
	6.563
	0.24

	ENSG00000243094.1_3
	1.067
	6.563
	0.39

	ENSG00000278313.1_3
	1.067
	6.563
	0.37

	ENSG00000154227.13_3
	1.067
	6.563
	0.04

	ENSG00000260352.1_3
	1.067
	6.563
	0.34

	ENSG00000260335.1_3
	1.067
	6.563
	1.04

	ENSG00000260156.1_3
	1.067
	6.563
	0.29

	ENSG00000207306.1
	1.067
	6.563
	1.48

	ENSG00000250286.1_3
	1.067
	6.563
	0.26

	ENSG00000223138.1
	1.067
	6.563
	1.55

	ENSG00000202503.1
	1.067
	6.563
	2.22

	ENSG00000203435.2_2
	1.067
	6.563
	0.11

	ENSG00000212327.1
	1.067
	6.563
	1.53

	ENSG00000244515.1_2
	1.067
	6.563
	0.12

	ENSG00000250471.2_2
	1.067
	6.563
	0.27

	ENSG00000199145.1
	1.067
	6.563
	2.32

	ENSG00000223821.1_3
	1.067
	6.563
	0.43

	ENSG00000272549.1_3
	1.067
	6.563
	0.03

	ENSG00000273391.1_3
	1.067
	6.563
	0.3

	ENSG00000231419.6_2
	1.067
	6.563
	0.02

	ENSG00000167912.5_3
	1.067
	6.563
	0.13

	ENSG00000200714.1
	1.067
	6.563
	1.75

	ENSG00000253137.1_3
	1.067
	6.563
	0.15

	ENSG00000233814.1_3
	1.067
	6.563
	0.47

	ENSG00000234782.3_2
	1.067
	6.563
	0.31

	ENSG00000236643.1_3
	1.067
	6.563
	0.26

	ENSG00000210184.1
	1.067
	6.563
	2.68

	ENSG00000206663.1
	1.067
	6.563
	1.55

	ENSG00000135094.10_3
	23.465
	3.75
	2.16

	ENSG00000252250.1
	23.465
	3.75
	37.34

	ENSG00000235902.1_3
	23.465
	3.75
	5.62

	ENSG00000113212.6_3
	23.465
	3.75
	0.92

	ENSG00000112599.8_3
	23.465
	3.75
	3.12

	ENSG00000232082.1_3
	23.465
	3.75
	6

	ENSG00000227050.1_3
	0
	5.625
	0

	ENSG00000213703.2_3
	0
	5.625
	0

	ENSG00000034971.16_3
	0
	5.625
	0

	ENSG00000272430.1_3
	0
	5.625
	0

	ENSG00000225533.1_2
	0
	5.625
	0

	ENSG00000255362.1_3
	0
	5.625
	0

	ENSG00000279310.1_4
	0
	5.625
	0

	ENSG00000263615.1
	0
	5.625
	0

	ENSG00000256221.1_3
	0
	5.625
	0

	ENSG00000258534.1_3
	0
	5.625
	0

	ENSG00000279409.1_4
	0
	5.625
	0

	ENSG00000095917.13_3
	0
	5.625
	0

	ENSG00000265349.1_3
	0
	5.625
	0

	ENSG00000129654.7_3
	0
	5.625
	0

	ENSG00000263718.2_4
	0
	5.625
	0

	ENSG00000265787.2_3
	0
	5.625
	0

	ENSG00000267149.2_4
	0
	5.625
	0

	ENSG00000226751.2_3
	0
	5.625
	0

	ENSG00000228350.1_3
	0
	5.625
	0

	ENSG00000212452.1
	0
	5.625
	0

	ENSG00000244441.1_3
	0
	5.625
	0

	ENSG00000238383.1
	0
	5.625
	0

	ENSG00000238319.1
	0
	5.625
	0

	ENSG00000238963.1
	0
	5.625
	0

	ENSG00000249912.1_2
	0
	5.625
	0

	ENSG00000234181.1_3
	0
	5.625
	0

	ENSG00000004848.7_3
	0
	5.625
	0

	ENSG00000233928.5_3
	0
	5.625
	0

	ENSG00000234106.3_3
	20.265
	2.813
	8.59

	ENSG00000272158.1_3
	20.265
	2.813
	6.77

	ENSG00000275995.1_3
	20.265
	2.813
	5.5

	ENSG00000244425.2
	20.265
	2.813
	10.13

	ENSG00000144681.10_3
	20.265
	2.813
	0.93

	ENSG00000198729.4_3
	20.265
	2.813
	1.39

	ENSG00000120262.9_3
	20.265
	2.813
	0.57

	ENSG00000242595.1_2
	20.265
	2.813
	6.91

	ENSG00000187048.12_3
	3.2
	9.376
	0.16

	ENSG00000215864.5_2
	3.2
	9.376
	0.36

	ENSG00000225118.1_3
	3.2
	9.376
	2.39

	ENSG00000277218.1_4
	3.2
	9.376
	1.1

	ENSG00000274124.1_3
	3.2
	9.376
	1.52

	ENSG00000247381.3_3
	3.2
	9.376
	0.19

	ENSG00000236534.1_2
	3.2
	9.376
	1.18

	ENSG00000251002.7_4
	3.2
	9.376
	0.19

	ENSG00000154975.13_3
	3.2
	9.376
	0.12

	ENSG00000254887.1_3
	3.2
	9.376
	0.62

	ENSG00000268520.1_4
	3.2
	9.376
	1

	ENSG00000226065.1_2
	3.2
	9.376
	0.31

	ENSG00000251186.1_3
	3.2
	9.376
	0.71

	ENSG00000201533.1
	3.2
	9.376
	1.57

	ENSG00000216613.2_3
	3.2
	9.376
	0.82

	ENSG00000236173.1_3
	3.2
	9.376
	0.68

	ENSG00000214593.3_3
	3.2
	9.376
	1.93

	ENSG00000185267.9_3
	7.466
	14.063
	0.74

	ENSG00000183734.4_3
	7.466
	14.063
	0.6

	ENSG00000259549.1
	7.466
	14.063
	1.67

	ENSG00000146955.10_3
	7.466
	14.063
	1.11

	ENSG00000147724.11_3
	7.466
	14.063
	0.16

	ENSG00000239079.1
	12.799
	0.938
	18.21

	ENSG00000248636.6_3
	12.799
	0.938
	1.87

	ENSG00000259473.1_2
	12.799
	0.938
	7.93

	ENSG00000259609.1_3
	12.799
	0.938
	1.9

	ENSG00000259895.1_3
	12.799
	0.938
	0.58

	ENSG00000261810.1_3
	12.799
	0.938
	3.88

	ENSG00000279554.1_4
	12.799
	0.938
	5.06

	ENSG00000258947.6_3
	12.799
	0.938
	0.57

	ENSG00000280852.2_3
	12.799
	0.938
	1.63

	ENSG00000266835.5_2
	12.799
	0.938
	1.8

	ENSG00000160161.9_3
	12.799
	0.938
	0.45

	ENSG00000263839.1
	12.799
	0.938
	22.82

	ENSG00000100181.22_4
	12.799
	0.938
	1.06

	ENSG00000232305.1_2
	12.799
	0.938
	4.88

	ENSG00000200985.1
	12.799
	0.938
	20.82

	ENSG00000238351.1
	12.799
	0.938
	18.57

	ENSG00000206819.1
	12.799
	0.938
	17.7

	ENSG00000232909.1_3
	12.799
	0.938
	2.83

	ENSG00000213435.3_2
	12.799
	0.938
	4.06

	ENSG00000221821.3_3
	12.799
	0.938
	3.43

	ENSG00000178233.17_3
	12.799
	0.938
	0.35

	ENSG00000229720.1_3
	12.799
	0.938
	2.03

	ENSG00000224897.6_4
	12.799
	0.938
	0.32

	ENSG00000253708.1_3
	12.799
	0.938
	3.25

	ENSG00000224621.1_3
	8.533
	15.001
	2.32

	ENSG00000283773.1_2
	8.533
	15.001
	7.61

	ENSG00000235795.1_3
	8.533
	15.001
	1.88

	ENSG00000257221.3_4
	8.533
	15.001
	1.47

	ENSG00000257040.1
	8.533
	15.001
	0.59

	ENSG00000279361.1_4
	8.533
	15.001
	1.05

	ENSG00000136541.14_3
	8.533
	15.001
	0.3

	ENSG00000241119.1_3
	8.533
	15.001
	0.52

	ENSG00000251148.1_3
	8.533
	15.001
	2.24

	ENSG00000182132.13_4
	8.533
	15.001
	0.42

	ENSG00000272894.5_3
	8.533
	15.001
	0.8

	ENSG00000179766.18_3
	8.533
	15.001
	0.2

	ENSG00000280211.1_3
	28.798
	5.625
	1.7

	ENSG00000177483.11_3
	28.798
	5.625
	0.94

	ENSG00000231952.3_2
	28.798
	5.625
	4.66

	ENSG00000246089.3_3
	28.798
	5.625
	1.55

	ENSG00000169085.11_3
	28.798
	5.625
	1.09

	ENSG00000235683.1_2
	28.798
	5.625
	2.07

	ENSG00000214973.3_2
	10.666
	0
	2.47

	ENSG00000227740.1_3
	10.666
	0
	2.4

	ENSG00000235962.5_2
	10.666
	0
	1.99

	ENSG00000270002.1_3
	10.666
	0
	0.6

	ENSG00000204010.3_3
	10.666
	0
	0.8

	ENSG00000253068.1
	10.666
	0
	22.23

	ENSG00000166368.2_3
	10.666
	0
	1.42

	ENSG00000172350.9_3
	10.666
	0
	0.39

	ENSG00000222493.1
	10.666
	0
	18.57

	ENSG00000252827.1
	10.666
	0
	5.5

	ENSG00000258033.1_3
	10.666
	0
	1.26

	ENSG00000235205.1_2
	10.666
	0
	0.43

	ENSG00000229373.8_2
	10.666
	0
	0.55

	ENSG00000133937.4_3
	10.666
	0
	1.25

	ENSG00000259192.1_2
	10.666
	0
	2.02

	ENSG00000275332.1_3
	10.666
	0
	3.65

	ENSG00000252217.1
	10.666
	0
	16.44

	ENSG00000244056.2
	10.666
	0
	5.62

	ENSG00000259570.1_3
	10.666
	0
	4.06

	ENSG00000258489.3_3
	10.666
	0
	1.49

	ENSG00000263179.1_2
	10.666
	0
	1.75

	ENSG00000176842.14_3
	10.666
	0
	0.62

	ENSG00000242207.1_3
	10.666
	0
	2.79

	ENSG00000269188.1_3
	10.666
	0
	3.37

	ENSG00000243902.6_3
	10.666
	0
	0.8

	ENSG00000207642.1
	10.666
	0
	16.44

	ENSG00000199790.1
	10.666
	0
	14.75

	ENSG00000113430.9_3
	10.666
	0
	0.59

	ENSG00000279810.1_3
	10.666
	0
	2.36

	ENSG00000205971.2_3
	10.666
	0
	1.11

	ENSG00000206603.1
	10.666
	0
	11.44

	ENSG00000253257.1_2
	10.666
	0
	12.14

	ENSG00000223723.1_2
	10.666
	0
	1.28

	ENSG00000229563.6_2
	10.666
	0
	0.3

	ENSG00000243978.8_4
	10.666
	0
	0.29

	ENSG00000156925.11_3
	10.666
	0
	0.39

	ENSG00000239272.1_2
	9.599
	15.939
	2.9

	ENSG00000244116.3_3
	9.599
	15.939
	3.64

	ENSG00000238259.1_2
	9.599
	15.939
	4.74

	ENSG00000184100.6_2
	9.599
	15.939
	0.73

	ENSG00000168621.14_3
	9.599
	15.939
	0.34

	ENSG00000283945.1_1
	9.599
	15.939
	0.61

	ENSG00000267834.1_3
	9.599
	15.939
	2.86

	ENSG00000228427.1_3
	9.599
	15.939
	1.96


































Supplementary Table 3 continue
	ID
	fpkm_KY619_Tumor
	log2FC(KY619_Tumor/KY619_Normal)
	pvalue
	qvalue

	ENSG00000108821.13_3
	72.59
	-4.555509359
	0
	0

	ENSG00000168542.14_3
	141.91
	-3.533960151
	0
	0

	ENSG00000115414.18_3
	76.72
	-3.572776028
	0
	0

	ENSG00000113140.10_3
	121.09
	-3.799452075
	0
	0

	ENSG00000164692.17_3
	72.58
	-3.221539695
	0
	0

	ENSG00000187498.14_3
	60.67
	-3.028433149
	0
	0

	ENSG00000163359.15_3
	50.22
	-2.610264946
	0
	0

	ENSG00000084674.14_3
	320.22
	1.816974784
	0
	0

	ENSG00000130635.15_3
	27.6
	-3.15676251
	0
	0

	ENSG00000113721.13_3
	17.85
	-3.971715189
	0
	0

	ENSG00000164816.7_3
	4152.6
	3.062348975
	0
	0

	ENSG00000134871.17_3
	67.8
	-2.351021041
	0
	0

	ENSG00000211895.5_4
	2392.22
	1.754199543
	0
	0

	ENSG00000132465.10_3
	1250.19
	2.201351287
	0
	0

	ENSG00000169876.13_3
	151.62
	1.996691149
	0
	0

	ENSG00000182492.15_3
	28.22
	-3.911970998
	0
	0

	ENSG00000110092.3_3
	20.72
	-3.487361603
	0
	0

	ENSG00000169439.11_3
	9.52
	-4.41926647
	0
	0

	ENSG00000172016.15_3
	997.05
	2.821456309
	0
	0

	ENSG00000133816.13_3
	20.45
	-2.79866517
	0
	0

	ENSG00000101825.7_3
	9.65
	-3.237326704
	0
	0

	ENSG00000131711.14_3
	13.91
	-2.67564564
	0
	0

	ENSG00000166147.13_3
	17.93
	-2.234333943
	0
	0

	ENSG00000133110.14_3
	5.87
	-5.069086057
	0
	0

	ENSG00000186340.14_3
	7.03
	-4.073692671
	0
	0

	ENSG00000148848.14_3
	1.16
	-5.834488572
	0
	0

	ENSG00000090402.7_3
	266.25
	1.703020077
	0
	0

	ENSG00000102837.6_3
	646.73
	1.521583139
	0
	0

	ENSG00000164822.4_3
	1564.53
	3.237060327
	0
	0

	ENSG00000137831.14_3
	15.57
	-2.826992476
	0
	0

	ENSG00000174807.3_3
	8.13
	-4.7285547
	0
	0

	ENSG00000087116.14_3
	4.85
	-4.100636635
	0
	0

	ENSG00000039560.13_3
	7.38
	-3.786442861
	0
	0

	ENSG00000134986.13_4
	6.17
	-4.177542644
	0
	0

	ENSG00000090924.14_3
	7.5
	-3.241492049
	0
	0

	ENSG00000206384.10_3
	1.12
	-5.34247306
	0
	0

	ENSG00000135679.22_3
	11.75
	-2.352949518
	0
	0

	ENSG00000213949.8_3
	33.58
	-1.688035798
	0
	0

	ENSG00000188257.10_3
	631.98
	2.611697518
	0
	0

	ENSG00000100170.9_3
	191.32
	1.814678412
	0
	0

	ENSG00000137573.13_3
	19.3
	-2.466420307
	0
	0

	ENSG00000204262.11_3
	16.52
	-2.447669734
	0
	0

	ENSG00000167460.14_4
	80.86
	-1.850281166
	0
	0

	ENSG00000211890.3
	1047.11
	1.556076299
	0
	0

	ENSG00000074181.8_3
	9.6
	-2.714447186
	0
	0

	ENSG00000151388.10_4
	2.1
	-4.295856903
	0
	0

	ENSG00000096384.19_3
	90.84
	-1.749250257
	0
	0

	ENSG00000102265.11_3
	15.94
	-3.935691997
	0
	0

	ENSG00000130508.10_3
	15.21
	-2.414669586
	0
	0

	ENSG00000246859.2_4
	4.03
	-3.950929232
	0
	0

	ENSG00000026025.15_3
	99.05
	-1.933033539
	0
	0

	ENSG00000136235.15_3
	15.96
	-2.836528608
	0
	0

	ENSG00000257335.8_3
	69.23
	2.058499042
	0
	0

	ENSG00000131620.17_3
	4.04
	-3.890840447
	0
	0

	ENSG00000156273.15_4
	18.82
	-2.275454456
	0
	0

	ENSG00000175215.10_3
	47.7
	-1.703069005
	0
	0

	ENSG00000150636.17_3
	4.06
	-4.607906008
	0
	0

	ENSG00000162745.10_3
	2.58
	-4.952258525
	0
	0

	ENSG00000107731.12_3
	3.43
	-3.730690095
	0
	0

	ENSG00000167244.18_4
	5.4
	-3.316071061
	0
	0

	ENSG00000176641.10_3
	6.03
	-2.777688722
	0
	0

	ENSG00000119125.16_3
	123.11
	1.663062318
	0
	0

	ENSG00000080573.6_3
	5.95
	-3.208581134
	0
	0

	ENSG00000146731.10_3
	26.37
	-2.561615601
	0
	0

	ENSG00000184258.6_3
	41.57
	-2.235318149
	0
	0

	ENSG00000154380.17_3
	15.32
	-1.688875709
	5.77E-303
	1.02E-300

	ENSG00000163430.11_3
	45.55
	-1.527024801
	1.97E-298
	3.43E-296

	ENSG00000107796.13_3
	100.15
	-1.98795222
	4.04E-296
	6.95E-294

	ENSG00000146648.17_3
	11.96
	-1.971643888
	9.95E-291
	1.67E-288

	ENSG00000169504.14_3
	44.72
	-1.69029849
	6.52E-278
	1.06E-275

	ENSG00000106366.8_3
	15.04
	-2.783236287
	1.21E-271
	1.94E-269

	ENSG00000257103.8_3
	35.84
	-1.92623159
	6.36E-267
	9.98E-265

	ENSG00000181666.17_3
	9.76
	-2.760646671
	1.46E-266
	2.27E-264

	ENSG00000120708.16_3
	44.18
	-1.941549091
	1.39E-261
	2.12E-259

	ENSG00000106624.10_3
	19.09
	-2.255622124
	2.19E-253
	3.29E-251

	ENSG00000096696.13_4
	65.56
	1.526747108
	5.61E-246
	8.26E-244

	ENSG00000170421.12_3
	115.67
	1.735590893
	5.91E-244
	8.62E-242

	ENSG00000174705.12_3
	4.42
	-2.972969989
	2.08E-243
	3.01E-241

	ENSG00000072110.13_4
	44.86
	-1.623841062
	3.83E-241
	5.48E-239

	ENSG00000060982.14_3
	1.42
	-3.917189116
	3.5E-240
	4.95E-238

	ENSG00000090382.6_3
	216.86
	2.171358634
	4.67E-237
	6.54E-235

	ENSG00000134013.15_3
	11.86
	-2.772325068
	6.65E-236
	9.23E-234

	ENSG00000198216.10_3
	0.13
	-6.42137299
	1.51E-234
	2.07E-232

	ENSG00000157227.12_3
	24.72
	-2.098303234
	1.56E-234
	2.13E-232

	ENSG00000204740.10_3
	79.54
	1.613491776
	2.58E-227
	3.44E-225

	ENSG00000159216.18_3
	11.15
	-2.072152451
	1.54E-225
	2.04E-223

	ENSG00000099139.13_3
	44.96
	1.556977715
	6.62E-224
	8.68E-222

	ENSG00000164330.16_3
	4.14
	-3.37838766
	9.69E-224
	1.26E-221

	ENSG00000087303.17_3
	4.9
	-3.237524872
	4.4E-222
	5.57E-220

	ENSG00000197142.10_3
	128.74
	1.630602392
	5.14E-211
	6.34E-209

	ENSG00000038427.15_3
	13.16
	-1.580913954
	3.13E-209
	3.83E-207

	ENSG00000187955.11_3
	12.2
	-1.982902416
	2.37E-207
	2.88E-205

	ENSG00000149639.14_4
	9.79
	-1.683791147
	5.69E-204
	6.73E-202

	ENSG00000171431.3_3
	215.87
	1.94947789
	1.41E-202
	1.65E-200

	ENSG00000112759.16_3
	7.5
	-3.219358891
	3.91E-201
	4.55E-199

	ENSG00000138448.11_3
	16.84
	-1.783773238
	2.81E-200
	3.24E-198

	ENSG00000071054.16_3
	10.84
	-2.015842245
	2.07E-198
	2.37E-196

	ENSG00000163909.7_3
	7.69
	-2.97300161
	8.16E-195
	9.27E-193

	ENSG00000196549.10_3
	69.78
	1.561400088
	1.66E-193
	1.87E-191

	ENSG00000164749.11_3
	100.95
	1.635862681
	6.46E-191
	7.12E-189

	ENSG00000173702.7_4
	163.31
	1.583208816
	3.74E-190
	4.05E-188

	ENSG00000166866.12_3
	127.15
	1.586536649
	1.89E-189
	2.04E-187

	ENSG00000113407.13_3
	12.36
	-2.317830236
	8.62E-189
	9.21E-187

	ENSG00000163697.16_3
	7.35
	-2.162596985
	3.04E-186
	3.2E-184

	ENSG00000004399.12_3
	11.66
	-1.998447071
	1.09E-184
	1.14E-182

	ENSG00000160868.14_3
	105.19
	2.139125381
	5.31E-184
	5.52E-182

	ENSG00000149948.13_3
	0.7
	-4.055166675
	1.48E-183
	1.53E-181

	ENSG00000015520.14_4
	43.85
	2.690590563
	1.65E-183
	1.69E-181

	ENSG00000102359.6_3
	4.07
	-2.94245902
	2.17E-182
	2.21E-180

	ENSG00000067113.16_3
	16.06
	-2.882780666
	9.05E-181
	9.14E-179

	ENSG00000254004.6_3
	6.9
	-2.556389438
	3.97E-180
	3.98E-178

	ENSG00000099250.17_3
	11.58
	-1.689773538
	8.61E-180
	8.57E-178

	ENSG00000162551.13_4
	2.14
	-4.660340788
	1.9E-179
	1.88E-177

	ENSG00000102554.13_3
	114.31
	1.615519647
	9.05E-179
	8.82E-177

	ENSG00000164294.13_3
	2.75
	-3.998078902
	5.02E-175
	4.83E-173

	ENSG00000189221.9_3
	50.63
	2.210009056
	6.03E-175
	5.76E-173

	ENSG00000164116.16_3
	10
	-2.253109813
	1.35E-174
	1.29E-172

	ENSG00000139289.13_3
	6.37
	-2.326341902
	2.58E-174
	2.44E-172

	ENSG00000169994.18_3
	61.44
	1.5895522
	4.33E-174
	4.06E-172

	ENSG00000171827.10_3
	1.16
	-4.470389625
	5.57E-174
	5.19E-172

	ENSG00000019549.9_3
	7.55
	-3.479174789
	1.15E-171
	1.05E-169

	ENSG00000147649.9_3
	23.89
	-1.554907297
	3.27E-171
	2.95E-169

	ENSG00000134369.15_3
	8.19
	-1.706792975
	1.45E-170
	1.3E-168

	ENSG00000180543.4_3
	3.43
	-3.454733599
	1.48E-170
	1.32E-168

	ENSG00000152402.10_3
	1.53
	-2.946332567
	1.99E-168
	1.76E-166

	ENSG00000069122.18_3
	9.11
	-2.238523472
	4.35E-167
	3.8E-165

	ENSG00000197301.7_3
	1.31
	-4.285346354
	1.08E-166
	9.37E-165

	ENSG00000074276.10_3
	75.11
	1.797248649
	2.35E-166
	2.03E-164

	ENSG00000122641.10_3
	2.3
	-3.438224863
	2.32E-165
	1.99E-163

	ENSG00000127314.17_3
	9.31
	-1.589484095
	9.72E-164
	8.3E-162

	ENSG00000096401.7_3
	7.51
	-2.309381379
	2.29E-160
	1.92E-158

	ENSG00000106153.12_3
	47.81
	-2.394688392
	1.07E-158
	8.86E-157

	ENSG00000135074.15_3
	12.99
	-1.812618498
	6.14E-158
	5.04E-156

	ENSG00000137809.16_3
	3.46
	-2.559304263
	4.94E-157
	4.03E-155

	ENSG00000132688.10_3
	9.64
	-2.19611885
	4.41E-155
	3.58E-153

	ENSG00000101076.16_3
	43.95
	1.790430499
	5.2E-153
	4.17E-151

	ENSG00000103855.17_3
	4.73
	-3.015151096
	1.68E-152
	1.34E-150

	ENSG00000152377.13_3
	4.09
	-3.071821428
	4.77E-152
	3.78E-150

	ENSG00000154096.13_3
	3.85
	-3.200530835
	2.75E-151
	2.15E-149

	ENSG00000172831.11_3
	86.65
	1.681058329
	3.6E-151
	2.81E-149

	ENSG00000119888.10_3
	178.63
	1.60834013
	3.75E-149
	2.91E-147

	ENSG00000110244.6_3
	187.09
	1.933659824
	7.63E-148
	5.89E-146

	ENSG00000084636.17_3
	10.29
	-2.031127877
	1.08E-147
	8.29E-146

	ENSG00000267041.5_3
	2.18
	-3.186355155
	3.59E-147
	2.74E-145

	ENSG00000138316.10_3
	4.18
	-2.93341666
	6.47E-147
	4.92E-145

	ENSG00000179134.15_3
	19.81
	-1.73491858
	6.38E-143
	4.8E-141

	ENSG00000280219.1_4
	2.48
	-2.995577765
	1.1E-142
	8.2E-141

	ENSG00000185551.14_3
	13.91
	-1.754708872
	3.62E-142
	2.69E-140

	ENSG00000124253.10_3
	73.63
	1.65498297
	1.74E-138
	1.27E-136

	ENSG00000116132.11_3
	2.15
	-3.148650602
	6.46E-138
	4.68E-136

	ENSG00000245680.9_3
	5.35
	-2.424997197
	1.25E-137
	9.05E-136

	ENSG00000105357.15_3
	50.2
	1.535118651
	2.95E-137
	2.12E-135

	ENSG00000138823.13_3
	67.65
	1.603015716
	2.27E-136
	1.62E-134

	ENSG00000122861.15_3
	5.74
	-3.210171082
	1.03E-135
	7.29E-134

	ENSG00000075618.17_3
	8.2
	-2.823882254
	1.33E-135
	9.35E-134

	ENSG00000143153.12_3
	113.01
	1.678486485
	3.59E-135
	2.5E-133

	ENSG00000127831.10_3
	40.32
	1.788692734
	6.3E-134
	4.35E-132

	ENSG00000159674.11_3
	18.83
	-2.184314041
	1.54E-133
	1.06E-131

	ENSG00000113739.10_3
	1.01
	-4.389679941
	2.14E-133
	1.47E-131

	ENSG00000128641.18_3
	13.08
	-1.884965081
	1.58E-130
	1.07E-128

	ENSG00000165757.8_4
	4.83
	-2.199206189
	2.05E-130
	1.38E-128

	ENSG00000159640.15_3
	49.85
	1.781928441
	2.98E-128
	1.96E-126

	ENSG00000113083.13_3
	6.57
	-2.404418172
	3.49E-127
	2.27E-125

	ENSG00000146729.9_4
	19.35
	-2.291118731
	3.17E-126
	2.04E-124

	ENSG00000104415.13_3
	2.74
	-3.531614538
	1.8E-125
	1.16E-123

	ENSG00000226674.8_3
	0.16
	-5.836040194
	5.43E-124
	3.44E-122

	ENSG00000118523.5_3
	32.65
	-1.757837288
	4.86E-122
	3.05E-120

	ENSG00000151617.15_3
	3.83
	-3.06600612
	1.04E-121
	6.47E-120

	ENSG00000152049.6_3
	1.86
	-4.113600683
	3.7E-121
	2.29E-119

	ENSG00000154864.11_3
	2.47
	-2.63630658
	2.51E-119
	1.54E-117

	ENSG00000206195.6
	0.3
	-6.232650497
	4.99E-116
	3E-114

	ENSG00000179222.17_3
	10.83
	-2.325891531
	2.37E-114
	1.41E-112

	ENSG00000196967.10_3
	1.77
	-3.001331659
	3.61E-114
	2.14E-112

	ENSG00000120756.12_3
	59.26
	1.725733312
	7.18E-114
	4.25E-112

	ENSG00000140538.16_3
	0.39
	-3.502717748
	7.39E-114
	4.35E-112

	ENSG00000183742.12_3
	28.35
	1.650305592
	1.12E-113
	6.58E-112

	ENSG00000149716.12_3
	7.2
	-2.49470287
	4.96E-113
	2.9E-111

	ENSG00000176887.6_3
	0.22
	-5.509296669
	6.03E-113
	3.51E-111

	ENSG00000183160.8_4
	7.59
	-2.734861025
	9.66E-112
	5.55E-110

	ENSG00000088386.16_3
	94.72
	1.501995597
	4.27E-111
	2.44E-109

	ENSG00000112655.15_3
	2.94
	-2.89976668
	7.36E-111
	4.18E-109

	ENSG00000171864.4_3
	0.31
	-6.161643773
	9.83E-111
	5.56E-109

	ENSG00000134028.14_3
	97.15
	1.789545256
	1.1E-110
	6.23E-109

	ENSG00000132849.19_3
	26.5
	1.662584259
	8.2E-110
	4.57E-108

	ENSG00000183853.17_4
	7.93
	-1.806513405
	2.25E-107
	1.24E-105

	ENSG00000225614.2_3
	1.01
	-3.105560197
	2.36E-107
	1.3E-105

	ENSG00000138411.10_3
	0.94
	-3.265947919
	2.92E-107
	1.6E-105

	ENSG00000249378.5_3
	0
	-9.82885983
	3.54E-107
	1.94E-105

	ENSG00000171747.8_3
	177.15
	1.543348193
	6.02E-107
	3.25E-105

	ENSG00000172965.14_3
	3.57
	-2.56015489
	1.58E-106
	8.54E-105

	ENSG00000084112.14_3
	6.25
	-1.575173058
	1.72E-103
	9.14E-102

	ENSG00000133454.15_3
	0
	-9.754052164
	6.27E-103
	3.31E-101

	ENSG00000104324.15_3
	12.7
	-2.490429972
	1.58E-102
	8.32E-101

	ENSG00000105176.17_3
	16.87
	-1.798061163
	5.32E-102
	2.79E-100

	ENSG00000211455.7_3
	15.45
	-1.619945338
	1.13E-101
	5.91E-100

	ENSG00000112936.18_3
	41.97
	2.010048497
	1.73E-101
	8.97E-100

	ENSG00000146250.6_3
	0.2
	-7.449530094
	2.51E-101
	1.3E-99

	ENSG00000161544.9_3
	7.82
	-2.632083031
	2.96E-101
	1.53E-99

	ENSG00000196437.10_3
	1.99
	-3.450144609
	1.45E-100
	7.42E-99

	ENSG00000197043.13_3
	34.25
	-1.505476975
	9.84E-100
	5.04E-98

	ENSG00000211679.2_3
	405.27
	1.908254355
	2.43E-99
	1.24E-97

	ENSG00000196526.10_3
	9.48
	-1.622539257
	5.93E-99
	3.01E-97

	ENSG00000151746.13_3
	4.05
	-2.005584448
	1.39E-98
	7.03E-97

	ENSG00000156103.15_3
	0.83
	-3.37189958
	1.4E-98
	7.06E-97

	ENSG00000140937.13_3
	5.25
	-2.12605861
	1.54E-98
	7.74E-97

	ENSG00000149257.13_3
	12.73
	-1.750609569
	2.74E-98
	1.37E-96

	ENSG00000046604.12_3
	35.9
	1.668105657
	5.98E-98
	2.97E-96

	ENSG00000174358.15_3
	44.09
	1.632719632
	1.62E-97
	7.99E-96

	ENSG00000166033.11_3
	10.97
	-2.497860277
	2.31E-97
	1.13E-95

	ENSG00000114113.6_3
	354.08
	1.543568391
	7.49E-97
	3.65E-95

	ENSG00000130234.10_3
	58.62
	1.743340217
	1.87E-96
	9.04E-95

	ENSG00000164742.14_3
	0.36
	-4.160990908
	3.48E-96
	1.68E-94

	ENSG00000076554.15_4
	39.79
	1.801289892
	6.86E-96
	3.28E-94

	ENSG00000111961.17_3
	7.69
	-1.690274696
	8.18E-96
	3.89E-94

	ENSG00000115474.6_3
	61.17
	1.877258214
	1.33E-94
	6.28E-93

	ENSG00000186017.14_3
	3.68
	-2.57674251
	3.25E-94
	1.53E-92

	ENSG00000164111.14_3
	39.59
	-1.637679603
	2.81E-93
	1.32E-91

	ENSG00000137959.15_3
	4.75
	-2.302581738
	7.09E-93
	3.31E-91

	ENSG00000135446.16_3
	4.72
	-3.278958268
	1.07E-92
	4.98E-91

	ENSG00000280515.1_2
	1.66
	-4.466806021
	6.53E-91
	3E-89

	ENSG00000185305.10_3
	7.95
	-2.305876525
	7.74E-91
	3.55E-89

	ENSG00000143341.11_3
	3.9
	-1.606278081
	2.21E-90
	1.01E-88

	ENSG00000204131.9_3
	4.05
	-1.738487529
	3.36E-90
	1.52E-88

	ENSG00000185686.17_4
	0
	-9.50789237
	4.77E-90
	2.15E-88

	ENSG00000221818.8_3
	0.85
	-4.079334147
	5.41E-90
	2.43E-88

	ENSG00000176971.3_3
	4.8
	-3.299282791
	7.6E-90
	3.41E-88

	ENSG00000076344.15_3
	62.91
	2.055512501
	2.98E-89
	1.32E-87

	ENSG00000130821.15_4
	50.51
	1.691311756
	1.24E-88
	5.51E-87

	ENSG00000148584.14_3
	22.58
	1.58907259
	1.26E-88
	5.57E-87

	ENSG00000122863.5_3
	2.67
	-2.60719189
	2.57E-88
	1.13E-86

	ENSG00000112837.16_3
	0.29
	-5.158350474
	4.15E-88
	1.82E-86

	ENSG00000167635.11_3
	19.8
	-1.542336585
	9.61E-88
	4.19E-86

	ENSG00000111424.10_3
	34.76
	1.743142148
	1.95E-87
	8.48E-86

	ENSG00000168685.14_3
	37.05
	1.764795427
	5.68E-87
	2.46E-85

	ENSG00000279883.1_3
	18.96
	-2.913155444
	1.49E-85
	6.4E-84

	ENSG00000167601.11_3
	14
	-1.591146284
	2.73E-85
	1.17E-83

	ENSG00000214357.8_3
	9.18
	-1.686814261
	2.77E-85
	1.19E-83

	ENSG00000087152.15_3
	12.71
	-1.807475832
	2.49E-84
	1.06E-82

	ENSG00000140297.12_3
	37.62
	1.666401438
	2.73E-84
	1.16E-82

	ENSG00000183098.10_3
	4.62
	-2.167862774
	2.89E-84
	1.23E-82

	ENSG00000138075.11_3
	62.94
	1.560240239
	6.05E-84
	2.55E-82

	ENSG00000011028.13_3
	6.62
	-1.882669956
	1.52E-83
	6.35E-82

	ENSG00000184012.11_3
	58.66
	1.629100202
	2.64E-83
	1.1E-81

	ENSG00000106003.12_3
	6.87
	-2.406806343
	2.94E-83
	1.22E-81

	ENSG00000154736.5_3
	3.14
	-2.192288795
	1.14E-82
	4.7E-81

	ENSG00000127324.8_3
	120.61
	1.505018354
	1.25E-82
	5.12E-81

	ENSG00000165323.15_3
	0.32
	-3.660069912
	1.37E-82
	5.62E-81

	ENSG00000113758.13_4
	6.57
	-2.162559994
	2.27E-82
	9.25E-81

	ENSG00000145384.3_3
	67.66
	1.790583458
	6.39E-82
	2.58E-80

	ENSG00000250853.1_2
	23.31
	-2.888440643
	6.7E-82
	2.7E-80

	ENSG00000166963.12_3
	4.93
	-1.73694903
	8.75E-82
	3.52E-80

	ENSG00000215533.8_3
	0
	-9.321394791
	2.54E-81
	1.02E-79

	ENSG00000168487.17_3
	6.15
	-2.145137439
	1.33E-80
	5.32E-79

	ENSG00000050165.17_3
	14.01
	-1.872230312
	1.57E-80
	6.26E-79

	ENSG00000171368.11_3
	24.87
	1.918561953
	2.04E-80
	8.13E-79

	ENSG00000188283.11_3
	3.07
	-2.355470757
	3.76E-80
	1.48E-78

	ENSG00000163071.10_3
	3.34
	-2.727174791
	1.02E-79
	4.03E-78

	ENSG00000060566.13_3
	60.95
	1.816541548
	1.38E-79
	5.4E-78

	ENSG00000182667.14_3
	3.97
	-2.65096862
	1.77E-79
	6.89E-78

	ENSG00000105270.14_3
	9.11
	-2.01156798
	3.1E-76
	1.18E-74

	ENSG00000138829.11_3
	0.71
	-3.209530839
	3.3E-76
	1.25E-74

	ENSG00000183508.4_3
	31.92
	1.591007861
	5.02E-76
	1.9E-74

	ENSG00000168955.3_3
	82.51
	1.556483558
	5.38E-76
	2.03E-74

	ENSG00000186020.12_3
	5.09
	-2.172737509
	6.07E-76
	2.29E-74

	ENSG00000182752.9_3
	3.28
	-1.94239661
	1.39E-75
	5.22E-74

	ENSG00000175782.9_3
	1.97
	-1.953922212
	1.01E-74
	3.77E-73

	ENSG00000158125.9_3
	29.17
	1.684712068
	1.24E-74
	4.61E-73

	ENSG00000254605.1_3
	2.24
	-5.313799527
	2.68E-74
	9.95E-73

	ENSG00000175264.7_3
	1.71
	-3.847252144
	3.38E-74
	1.25E-72

	ENSG00000103647.12_3
	2.14
	-3.174625499
	1E-73
	3.69E-72

	ENSG00000020181.17_3
	7.04
	-1.713654205
	1.27E-73
	4.68E-72

	ENSG00000171345.13_3
	99.84
	1.897281285
	1.46E-73
	5.34E-72

	ENSG00000145824.12_3
	93.19
	1.550682482
	1.7E-73
	6.21E-72

	ENSG00000106541.11_3
	73.43
	1.776365462
	1.32E-72
	4.78E-71

	ENSG00000175220.11_3
	18.35
	-1.551705162
	1.39E-72
	5.02E-71

	ENSG00000112782.15_3
	19.42
	1.798437347
	2.7E-72
	9.73E-71

	ENSG00000109184.14_3
	13.67
	-1.556316195
	2.84E-72
	1.02E-70

	ENSG00000136010.13_3
	6.84
	-1.658808216
	8.17E-72
	2.92E-70

	ENSG00000181104.6_3
	11.14
	-1.735253108
	8.85E-71
	3.12E-69

	ENSG00000249035.6_3
	3.6
	-3.326303771
	9.29E-71
	3.26E-69

	ENSG00000149418.10_3
	41.29
	1.772153769
	1.2E-70
	4.21E-69

	ENSG00000108375.12_3
	17.91
	1.905962297
	1.93E-70
	6.74E-69

	ENSG00000204876.4_3
	43.72
	2.179960237
	1.98E-70
	6.9E-69

	ENSG00000049449.8_3
	16.36
	-1.716428368
	2.66E-70
	9.19E-69

	ENSG00000146733.13_3
	1.35
	-4.325322466
	5.17E-70
	1.78E-68

	ENSG00000134851.12_3
	24.88
	-1.686259493
	1.19E-69
	4.07E-68

	ENSG00000157593.18_3
	7.04
	-2.486841966
	2.29E-69
	7.78E-68

	ENSG00000137216.18_3
	12.46
	-1.768007523
	9.56E-69
	3.22E-67

	ENSG00000121297.6_3
	5.92
	-1.937814095
	1.22E-68
	4.1E-67

	ENSG00000061337.15_3
	1.2
	-3.321467333
	4.44E-68
	1.48E-66

	ENSG00000272168.6_3
	1.44
	-2.351008145
	6.94E-68
	2.31E-66

	ENSG00000067248.9_3
	9.45
	-1.746114276
	9.64E-68
	3.2E-66

	ENSG00000189164.14_3
	2.1
	-3.083479831
	1.5E-67
	4.97E-66

	ENSG00000131142.13_3
	136.41
	1.820489953
	1.67E-67
	5.52E-66

	ENSG00000071282.11_3
	4.5
	-1.779038049
	1.86E-67
	6.13E-66

	ENSG00000112818.9_3
	58.89
	1.500161707
	6.51E-67
	2.13E-65

	ENSG00000163817.15_3
	20.13
	2.102704988
	2.26E-66
	7.33E-65

	ENSG00000165929.12_3
	31.56
	1.504135424
	2.39E-66
	7.75E-65

	ENSG00000165238.16_3
	23.43
	1.508898248
	3.42E-66
	1.11E-64

	ENSG00000114455.13_3
	53.27
	1.612479652
	4.41E-66
	1.42E-64

	ENSG00000154978.12_3
	11.05
	-1.681470937
	4.59E-66
	1.48E-64

	ENSG00000174607.10_3
	24.76
	2.026199925
	5.4E-66
	1.73E-64

	ENSG00000197635.9_3
	38.41
	1.632719112
	6.55E-66
	2.1E-64

	ENSG00000164176.12_3
	11.6
	-1.562738562
	1.3E-65
	4.15E-64

	ENSG00000161298.17_3
	0.85
	-3.0239194
	1.64E-65
	5.21E-64

	ENSG00000106105.13_3
	17.63
	-1.660215735
	2.54E-65
	8.07E-64

	ENSG00000110427.14_3
	0.08
	-5.698299171
	2.62E-65
	8.28E-64

	ENSG00000172432.18_3
	16.15
	-1.633035192
	3.12E-65
	9.86E-64

	ENSG00000132432.13_3
	7.73
	-3.312846554
	3.42E-65
	1.08E-63

	ENSG00000226686.7_2
	0.99
	-4.742229656
	5.73E-65
	1.8E-63

	ENSG00000102024.17_3
	14
	-1.621613057
	9.98E-65
	3.12E-63

	ENSG00000148735.14_4
	28.66
	1.596649059
	1.12E-64
	3.5E-63

	ENSG00000156482.10_3
	81.21
	-1.572395905
	2.63E-64
	8.19E-63

	ENSG00000158764.6_3
	62.94
	2.911436574
	7.05E-64
	2.18E-62

	ENSG00000183454.16_1
	0.45
	-3.28836433
	9.87E-64
	3.05E-62

	ENSG00000052795.12_3
	8.23
	-1.519901387
	1.16E-63
	3.56E-62

	ENSG00000146592.16_3
	3.29
	-1.944337154
	3.3E-63
	1.01E-61

	ENSG00000116299.16_3
	38.04
	1.765373203
	3.57E-63
	1.08E-61

	ENSG00000223749.9_3
	0.39
	-6.675721177
	5.9E-63
	1.79E-61

	ENSG00000102755.11_3
	3.19
	-1.734239617
	7.33E-63
	2.21E-61

	ENSG00000196562.14_3
	10.94
	-1.54371886
	7.83E-63
	2.36E-61

	ENSG00000204301.6_3
	4.54
	-1.921128912
	9.85E-63
	2.96E-61

	ENSG00000057019.15_3
	8.58
	-1.554908627
	1.48E-62
	4.44E-61

	ENSG00000122121.10_3
	43.5
	1.569193085
	3.82E-62
	1.14E-60

	ENSG00000249948.6_3
	50.91
	1.933002317
	6.93E-62
	2.06E-60

	ENSG00000260244.1_3
	7.49
	-2.249929237
	9.62E-62
	2.86E-60

	ENSG00000101542.9_3
	0.24
	-5.615308369
	1E-61
	2.97E-60

	ENSG00000173210.19_3
	3.55
	-2.138339631
	1.05E-61
	3.11E-60

	ENSG00000124429.17_3
	30.5
	1.816360411
	1.07E-61
	3.17E-60

	ENSG00000248844.6_3
	0.84
	-5.049203278
	1.57E-61
	4.61E-60

	ENSG00000170921.15_3
	3.87
	-1.635478403
	2.56E-61
	7.5E-60

	ENSG00000008323.15_3
	29
	1.877609691
	5.79E-61
	1.69E-59

	ENSG00000182795.12_3
	20.6
	1.902624172
	1.25E-60
	3.64E-59

	ENSG00000149633.11_4
	2.32
	-2.446507589
	1.33E-60
	3.87E-59

	ENSG00000185869.14_3
	1.31
	-3.196541801
	1.37E-60
	3.96E-59

	ENSG00000250095.5_3
	0.34
	-7.715339668
	2.16E-60
	6.24E-59

	ENSG00000152684.10_3
	9.51
	-1.685785296
	2.88E-60
	8.3E-59

	ENSG00000232934.7_4
	68.41
	1.88455435
	9.38E-60
	2.69E-58

	ENSG00000127472.10_3
	1.05
	-5.254751045
	1.07E-59
	3.05E-58

	ENSG00000100604.12_4
	47.69
	2.093949947
	1.07E-59
	3.05E-58

	ENSG00000162981.13_3
	18.81
	1.754376385
	1.85E-59
	5.25E-58

	ENSG00000222041.10_2
	5.18
	-2.564171944
	2.58E-59
	7.32E-58

	ENSG00000013306.15_3
	15.04
	-2.033251858
	3.91E-59
	1.11E-57

	ENSG00000112541.13_1
	0.98
	-2.79109619
	7.89E-59
	2.23E-57

	ENSG00000154639.18_3
	21.02
	1.593052611
	1.01E-58
	2.85E-57

	ENSG00000143469.18_4
	0.02
	-7.661232712
	1.68E-58
	4.72E-57

	ENSG00000108651.9_3
	6.35
	-1.935275262
	1.8E-58
	5.05E-57

	ENSG00000129038.15_3
	3.12
	-3.086096921
	2.62E-58
	7.33E-57

	ENSG00000230006.7_2
	17.24
	1.751114879
	5.97E-58
	1.66E-56

	ENSG00000181885.18_3
	61.66
	1.68930343
	6.95E-58
	1.93E-56

	ENSG00000162817.6_3
	41.95
	1.553550031
	9.85E-58
	2.73E-56

	ENSG00000113494.16_3
	8.67
	1.912352711
	1.05E-57
	2.9E-56

	ENSG00000106069.21_3
	27.96
	1.816585094
	1.19E-57
	3.29E-56

	ENSG00000158352.15_3
	2.5
	-1.991019082
	1.37E-57
	3.77E-56

	ENSG00000130600.17_3
	23.83
	-1.554906707
	1.71E-57
	4.66E-56

	ENSG00000184702.18_4
	2.89
	-3.105509516
	1.74E-57
	4.73E-56

	ENSG00000105329.9_3
	15.91
	-1.611826998
	2.74E-57
	7.42E-56

	ENSG00000103056.11_3
	23.92
	1.640861452
	5.9E-57
	1.59E-55

	ENSG00000185483.11_3
	1.82
	-2.594912099
	7.67E-57
	2.05E-55

	ENSG00000001626.14_3
	23.47
	1.528610639
	1.06E-56
	2.82E-55

	ENSG00000151715.7_3
	48.72
	1.706874002
	2.07E-56
	5.48E-55

	ENSG00000163581.13_3
	42.47
	1.579328372
	2.39E-56
	6.32E-55

	ENSG00000154153.13_4
	25.4
	2.074365905
	2.65E-56
	6.99E-55

	ENSG00000152620.12_3
	8.29
	-1.757157173
	3.98E-56
	1.05E-54

	ENSG00000171150.7_3
	9.82
	-1.524454406
	7.66E-56
	2.01E-54

	ENSG00000135407.10_3
	7.37
	-2.101760016
	7.71E-56
	2.02E-54

	ENSG00000070019.4_3
	35.91
	1.543451096
	3.26E-55
	8.49E-54

	ENSG00000171951.4_3
	5.61
	-2.40648698
	3.4E-55
	8.83E-54

	ENSG00000158859.9_3
	2.01
	-2.117079996
	5.07E-55
	1.31E-53

	ENSG00000106789.12_3
	19.22
	1.79943854
	1.09E-54
	2.81E-53

	ENSG00000157657.14_3
	3.24
	-1.819344446
	1.48E-54
	3.81E-53

	ENSG00000129103.17_3
	16.06
	-1.663245096
	2.91E-54
	7.44E-53

	ENSG00000157554.18_3
	4.04
	-2.061477207
	3.02E-54
	7.7E-53

	ENSG00000113456.18_3
	5.92
	-1.664962507
	4.57E-54
	1.16E-52

	ENSG00000124608.4_3
	6.22
	-1.986197716
	4.99E-54
	1.27E-52

	ENSG00000095932.6_4
	88.06
	1.567310479
	5.3E-54
	1.34E-52

	ENSG00000157766.15_3
	0.21
	-4.347116731
	7.13E-54
	1.8E-52

	ENSG00000174600.13_3
	3.99
	-2.023628982
	2.32E-53
	5.84E-52

	ENSG00000106078.17_3
	12.99
	1.671915468
	2.39E-53
	6E-52

	ENSG00000177106.14_3
	28.65
	1.80930493
	2.62E-53
	6.57E-52

	ENSG00000198453.12_3
	1.91
	-2.33194968
	3.81E-53
	9.52E-52

	ENSG00000136193.16_3
	7.58
	-1.559181255
	4.55E-53
	1.13E-51

	ENSG00000144152.12_3
	0.96
	-4.321490719
	8.33E-53
	2.06E-51

	ENSG00000161381.13_3
	4.13
	-1.895482225
	1.34E-52
	3.31E-51

	ENSG00000278535.4_3
	80.72
	1.560636933
	1.6E-52
	3.91E-51

	ENSG00000111581.9_3
	4.14
	-1.868270079
	1.7E-52
	4.15E-51

	ENSG00000157510.13_3
	6.27
	-1.89494854
	4.33E-52
	1.05E-50

	ENSG00000236056.1_2
	0.26
	-7.464642537
	4.4E-52
	1.07E-50

	ENSG00000166897.14_3
	0.03
	-7.464642537
	4.4E-52
	1.07E-50

	ENSG00000196090.12_3
	1.18
	-2.313952
	4.84E-52
	1.17E-50

	ENSG00000143067.4_3
	4.22
	-2.043280638
	7.53E-52
	1.81E-50

	ENSG00000111331.12_3
	5.52
	-1.557887778
	7.89E-52
	1.9E-50

	ENSG00000203747.10_3
	4.15
	-2.647380255
	8.31E-52
	1.99E-50

	ENSG00000155966.13_4
	0.26
	-3.689259317
	1.46E-51
	3.47E-50

	ENSG00000009950.15_4
	29.43
	1.777641452
	1.72E-51
	4.1E-50

	ENSG00000267605.5_3
	0.44
	-5.039652388
	3.13E-51
	7.44E-50

	ENSG00000111275.12_3
	11.14
	1.745994846
	3.61E-51
	8.56E-50

	ENSG00000137960.5_3
	27.61
	1.743218053
	1.01E-50
	2.4E-49

	ENSG00000171241.8_3
	0.5
	-4.571144515
	3.37E-50
	7.93E-49

	ENSG00000128052.8_3
	4.24
	-1.908742321
	3.41E-50
	8.02E-49

	ENSG00000146477.5_3
	1.46
	-3.339996908
	5.53E-50
	1.29E-48

	ENSG00000006611.15_3
	31.75
	1.661541989
	9.86E-50
	2.28E-48

	ENSG00000181007.8_3
	1.21
	-3.80643343
	1.3E-49
	2.99E-48

	ENSG00000132740.8_3
	5.01
	-2.060848687
	1.72E-49
	3.96E-48

	ENSG00000011426.10_3
	3.22
	-2.257271167
	1.95E-49
	4.49E-48

	ENSG00000123297.17_3
	3.79
	-2.581270723
	2.28E-49
	5.23E-48

	ENSG00000146039.10_3
	25.36
	1.585411951
	4.54E-49
	1.04E-47

	ENSG00000118137.9_3
	56.55
	2.087773477
	5.26E-49
	1.2E-47

	ENSG00000164694.16_3
	5.12
	-1.678644967
	1.12E-48
	2.54E-47

	ENSG00000206538.8_3
	3.13
	-1.625428664
	2.05E-48
	4.65E-47

	ENSG00000131459.12_3
	2.77
	-2.749740138
	2.22E-48
	5.03E-47

	ENSG00000159399.9_3
	4.33
	-1.852712059
	2.75E-48
	6.21E-47

	ENSG00000140945.16_3
	1.7
	-2.186884497
	3.33E-48
	7.49E-47

	ENSG00000104375.15_3
	7.63
	-1.85666261
	4.18E-48
	9.38E-47

	ENSG00000135373.12_3
	26.25
	1.702427093
	4.96E-48
	1.11E-46

	ENSG00000264705.1_3
	2.01
	-3.449709464
	3.48E-47
	7.73E-46

	ENSG00000135452.9_3
	4.8
	-2.078049811
	5.77E-47
	1.27E-45

	ENSG00000112414.14_3
	15.85
	1.585925536
	1.26E-46
	2.75E-45

	ENSG00000143921.6_3
	39.22
	1.649710898
	2.52E-46
	5.47E-45

	ENSG00000164932.12_3
	6.2
	-2.482772856
	2.63E-46
	5.69E-45

	ENSG00000198814.12_3
	24.4
	1.543080789
	4.2E-46
	9.01E-45

	ENSG00000179542.15_3
	0.41
	-3.558469879
	4.82E-46
	1.03E-44

	ENSG00000168779.19_3
	0.07
	-7.255352995
	5.62E-46
	1.2E-44

	ENSG00000185585.19_3
	5.2
	-1.620043459
	7.83E-46
	1.65E-44

	ENSG00000171604.11_3
	8.95
	-1.844950945
	1.39E-45
	2.92E-44

	ENSG00000211949.3_3
	171.67
	2.081472927
	4.19E-45
	8.76E-44

	ENSG00000132437.17_3
	32.01
	1.959078338
	7.32E-45
	1.52E-43

	ENSG00000119630.13_3
	1.94
	-3.383070888
	1.89E-44
	3.9E-43

	ENSG00000243955.5_3
	69.65
	2.126128354
	2.22E-44
	4.58E-43

	ENSG00000233041.8_3
	213.88
	1.730634854
	2.61E-44
	5.36E-43

	ENSG00000204323.5_3
	19.08
	1.673052523
	3.04E-44
	6.23E-43

	ENSG00000023839.10_3
	13.09
	1.93262435
	5.81E-44
	1.18E-42

	ENSG00000232677.6_2
	1.02
	-3.053170705
	1.02E-43
	2.07E-42

	ENSG00000264424.1_3
	0.04
	-7.167511284
	1.28E-43
	2.59E-42

	ENSG00000159023.19_3
	17.52
	1.50298469
	2.05E-43
	4.13E-42

	ENSG00000223949.6_3
	0.97
	-3.565539667
	2.33E-43
	4.68E-42

	ENSG00000210082.2
	43.64
	2.151753066
	3.09E-43
	6.18E-42

	ENSG00000125740.13_3
	15.29
	1.814119328
	3.97E-43
	7.91E-42

	ENSG00000011105.12_3
	5.85
	-1.732733099
	4.97E-43
	9.88E-42

	ENSG00000117595.10_3
	19.02
	1.798532354
	5.41E-43
	1.07E-41

	ENSG00000137265.14_3
	17.17
	1.703881921
	1.27E-42
	2.49E-41

	ENSG00000132205.10_3
	5.26
	-1.638336528
	1.29E-42
	2.53E-41

	ENSG00000164683.16_3
	1.04
	-3.808748853
	2.47E-42
	4.82E-41

	ENSG00000164120.13_3
	22.71
	1.535423229
	3.32E-42
	6.45E-41

	ENSG00000166573.5_3
	0.56
	-3.013645768
	4.41E-42
	8.56E-41

	ENSG00000279191.1_4
	1.38
	-3.201483591
	7.02E-42
	1.36E-40

	ENSG00000118946.11_3
	0.59
	-3.148664469
	7.23E-42
	1.39E-40

	ENSG00000123427.16_4
	2.78
	-2.585386215
	8.39E-42
	1.62E-40

	ENSG00000183876.8_3
	0.54
	-4.328099853
	1.12E-41
	2.15E-40

	ENSG00000165556.9_3
	18.12
	1.95465042
	2.64E-41
	5.04E-40

	ENSG00000156466.9_3
	0.66
	-3.884505079
	3.77E-41
	7.19E-40

	ENSG00000161405.16_3
	10.54
	1.501620401
	5.44E-41
	1.03E-39

	ENSG00000090376.10_3
	3.06
	-1.620660691
	7.21E-41
	1.37E-39

	ENSG00000135636.13_3
	5.11
	-1.504782223
	1.26E-40
	2.38E-39

	ENSG00000105254.11_3
	7.81
	-2.257092992
	2.4E-40
	4.54E-39

	ENSG00000163624.5_3
	19.7
	1.677616617
	3.94E-40
	7.41E-39

	ENSG00000107242.17_3
	30.47
	1.64857528
	6.42E-40
	1.2E-38

	ENSG00000140545.14_3
	12.63
	-1.748557843
	7.89E-40
	1.47E-38

	ENSG00000278962.1_3
	0.75
	-4.267276768
	9.4E-40
	1.75E-38

	ENSG00000259807.1_3
	3.03
	-2.836749994
	9.58E-40
	1.78E-38

	ENSG00000189143.9_3
	18.2
	1.841303749
	1.02E-39
	1.9E-38

	ENSG00000165105.9_3
	11.37
	1.848899284
	1.46E-39
	2.7E-38

	ENSG00000145934.16_3
	0.37
	-3.385252128
	1.68E-39
	3.11E-38

	ENSG00000128039.10_3
	1.64
	-2.759588
	1.89E-39
	3.49E-38

	ENSG00000243742.5_2
	0.07
	-6.995966626
	2.46E-39
	4.53E-38

	ENSG00000166510.13_4
	19.4
	1.696847359
	3.11E-39
	5.71E-38

	ENSG00000167183.2_3
	57.2
	1.661452933
	3.48E-39
	6.39E-38

	ENSG00000104728.15_4
	4.63
	-1.613329473
	3.53E-39
	6.47E-38

	ENSG00000122694.15_3
	11.54
	-1.716957204
	3.73E-39
	6.83E-38

	ENSG00000241749.4_2
	0.36
	-5.344404982
	7.34E-39
	1.33E-37

	ENSG00000188818.12_3
	10.17
	3.421217895
	1.11E-38
	2.01E-37

	ENSG00000164078.12_3
	18.21
	1.644966224
	1.18E-38
	2.13E-37

	ENSG00000111335.12_3
	3.76
	-1.753865094
	1.35E-38
	2.44E-37

	ENSG00000162949.16_3
	23.72
	2.055180785
	2.39E-38
	4.29E-37

	ENSG00000059804.15_3
	7
	-1.647392337
	2.66E-38
	4.77E-37

	ENSG00000118777.10_3
	16.63
	1.728475697
	3.27E-38
	5.81E-37

	ENSG00000144057.15_3
	0.65
	-3.050999468
	3.67E-38
	6.52E-37

	ENSG00000156920.10_4
	8.94
	1.58642229
	4.63E-38
	8.22E-37

	ENSG00000254417.1_3
	0.49
	-5.883078068
	7.1E-38
	1.25E-36

	ENSG00000143494.15_4
	0.92
	-2.82146325
	1.07E-37
	1.87E-36

	ENSG00000204385.10_3
	32.39
	1.589648044
	1.13E-37
	1.98E-36

	ENSG00000274297.1_4
	18.73
	-2.297506672
	1.57E-37
	2.74E-36

	ENSG00000101680.14_3
	0.32
	-3.480661798
	1.69E-37
	2.94E-36

	ENSG00000117318.8_3
	7.24
	-2.457033625
	2.61E-37
	4.51E-36

	ENSG00000173890.16_3
	35.41
	1.826068753
	3.05E-37
	5.27E-36

	ENSG00000130487.5_3
	0.25
	-5.282006507
	3.19E-37
	5.5E-36

	ENSG00000172935.8_3
	3.65
	-2.367286157
	3.3E-37
	5.69E-36

	ENSG00000151468.10_4
	4.92
	-1.906017607
	4.15E-37
	7.14E-36

	ENSG00000253456.1_3
	12.64
	-2.694340502
	6.98E-37
	1.2E-35

	ENSG00000006747.14_3
	9.54
	1.503438515
	9.01E-37
	1.55E-35

	ENSG00000163486.8
	5.24
	-1.514124472
	9.25E-37
	1.58E-35

	ENSG00000092621.12_4
	0.64
	-4.167250074
	9.35E-37
	1.6E-35

	ENSG00000111863.12_3
	43.92
	1.512271958
	1.29E-36
	2.2E-35

	ENSG00000278505.4_3
	48.08
	1.511662279
	2.07E-36
	3.52E-35

	ENSG00000138639.17_3
	2.83
	-1.952254233
	2.19E-36
	3.72E-35

	ENSG00000186417.13_3
	0.54
	-3.6289789
	2.3E-36
	3.9E-35

	ENSG00000197273.3_3
	64.52
	3.217673555
	2.43E-36
	4.11E-35

	ENSG00000078098.13_3
	0.79
	-3.85558449
	2.49E-36
	4.21E-35

	ENSG00000159217.9_3
	0
	-7.881605507
	2.6E-36
	4.39E-35

	ENSG00000197863.8_3
	7.77
	-1.573128285
	2.91E-36
	4.91E-35

	ENSG00000167123.18_4
	2.45
	-2.150668236
	3.51E-36
	5.89E-35

	ENSG00000074047.21_3
	2.27
	-2.001017498
	4.89E-36
	8.17E-35

	ENSG00000006788.13_3
	0.04
	-6.8504275
	5.18E-36
	8.64E-35

	ENSG00000127124.14_3
	1.8
	-1.739076799
	6.53E-36
	1.09E-34

	ENSG00000160410.14_3
	7.66
	-1.878923126
	8.69E-36
	1.44E-34

	ENSG00000174348.13_3
	9.03
	-1.529554708
	8.89E-36
	1.47E-34

	ENSG00000185015.7_3
	18.54
	1.796420078
	9.56E-36
	1.58E-34

	ENSG00000144852.17_3
	17.98
	1.611341532
	1.48E-35
	2.44E-34

	ENSG00000165269.12_3
	15.53
	2.033960109
	1.69E-35
	2.78E-34

	ENSG00000185745.9_3
	0.96
	-3.080014921
	1.75E-35
	2.88E-34

	ENSG00000154678.16_3
	2.1
	-1.600766807
	2.11E-35
	3.45E-34

	ENSG00000133477.16_3
	3.53
	2.109434367
	2.3E-35
	3.76E-34

	ENSG00000126709.14_3
	17.26
	-2.01020386
	2.33E-35
	3.8E-34

	ENSG00000141434.11_3
	37.05
	1.552546551
	3.26E-35
	5.31E-34

	ENSG00000143674.10_3
	9.65
	1.67971892
	3.67E-35
	5.97E-34

	ENSG00000075702.16_3
	0.84
	-3.187464744
	4.42E-35
	7.16E-34

	ENSG00000117152.13_3
	2.16
	-2.552611926
	5.49E-35
	8.85E-34

	ENSG00000142303.13_3
	4.06
	-1.880342406
	6.22E-35
	1E-33

	ENSG00000159166.13_3
	24.42
	1.757344076
	7.71E-35
	1.24E-33

	ENSG00000176692.5_3
	0.69
	-4.099073872
	7.95E-35
	1.28E-33

	ENSG00000174885.12_3
	25.9
	1.665563835
	1.18E-34
	1.88E-33

	ENSG00000211677.2_3
	154.16
	1.74077606
	1.62E-34
	2.58E-33

	ENSG00000253837.1_3
	3.3
	-2.016027692
	1.64E-34
	2.62E-33

	ENSG00000253811.1_3
	15.65
	-2.406822527
	2.26E-34
	3.59E-33

	ENSG00000135547.8_3
	1.96
	-2.850395676
	2.34E-34
	3.71E-33

	ENSG00000095203.14_3
	10.38
	1.573481505
	2.59E-34
	4.11E-33

	ENSG00000156222.11_3
	19.89
	1.773318501
	4.22E-34
	6.67E-33

	ENSG00000038945.14_3
	2.23
	-2.116914311
	4.38E-34
	6.92E-33

	ENSG00000101892.11_4
	0
	-7.766127712
	5.49E-34
	8.65E-33

	ENSG00000186715.10_2
	16.55
	1.57277795
	6.69E-34
	1.05E-32

	ENSG00000102316.16_3
	9.35
	-1.6309108
	7.25E-34
	1.14E-32

	ENSG00000233968.6_3
	31.55
	2.049880225
	1.36E-33
	2.12E-32

	ENSG00000167693.16_3
	7.36
	-1.644359789
	1.41E-33
	2.2E-32

	ENSG00000206077.10_3
	15.33
	2.632715663
	1.64E-33
	2.55E-32

	ENSG00000115165.9_3
	26.21
	1.936874641
	2.88E-33
	4.45E-32

	ENSG00000159167.11_3
	1.77
	-2.531848645
	3.65E-33
	5.62E-32

	ENSG00000198300.12_3
	4.28
	2.845689539
	3.86E-33
	5.93E-32

	ENSG00000136546.13_3
	9.16
	1.785314407
	4.04E-33
	6.19E-32

	ENSG00000158079.14_3
	3.98
	-1.774299111
	5.38E-33
	8.21E-32

	ENSG00000264472.4_3
	1.31
	-5.104092218
	6.91E-33
	1.05E-31

	ENSG00000278991.1_4
	49.95
	1.609563173
	7.05E-33
	1.07E-31

	ENSG00000137309.19_3
	35.02
	1.528280988
	7.39E-33
	1.12E-31

	ENSG00000183386.9_3
	6.98
	-2.148066719
	9.19E-33
	1.39E-31

	ENSG00000243444.7_4
	0.94
	-2.991789597
	1.29E-32
	1.94E-31

	ENSG00000147676.13_3
	19.12
	1.768071235
	1.38E-32
	2.08E-31

	ENSG00000163064.6_3
	0
	-7.692121989
	1.43E-32
	2.14E-31

	ENSG00000123358.19_3
	19.87
	1.527056421
	1.9E-32
	2.85E-31

	ENSG00000165215.6_3
	43.23
	2.003548439
	2.19E-32
	3.27E-31

	ENSG00000079215.13_4
	0.47
	-3.851004386
	2.31E-32
	3.44E-31

	ENSG00000281264.1_2
	0.72
	-5.067560923
	4.69E-32
	6.94E-31

	ENSG00000267682.1_4
	15.01
	-2.738536754
	5.13E-32
	7.58E-31

	ENSG00000256463.8_3
	0
	-7.657976703
	6.14E-32
	9.03E-31

	ENSG00000250116.2_3
	11.12
	-1.843717244
	6.22E-32
	9.13E-31

	ENSG00000170915.8_3
	15.15
	1.599553589
	8.48E-32
	1.24E-30

	ENSG00000230630.4_4
	6.07
	-1.546085544
	1.03E-31
	1.5E-30

	ENSG00000225205.5_3
	26.39
	1.8921012
	1.16E-31
	1.69E-30

	ENSG00000135525.18_3
	13.12
	1.62287185
	1.63E-31
	2.37E-30

	ENSG00000166268.10_3
	18.13
	1.753738316
	1.94E-31
	2.8E-30

	ENSG00000120318.15_3
	4.27
	-1.638134729
	2.47E-31
	3.55E-30

	ENSG00000069535.13_3
	29.76
	1.543082933
	2.62E-31
	3.75E-30

	ENSG00000197496.5_3
	1.77
	-2.346515217
	2.87E-31
	4.11E-30

	ENSG00000006712.14_3
	11.73
	-1.586546258
	4.42E-31
	6.3E-30

	ENSG00000142583.17_3
	13
	1.550256902
	6.17E-31
	8.77E-30

	ENSG00000064300.8_3
	1.6
	-2.664934679
	6.67E-31
	9.47E-30

	ENSG00000152785.6_3
	8.32
	2.152590494
	7.48E-31
	1.06E-29

	ENSG00000061918.12_3
	6.9
	-1.541784303
	1.13E-30
	1.59E-29

	ENSG00000005102.12_3
	1.81
	-2.826733915
	1.17E-30
	1.65E-29

	ENSG00000156535.13_4
	2.8
	-1.522287254
	1.47E-30
	2.07E-29

	ENSG00000006118.14_4
	1.19
	-2.980220929
	1.48E-30
	2.08E-29

	ENSG00000272674.3_3
	0.39
	-3.776582167
	1.94E-30
	2.71E-29

	ENSG00000157680.15_4
	0.57
	-2.395193062
	2.41E-30
	3.35E-29

	ENSG00000099998.17_3
	5.59
	-1.939538918
	2.86E-30
	3.97E-29

	ENSG00000265135.1
	63.57
	-2.813559654
	2.94E-30
	4.08E-29

	ENSG00000186314.11_3
	19.49
	1.5481012
	4.11E-30
	5.67E-29

	ENSG00000169903.6_3
	18.06
	2.551304903
	4.75E-30
	6.55E-29

	ENSG00000185158.12_3
	4.9
	-1.788734566
	5.06E-30
	6.96E-29

	ENSG00000168079.16_3
	7.62
	2.834342685
	6.11E-30
	8.38E-29

	ENSG00000184305.14_3
	9
	1.592648799
	6.41E-30
	8.79E-29

	ENSG00000128656.13_3
	1.94
	-2.561640979
	6.67E-30
	9.14E-29

	ENSG00000115468.11_3
	1.93
	-2.702298523
	1.4E-29
	1.89E-28

	ENSG00000119917.13_3
	6.58
	-1.768282848
	1.42E-29
	1.92E-28

	ENSG00000109061.9_3
	0
	-7.522198965
	1.56E-29
	2.11E-28

	ENSG00000111554.14_3
	4.11
	-1.654452717
	1.88E-29
	2.52E-28

	ENSG00000142677.3_3
	15.22
	2.268308814
	1.9E-29
	2.55E-28

	ENSG00000134874.17_3
	2.61
	-1.685600673
	1.96E-29
	2.63E-28

	ENSG00000104537.16_3
	34.88
	1.844556446
	2E-29
	2.68E-28

	ENSG00000164283.12_3
	2.14
	-2.833575171
	2.08E-29
	2.78E-28

	ENSG00000273584.1_4
	2.22
	-4.283699967
	3.02E-29
	4.03E-28

	ENSG00000134242.15_3
	16.31
	1.654918739
	3.3E-29
	4.39E-28

	ENSG00000015413.9_3
	37.22
	1.55871679
	3.81E-29
	5.06E-28

	ENSG00000129151.8_3
	0
	-7.493437941
	4.8E-29
	6.36E-28

	ENSG00000133083.14_3
	1.99
	-1.692906476
	4.82E-29
	6.38E-28

	ENSG00000100033.16_3
	15.18
	2.497780875
	5.05E-29
	6.68E-28

	ENSG00000234231.3_3
	0.7
	-4.049203278
	6.3E-29
	8.31E-28

	ENSG00000151572.16_3
	0.12
	-5.47590815
	6.49E-29
	8.55E-28

	ENSG00000166959.7_4
	49.02
	1.595929428
	1.05E-28
	1.37E-27

	ENSG00000149485.18_3
	2.38
	-1.689199174
	1.54E-28
	1.99E-27

	ENSG00000184178.15_3
	4.15
	-1.929792483
	2.11E-28
	2.72E-27

	ENSG00000152503.9_3
	10.33
	1.726234642
	2.47E-28
	3.18E-27

	ENSG00000143786.7_3
	0.29
	-4.890689193
	2.74E-28
	3.53E-27

	ENSG00000189042.13_3
	2.51
	-2.090773002
	4.33E-28
	5.56E-27

	ENSG00000129680.15_3
	2.58
	-1.750608544
	4.36E-28
	5.6E-27

	ENSG00000177839.6_3
	0.22
	-4.506937131
	4.73E-28
	6.06E-27

	ENSG00000169435.13_3
	9.27
	1.749237137
	4.89E-28
	6.27E-27

	ENSG00000185985.8_3
	0.32
	-3.429004133
	5.98E-28
	7.65E-27

	ENSG00000271811.1_4
	1.56
	-3.150697828
	7.37E-28
	9.38E-27

	ENSG00000182389.19_4
	0.48
	-2.430283324
	8.12E-28
	1.03E-26

	ENSG00000197345.12_3
	9.17
	-2.118262314
	8.94E-28
	1.13E-26

	ENSG00000132530.16_3
	6.21
	-1.557965076
	9.15E-28
	1.16E-26

	ENSG00000173467.8_3
	51.66
	2.217686215
	9.27E-28
	1.17E-26

	ENSG00000226777.7_2
	6.51
	1.615848898
	1.44E-27
	1.81E-26

	ENSG00000127152.17_3
	7.73
	1.644398347
	1.69E-27
	2.12E-26

	ENSG00000229005.2_4
	49.65
	2.034830207
	1.94E-27
	2.43E-26

	ENSG00000106236.3_3
	0.63
	-3.798317104
	2.54E-27
	3.17E-26

	ENSG00000135116.9_3
	0
	-7.382798745
	3.05E-27
	3.8E-26

	ENSG00000081853.14_3
	0.33
	-3.510252088
	3.67E-27
	4.57E-26

	ENSG00000137868.18_3
	0.04
	-6.38897971
	3.96E-27
	4.91E-26

	ENSG00000175311.6_3
	15.58
	1.508062998
	4.15E-27
	5.14E-26

	ENSG00000117385.15_3
	3.31
	-2.078242167
	4.68E-27
	5.79E-26

	ENSG00000133466.13_3
	2.26
	-2.399122216
	7.08E-27
	8.73E-26

	ENSG00000198846.5_3
	12.98
	1.763654747
	7.62E-27
	9.38E-26

	ENSG00000117600.12_3
	0.53
	-3.191683779
	7.83E-27
	9.62E-26

	ENSG00000178860.8_3
	0.73
	-3.952340884
	8.84E-27
	1.08E-25

	ENSG00000164161.9_3
	6.31
	1.515195574
	9.9E-27
	1.21E-25

	ENSG00000105197.10_3
	3.62
	-2.141740438
	1.32E-26
	1.62E-25

	ENSG00000147113.16_3
	2.89
	-1.632626637
	1.33E-26
	1.63E-25

	ENSG00000065618.18_3
	9.82
	1.626795092
	1.37E-26
	1.67E-25

	ENSG00000061455.10_3
	0.71
	-2.41976501
	1.42E-26
	1.74E-25

	ENSG00000133020.4_3
	0.04
	-6.343895784
	2.22E-26
	2.69E-25

	ENSG00000137965.10_3
	11.9
	-1.594696223
	2.38E-26
	2.89E-25

	ENSG00000183496.5_3
	0.5
	-3.473496721
	2.59E-26
	3.12E-25

	ENSG00000128849.10_3
	2.64
	-1.624912339
	2.67E-26
	3.22E-25

	ENSG00000149582.15_3
	13.59
	1.677501135
	3.32E-26
	3.98E-25

	ENSG00000101213.6_3
	15.7
	1.928169636
	3.38E-26
	4.05E-25

	ENSG00000178828.6_3
	36.03
	1.966461044
	3.52E-26
	4.22E-25

	ENSG00000273179.1_3
	19.11
	-2.289576561
	3.87E-26
	4.62E-25

	ENSG00000165915.13_3
	4.15
	-1.653679479
	4.1E-26
	4.89E-25

	ENSG00000174992.7_3
	16.96
	1.736059075
	4.52E-26
	5.38E-25

	ENSG00000262943.7_2
	3.29
	-1.706093492
	5.13E-26
	6.1E-25

	ENSG00000142408.4_3
	0.03
	-6.320803341
	5.26E-26
	6.25E-25

	ENSG00000169715.14_3
	47.69
	1.80440418
	5.46E-26
	6.48E-25

	ENSG00000178623.11_3
	10.24
	1.752716815
	6.08E-26
	7.2E-25

	ENSG00000064270.12_3
	16.14
	1.664569261
	6.15E-26
	7.28E-25

	ENSG00000125319.14_3
	0.63
	-3.729838548
	7.99E-26
	9.41E-25

	ENSG00000161940.10_3
	5.51
	-1.596103227
	8.43E-26
	9.92E-25

	ENSG00000188611.14_3
	9.1
	1.529815195
	8.98E-26
	1.05E-24

	ENSG00000168785.7_3
	2.5
	-2.157375369
	9.09E-26
	1.07E-24

	ENSG00000108001.13_3
	0.27
	-4.111384619
	1.35E-25
	1.57E-24

	ENSG00000240602.7_2
	24.45
	1.808036159
	1.4E-25
	1.63E-24

	ENSG00000225210.9_2
	0
	-7.274273676
	1.41E-25
	1.64E-24

	ENSG00000122870.11_3
	3.54
	-1.559933039
	1.43E-25
	1.66E-24

	ENSG00000253057.1
	0.84
	-6.285478832
	1.93E-25
	2.23E-24

	ENSG00000128045.6_3
	0.98
	-3.557008923
	2.57E-25
	2.94E-24

	ENSG00000156413.13_3
	17.14
	1.658719017
	2.75E-25
	3.14E-24

	ENSG00000139144.9_3
	5.52
	2.576993827
	3.52E-25
	4.01E-24

	ENSG00000152953.12_3
	1.66
	-2.401531636
	3.86E-25
	4.38E-24

	ENSG00000279693.1_4
	20.16
	1.562901537
	4.35E-25
	4.93E-24

	ENSG00000143369.14_3
	6.67
	-1.774663945
	4.49E-25
	5.08E-24

	ENSG00000111262.5_3
	0.77
	-2.430793086
	5.02E-25
	5.67E-24

	ENSG00000134817.10_3
	1.38
	-2.582287573
	5.27E-25
	5.95E-24

	ENSG00000125144.13_4
	47.65
	2.267955327
	5.71E-25
	6.43E-24

	ENSG00000120149.8_3
	0.11
	-6.249256181
	7.13E-25
	7.99E-24

	ENSG00000162482.4_3
	31.63
	1.652432627
	7.61E-25
	8.52E-24

	ENSG00000011201.11_3
	0.19
	-4.067666968
	9.75E-25
	1.09E-23

	ENSG00000172985.10_3
	2.4
	-1.787063594
	1.07E-24
	1.2E-23

	ENSG00000163082.9_3
	16.29
	1.63271282
	1.49E-24
	1.65E-23

	ENSG00000172296.12_3
	8.17
	1.719309994
	1.61E-24
	1.78E-23

	ENSG00000139233.6_3
	2.54
	-1.539135913
	1.71E-24
	1.89E-23

	ENSG00000166126.10_4
	30.55
	1.550256197
	1.99E-24
	2.2E-23

	ENSG00000142661.18_3
	3.74
	3.310776547
	2.05E-24
	2.26E-23

	ENSG00000249631.5_3
	30.54
	1.607181166
	3.06E-24
	3.37E-23

	ENSG00000125414.18_3
	0.15
	-4.309897242
	3.38E-24
	3.71E-23

	ENSG00000058085.14_3
	7.79
	1.782224781
	3.55E-24
	3.9E-23

	ENSG00000242265.5_3
	1.77
	-1.890849473
	3.59E-24
	3.93E-23

	ENSG00000275611.1_4
	9.27
	-3.07691121
	3.86E-24
	4.23E-23

	ENSG00000131080.14_3
	1.5
	-2.507793049
	3.9E-24
	4.26E-23

	ENSG00000166741.7_3
	3.96
	-2.022616143
	3.96E-24
	4.32E-23

	ENSG00000171189.17_3
	1.81
	-2.213960108
	5.92E-24
	6.43E-23

	ENSG00000141622.13_3
	0.13
	-3.804786442
	8.93E-24
	9.65E-23

	ENSG00000165272.14_3
	29.78
	1.576137979
	1.04E-23
	1.12E-22

	ENSG00000075643.5_3
	7.59
	1.767197616
	1.11E-23
	1.19E-22

	ENSG00000152207.7_3
	1.64
	-2.108355229
	1.15E-23
	1.23E-22

	ENSG00000101194.17_3
	3.09
	-1.904414007
	1.2E-23
	1.29E-22

	ENSG00000259532.1_3
	12.45
	-2.411645123
	1.36E-23
	1.46E-22

	ENSG00000136048.13_3
	4.73
	-1.637378632
	1.46E-23
	1.56E-22

	ENSG00000172955.17_3
	11.02
	1.912835279
	1.71E-23
	1.82E-22

	ENSG00000088756.12_3
	1.16
	-1.914362679
	1.81E-23
	1.93E-22

	ENSG00000112984.11_3
	1.61
	-2.521849976
	1.85E-23
	1.96E-22

	ENSG00000273445.1_3
	3.63
	-3.465219423
	2.09E-23
	2.22E-22

	ENSG00000168143.8_3
	15.61
	1.676220179
	2.77E-23
	2.93E-22

	ENSG00000013016.15_3
	1.11
	-2.514111372
	2.87E-23
	3.03E-22

	ENSG00000188483.7_3
	1.35
	-2.817990102
	3.33E-23
	3.51E-22

	ENSG00000134321.11_3
	1.25
	-2.648584425
	3.39E-23
	3.57E-22

	ENSG00000266968.2_4
	10.15
	4.520237711
	3.7E-23
	3.89E-22

	ENSG00000147889.17_3
	0.47
	-3.77110094
	3.93E-23
	4.13E-22

	ENSG00000164181.13_3
	10.37
	1.781244386
	4.16E-23
	4.36E-22

	ENSG00000239951.1_3
	80.16
	2.308599104
	5.03E-23
	5.26E-22

	ENSG00000121690.10_3
	19.56
	1.846848588
	5.67E-23
	5.93E-22

	ENSG00000229847.8_3
	0.12
	-4.237742381
	6.57E-23
	6.85E-22

	ENSG00000143595.12_3
	11.77
	2.700490169
	6.79E-23
	7.08E-22

	ENSG00000176170.13_3
	1.31
	-2.742321752
	7.37E-23
	7.68E-22

	ENSG00000167588.12_3
	16.52
	1.618919123
	7.59E-23
	7.9E-22

	ENSG00000168060.15_3
	11.45
	2.03822475
	9.67E-23
	1E-21

	ENSG00000235649.2_2
	0.12
	-4.225365533
	1.08E-22
	1.12E-21

	ENSG00000036473.6_3
	22.7
	2.077502775
	1.08E-22
	1.12E-21

	ENSG00000130762.14_3
	11.66
	1.928181134
	1.09E-22
	1.13E-21

	ENSG00000174776.10_4
	13.32
	1.677579004
	1.15E-22
	1.19E-21

	ENSG00000047597.5_3
	8.84
	1.727876218
	1.15E-22
	1.19E-21

	ENSG00000197927.12_3
	4.49
	-2.117289393
	1.2E-22
	1.24E-21

	ENSG00000162409.10_3
	5.15
	1.669803879
	1.24E-22
	1.28E-21

	ENSG00000180992.6_3
	7.15
	-2.246416718
	1.27E-22
	1.31E-21

	ENSG00000196878.14_3
	12.05
	1.537978109
	1.49E-22
	1.53E-21

	ENSG00000075275.16_3
	1.05
	-1.824022069
	1.49E-22
	1.53E-21

	ENSG00000092607.13_3
	0
	-7.055629547
	1.63E-22
	1.67E-21

	ENSG00000271590.1_4
	3.96
	-2.367254847
	1.82E-22
	1.86E-21

	ENSG00000235531.9_4
	1.8
	-1.946372596
	1.99E-22
	2.04E-21

	ENSG00000240694.8_3
	0.99
	-2.52110625
	2.11E-22
	2.15E-21

	ENSG00000221890.3_3
	1.1
	-2.29617777
	2.38E-22
	2.42E-21

	ENSG00000106278.11_3
	1.56
	-1.775379653
	2.59E-22
	2.63E-21

	ENSG00000156486.7_3
	0.5
	-3.077801819
	2.8E-22
	2.83E-21

	ENSG00000153896.17_3
	1.47
	-1.995888465
	3E-22
	3.04E-21

	ENSG00000135744.7_3
	1.92
	-2.606764022
	3.22E-22
	3.25E-21

	ENSG00000211598.2_3
	80.98
	1.768605654
	3.34E-22
	3.37E-21

	ENSG00000111319.12_3
	12.26
	1.604697354
	3.57E-22
	3.59E-21

	ENSG00000138669.9_3
	7.89
	1.910250914
	3.61E-22
	3.62E-21

	ENSG00000215146.4_3
	0.84
	-2.390615
	3.69E-22
	3.71E-21

	ENSG00000143320.8_3
	1.78
	-3.400615994
	3.9E-22
	3.91E-21

	ENSG00000260517.3_4
	4.92
	-1.79489331
	4.28E-22
	4.29E-21

	ENSG00000119922.9_3
	4.06
	-1.592709219
	4.62E-22
	4.62E-21

	ENSG00000005844.17_3
	10.42
	1.508264845
	4.73E-22
	4.73E-21

	ENSG00000137331.11_3
	8.12
	-1.864124854
	5.6E-22
	5.59E-21

	ENSG00000169862.18_3
	0.13
	-4.53705006
	6.33E-22
	6.31E-21

	ENSG00000102362.15_3
	2.2
	-1.61636971
	6.54E-22
	6.52E-21

	ENSG00000134709.10_3
	8.61
	1.577754286
	7.14E-22
	7.11E-21

	ENSG00000099954.18_3
	0.75
	-2.160826363
	7.85E-22
	7.81E-21

	ENSG00000228817.4_3
	9.45
	-1.858436899
	8.17E-22
	8.12E-21

	ENSG00000153283.12_3
	9.99
	1.618223456
	8.21E-22
	8.15E-21

	ENSG00000172986.12_3
	3.15
	-1.905693773
	9.12E-22
	9.03E-21

	ENSG00000107282.7_3
	1.5
	-1.940155562
	9.55E-22
	9.45E-21

	ENSG00000180616.8_3
	0.57
	-2.581075615
	1.23E-21
	1.22E-20

	ENSG00000145908.12_3
	3.77
	-1.579037604
	1.29E-21
	1.27E-20

	ENSG00000148053.15_3
	0.38
	-2.101993547
	1.31E-21
	1.29E-20

	ENSG00000118785.13_3
	3.58
	-2.32918658
	1.55E-21
	1.52E-20

	ENSG00000270077.1_4
	2.21
	-3.890787849
	1.64E-21
	1.61E-20

	ENSG00000198417.6_3
	30.68
	2.986330749
	1.66E-21
	1.63E-20

	ENSG00000114771.13_3
	22.74
	1.908845567
	1.66E-21
	1.63E-20

	ENSG00000037897.16_3
	1.54
	-2.876338684
	1.66E-21
	1.63E-20

	ENSG00000204956.5_3
	0.31
	-3.367190734
	1.68E-21
	1.64E-20

	ENSG00000228526.6_3
	3.78
	-1.602293538
	1.84E-21
	1.8E-20

	ENSG00000187372.11_3
	0.48
	-3.132766434
	1.88E-21
	1.83E-20

	ENSG00000130203.9_3
	8.71
	-1.87766421
	1.89E-21
	1.85E-20

	ENSG00000172301.10_3
	4.38
	-2.359415754
	2.07E-21
	2.02E-20

	ENSG00000159307.18_3
	3.75
	1.765176123
	2.44E-21
	2.37E-20

	ENSG00000267316.5_3
	0
	-6.946691559
	4.02E-21
	3.88E-20

	ENSG00000229807.10_3
	1.36
	2.516206594
	6.04E-21
	5.81E-20

	ENSG00000139292.12_3
	6.63
	2.206186408
	6.05E-21
	5.81E-20

	ENSG00000102271.13_3
	0.29
	-3.478783227
	6.42E-21
	6.16E-20

	ENSG00000225422.4_2
	4.66
	-2.375486348
	6.48E-21
	6.22E-20

	ENSG00000135439.11_4
	2.33
	-1.604310797
	6.52E-21
	6.25E-20

	ENSG00000233178.7_3
	11.79
	1.595814013
	6.57E-21
	6.29E-20

	ENSG00000276071.1_3
	2.44
	-2.846792391
	6.71E-21
	6.42E-20

	ENSG00000151892.14_3
	4.57
	1.699825279
	7.17E-21
	6.86E-20

	ENSG00000139629.15_3
	8.81
	1.581833975
	7.32E-21
	6.99E-20

	ENSG00000136378.14_3
	2.59
	-1.653954053
	7.98E-21
	7.61E-20

	ENSG00000247809.7_4
	3.57
	-1.525876527
	9.26E-21
	8.79E-20

	ENSG00000109881.16_4
	1.72
	-2.262590191
	9.51E-21
	9.02E-20

	ENSG00000163520.13_4
	3.41
	-1.578525181
	1.02E-20
	9.66E-20

	ENSG00000224310.1_2
	0.17
	-4.982090337
	1.17E-20
	1.1E-19

	ENSG00000198108.3_3
	0.76
	-2.911574155
	1.17E-20
	1.1E-19

	ENSG00000162989.4_3
	8.14
	1.749626483
	1.22E-20
	1.15E-19

	ENSG00000170689.9_3
	0.09
	-5.951576349
	1.22E-20
	1.15E-19

	ENSG00000167117.8_2
	24.06
	1.793704458
	1.34E-20
	1.26E-19

	ENSG00000234155.1_3
	15.88
	1.771989692
	1.62E-20
	1.52E-19

	ENSG00000123610.4_3
	1.2
	-3.454728547
	1.71E-20
	1.6E-19

	ENSG00000211644.3_3
	88.09
	1.980630693
	1.76E-20
	1.64E-19

	ENSG00000242371.1_3
	62.11
	2.590510478
	1.84E-20
	1.71E-19

	ENSG00000148483.8_3
	7.08
	1.807222914
	1.93E-20
	1.8E-19

	ENSG00000189099.11_3
	47.52
	1.573832494
	2E-20
	1.86E-19

	ENSG00000163818.16_3
	9.36
	1.692312591
	2.01E-20
	1.87E-19

	ENSG00000214814.7_3
	6.75
	1.731021165
	2.33E-20
	2.17E-19

	ENSG00000167210.16_3
	0.19
	-3.615314302
	2.38E-20
	2.21E-19

	ENSG00000112175.7_3
	10.4
	1.721252745
	2.54E-20
	2.35E-19

	ENSG00000105711.11_3
	1.06
	-2.182267031
	2.61E-20
	2.42E-19

	ENSG00000232400.1_2
	16.66
	1.970294996
	3.22E-20
	2.98E-19

	ENSG00000224431.1_3
	1.17
	-2.565181262
	3.46E-20
	3.2E-19

	ENSG00000172689.1_3
	16.1
	1.848742205
	3.58E-20
	3.3E-19

	ENSG00000169744.12_3
	4.73
	-1.642923646
	3.6E-20
	3.32E-19

	ENSG00000163293.11_3
	6
	2.070131019
	3.62E-20
	3.33E-19

	ENSG00000102802.9_3
	2.78
	-2.174650946
	3.95E-20
	3.63E-19

	ENSG00000065911.11_3
	3.08
	-1.652674919
	4E-20
	3.68E-19

	ENSG00000131482.9_3
	11.62
	1.878188311
	4.51E-20
	4.13E-19

	ENSG00000157765.11_3
	8.53
	1.864903058
	5.09E-20
	4.65E-19

	ENSG00000137269.14_3
	13.63
	1.572596738
	5.18E-20
	4.73E-19

	ENSG00000120324.8_2
	0.37
	-3.800187043
	5.24E-20
	4.78E-19

	ENSG00000258565.1_2
	2.17
	-3.056522136
	5.27E-20
	4.8E-19

	ENSG00000255874.2_2
	0.12
	-4.411523732
	5.36E-20
	4.88E-19

	ENSG00000004777.18_3
	3.11
	-1.647378598
	5.69E-20
	5.17E-19

	ENSG00000277734.7_3
	35.22
	1.94431428
	6.8E-20
	6.16E-19

	ENSG00000170703.15_3
	8.96
	1.981620914
	8.09E-20
	7.32E-19

	ENSG00000134668.12_3
	0.56
	-3.151562081
	8.46E-20
	7.65E-19

	ENSG00000179915.22_3
	2.08
	2.022275125
	9.39E-20
	8.47E-19

	ENSG00000132434.9_3
	3.71
	-1.537213254
	9.55E-20
	8.62E-19

	ENSG00000176532.3_3
	17.79
	2.13720712
	9.57E-20
	8.63E-19

	ENSG00000255565.1_3
	20.53
	-1.882779655
	9.87E-20
	8.88E-19

	ENSG00000272620.1_3
	2.16
	-1.594812156
	1.03E-19
	9.25E-19

	ENSG00000248476.1_3
	8.94
	-2.075097153
	1.04E-19
	9.32E-19

	ENSG00000141540.10_3
	1.95
	-1.919377947
	1.05E-19
	9.42E-19

	ENSG00000128805.14_3
	0.64
	-2.941306775
	1.3E-19
	1.17E-18

	ENSG00000101115.12_3
	0.23
	-3.773222358
	1.41E-19
	1.26E-18

	ENSG00000101311.15_3
	8.79
	1.564197792
	1.41E-19
	1.26E-18

	ENSG00000010295.19_3
	4.21
	-1.513446167
	1.42E-19
	1.27E-18

	ENSG00000205358.3_3
	25.05
	3.382685002
	1.66E-19
	1.48E-18

	ENSG00000188662.6_3
	0.8
	-4.025594982
	1.83E-19
	1.63E-18

	ENSG00000248771.5_4
	12.07
	1.770231236
	1.91E-19
	1.7E-18

	ENSG00000133742.13_3
	14.83
	1.585416974
	1.95E-19
	1.73E-18

	ENSG00000167080.8_3
	1.97
	3.480712235
	1.98E-19
	1.76E-18

	ENSG00000165810.16_3
	1.76
	-2.011138021
	2.4E-19
	2.13E-18

	ENSG00000178665.14_3
	1.02
	-2.473496721
	2.52E-19
	2.24E-18

	ENSG00000130513.6_3
	3.47
	-2.518183323
	3.2E-19
	2.82E-18

	ENSG00000242732.4_4
	3.04
	-1.677844538
	3.87E-19
	3.4E-18

	ENSG00000112559.13_3
	0.41
	-4.352013947
	3.88E-19
	3.4E-18

	ENSG00000094755.16_3
	7
	2.346957698
	4.12E-19
	3.61E-18

	ENSG00000233321.1_3
	0.29
	-5.826041624
	4.56E-19
	3.99E-18

	ENSG00000229989.3_2
	2.54
	-2.045352397
	5.16E-19
	4.5E-18

	ENSG00000266777.1_3
	2.57
	-2.045352397
	5.16E-19
	4.5E-18

	ENSG00000197808.11_3
	2.62
	-2.091300846
	7.29E-19
	6.32E-18

	ENSG00000273079.5_3
	0.27
	-1.966723502
	7.8E-19
	6.75E-18

	ENSG00000019505.7_3
	8.95
	1.500805519
	8.64E-19
	7.45E-18

	ENSG00000106526.10_3
	7.13
	1.583244282
	1.31E-18
	1.12E-17

	ENSG00000182199.10_3
	4.77
	-1.561462776
	1.78E-18
	1.51E-17

	ENSG00000135903.18_3
	0.06
	-5.775997325
	1.8E-18
	1.53E-17

	ENSG00000105171.9_3
	2.69
	-1.628041366
	1.82E-18
	1.55E-17

	ENSG00000132874.14_3
	3.16
	3.655048997
	2.63E-18
	2.22E-17

	ENSG00000206579.8_3
	1.45
	2.05593652
	2.65E-18
	2.24E-17

	ENSG00000255191.1_3
	1.7
	-4.289958299
	2.82E-18
	2.37E-17

	ENSG00000148655.14_4
	0.74
	-2.579377093
	2.93E-18
	2.46E-17

	ENSG00000125675.17_4
	0.84
	-2.330774844
	3.06E-18
	2.57E-17

	ENSG00000257818.1_2
	2.7
	-2.782292346
	3.08E-18
	2.59E-17

	ENSG00000185436.11_3
	5.92
	2.035670117
	3.14E-18
	2.63E-17

	ENSG00000131941.7_3
	12.52
	1.516626997
	3.2E-18
	2.68E-17

	ENSG00000221955.10_3
	4.12
	-1.521612561
	3.29E-18
	2.75E-17

	ENSG00000280639.1_2
	0.31
	-3.937232904
	3.59E-18
	3E-17

	ENSG00000138696.10_3
	0.33
	-3.174539617
	3.83E-18
	3.19E-17

	ENSG00000144407.9_3
	0.23
	-4.274010644
	4.63E-18
	3.84E-17

	ENSG00000211938.2_3
	57.49
	2.290927435
	5.81E-18
	4.79E-17

	ENSG00000203618.5_3
	0.63
	-3.92197463
	5.9E-18
	4.86E-17

	ENSG00000103460.16_3
	9.58
	1.80001199
	7.66E-18
	6.27E-17

	ENSG00000255143.1_4
	0.98
	-4.759702516
	1.06E-17
	8.64E-17

	ENSG00000162618.13_3
	4.02
	-1.542716057
	1.09E-17
	8.9E-17

	ENSG00000236998.2_3
	23.34
	1.972940118
	1.46E-17
	1.18E-16

	ENSG00000107984.9_3
	0
	-6.631830835
	1.51E-17
	1.22E-16

	ENSG00000230838.1_2
	0
	-6.631830835
	1.51E-17
	1.22E-16

	ENSG00000232775.2
	0
	-6.631830835
	1.51E-17
	1.22E-16

	ENSG00000108823.15_3
	1.71
	-2.915660407
	1.52E-17
	1.23E-16

	ENSG00000235784.2_2
	3.62
	-2.666884176
	1.65E-17
	1.33E-16

	ENSG00000140279.12_3
	1.91
	-1.613711528
	1.83E-17
	1.48E-16

	ENSG00000197050.10_3
	3.42
	-1.6243019
	2.05E-17
	1.65E-16

	ENSG00000113460.12_3
	7.37
	-1.531661822
	2.14E-17
	1.71E-16

	ENSG00000272872.1
	0
	-6.614122113
	2.3E-17
	1.84E-16

	ENSG00000179772.7_3
	0.37
	-4.72494024
	2.83E-17
	2.25E-16

	ENSG00000186529.15_4
	5.03
	2.078970578
	3.01E-17
	2.4E-16

	ENSG00000173898.11_3
	1.02
	-1.852697404
	3.46E-17
	2.74E-16

	ENSG00000231933.7_4
	0
	-6.596193317
	3.5E-17
	2.78E-16

	ENSG00000135702.14_3
	9.05
	1.924902847
	3.53E-17
	2.8E-16

	ENSG00000167741.10_4
	13.6
	1.502951797
	3.58E-17
	2.84E-16

	ENSG00000163873.9_3
	0.67
	-2.067701677
	3.87E-17
	3.06E-16

	ENSG00000184194.5_3
	0.93
	-2.409066272
	4.01E-17
	3.17E-16

	ENSG00000128309.16_3
	15.98
	1.546307639
	4.49E-17
	3.55E-16

	ENSG00000267254.5_3
	3.38
	-2.357244812
	4.68E-17
	3.69E-16

	ENSG00000108576.9_3
	3.8
	2.149303645
	5.06E-17
	3.97E-16

	ENSG00000283196.1_3
	5.25
	-1.595719472
	5.17E-17
	4.06E-16

	ENSG00000110811.19_3
	1.49
	-2.454752232
	5.19E-17
	4.07E-16

	ENSG00000260604.2_3
	0.1
	-4.1915476
	5.55E-17
	4.34E-16

	ENSG00000169418.9_3
	1.85
	-1.906442533
	5.66E-17
	4.43E-16

	ENSG00000185615.15_3
	16.29
	1.99347024
	5.8E-17
	4.53E-16

	ENSG00000129167.9_3
	6.34
	1.718865467
	6.09E-17
	4.75E-16

	ENSG00000142484.6_3
	33.19
	2.263497012
	6.35E-17
	4.94E-16

	ENSG00000169946.13_3
	2.2
	-1.669861502
	7.02E-17
	5.45E-16

	ENSG00000249007.1_4
	27.28
	2.021755123
	7.85E-17
	6.08E-16

	ENSG00000164270.17_3
	6.85
	1.52962257
	7.9E-17
	6.12E-16

	ENSG00000232679.1_2
	0
	-6.559670476
	8.16E-17
	6.31E-16

	ENSG00000213170.3_2
	0
	-6.559670476
	8.16E-17
	6.31E-16

	ENSG00000184363.9_3
	11.15
	1.799819374
	9.06E-17
	6.99E-16

	ENSG00000224821.5_3
	2.73
	-2.388309532
	9.55E-17
	7.36E-16

	ENSG00000270039.1_4
	8.89
	-2.213354603
	1.01E-16
	7.74E-16

	ENSG00000277829.1_4
	4.01
	-2.965560403
	1.06E-16
	8.15E-16

	ENSG00000136883.13_3
	17.17
	1.552305735
	1.11E-16
	8.53E-16

	ENSG00000131771.13_3
	17.5
	1.528377419
	1.27E-16
	9.73E-16

	ENSG00000211772.11_3
	45.53
	1.663746882
	1.44E-16
	1.1E-15

	ENSG00000166073.10_3
	0.92
	-2.326654398
	1.7E-16
	1.29E-15

	ENSG00000105464.3_3
	0.38
	-3.067633703
	1.76E-16
	1.34E-15

	ENSG00000076944.15_3
	9.4
	1.835546672
	1.88E-16
	1.43E-15

	ENSG00000248222.5_3
	4.47
	-1.696053128
	1.91E-16
	1.45E-15

	ENSG00000144045.13_3
	14.47
	1.519337723
	2.13E-16
	1.61E-15

	ENSG00000198851.9_3
	20.71
	1.735407281
	2.34E-16
	1.76E-15

	ENSG00000177725.5_4
	0.31
	-4.139721283
	2.46E-16
	1.86E-15

	ENSG00000241388.4_2
	22.47
	1.567336119
	2.62E-16
	1.97E-15

	ENSG00000261115.5_3
	0.21
	-2.938832859
	2.72E-16
	2.04E-15

	ENSG00000253932.1_3
	1.82
	-2.024373904
	2.87E-16
	2.15E-15

	ENSG00000180801.13_3
	1.47
	-1.969309676
	2.88E-16
	2.16E-15

	ENSG00000176165.10_3
	0
	-6.503082785
	2.92E-16
	2.18E-15

	ENSG00000172238.4_3
	9.85
	2.301072409
	4.35E-16
	3.22E-15

	ENSG00000277152.1_3
	1.42
	-1.725733337
	5.13E-16
	3.78E-15

	ENSG00000140511.11_3
	0.46
	-3.776766557
	5.14E-16
	3.78E-15

	ENSG00000244953.1_3
	2.03
	-2.345867975
	5.37E-16
	3.95E-15

	ENSG00000242100.2_2
	9.08
	-2.10110999
	5.93E-16
	4.34E-15

	ENSG00000172673.10_4
	7.21
	1.738762265
	6.06E-16
	4.44E-15

	ENSG00000196357.11_3
	2.86
	-1.792574503
	6.92E-16
	5.05E-15

	ENSG00000130822.15_3
	13.98
	1.713213083
	7.18E-16
	5.24E-15

	ENSG00000166173.10_3
	1.03
	-2.205250267
	7.45E-16
	5.43E-15

	ENSG00000279814.1_3
	6.25
	-1.668443312
	7.96E-16
	5.78E-15

	ENSG00000101945.16_3
	1.84
	-2.058416478
	9.18E-16
	6.64E-15

	ENSG00000126254.11_3
	6.77
	-1.587466503
	1.3E-15
	9.34E-15

	ENSG00000105404.10_3
	9.34
	-1.759613447
	1.35E-15
	9.66E-15

	ENSG00000184497.12_3
	0.96
	-2.018053425
	1.39E-15
	9.97E-15

	ENSG00000196581.10_3
	0.36
	-2.27418662
	1.43E-15
	1.02E-14

	ENSG00000111052.7_3
	0.6
	-2.426223107
	1.44E-15
	1.03E-14

	ENSG00000260581.1_3
	0.31
	-4.576837588
	1.45E-15
	1.04E-14

	ENSG00000147606.8_3
	0.21
	-3.488249946
	1.66E-15
	1.18E-14

	ENSG00000185737.12_3
	0.44
	-2.996550343
	1.9E-15
	1.34E-14

	ENSG00000078053.16_3
	2.15
	-1.878238209
	1.91E-15
	1.35E-14

	ENSG00000167880.7_3
	4.91
	1.632715857
	1.93E-15
	1.36E-14

	ENSG00000279400.1_3
	0.22
	-4.55720127
	2.38E-15
	1.67E-14

	ENSG00000274080.1_4
	12.45
	1.821736779
	2.49E-15
	1.75E-14

	ENSG00000175535.6_3
	0
	-6.403545824
	2.5E-15
	1.76E-14

	ENSG00000238057.8_3
	3.91
	-1.86978133
	2.79E-15
	1.96E-14

	ENSG00000082684.14_3
	1.36
	-1.86978133
	2.79E-15
	1.96E-14

	ENSG00000185518.11_3
	0.46
	-2.097699704
	2.89E-15
	2.03E-14

	ENSG00000238042.5_3
	0.74
	-4.048955605
	2.97E-15
	2.08E-14

	ENSG00000272249.1_3
	1.35
	-4.048955605
	2.97E-15
	2.08E-14

	ENSG00000196460.12_3
	0.15
	-5.475138918
	3.01E-15
	2.11E-14

	ENSG00000211666.2_3
	63.32
	1.940840777
	3.06E-15
	2.13E-14

	ENSG00000227742.2_3
	22.25
	2.251615996
	3.12E-15
	2.18E-14

	ENSG00000006555.10_3
	8.11
	1.510469071
	3.71E-15
	2.58E-14

	ENSG00000275385.1_3
	15.34
	2.307341363
	3.76E-15
	2.61E-14

	ENSG00000147642.16_4
	5.25
	1.667204197
	4.09E-15
	2.84E-14

	ENSG00000248125.1_3
	13.81
	3.001964098
	4.56E-15
	3.15E-14

	ENSG00000225383.7_3
	2.47
	-3.099073872
	5.02E-15
	3.46E-14

	ENSG00000105398.3_3
	8.75
	2.612513086
	5.73E-15
	3.95E-14

	ENSG00000245970.2_3
	4.18
	-1.763643372
	6.8E-15
	4.67E-14

	ENSG00000260139.6_2
	0.31
	-3.241848356
	7.89E-15
	5.4E-14

	ENSG00000130584.10_3
	2.11
	-1.564818152
	8.14E-15
	5.56E-14

	ENSG00000272078.1_3
	4.32
	1.533189751
	8.53E-15
	5.82E-14

	ENSG00000226445.1_3
	2.75
	-2.649341785
	8.61E-15
	5.87E-14

	ENSG00000129354.11_3
	14.91
	1.850624619
	9.2E-15
	6.27E-14

	ENSG00000265206.5_4
	19.73
	1.600046162
	9.71E-15
	6.61E-14

	ENSG00000149380.11_3
	0.43
	-3.671165434
	1.01E-14
	6.84E-14

	ENSG00000196284.15_4
	3.27
	-1.713067576
	1.2E-14
	8.12E-14

	ENSG00000206557.5_3
	0
	-6.318663953
	1.42E-14
	9.59E-14

	ENSG00000274979.1_3
	4.33
	2.017393082
	1.44E-14
	9.72E-14

	ENSG00000186481.16_3
	2.03
	4.156406047
	1.96E-14
	1.31E-13

	ENSG00000198857.3_2
	1.73
	-2.921782284
	2.01E-14
	1.35E-13

	ENSG00000233527.8_3
	5.55
	-1.617069076
	2.09E-14
	1.4E-13

	ENSG00000199409.1
	0
	-6.296649943
	2.19E-14
	1.46E-13

	ENSG00000078018.19_3
	0.84
	-1.713718355
	2.7E-14
	1.79E-13

	ENSG00000240666.2_3
	24.83
	2.167055147
	2.71E-14
	1.79E-13

	ENSG00000178462.11_3
	14.29
	1.823404931
	2.96E-14
	1.96E-13

	ENSG00000124191.17_3
	1.22
	-2.343083523
	3E-14
	1.98E-13

	ENSG00000147257.13_3
	1.95
	-2.072984431
	3.19E-14
	2.1E-13

	ENSG00000166289.5_3
	2.27
	-2.037163324
	3.26E-14
	2.15E-13

	ENSG00000233217.2_3
	8.48
	1.806047445
	3.3E-14
	2.17E-13

	ENSG00000235590.7_4
	0.47
	-3.035654049
	3.39E-14
	2.23E-13

	ENSG00000181690.7_3
	4.43
	1.538253558
	3.42E-14
	2.25E-13

	ENSG00000259834.1_3
	8.72
	1.609641308
	3.85E-14
	2.53E-13

	ENSG00000243238.1_3
	38.91
	2.779587779
	4.59E-14
	3E-13

	ENSG00000267080.5_3
	5.31
	-1.503421789
	4.68E-14
	3.06E-13

	ENSG00000276115.1_4
	3.27
	-1.962200561
	4.89E-14
	3.19E-13

	ENSG00000162670.10_3
	5.84
	2.337945768
	4.96E-14
	3.23E-13

	ENSG00000159713.10_3
	10.94
	1.809607445
	5.3E-14
	3.44E-13

	ENSG00000211669.3_4
	46.13
	2.410361553
	5.71E-14
	3.71E-13

	ENSG00000248790.1_4
	83.38
	1.962428774
	5.71E-14
	3.71E-13

	ENSG00000124374.8_3
	4.17
	1.75947013
	7.13E-14
	4.6E-13

	ENSG00000272556.2_3
	0.5
	-2.051769774
	7.14E-14
	4.61E-13

	ENSG00000232118.2_2
	3.15
	-2.767222413
	7.36E-14
	4.75E-13

	ENSG00000132554.19_3
	0.05
	-5.320814249
	8.29E-14
	5.33E-13

	ENSG00000275234.1_3
	15.65
	4.092280271
	9.19E-14
	5.9E-13

	ENSG00000280837.1_2
	8.7
	2.132291963
	9.73E-14
	6.22E-13

	ENSG00000089041.16_3
	1.28
	-1.860335376
	9.74E-14
	6.22E-13

	ENSG00000204790.8
	3.85
	2.217700823
	1E-13
	6.4E-13

	ENSG00000187193.8_3
	15.17
	3.305105598
	1.11E-13
	7.09E-13

	ENSG00000263426.1
	1.65
	-4.389759347
	1.26E-13
	7.99E-13

	ENSG00000225903.1_3
	0.81
	-5.297346335
	1.34E-13
	8.49E-13

	ENSG00000011347.9_3
	1.16
	-1.850808948
	1.42E-13
	9.03E-13

	ENSG00000083067.22_3
	0.09
	-3.139977739
	1.43E-13
	9.06E-13

	ENSG00000070371.15_3
	1.08
	-1.903342777
	1.54E-13
	9.71E-13

	ENSG00000253406.1_4
	1.35
	-1.903342777
	1.54E-13
	9.71E-13

	ENSG00000279237.1_4
	6.52
	-1.962656669
	1.6E-13
	1.01E-12

	ENSG00000175591.11_3
	4.88
	2.880653012
	1.77E-13
	1.11E-12

	ENSG00000179855.5_3
	2.43
	-1.540940394
	1.8E-13
	1.13E-12

	ENSG00000211459.2
	20.78
	2.114600618
	1.84E-13
	1.15E-12

	ENSG00000164236.11_3
	1.07
	-1.584495204
	1.87E-13
	1.18E-12

	ENSG00000164142.15_3
	6.42
	1.574304337
	1.91E-13
	1.2E-12

	ENSG00000243188.1_2
	25.69
	1.840313443
	1.97E-13
	1.23E-12

	ENSG00000250508.1_3
	0.15
	-4.36738308
	2.07E-13
	1.29E-12

	ENSG00000267279.1_4
	0.2
	-5.273512898
	2.15E-13
	1.34E-12

	ENSG00000081818.3_3
	0.9
	-2.341274114
	2.25E-13
	1.4E-12

	ENSG00000135069.13_3
	2.57
	-1.952245836
	2.37E-13
	1.47E-12

	ENSG00000125841.12_3
	2.07
	-1.984695546
	2.39E-13
	1.48E-12

	ENSG00000156265.15_3
	2.73
	-1.680706405
	2.55E-13
	1.58E-12

	ENSG00000145911.5_3
	1.61
	-1.576722177
	2.64E-13
	1.64E-12

	ENSG00000134398.14_3
	7.96
	1.596181232
	2.78E-13
	1.72E-12

	ENSG00000133107.14_3
	0.76
	-2.394805428
	2.99E-13
	1.85E-12

	ENSG00000248441.6_3
	0.69
	-2.174594766
	3.06E-13
	1.89E-12

	ENSG00000251244.1_3
	0
	-6.156916009
	3.09E-13
	1.91E-12

	ENSG00000256340.8_2
	5.99
	2.025025939
	3.1E-13
	1.91E-12

	ENSG00000120322.3_3
	0.18
	-4.344654282
	3.4E-13
	2.09E-12

	ENSG00000228294.2
	0.31
	-5.249256181
	3.48E-13
	2.14E-12

	ENSG00000152977.9_3
	0.05
	-5.249256181
	3.48E-13
	2.14E-12

	ENSG00000197479.6_3
	0.7
	-2.454710228
	3.9E-13
	2.38E-12

	ENSG00000113722.16_3
	17.54
	1.501469477
	4.21E-13
	2.57E-12

	ENSG00000256229.7_3
	0.52
	-2.705166764
	4.65E-13
	2.83E-12

	ENSG00000215394.4
	0
	-6.132244468
	4.82E-13
	2.93E-12

	ENSG00000183421.11_3
	5.28
	1.946366227
	4.88E-13
	2.96E-12

	ENSG00000164695.4_3
	11.41
	1.946366227
	4.88E-13
	2.96E-12

	ENSG00000256083.1_3
	0.54
	-5.22458464
	5.62E-13
	3.41E-12

	ENSG00000184564.8_3
	3.8
	2.376872915
	6.48E-13
	3.92E-12

	ENSG00000132541.10_3
	6.02
	-1.836745297
	6.8E-13
	4.1E-12

	ENSG00000136231.13_3
	0.17
	-3.8265544
	7.14E-13
	4.3E-12

	ENSG00000023892.10_3
	9.74
	1.876629518
	7.23E-13
	4.34E-12

	ENSG00000261116.1_3
	14.31
	1.594927224
	7.24E-13
	4.35E-12

	ENSG00000232517.2_3
	0
	-6.107167398
	7.53E-13
	4.51E-12

	ENSG00000013725.14_3
	7.3
	1.773205103
	7.74E-13
	4.64E-12

	ENSG00000243466.1_3
	48.31
	1.674539815
	7.96E-13
	4.76E-12

	ENSG00000264444.1_3
	0.48
	-5.19950757
	9.09E-13
	5.42E-12

	ENSG00000163661.3_3
	0.13
	-5.19950757
	9.09E-13
	5.42E-12

	ENSG00000125384.6_3
	8.02
	2.018392826
	9.1E-13
	5.43E-12

	ENSG00000008394.12_3
	10.32
	1.814342618
	1.02E-12
	6.05E-12

	ENSG00000164398.12_3
	3.11
	1.814342618
	1.02E-12
	6.05E-12

	ENSG00000196167.9_4
	3.29
	1.619538959
	1.04E-12
	6.19E-12

	ENSG00000116748.21_3
	6
	2.608452206
	1.13E-12
	6.72E-12

	ENSG00000238541.1
	7.13
	-3.80454039
	1.18E-12
	6.95E-12

	ENSG00000254560.5_3
	0
	-6.08162256
	1.18E-12
	6.96E-12

	ENSG00000121207.11_3
	3.83
	2.060146989
	1.22E-12
	7.19E-12

	ENSG00000170425.3_3
	1.97
	-2.287839495
	1.25E-12
	7.39E-12

	ENSG00000242173.8_3
	22.95
	1.86050236
	1.31E-12
	7.7E-12

	ENSG00000276547.1_3
	0.76
	-2.228629005
	1.39E-12
	8.18E-12

	ENSG00000133460.19_4
	2.3
	-1.53719361
	1.45E-12
	8.52E-12

	ENSG00000255043.1_3
	0.89
	-2.411651955
	1.45E-12
	8.56E-12

	ENSG00000139266.5_3
	2.51
	-1.584089512
	1.51E-12
	8.86E-12

	ENSG00000111664.10_3
	1.27
	-2.568868576
	1.51E-12
	8.88E-12

	ENSG00000108405.3_3
	10.62
	1.52580908
	1.57E-12
	9.2E-12

	ENSG00000177464.4_3
	2.65
	-1.653784274
	1.67E-12
	9.81E-12

	ENSG00000124839.12_3
	14.81
	1.505155401
	1.7E-12
	9.93E-12

	ENSG00000128242.12_3
	4.32
	3.703107709
	1.82E-12
	1.06E-11

	ENSG00000204011.4_3
	6.56
	-2.656800364
	1.83E-12
	1.07E-11

	ENSG00000268153.5_3
	0
	-6.055641843
	1.84E-12
	1.07E-11

	ENSG00000184160.7_3
	0
	-6.055641843
	1.84E-12
	1.07E-11

	ENSG00000006047.12_3
	12.47
	1.97257141
	1.97E-12
	1.14E-11

	ENSG00000250606.4
	22.25
	2.15878414
	2.06E-12
	1.2E-11

	ENSG00000233006.6_3
	8.68
	1.945851984
	2.27E-12
	1.31E-11

	ENSG00000135697.9_3
	6.43
	2.041542584
	2.28E-12
	1.31E-11

	ENSG00000231172.2_3
	0.83
	-3.454838462
	2.31E-12
	1.33E-11

	ENSG00000231764.8_3
	0.02
	-5.147982015
	2.38E-12
	1.37E-11

	ENSG00000253105.5_3
	0.23
	-5.147982015
	2.38E-12
	1.37E-11

	ENSG00000178732.5_3
	0.14
	-4.250025413
	2.5E-12
	1.44E-11

	ENSG00000274964.1_4
	3.97
	-1.919102544
	2.5E-12
	1.44E-11

	ENSG00000120328.6_3
	0.82
	-2.325096077
	2.61E-12
	1.5E-11

	ENSG00000166130.14_4
	2.35
	-1.521067781
	2.83E-12
	1.62E-11

	ENSG00000264736.1_2
	0
	-6.029159613
	2.89E-12
	1.66E-11

	ENSG00000040731.10_3
	0
	-6.029159613
	2.89E-12
	1.66E-11

	ENSG00000067606.16_3
	11.42
	1.592809219
	3.06E-12
	1.75E-11

	ENSG00000211900.2_2
	341.05
	1.872196515
	3.36E-12
	1.91E-11

	ENSG00000130758.7_3
	2.92
	-1.501591281
	3.44E-12
	1.96E-11

	ENSG00000186115.12_3
	10.55
	1.556103766
	3.57E-12
	2.03E-11

	ENSG00000263990.1_3
	8.53
	-2.099962303
	3.63E-12
	2.06E-11

	ENSG00000169122.11_3
	1.99
	-1.739826458
	3.83E-12
	2.16E-11

	ENSG00000249439.1_2
	0.47
	-5.121499785
	3.87E-12
	2.19E-11

	ENSG00000254709.7_3
	7.15
	3.918244595
	4.42E-12
	2.48E-11

	ENSG00000115263.14_3
	8.68
	3.156236965
	4.8E-12
	2.69E-11

	ENSG00000257438.1_3
	2.6
	-2.724747893
	5.41E-12
	3.02E-11

	ENSG00000168993.14_3
	0.9
	-2.724747893
	5.41E-12
	3.02E-11

	ENSG00000224959.1_4
	5.28
	-2.001976415
	5.68E-12
	3.17E-11

	ENSG00000267650.1_3
	1.47
	-2.845315043
	6.13E-12
	3.41E-11

	ENSG00000006016.10_3
	0.55
	-3.411773357
	6.17E-12
	3.43E-11

	ENSG00000173264.14_3
	2.7
	-1.775350061
	6.43E-12
	3.58E-11

	ENSG00000166265.11_3
	2.25
	-1.679554162
	6.6E-12
	3.66E-11

	ENSG00000080293.9_3
	10.37
	1.936504801
	6.64E-12
	3.68E-11

	ENSG00000183199.6_3
	1.01
	-2.606756065
	7.17E-12
	3.97E-11

	ENSG00000211653.2_3
	51.72
	1.811045947
	7.59E-12
	4.2E-11

	ENSG00000253537.2_3
	0.99
	-1.885163451
	7.98E-12
	4.41E-11

	ENSG00000187288.10_3
	16.73
	1.695442444
	8.14E-12
	4.49E-11

	ENSG00000269903.1_3
	4.52
	-2.707039171
	8.57E-12
	4.73E-11

	ENSG00000255026.1_3
	28.63
	1.679025049
	8.78E-12
	4.83E-11

	ENSG00000138678.10_3
	8.22
	1.679025049
	8.78E-12
	4.83E-11

	ENSG00000211940.2
	28.2
	2.817076181
	9.06E-12
	4.98E-11

	ENSG00000243279.3_3
	1.83
	-2.281591432
	9.43E-12
	5.18E-11

	ENSG00000279660.1_4
	17.68
	1.663084047
	9.45E-12
	5.18E-11

	ENSG00000138755.5_3
	2.95
	-1.608269184
	9.69E-12
	5.32E-11

	ENSG00000166845.13_4
	1.04
	-1.789518074
	9.99E-12
	5.47E-11

	ENSG00000172548.14_4
	1.05
	-2.218130144
	1.04E-11
	5.7E-11

	ENSG00000110245.11_3
	23.42
	2.369661619
	1.11E-11
	6.04E-11

	ENSG00000226604.2_4
	0.26
	-4.174731964
	1.12E-11
	6.12E-11

	ENSG00000206262.8_3
	0
	-5.946691559
	1.12E-11
	6.13E-11

	ENSG00000182771.18_3
	0.67
	-2.108747175
	1.19E-11
	6.46E-11

	ENSG00000261617.1_2
	3.37
	2.0151633
	1.25E-11
	6.79E-11

	ENSG00000235244.3_2
	11.89
	1.590484466
	1.29E-11
	7.02E-11

	ENSG00000137877.9_3
	0.69
	-1.598996517
	1.37E-11
	7.44E-11

	ENSG00000111012.9_3
	0.29
	-3.689063173
	1.42E-11
	7.69E-11

	ENSG00000188959.9_3
	8.56
	1.647986266
	1.64E-11
	8.84E-11

	ENSG00000224373.3_3
	47.47
	1.632727186
	1.75E-11
	9.42E-11

	ENSG00000222178.1
	0
	-5.91813832
	1.77E-11
	9.52E-11

	ENSG00000091704.9_4
	0
	-5.91813832
	1.77E-11
	9.52E-11

	ENSG00000178222.12_4
	0.71
	-2.572407436
	1.77E-11
	9.52E-11

	ENSG00000149534.8_3
	5.91
	1.734612794
	1.8E-11
	9.67E-11

	ENSG00000253345.1_2
	36.02
	3.596181232
	1.83E-11
	9.84E-11

	ENSG00000270975.1_2
	1.1
	-4.148751248
	1.85E-11
	9.93E-11

	ENSG00000133808.4_3
	2.41
	-1.650208086
	1.92E-11
	1.03E-10

	ENSG00000228146.7_2
	6.91
	1.716126011
	1.96E-11
	1.05E-10

	ENSG00000273971.1_3
	31.49
	3.092111189
	2.14E-11
	1.14E-10

	ENSG00000184672.11_3
	4.38
	2.345402771
	2.17E-11
	1.16E-10

	ENSG00000168356.11_4
	0.32
	-2.471564878
	2.21E-11
	1.18E-10

	ENSG00000048540.14_3
	3.85
	1.777082853
	2.42E-11
	1.29E-10

	ENSG00000105173.13_3
	0.82
	-2.788727352
	2.49E-11
	1.32E-10

	ENSG00000099953.9_3
	1.71
	-2.081527993
	2.69E-11
	1.43E-10

	ENSG00000170608.2_3
	6.52
	2.553314265
	2.69E-11
	1.43E-10

	ENSG00000186301.8_2
	11.22
	1.514063976
	2.77E-11
	1.47E-10

	ENSG00000227925.1_2
	0
	-5.888980932
	2.8E-11
	1.48E-10

	ENSG00000259518.1_2
	0
	-5.888980932
	2.8E-11
	1.48E-10

	ENSG00000150630.3_3
	1.42
	-2.305859815
	3.03E-11
	1.6E-10

	ENSG00000131773.13_3
	3.03
	-1.659066633
	3.04E-11
	1.6E-10

	ENSG00000105088.8_3
	4.33
	-1.50655571
	3.18E-11
	1.68E-10

	ENSG00000273038.2_3
	1.19
	-2.454684583
	3.43E-11
	1.81E-10

	ENSG00000108018.15_3
	2.29
	2.007123915
	3.68E-11
	1.93E-10

	ENSG00000126778.8_3
	0.18
	-3.640134915
	3.84E-11
	2.01E-10

	ENSG00000007516.13_4
	2.79
	2.320755556
	4.24E-11
	2.22E-10

	ENSG00000269881.1_4
	9.06
	1.759815235
	4.29E-11
	2.24E-10

	ENSG00000151025.9_3
	0.32
	-2.537221026
	4.36E-11
	2.27E-10

	ENSG00000169245.5_3
	1.25
	-2.911692727
	4.4E-11
	2.29E-10

	ENSG00000178752.15_4
	0.23
	-4.981321104
	4.4E-11
	2.29E-10

	ENSG00000198358.4_4
	4.93
	3.058928872
	4.51E-11
	2.35E-10

	ENSG00000227070.1_3
	45.3
	2.05494482
	4.94E-11
	2.57E-10

	ENSG00000115363.13_3
	0.83
	-2.633982215
	5.35E-11
	2.78E-10

	ENSG00000178538.9_3
	3.79
	2.267443764
	5.4E-11
	2.8E-10

	ENSG00000211673.2_3
	41.82
	2.019753323
	5.83E-11
	3.02E-10

	ENSG00000135502.17_3
	0.72
	-2.749736432
	6.3E-11
	3.26E-10

	ENSG00000211966.2_3
	33.43
	2.352626375
	6.42E-11
	3.32E-10

	ENSG00000170370.11_3
	0
	-5.828865226
	7E-11
	3.6E-10

	ENSG00000122691.12_3
	0
	-5.828865226
	7E-11
	3.6E-10

	ENSG00000260585.1_3
	0
	-5.828865226
	7E-11
	3.6E-10

	ENSG00000258188.1
	0.42
	-4.951562259
	7.18E-11
	3.69E-10

	ENSG00000168389.17_3
	8.29
	1.86152794
	7.31E-11
	3.76E-10

	ENSG00000067798.14_3
	0.82
	-1.551690511
	7.65E-11
	3.93E-10

	ENSG00000137825.10_3
	8.72
	2.070142855
	7.79E-11
	4E-10

	ENSG00000124785.8_3
	2.46
	-1.814769292
	7.84E-11
	4.02E-10

	ENSG00000134780.9_3
	0.89
	-1.845315043
	8.28E-11
	4.24E-10

	ENSG00000175772.10_2
	9.16
	1.70308939
	9E-11
	4.6E-10

	ENSG00000240661.3_4
	0.74
	-2.334145286
	9.67E-11
	4.93E-10

	ENSG00000145247.11_3
	14.86
	1.895749734
	1.04E-10
	5.27E-10

	ENSG00000235790.7_4
	3.76
	-1.774453253
	1.07E-10
	5.43E-10

	ENSG00000185046.18_3
	0.89
	-1.667692841
	1.09E-10
	5.52E-10

	ENSG00000245694.9_3
	0
	-5.797826443
	1.11E-10
	5.63E-10

	ENSG00000126562.16_3
	5.32
	1.649409654
	1.12E-10
	5.69E-10

	ENSG00000171056.7_3
	1.67
	-1.802691819
	1.14E-10
	5.78E-10

	ENSG00000180998.11_3
	0.25
	-3.27428213
	1.17E-10
	5.92E-10

	ENSG00000241224.7_4
	23.55
	1.616583896
	1.28E-10
	6.45E-10

	ENSG00000175445.14_3
	1.59
	-1.712114921
	1.31E-10
	6.62E-10

	ENSG00000280721.1_2
	3.02
	-1.980227432
	1.36E-10
	6.86E-10

	ENSG00000163364.9_2
	0.27
	-4.039800963
	1.38E-10
	6.92E-10

	ENSG00000112139.14_3
	0.62
	-1.636732274
	1.4E-10
	7.01E-10

	ENSG00000198734.10_3
	2.4
	1.933868697
	1.45E-10
	7.29E-10

	ENSG00000253313.5_3
	12.11
	1.817117169
	1.48E-10
	7.39E-10

	ENSG00000216588.8_4
	9.4
	3.295564298
	1.53E-10
	7.64E-10

	ENSG00000108511.9_3
	1.12
	-2.482769388
	1.67E-10
	8.33E-10

	ENSG00000132744.7_3
	17.7
	1.54343935
	1.67E-10
	8.33E-10

	ENSG00000244306.10_2
	0
	-5.766135226
	1.76E-10
	8.77E-10

	ENSG00000108813.10_3
	0
	-5.766135226
	1.76E-10
	8.77E-10

	ENSG00000197859.9_3
	0.68
	-2.174678352
	1.81E-10
	9.01E-10

	ENSG00000228598.1_3
	32.56
	1.649787991
	1.82E-10
	9.04E-10

	ENSG00000123689.5_3
	1.13
	-3.250025413
	1.91E-10
	9.45E-10

	ENSG00000260941.1_2
	0.78
	-3.022572307
	1.93E-10
	9.58E-10

	ENSG00000235523.1_3
	44.75
	1.976687344
	2.01E-10
	9.94E-10

	ENSG00000101276.14_3
	6.62
	1.616229921
	2.07E-10
	1.02E-09

	ENSG00000127589.4_2
	1.19
	-2.576645242
	2.09E-10
	1.03E-09

	ENSG00000176092.14_4
	3.36
	1.848470199
	2.12E-10
	1.05E-09

	ENSG00000169783.12_3
	0.77
	-2.30020095
	2.29E-10
	1.13E-09

	ENSG00000243055.1_3
	27.45
	1.822536338
	2.38E-10
	1.17E-09

	ENSG00000215559.8_2
	2.93
	2.300163026
	2.45E-10
	1.2E-09

	ENSG00000178033.5_3
	0.65
	-1.666824992
	2.46E-10
	1.21E-09

	ENSG00000144395.17_4
	0.4
	-2.689190391
	2.52E-10
	1.24E-09

	ENSG00000214575.9_3
	0.35
	-2.46416407
	2.6E-10
	1.27E-09

	ENSG00000153002.11_3
	0
	-5.733701452
	2.8E-10
	1.37E-09

	ENSG00000131668.13_3
	0
	-5.733701452
	2.8E-10
	1.37E-09

	ENSG00000260862.1_4
	0.18
	-3.53705006
	2.81E-10
	1.37E-09

	ENSG00000080007.7_3
	1.85
	-1.874220019
	2.85E-10
	1.39E-09

	ENSG00000137203.10_3
	0.32
	-2.826810856
	2.89E-10
	1.41E-09

	ENSG00000169562.9_3
	8.23
	1.883270942
	3.03E-10
	1.47E-09

	ENSG00000188130.13_3
	1.12
	-2.367220747
	3.09E-10
	1.5E-09

	ENSG00000095713.13_3
	0.4
	-2.999501507
	3.12E-10
	1.51E-09

	ENSG00000277972.1_3
	9.91
	1.632706504
	3.15E-10
	1.53E-09

	ENSG00000211668.2_3
	29.37
	2.517206616
	3.17E-10
	1.54E-09

	ENSG00000241886.1_4
	30.49
	1.855110803
	3.42E-10
	1.65E-09

	ENSG00000173585.15_3
	8.11
	1.568600691
	3.96E-10
	1.91E-09

	ENSG00000183010.16_3
	0.74
	-2.668443312
	3.99E-10
	1.92E-09

	ENSG00000179242.15_4
	0.23
	-2.668443312
	3.99E-10
	1.92E-09

	ENSG00000169679.14_3
	2.22
	-1.5027806
	4.13E-10
	1.99E-09

	ENSG00000233376.1_4
	43.73
	1.802648783
	4.26E-10
	2.05E-09

	ENSG00000168421.12_3
	4.05
	1.539624193
	4.36E-10
	2.09E-09

	ENSG00000117122.13_4
	2.72
	-2.083485712
	4.37E-10
	2.09E-09

	ENSG00000102057.9_3
	1.28
	-1.558418586
	4.42E-10
	2.11E-09

	ENSG00000271127.1
	0
	-5.700521719
	4.47E-10
	2.14E-09

	ENSG00000278960.1_3
	0
	-5.700521719
	4.47E-10
	2.14E-09

	ENSG00000164532.10_3
	0
	-5.700521719
	4.47E-10
	2.14E-09

	ENSG00000105750.14_3
	1.03
	-2.030291014
	4.47E-10
	2.14E-09

	ENSG00000184156.16_3
	0.57
	-1.623631117
	4.49E-10
	2.14E-09

	ENSG00000161682.14_3
	0.23
	-3.510072615
	4.61E-10
	2.2E-09

	ENSG00000115828.15_3
	0.42
	-3.510072615
	4.61E-10
	2.2E-09

	ENSG00000026559.13_3
	0.66
	-2.804796847
	4.62E-10
	2.2E-09

	ENSG00000213145.9_3
	8.84
	2.273183612
	4.77E-10
	2.27E-09

	ENSG00000279375.1_3
	0.61
	-4.826041624
	5.13E-10
	2.44E-09

	ENSG00000272416.1_3
	2.58
	-2.537120432
	5.16E-10
	2.45E-09

	ENSG00000163501.6_3
	9.19
	1.71073476
	6.18E-10
	2.92E-09

	ENSG00000118004.17_3
	0.67
	-2.647373625
	6.31E-10
	2.98E-09

	ENSG00000138795.9_3
	0.88
	-2.01503274
	6.68E-10
	3.15E-09

	ENSG00000143365.17_3
	5.84
	1.690058868
	6.69E-10
	3.15E-09

	ENSG00000143479.15_3
	1.47
	-1.967191467
	6.69E-10
	3.15E-09

	ENSG00000225477.3_3
	0
	-5.666593112
	7.12E-10
	3.34E-09

	ENSG00000164920.9_3
	2.25
	-1.740775237
	7.32E-10
	3.43E-09

	ENSG00000198643.6_3
	14.66
	1.651108001
	7.74E-10
	3.62E-09

	ENSG00000211659.2_3
	21.9
	3.398233731
	8.52E-10
	3.97E-09

	ENSG00000234961.1_3
	10.4
	-1.537203928
	8.73E-10
	4.06E-09

	ENSG00000132622.10_3
	2.1
	-1.601090448
	9.04E-10
	4.2E-09

	ENSG00000051128.18_3
	2.14
	-1.701703219
	9.68E-10
	4.48E-09

	ENSG00000054938.15_3
	1.11
	-2.406827096
	9.78E-10
	4.53E-09

	ENSG00000253910.2_3
	0.72
	-2.051764764
	9.86E-10
	4.56E-09

	ENSG00000280390.1_2
	11.6
	3.63283991
	0.000000001
	4.63E-09

	ENSG00000211663.2_3
	20.77
	3.63283991
	0.000000001
	4.63E-09

	ENSG00000163975.11_3
	4.27
	1.565598163
	1.04E-09
	4.8E-09

	ENSG00000225329.3_2
	5.87
	2.073314193
	1.08E-09
	4.98E-09

	ENSG00000211648.2_3
	22.25
	3.03484953
	1.15E-09
	5.29E-09

	ENSG00000113790.10_3
	4.79
	1.521066148
	1.19E-09
	5.48E-09

	ENSG00000154328.15_3
	1.76
	-1.786838314
	1.23E-09
	5.65E-09

	ENSG00000228014.1_2
	0.5
	-3.454582006
	1.24E-09
	5.7E-09

	ENSG00000272321.1_3
	0.28
	-3.454582006
	1.24E-09
	5.7E-09

	ENSG00000224189.6_3
	1.33
	-1.664934679
	1.26E-09
	5.77E-09

	ENSG00000002746.14_3
	0.1
	-3.148751248
	1.34E-09
	6.11E-09

	ENSG00000282246.1_4
	3.66
	-1.85558449
	1.38E-09
	6.3E-09

	ENSG00000231137.1_2
	12.27
	1.877827159
	1.42E-09
	6.48E-09

	ENSG00000229417.1_2
	10.03
	3.176948726
	1.48E-09
	6.73E-09

	ENSG00000223813.2_3
	10.03
	1.991769084
	1.5E-09
	6.84E-09

	ENSG00000101134.11_3
	0.25
	-3.890935847
	1.69E-09
	7.67E-09

	ENSG00000211685.3_3
	28.3
	2.217692485
	1.78E-09
	8.04E-09

	ENSG00000270550.1_3
	24.99
	2.507205047
	1.87E-09
	8.42E-09

	ENSG00000148942.14_3
	2.56
	1.672263348
	1.89E-09
	8.53E-09

	ENSG00000233333.2_2
	18.11
	2.047794527
	2.03E-09
	9.11E-09

	ENSG00000237353.6_3
	0.37
	-3.426028767
	2.04E-09
	9.15E-09

	ENSG00000233098.8_4
	0.09
	-3.426028767
	2.04E-09
	9.15E-09

	ENSG00000255050.1_3
	6.47
	3.587064141
	2.17E-09
	9.71E-09

	ENSG00000058335.15_3
	0.14
	-3.122269017
	2.17E-09
	9.72E-09

	ENSG00000249700.8_2
	1.2
	-1.921878454
	2.18E-09
	9.74E-09

	ENSG00000187840.4_3
	3.6
	-1.968235366
	2.21E-09
	9.87E-09

	ENSG00000106852.15_3
	0.79
	-1.968235366
	2.21E-09
	9.87E-09

	ENSG00000212747.4_4
	1.81
	-1.968235366
	2.21E-09
	9.87E-09

	ENSG00000127533.3_3
	1.97
	-1.548598603
	2.25E-09
	0.00000001

	ENSG00000236841.7_3
	0.06
	-4.724154512
	2.27E-09
	1.01E-08

	ENSG00000187268.11_3
	0.04
	-4.724154512
	2.27E-09
	1.01E-08

	ENSG00000185838.13_3
	0.74
	-1.729841679
	2.4E-09
	1.07E-08

	ENSG00000242534.2_4
	28.79
	2.995302682
	2.42E-09
	1.08E-08

	ENSG00000204442.3_3
	0.2
	-2.58229451
	2.48E-09
	0.000000011

	ENSG00000227248.1_3
	2.09
	-2.58229451
	2.48E-09
	0.000000011

	ENSG00000136114.15_3
	1.75
	-1.640274798
	2.57E-09
	1.14E-08

	ENSG00000159224.4_3
	21.54
	1.855120822
	2.58E-09
	1.14E-08

	ENSG00000211638.2_3
	37.24
	1.855120822
	2.58E-09
	1.14E-08

	ENSG00000250354.1_3
	19.08
	2.112731503
	2.68E-09
	1.19E-08

	ENSG00000253733.3_2
	2.74
	-2.274110216
	2.68E-09
	1.19E-08

	ENSG00000265488.1
	110.99
	2.748244443
	2.73E-09
	1.21E-08

	ENSG00000181778.4_3
	5.31
	4.387716726
	2.74E-09
	1.21E-08

	ENSG00000088538.12_3
	1.62
	1.967121868
	2.79E-09
	1.23E-08

	ENSG00000224559.2_2
	0
	-5.559670476
	2.92E-09
	1.29E-08

	ENSG00000178773.14_3
	0.74
	-2.454646116
	3.09E-09
	1.36E-08

	ENSG00000250591.3_2
	11.22
	3.135109154
	3.14E-09
	1.38E-08

	ENSG00000183134.4_3
	5.5
	1.797120474
	3.21E-09
	1.41E-08

	ENSG00000207627.1
	7.65
	-3.39687138
	3.35E-09
	1.47E-08

	ENSG00000213222.3_3
	5
	-1.716416013
	3.46E-09
	1.52E-08

	ENSG00000075461.5_3
	0.07
	-4.688550397
	3.73E-09
	1.63E-08

	ENSG00000269404.6_3
	2.78
	2.47402273
	3.74E-09
	1.64E-08

	ENSG00000232216.1_3
	22.56
	2.632723877
	3.94E-09
	1.72E-08

	ENSG00000197977.3_3
	0.61
	-2.254755614
	4.11E-09
	1.79E-08

	ENSG00000163564.14_3
	5.08
	1.863025593
	4.15E-09
	1.81E-08

	ENSG00000284428.1_2
	4.47
	1.72017028
	4.26E-09
	1.85E-08

	ENSG00000132970.12_3
	1.37
	-1.52570016
	4.43E-09
	1.92E-08

	ENSG00000179546.4_3
	4.83
	1.980653981
	4.44E-09
	1.93E-08

	ENSG00000010438.16_3
	12.08
	1.832026572
	4.66E-09
	2.02E-08

	ENSG00000228630.5_3
	0
	-5.522216762
	4.69E-09
	2.03E-08

	ENSG00000231725.1_2
	0
	-5.522216762
	4.69E-09
	2.03E-08

	ENSG00000172640.3_3
	5.63
	3.539736917
	4.71E-09
	2.03E-08

	ENSG00000088882.7_3
	0.61
	-2.689319629
	4.72E-09
	2.04E-08

	ENSG00000264714.1_3
	0.65
	-2.433284341
	4.81E-09
	2.07E-08

	ENSG00000124440.15_3
	3.05
	1.528393148
	4.85E-09
	2.09E-08

	ENSG00000175600.15_3
	2.13
	-1.936176996
	4.88E-09
	0.000000021

	ENSG00000076258.9_3
	8.8
	1.513143634
	5.06E-09
	2.18E-08

	ENSG00000197915.5_3
	0.69
	-1.543142575
	5.07E-09
	2.18E-08

	ENSG00000272068.1_3
	3.65
	2.217717867
	5.32E-09
	2.28E-08

	ENSG00000248676.1_3
	32.72
	2.217717867
	5.32E-09
	2.28E-08

	ENSG00000156687.10_3
	1.24
	2.217717867
	5.32E-09
	2.28E-08

	ENSG00000234293.1_3
	3.01
	-2.85264999
	5.41E-09
	2.32E-08

	ENSG00000126947.12_3
	2.29
	-1.731876519
	5.43E-09
	2.33E-08

	ENSG00000264859.5_3
	4.96
	2.530773498
	5.51E-09
	2.36E-08

	ENSG00000225345.3_2
	5.14
	2.530773498
	5.51E-09
	2.36E-08

	ENSG00000275322.1_3
	1.94
	-2.326644736
	5.62E-09
	0.000000024

	ENSG00000275443.1_4
	1.3
	-3.06782605
	5.72E-09
	2.44E-08

	ENSG00000050555.17_3
	0.16
	-3.06782605
	5.72E-09
	2.44E-08

	ENSG00000206075.13_3
	4.62
	1.774742304
	5.75E-09
	2.46E-08

	ENSG00000187608.8_4
	1.82
	-2.537189444
	6.14E-09
	2.62E-08

	ENSG00000250986.1_2
	0.05
	-4.652010648
	6.14E-09
	2.62E-08

	ENSG00000261573.1_3
	38.24
	1.748192217
	6.32E-09
	2.69E-08

	ENSG00000132698.14_3
	16.32
	1.594231173
	6.47E-09
	2.75E-08

	ENSG00000237512.6_3
	4.54
	-2.086074699
	7.15E-09
	3.03E-08

	ENSG00000100344.10_3
	1.05
	-2.086074699
	7.15E-09
	3.03E-08

	ENSG00000178404.9_3
	2.46
	-1.689196832
	7.15E-09
	3.03E-08

	ENSG00000240498.6_4
	0.86
	-1.96930172
	7.35E-09
	3.11E-08

	ENSG00000124749.16_3
	1.29
	-1.602470186
	7.4E-09
	3.13E-08

	ENSG00000179431.6_3
	0.8
	-2.411581011
	7.48E-09
	3.16E-08

	ENSG00000135454.13_3
	0.35
	-2.665062913
	7.49E-09
	3.17E-08

	ENSG00000277494.1_3
	0.64
	-2.665062913
	7.49E-09
	3.17E-08

	ENSG00000142700.11_3
	0
	-5.483728184
	7.54E-09
	3.18E-08

	ENSG00000200942.1
	0
	-5.483728184
	7.54E-09
	3.18E-08

	ENSG00000221502.1
	0
	-5.483728184
	7.54E-09
	3.18E-08

	ENSG00000157851.16_3
	0.09
	-3.793631124
	7.66E-09
	3.23E-08

	ENSG00000247872.2_2
	8.95
	5.217158257
	7.75E-09
	3.27E-08

	ENSG00000142959.4_3
	4.3
	2.802585143
	7.82E-09
	3.29E-08

	ENSG00000268628.2_3
	5.79
	2.596181232
	8.01E-09
	3.37E-08

	ENSG00000165304.7_3
	2.56
	-1.549467325
	8.14E-09
	3.42E-08

	ENSG00000245848.2_3
	4.28
	2.249380184
	8.22E-09
	3.46E-08

	ENSG00000205838.13_4
	0.9
	-2.826669274
	8.66E-09
	3.63E-08

	ENSG00000282057.1_4
	1.68
	-1.649341785
	9.26E-09
	3.87E-08

	ENSG00000119411.10_3
	6.49
	1.779539471
	9.3E-09
	3.89E-08

	ENSG00000183054.11_3
	1.7
	2.057240376
	9.55E-09
	3.99E-08

	ENSG00000256654.3_3
	0.25
	-2.514118644
	9.63E-09
	4.02E-08

	ENSG00000262576.2_3
	0.5
	-2.215230804
	9.63E-09
	4.02E-08

	ENSG00000236892.1_3
	0.34
	-4.614556934
	1.01E-08
	4.21E-08

	ENSG00000167889.12_3
	0.05
	-4.614556934
	1.01E-08
	4.21E-08

	ENSG00000280079.1_4
	0.15
	-4.614556934
	1.01E-08
	4.21E-08

	ENSG00000279404.1_3
	0.13
	-4.614556934
	1.01E-08
	4.21E-08

	ENSG00000270547.5_2
	0.11
	-4.614556934
	1.01E-08
	4.21E-08

	ENSG00000138308.5_3
	15.62
	1.593194275
	1.05E-08
	4.37E-08

	ENSG00000280304.1_4
	0.91
	-2.006732613
	0.000000011
	4.55E-08

	ENSG00000240864.3_3
	25.9
	2.495171168
	1.11E-08
	4.59E-08

	ENSG00000138180.15_3
	2.41
	-1.537184293
	1.15E-08
	4.74E-08

	ENSG00000124216.3_3
	1.16
	-2.389567001
	1.16E-08
	4.81E-08

	ENSG00000203446.2_3
	0.83
	-2.640391372
	1.19E-08
	4.91E-08

	ENSG00000121807.5_4
	4.37
	1.700912682
	1.22E-08
	5.02E-08

	ENSG00000226738.1_3
	0
	-5.444184588
	1.22E-08
	5.02E-08

	ENSG00000105290.11_3
	0.16
	-3.759702516
	1.27E-08
	5.22E-08

	ENSG00000271049.1_3
	5.04
	-1.767222413
	1.33E-08
	5.48E-08

	ENSG00000262003.1_3
	8.06
	-1.507220392
	0.000000014
	5.74E-08

	ENSG00000255864.5_3
	1.53
	-2.195045249
	1.47E-08
	6.02E-08

	ENSG00000259070.5_2
	0.22
	-3.011247724
	0.000000015
	6.13E-08

	ENSG00000179178.10_3
	7.03
	1.928190632
	1.52E-08
	0.000000062

	ENSG00000225975.6_2
	3.06
	-2.117336023
	1.56E-08
	6.39E-08

	ENSG00000162894.11_3
	8.66
	1.611950264
	1.61E-08
	6.56E-08

	ENSG00000275431.1_3
	2.21
	2.761967583
	1.62E-08
	6.59E-08

	ENSG00000271781.1_3
	11.76
	2.558688875
	1.62E-08
	6.62E-08

	ENSG00000163132.6_3
	0.13
	-4.576068356
	1.67E-08
	0.000000068

	ENSG00000092853.13_3
	0.39
	-2.367190734
	0.000000018
	7.31E-08

	ENSG00000273388.1_3
	0
	-5.403565147
	1.96E-08
	7.93E-08

	ENSG00000164743.4_3
	0
	-5.403565147
	1.96E-08
	7.93E-08

	ENSG00000235532.1_2
	3.37
	2.156321504
	1.96E-08
	7.93E-08

	ENSG00000163673.7_4
	0.4
	-2.263466195
	2.05E-08
	8.27E-08

	ENSG00000283647.1_3
	26.62
	1.821736779
	2.19E-08
	8.82E-08

	ENSG00000005513.9_3
	0.4
	-2.773209598
	2.22E-08
	8.91E-08

	ENSG00000116883.8_4
	8.66
	1.655091266
	2.29E-08
	0.000000092

	ENSG00000174791.10_3
	1.28
	-1.869824667
	2.32E-08
	9.31E-08

	ENSG00000145721.11_3
	0.43
	-2.466817292
	2.36E-08
	9.45E-08

	ENSG00000169330.8_3
	0.4
	-2.097699704
	2.37E-08
	9.46E-08

	ENSG00000256325.1_4
	9.16
	-1.917475402
	0.000000024
	9.59E-08

	ENSG00000161249.20_4
	1.2
	-1.917475402
	0.000000024
	9.59E-08

	ENSG00000128262.8_2
	0.68
	-1.917475402
	0.000000024
	9.59E-08

	ENSG00000165379.13_4
	0.12
	-3.274025674
	2.41E-08
	9.62E-08

	ENSG00000264236.1_3
	1.49
	-2.982090337
	2.43E-08
	9.68E-08

	ENSG00000230300.1_3
	7.04
	-1.970666529
	2.44E-08
	9.73E-08

	ENSG00000106018.13_3
	2.02
	2.251646412
	2.46E-08
	0.000000098

	ENSG00000168209.4_3
	3.5
	-1.530783445
	2.59E-08
	0.000000103

	ENSG00000101082.13_3
	5.24
	1.760465319
	2.69E-08
	0.000000107

	ENSG00000248698.6_4
	0.11
	-4.53652476
	2.76E-08
	0.000000109

	ENSG00000148948.7_3
	0.4
	-2.344461935
	2.79E-08
	0.000000111

	ENSG00000250893.1_3
	17.04
	1.732237066
	2.95E-08
	0.000000116

	ENSG00000236816.2_2
	0.61
	-2.589769463
	2.97E-08
	0.000000117

	ENSG00000228437.5_3
	0
	-5.361729058
	3.17E-08
	0.000000125

	ENSG00000261327.4_3
	0
	-5.361729058
	3.17E-08
	0.000000125

	ENSG00000064218.4_3
	0
	-5.361729058
	3.17E-08
	0.000000125

	ENSG00000251364.6_3
	2.6
	1.705471758
	0.000000032
	0.000000126

	ENSG00000062038.13_3
	0.1
	-3.689319629
	3.46E-08
	0.000000136

	ENSG00000211937.3_3
	40.14
	1.680013459
	3.47E-08
	0.000000136

	ENSG00000263429.3_3
	8.8
	1.829126147
	3.54E-08
	0.000000139

	ENSG00000271410.1_3
	2.42
	-2.011101455
	3.64E-08
	0.000000142

	ENSG00000267006.1_3
	3.95
	-1.689183906
	0.000000037
	0.000000144

	ENSG00000136267.13_3
	0.88
	3.168740961
	3.85E-08
	0.00000015

	ENSG00000049283.17_3
	2.97
	1.95462889
	0.000000039
	0.000000151

	ENSG00000224055.1_2
	1.22
	-2.952331491
	3.92E-08
	0.000000152

	ENSG00000270190.1_4
	1.62
	-2.952331491
	3.92E-08
	0.000000152

	ENSG00000251011.5_3
	0.36
	-2.952331491
	3.92E-08
	0.000000152

	ENSG00000213988.10_3
	0.32
	-3.241591899
	3.94E-08
	0.000000153

	ENSG00000269997.1_4
	28.33
	1.632713096
	3.99E-08
	0.000000155

	ENSG00000162383.11_3
	1.24
	-1.537178282
	4.16E-08
	0.000000161

	ENSG00000267491.1_3
	4.4
	-1.755520268
	0.000000044
	0.00000017

	ENSG00000260592.1_3
	19.72
	1.912860637
	4.47E-08
	0.000000173

	ENSG00000232680.2_3
	11.26
	2.068823852
	4.51E-08
	0.000000174

	ENSG00000160439.15_3
	4.99
	2.068823852
	4.51E-08
	0.000000174

	ENSG00000234247.1_3
	0.34
	-4.495905319
	4.55E-08
	0.000000176

	ENSG00000105131.7_3
	0.12
	-4.495905319
	4.55E-08
	0.000000176

	ENSG00000228919.5_2
	0.19
	-4.495905319
	4.55E-08
	0.000000176

	ENSG00000244575.3_3
	20.5
	2.825388367
	4.63E-08
	0.000000178

	ENSG00000180340.6_3
	0.7
	-2.563788747
	4.68E-08
	0.00000018

	ENSG00000246763.6_3
	8.62
	1.569517993
	4.74E-08
	0.000000182

	ENSG00000237974.1_3
	34.24
	3.387716726
	4.76E-08
	0.000000183

	ENSG00000267262.1_4
	18.13
	2.217719528
	4.76E-08
	0.000000183

	ENSG00000207923.1
	147.87
	1.735818104
	4.78E-08
	0.000000184

	ENSG00000259354.5_4
	3.7
	1.87371764
	5.09E-08
	0.000000195

	ENSG00000203805.10_3
	0
	-5.318684447
	5.14E-08
	0.000000197

	ENSG00000140557.11_3
	0
	-5.318684447
	5.14E-08
	0.000000197

	ENSG00000222032.1_2
	0
	-5.318684447
	5.14E-08
	0.000000197

	ENSG00000226887.7_3
	0
	-5.318684447
	5.14E-08
	0.000000197

	ENSG00000162543.5_3
	2.64
	1.681639311
	5.63E-08
	0.000000214

	ENSG00000262503.1_3
	0.68
	-3.65277988
	5.72E-08
	0.000000218

	ENSG00000250635.1_2
	0.85
	-3.65277988
	5.72E-08
	0.000000218

	ENSG00000171097.13_3
	0.69
	-2.417889035
	5.75E-08
	0.000000219

	ENSG00000224650.2_3
	20.01
	1.969768106
	6.24E-08
	0.000000236

	ENSG00000225335.3_3
	5.26
	1.969768106
	6.24E-08
	0.000000236

	ENSG00000138311.15_3
	0.13
	-2.92197463
	6.32E-08
	0.000000239

	ENSG00000249695.6_3
	0.2
	-2.92197463
	6.32E-08
	0.000000239

	ENSG00000139865.16_3
	0.16
	-2.92197463
	6.32E-08
	0.000000239

	ENSG00000100505.13_3
	0.51
	-1.739212238
	6.38E-08
	0.000000241

	ENSG00000040275.16_3
	1.55
	-1.739212238
	6.38E-08
	0.000000241

	ENSG00000267344.1_3
	28.92
	1.802669997
	6.39E-08
	0.000000241

	ENSG00000069011.15_3
	5.35
	1.802669997
	6.39E-08
	0.000000241

	ENSG00000227599.1_3
	0.46
	-3.208412167
	6.44E-08
	0.000000243

	ENSG00000204397.7_4
	18.19
	1.632733924
	6.48E-08
	0.000000244

	ENSG00000279355.1_3
	1.17
	-2.197372588
	7.36E-08
	0.000000276

	ENSG00000043591.5_3
	1.8
	5.024494861
	7.53E-08
	0.000000282

	ENSG00000141485.16_3
	0.07
	-4.45406923
	7.54E-08
	0.000000282

	ENSG00000096080.11_3
	4.38
	-1.658489711
	7.61E-08
	0.000000285

	ENSG00000204614.8_3
	5.86
	1.884278209
	0.000000082
	0.000000307

	ENSG00000228561.2_4
	10.01
	-1.510213598
	8.21E-08
	0.000000307

	ENSG00000159261.10_3
	0
	-5.274273676
	8.34E-08
	0.000000311

	ENSG00000147138.1_3
	11.09
	1.710715486
	8.46E-08
	0.000000316

	ENSG00000263786.1_4
	15.36
	2.037100125
	8.49E-08
	0.000000317

	ENSG00000197124.11_3
	1.31
	-1.589662998
	8.65E-08
	0.000000322

	ENSG00000171346.15_3
	1.92
	2.182938026
	9.19E-08
	0.000000342

	ENSG00000083622.8_3
	26.69
	2.182938026
	9.19E-08
	0.000000342

	ENSG00000136999.4_3
	1.65
	-1.722733303
	9.22E-08
	0.000000343

	ENSG00000187094.11_3
	4.59
	2.779612598
	9.62E-08
	0.000000357

	ENSG00000173868.11_3
	6.61
	1.657380463
	9.86E-08
	0.000000365

	ENSG00000163075.12_3
	1.7
	3.333301821
	0.000000103
	0.00000038

	ENSG00000276434.1_4
	28.85
	1.632711054
	0.000000105
	0.00000039

	ENSG00000175928.5_3
	3.91
	1.609263966
	0.000000112
	0.000000414

	ENSG00000236390.1_3
	3.8
	-2.17464379
	0.000000112
	0.000000414

	ENSG00000278893.1_4
	1.05
	-2.17464379
	0.000000112
	0.000000414

	ENSG00000054179.11_3
	4.44
	2.295677013
	0.000000113
	0.000000418

	ENSG00000167771.5_3
	1.32
	-1.845315043
	0.000000114
	0.000000418

	ENSG00000101255.10_3
	1.18
	-1.845315043
	0.000000114
	0.000000418

	ENSG00000223572.9_3
	5.35
	1.939412873
	0.000000115
	0.000000424

	ENSG00000273017.1_4
	5.41
	-2.089691383
	0.000000119
	0.000000435

	ENSG00000234626.1_3
	6.78
	-2.089691383
	0.000000119
	0.000000435

	ENSG00000157833.12_3
	0.49
	-1.952222044
	0.000000121
	0.000000444

	ENSG00000196917.5_3
	0.05
	-4.411024619
	0.000000125
	0.000000457

	ENSG00000141639.11_3
	1.81
	1.895739048
	0.000000132
	0.000000483

	ENSG00000253168.1_3
	15.98
	1.895739048
	0.000000132
	0.000000483

	ENSG00000257953.1_3
	9.23
	-1.516138649
	0.000000132
	0.000000484

	ENSG00000196844.8_4
	0
	-5.22845226
	0.000000136
	0.000000494

	ENSG00000180806.4_3
	0
	-5.22845226
	0.000000136
	0.000000494

	ENSG00000258140.1_3
	0
	-5.22845226
	0.000000136
	0.000000494

	ENSG00000134115.12_3
	0
	-5.22845226
	0.000000136
	0.000000494

	ENSG00000174963.17_3
	0
	-5.22845226
	0.000000136
	0.000000494

	ENSG00000164509.13_3
	0
	-5.22845226
	0.000000136
	0.000000494

	ENSG00000106031.7_3
	0
	-5.22845226
	0.000000136
	0.000000494

	ENSG00000171960.10_3
	13.53
	1.713657601
	0.000000137
	0.000000501

	ENSG00000272746.1_4
	22.03
	1.713657601
	0.000000137
	0.000000501

	ENSG00000279645.1_4
	1.17
	-1.599969594
	0.000000138
	0.000000504

	ENSG00000121005.8_3
	0.38
	-2.367267126
	0.000000139
	0.000000506

	ENSG00000141527.16_3
	1.65
	2.632670827
	0.00000014
	0.00000051

	ENSG00000224700.2_3
	2.12
	-2.660008362
	0.000000143
	0.000000519

	ENSG00000229666.1_3
	1.57
	-2.660008362
	0.000000143
	0.000000519

	ENSG00000249526.1_3
	2.15
	-2.660008362
	0.000000143
	0.000000519

	ENSG00000143028.8_3
	1.08
	-1.742321752
	0.000000145
	0.000000527

	ENSG00000100167.19_3
	0.1
	-3.576837588
	0.000000156
	0.000000566

	ENSG00000185641.6_3
	37.4
	1.658228386
	0.00000016
	0.00000058

	ENSG00000226928.1_2
	2.34
	-2.859244631
	0.000000164
	0.000000593

	ENSG00000253535.5_4
	10.5
	1.817137663
	0.000000168
	0.000000605

	ENSG00000250979.1_3
	0.72
	-2.151572989
	0.000000171
	0.000000617

	ENSG00000185924.6_3
	0.2
	-3.139704787
	0.000000172
	0.000000618

	ENSG00000145536.15_3
	0.42
	-2.067677373
	0.000000179
	0.000000644

	ENSG00000262209.2_3
	0.62
	-1.932036489
	0.00000018
	0.000000647

	ENSG00000183463.5_3
	11.83
	1.954607022
	0.000000185
	0.000000665

	ENSG00000143631.10_3
	0.38
	-1.584533673
	0.000000197
	0.000000703

	ENSG00000270739.1_3
	11.65
	1.748197005
	0.000000205
	0.000000731

	ENSG00000227082.1_4
	0.07
	-4.366613848
	0.000000207
	0.000000738

	ENSG00000256287.1_3
	0.57
	-4.366613848
	0.000000207
	0.000000738

	ENSG00000131910.4_3
	9.74
	1.908371743
	0.000000213
	0.000000757

	ENSG00000259230.1_3
	7.02
	1.908371743
	0.000000213
	0.000000757

	ENSG00000228903.7_3
	2.83
	1.908371743
	0.000000213
	0.000000757

	ENSG00000060656.19_3
	0.95
	-1.522588771
	0.000000213
	0.000000759

	ENSG00000255438.2_3
	0.7
	-2.34128641
	0.000000216
	0.000000767

	ENSG00000248370.1_3
	0
	-5.181172725
	0.000000221
	0.000000785

	ENSG00000232828.1_3
	0
	-5.181172725
	0.000000221
	0.000000785

	ENSG00000248309.7_4
	2.08
	1.716774351
	0.000000224
	0.000000794

	ENSG00000139515.5_3
	6.26
	1.503421625
	0.000000233
	0.000000825

	ENSG00000275850.1_4
	1.43
	-1.807843532
	0.000000244
	0.000000863

	ENSG00000253335.1_3
	6.29
	-1.807843532
	0.000000244
	0.000000863

	ENSG00000215428.2
	1.54
	-1.807843532
	0.000000244
	0.000000863

	ENSG00000198221.8_2
	4.35
	2.025086528
	0.000000254
	0.000000895

	ENSG00000272808.3_4
	0.1
	-3.537293992
	0.000000258
	0.000000909

	ENSG00000185972.5_3
	0.25
	-3.537293992
	0.000000258
	0.000000909

	ENSG00000141431.10_4
	1.18
	1.659188622
	0.000000261
	0.000000918

	ENSG00000211863.1_3
	138.69
	2.398233731
	0.000000262
	0.000000922

	ENSG00000101187.15_3
	3
	2.398233731
	0.000000262
	0.000000922

	ENSG00000105664.10_3
	0.9
	-2.045301106
	0.00000027
	0.000000947

	ENSG00000130701.3_3
	2.45
	2.855020631
	0.000000276
	0.000000968

	ENSG00000238826.1
	95.88
	2.180156443
	0.000000277
	0.000000969

	ENSG00000131409.12_3
	1.57
	-1.568945513
	0.000000278
	0.000000976

	ENSG00000119283.15_3
	0.16
	-2.454838462
	0.000000285
	0.000000997

	ENSG00000253539.1_3
	2.27
	-2.454838462
	0.000000285
	0.000000997

	ENSG00000163864.15_3
	4.5
	1.971515759
	0.000000297
	0.00000104

	ENSG00000122224.17_3
	4.06
	1.607630631
	0.000000298
	0.00000104

	ENSG00000269514.1_3
	3.83
	1.607630631
	0.000000298
	0.00000104

	ENSG00000187630.15_3
	6.23
	1.607630631
	0.000000298
	0.00000104

	ENSG00000211941.3_3
	30.46
	1.607630631
	0.000000298
	0.00000104

	ENSG00000166473.17_3
	1.21
	1.583804991
	0.000000315
	0.00000109

	ENSG00000280339.1_4
	1.43
	-1.595069888
	0.000000315
	0.0000011

	ENSG00000250384.1_2
	8.16
	-1.74583799
	0.000000331
	0.00000115

	ENSG00000087510.6_3
	0.6
	-2.31480418
	0.000000334
	0.00000116

	ENSG00000248965.1_3
	4.69
	-2.31480418
	0.000000334
	0.00000116

	ENSG00000130768.14_3
	3.76
	2.302520595
	0.000000341
	0.00000118

	ENSG00000261054.1_3
	3.34
	2.302520595
	0.000000341
	0.00000118

	ENSG00000258829.1_3
	0.44
	-4.320792433
	0.000000343
	0.00000119

	ENSG00000225106.1_3
	0.18
	-4.320792433
	0.000000343
	0.00000119

	ENSG00000170561.12_3
	0.07
	-4.320792433
	0.000000343
	0.00000119

	ENSG00000211860.1_3
	77.5
	4.880116521
	0.00000035
	0.00000121

	ENSG00000064655.18_4
	0.45
	-2.599892656
	0.000000359
	0.00000124

	ENSG00000272070.1_3
	0.39
	-2.599892656
	0.000000359
	0.00000124

	ENSG00000240244.3_2
	0
	-5.132244468
	0.000000361
	0.00000124

	ENSG00000112246.9_3
	0
	-5.132244468
	0.000000361
	0.00000124

	ENSG00000211875.1_3
	122.38
	3.011238459
	0.00000037
	0.00000127

	ENSG00000276488.1_3
	10.47
	3.011238459
	0.00000037
	0.00000127

	ENSG00000158792.15_3
	4.7
	1.876648015
	0.00000039
	0.00000134

	ENSG00000115616.2_3
	2.35
	1.689280773
	0.000000395
	0.00000136

	ENSG00000007264.14_3
	2.78
	2.68335278
	0.000000411
	0.00000141

	ENSG00000204175.5_3
	6.59
	1.660222037
	0.000000425
	0.00000145

	ENSG00000035499.12_3
	5.19
	1.660222037
	0.000000425
	0.00000145

	ENSG00000177614.10_3
	0.07
	-3.067560923
	0.000000456
	0.00000155

	ENSG00000120907.17_3
	2.06
	1.990305025
	0.000000476
	0.00000162

	ENSG00000162992.3_3
	2.06
	3.217834468
	0.000000476
	0.00000162

	ENSG00000197768.10_4
	4.87
	3.217834468
	0.000000476
	0.00000162

	ENSG00000169607.12_3
	1.13
	-1.514111372
	0.000000484
	0.00000164

	ENSG00000272701.2_3
	1.96
	2.355191067
	0.00000052
	0.00000176

	ENSG00000147655.10_3
	2.32
	2.355191067
	0.00000052
	0.00000176

	ENSG00000118432.12_3
	2.25
	1.558702374
	0.000000541
	0.00000182

	ENSG00000189233.11_3
	3.02
	1.758247821
	0.000000541
	0.00000183

	ENSG00000101057.15_3
	1.76
	-1.537224565
	0.000000556
	0.00000187

	ENSG00000074410.13_3
	0.04
	-4.273512898
	0.00000057
	0.00000192

	ENSG00000261512.2_3
	0.15
	-4.273512898
	0.00000057
	0.00000192

	ENSG00000211886.1_3
	106.59
	2.802528786
	0.000000577
	0.00000194

	ENSG00000279328.1_3
	3.04
	3.50705736
	0.00000058
	0.00000195

	ENSG00000127074.14_3
	4.71
	2.539567835
	0.000000581
	0.00000195

	ENSG00000226122.1_3
	4.13
	2.539567835
	0.000000581
	0.00000195

	ENSG00000084628.9_3
	0
	-5.081646713
	0.00000059
	0.00000198

	ENSG00000188848.15_3
	1.65
	1.515351255
	0.000000591
	0.00000199

	ENSG00000237111.1_2
	239.86
	1.723854507
	0.000000592
	0.00000199

	ENSG00000132932.16_3
	0.23
	-2.080014921
	0.000000597
	0.000002

	ENSG00000260807.6_4
	0.7
	-1.930257781
	0.000000603
	0.00000202

	ENSG00000241635.7_3
	2.36
	1.889022657
	0.000000631
	0.00000211

	ENSG00000118508.4_3
	3.82
	-1.562282922
	0.000000634
	0.00000212

	ENSG00000229761.1_2
	26.27
	2.073300695
	0.000000642
	0.00000214

	ENSG00000118729.11_3
	4.58
	1.691617028
	0.000000643
	0.00000215

	ENSG00000272264.1_4
	8.48
	3.95474877
	0.000000662
	0.00000221

	ENSG00000222022.1_2
	0.83
	-3.454838462
	0.000000705
	0.00000234

	ENSG00000156509.13_3
	0.17
	-3.454838462
	0.000000705
	0.00000234

	ENSG00000227258.5_4
	3.88
	1.844245967
	0.000000712
	0.00000237

	ENSG00000259571.1_3
	0.85
	-3.03010721
	0.000000741
	0.00000246

	ENSG00000243232.4_3
	0.12
	-3.03010721
	0.000000741
	0.00000246

	ENSG00000146453.12_3
	0.38
	-3.03010721
	0.000000741
	0.00000246

	ENSG00000171889.3_3
	5.91
	4.802078015
	0.000000759
	0.00000251

	ENSG00000218991.1_2
	10.79
	2.011218731
	0.00000076
	0.00000252

	ENSG00000125851.9_3
	1.22
	2.95462889
	0.000000784
	0.00000259

	ENSG00000157087.17_3
	0.34
	-1.796156324
	0.000000813
	0.00000268

	ENSG00000199488.1
	52.23
	2.177061441
	0.000000833
	0.00000275

	ENSG00000160862.12_3
	3.15
	2.632757028
	0.000000843
	0.00000277

	ENSG00000147465.11_3
	3.55
	2.632757028
	0.000000843
	0.00000277

	ENSG00000184058.13_4
	1.04
	-1.848385952
	0.000000861
	0.00000283

	ENSG00000240764.3_3
	0.39
	-2.148558901
	0.000000866
	0.00000284

	ENSG00000173208.3_3
	1.8
	1.763992004
	0.00000088
	0.00000289

	ENSG00000103226.17_3
	2.58
	1.763992004
	0.00000088
	0.00000289

	ENSG00000280291.1_4
	0.87
	-1.907881515
	0.000000895
	0.00000293

	ENSG00000254245.2_3
	0.55
	-1.907881515
	0.000000895
	0.00000293

	ENSG00000225968.7_3
	0.32
	-2.537162656
	0.000000897
	0.00000294

	ENSG00000160563.13_3
	1.21
	-2.055343381
	0.000000903
	0.00000295

	ENSG00000205537.2_3
	10.65
	1.533182708
	0.000000922
	0.00000302

	ENSG00000258662.1_3
	0.62
	-4.22458464
	0.000000949
	0.0000031

	ENSG00000115598.9_3
	0.09
	-4.22458464
	0.000000949
	0.0000031

	ENSG00000178597.6_3
	0.05
	-4.22458464
	0.000000949
	0.0000031

	ENSG00000241942.2_2
	0.72
	-4.22458464
	0.000000949
	0.0000031

	ENSG00000009709.11_3
	0
	-5.029159613
	0.000000968
	0.00000316

	ENSG00000261594.3_3
	0
	-5.029159613
	0.000000968
	0.00000316

	ENSG00000086991.12_3
	0.7
	-1.689250299
	0.000001
	0.00000326

	ENSG00000243305.1_3
	21.17
	1.902807373
	0.00000102
	0.00000331

	ENSG00000260920.2_3
	1.8
	-1.572407436
	0.00000102
	0.00000332

	ENSG00000135925.8_3
	2.21
	3.156406047
	0.00000102
	0.00000332

	ENSG00000241832.1_2
	2.94
	3.156406047
	0.00000102
	0.00000332

	ENSG00000240505.8_3
	2.78
	5.813226317
	0.00000104
	0.00000339

	ENSG00000241088.2_3
	7.57
	5.813226317
	0.00000104
	0.00000339

	ENSG00000111701.6_3
	13.37
	1.694093425
	0.00000105
	0.00000341

	ENSG00000254615.2_3
	0.74
	-2.724923744
	0.00000109
	0.00000352

	ENSG00000257256.1_3
	36.9
	1.662488268
	0.00000113
	0.00000366

	ENSG00000130055.13_3
	4.92
	1.662488268
	0.00000113
	0.00000366

	ENSG00000167780.11_3
	5.03
	1.855095774
	0.00000115
	0.00000373

	ENSG00000251429.1_3
	3.22
	1.855095774
	0.00000115
	0.00000373

	ENSG00000254893.6_1
	7.5
	-1.601704103
	0.00000116
	0.00000373

	ENSG00000069482.6_3
	0.6
	-3.411793851
	0.00000116
	0.00000375

	ENSG00000254290.1_3
	2.98
	2.490635241
	0.00000117
	0.00000379

	ENSG00000185386.14_3
	1.31
	-1.775409245
	0.00000119
	0.00000383

	ENSG00000243423.1_3
	23.48
	2.748113882
	0.0000012
	0.00000386

	ENSG00000236384.7_2
	3.01
	2.748113882
	0.0000012
	0.00000386

	ENSG00000182325.10_3
	6.99
	1.604730909
	0.00000129
	0.00000413

	ENSG00000226742.3_3
	10.48
	2.217638358
	0.0000013
	0.00000417

	ENSG00000279456.1_3
	5
	2.217638358
	0.0000013
	0.00000417

	ENSG00000261269.1_3
	0.79
	-2.12207667
	0.00000132
	0.00000422

	ENSG00000253420.1_3
	3.39
	-2.03026631
	0.00000136
	0.00000434

	ENSG00000170835.14_3
	0.92
	-2.03026631
	0.00000136
	0.00000434

	ENSG00000231871.5_4
	1.05
	-2.504728882
	0.00000141
	0.00000451

	ENSG00000267942.1
	6
	-2.504728882
	0.00000141
	0.00000451

	ENSG00000257941.1_3
	2.12
	-2.504728882
	0.00000141
	0.00000451

	ENSG00000175287.18_3
	0.57
	-2.504728882
	0.00000141
	0.00000451

	ENSG00000255358.1_3
	18.24
	1.973726375
	0.00000142
	0.00000453

	ENSG00000251728.1
	96.88
	1.973726375
	0.00000142
	0.00000453

	ENSG00000118520.14_3
	8.49
	1.529647616
	0.0000015
	0.00000477

	ENSG00000164530.13_3
	3.15
	2.369736765
	0.00000157
	0.00000496

	ENSG00000130413.15_3
	3.68
	1.507175509
	0.00000157
	0.00000496

	ENSG00000197165.10_3
	5.92
	1.507175509
	0.00000157
	0.00000496

	ENSG00000250848.1_3
	11.19
	1.507175509
	0.00000157
	0.00000496

	ENSG00000216813.1_3
	33.91
	1.507175509
	0.00000157
	0.00000496

	ENSG00000197181.11_3
	2.41
	1.507175509
	0.00000157
	0.00000496

	ENSG00000085265.10_3
	2.21
	1.732268276
	0.00000157
	0.00000498

	ENSG00000183653.4
	0.23
	-4.173986886
	0.00000158
	0.000005

	ENSG00000218823.1_3
	0.06
	-4.173986886
	0.00000158
	0.000005

	ENSG00000284513.1_2
	0
	-4.974690634
	0.00000159
	0.00000503

	ENSG00000258679.1_3
	0
	-4.974690634
	0.00000159
	0.00000503

	ENSG00000207345.1
	0
	-4.974690634
	0.00000159
	0.00000503

	ENSG00000232821.1_3
	0
	-4.974690634
	0.00000159
	0.00000503

	ENSG00000249328.2_3
	0
	-4.974690634
	0.00000159
	0.00000503

	ENSG00000250423.2_3
	0
	-4.974690634
	0.00000159
	0.00000503

	ENSG00000267053.6_3
	0.55
	-2.337012129
	0.00000168
	0.00000531

	ENSG00000176490.4_3
	0.28
	-2.689319629
	0.00000174
	0.00000546

	ENSG00000270571.2_3
	0.85
	-1.804668613
	0.00000186
	0.00000583

	ENSG00000270314.1_3
	8.83
	1.867205044
	0.00000187
	0.00000586

	ENSG00000272442.2_4
	0.49
	-2.203782887
	0.00000188
	0.0000059

	ENSG00000267383.6_4
	0.15
	-3.36738308
	0.00000192
	0.000006

	ENSG00000169962.4_3
	2.5
	2.061540871
	0.00000193
	0.00000604

	ENSG00000149527.17_3
	1.46
	2.061540871
	0.00000193
	0.00000604

	ENSG00000241429.1_2
	9.27
	1.632727186
	0.00000198
	0.00000616

	ENSG00000253972.5_2
	7.75
	1.632727186
	0.00000198
	0.00000616

	ENSG00000157399.14_3
	4.4
	1.632727186
	0.00000198
	0.00000616

	ENSG00000185338.4_3
	2
	-1.927943439
	0.00000203
	0.00000631

	ENSG00000157111.12_3
	6.54
	1.820314271
	0.0000021
	0.00000653

	ENSG00000137251.15_3
	5.86
	1.603572036
	0.0000021
	0.00000654

	ENSG00000211876.1_3
	62.16
	5.725723875
	0.00000216
	0.00000672

	ENSG00000203995.9_3
	0.26
	-2.47154915
	0.00000223
	0.0000069

	ENSG00000180739.13_3
	0.5
	-2.47154915
	0.00000223
	0.0000069

	ENSG00000230587.1_2
	1.29
	-2.47154915
	0.00000223
	0.0000069

	ENSG00000276728.1_3
	5.06
	1.995302682
	0.00000228
	0.00000707

	ENSG00000268027.5_4
	7.14
	1.777136767
	0.00000233
	0.00000721

	ENSG00000102245.7_3
	3.37
	2.691504313
	0.00000248
	0.00000766

	ENSG00000186265.9_3
	2.44
	2.173223839
	0.00000252
	0.00000777

	ENSG00000135549.10
	4.2
	1.502668202
	0.00000255
	0.00000785

	ENSG00000225670.4_3
	0.29
	-2.305973347
	0.00000261
	0.00000803

	ENSG00000141314.12_3
	0.31
	-2.305973347
	0.00000261
	0.00000803

	ENSG00000241155.1_3
	2.35
	-2.305973347
	0.00000261
	0.00000803

	ENSG00000229458.2_4
	0
	-4.91813832
	0.00000262
	0.00000804

	ENSG00000183242.11_2
	0
	-4.91813832
	0.00000262
	0.00000804

	ENSG00000258723.1_3
	0
	-4.91813832
	0.00000262
	0.00000804

	ENSG00000064195.7_3
	0
	-4.91813832
	0.00000262
	0.00000804

	ENSG00000235052.1_3
	0.54
	-4.121499785
	0.00000263
	0.00000807

	ENSG00000178150.9_3
	0.1
	-4.121499785
	0.00000263
	0.00000807

	ENSG00000273325.1_3
	0.55
	-4.121499785
	0.00000263
	0.00000807

	ENSG00000169442.8_3
	19.35
	1.93527521
	0.00000265
	0.00000812

	ENSG00000263276.1_4
	3
	1.93527521
	0.00000265
	0.00000812

	ENSG00000253116.1_3
	4.7
	-1.782292346
	0.00000272
	0.00000831

	ENSG00000255097.1_4
	6.54
	-1.630370888
	0.00000297
	0.00000904

	ENSG00000165886.4_3
	1.43
	-1.903271898
	0.00000301
	0.00000917

	ENSG00000148798.10_3
	0.76
	-1.903271898
	0.00000301
	0.00000917

	ENSG00000261012.2_3
	5.79
	1.880667694
	0.00000303
	0.0000092

	ENSG00000176826.15_2
	0.57
	-2.067633703
	0.00000303
	0.00000921

	ENSG00000102032.12_3
	1.59
	-1.978740756
	0.00000307
	0.00000931

	ENSG00000250748.6_3
	0.15
	-3.321561665
	0.00000316
	0.00000958

	ENSG00000263637.1_3
	1.62
	-3.321561665
	0.00000316
	0.00000958

	ENSG00000242759.6_3
	0.16
	-3.321561665
	0.00000316
	0.00000958

	ENSG00000106341.10_3
	0.22
	-3.321561665
	0.00000316
	0.00000958

	ENSG00000275547.1_3
	1.99
	-2.911455594
	0.00000317
	0.00000959

	ENSG00000212342.1
	4.71
	-2.911455594
	0.00000317
	0.00000959

	ENSG00000211849.1_3
	72.22
	3.802754225
	0.00000321
	0.00000971

	ENSG00000160051.11_4
	4.97
	1.632697062
	0.00000323
	0.00000977

	ENSG00000124701.5_3
	8.29
	1.830662399
	0.00000341
	0.0000103

	ENSG00000272367.1_3
	12.44
	1.602371953
	0.00000344
	0.0000103

	ENSG00000036448.9_3
	2.3
	1.602371953
	0.00000344
	0.0000103

	ENSG00000213431.4_3
	1.02
	-2.437620542
	0.00000349
	0.0000105

	ENSG00000165071.14_4
	5.72
	1.573810953
	0.00000364
	0.0000109

	ENSG00000089199.9_3
	2.88
	2.217673555
	0.00000394
	0.0000118

	ENSG00000183317.16_3
	1.81
	1.521679502
	0.000004
	0.0000119

	ENSG00000118292.8_3
	3.26
	-1.501154942
	0.00000405
	0.0000121

	ENSG00000264000.1_3
	22.01
	1.742355264
	0.00000418
	0.0000125

	ENSG00000239899.2
	13.21
	-1.610185333
	0.00000425
	0.0000127

	ENSG00000227496.1_3
	0
	-4.859222087
	0.00000432
	0.0000129

	ENSG00000255910.1_4
	0
	-4.859222087
	0.00000432
	0.0000129

	ENSG00000267175.5_4
	0
	-4.859222087
	0.00000432
	0.0000129

	ENSG00000128714.5_3
	0
	-4.859222087
	0.00000432
	0.0000129

	ENSG00000186493.11_3
	0
	-4.859222087
	0.00000432
	0.0000129

	ENSG00000007908.15_4
	0.06
	-4.067030806
	0.00000439
	0.000013

	ENSG00000229400.1_3
	0.29
	-4.067030806
	0.00000439
	0.000013

	ENSG00000244649.4_2
	0.09
	-4.067030806
	0.00000439
	0.000013

	ENSG00000279501.1_3
	1.08
	-4.067030806
	0.00000439
	0.000013

	ENSG00000158296.13_3
	0.21
	-2.615326167
	0.00000441
	0.0000131

	ENSG00000182912.6_3
	0.84
	-1.878194828
	0.00000447
	0.0000133

	ENSG00000283646.1_2
	1.24
	5.632569589
	0.00000452
	0.0000134

	ENSG00000183474.15_3
	3.04
	1.703107709
	0.00000456
	0.0000135

	ENSG00000165891.15_3
	0.72
	-1.527709751
	0.00000467
	0.0000138

	ENSG00000197992.6_3
	2.96
	3.025171071
	0.00000468
	0.0000138

	ENSG00000281106.2_3
	1.62
	2.387547644
	0.00000473
	0.000014

	ENSG00000069018.17_3
	2.21
	2.387547644
	0.00000473
	0.000014

	ENSG00000251003.7_2
	1.89
	-1.647373625
	0.00000476
	0.000014

	ENSG00000249245.2_2
	4.04
	2.12744807
	0.00000486
	0.0000143

	ENSG00000151655.18_3
	2.76
	1.895728362
	0.0000049
	0.0000144

	ENSG00000162460.6_3
	3.86
	2.632646528
	0.00000512
	0.000015

	ENSG00000266258.1_2
	7.21
	2.632646528
	0.00000512
	0.000015

	ENSG00000179097.5_3
	0.23
	-2.869619505
	0.00000513
	0.0000151

	ENSG00000163040.14_4
	0.32
	-3.27428213
	0.00000521
	0.0000153

	ENSG00000109511.11_3
	0.35
	-3.27428213
	0.00000521
	0.0000153

	ENSG00000178175.11_3
	0.83
	-1.689260443
	0.00000528
	0.0000155

	ENSG00000157927.16_3
	0.86
	-1.689260443
	0.00000528
	0.0000155

	ENSG00000165113.12_3
	6.06
	1.632725682
	0.00000528
	0.0000155

	ENSG00000239868.2
	4.37
	-2.40284177
	0.00000547
	0.000016

	ENSG00000267849.1
	11.8
	-1.736492747
	0.00000578
	0.0000168

	ENSG00000243290.3_2
	19.68
	2.047764685
	0.00000584
	0.000017

	ENSG00000122188.12_3
	3.72
	1.571330823
	0.00000594
	0.0000173

	ENSG00000222852.1
	51.67
	3.295604792
	0.00000597
	0.0000173

	ENSG00000186577.12_4
	2.37
	-1.589713337
	0.00000606
	0.0000176

	ENSG00000273478.1_3
	10.43
	2.270208419
	0.00000612
	0.0000178

	ENSG00000266164.1
	5.19
	-2.241848356
	0.00000625
	0.0000181

	ENSG00000182118.7_3
	1.64
	-1.85264999
	0.00000661
	0.0000191

	ENSG00000197934.8_4
	0.72
	-1.85264999
	0.00000661
	0.0000191

	ENSG00000224003.1_2
	1.5
	-1.85264999
	0.00000661
	0.0000191

	ENSG00000137285.9_3
	0.85
	-2.114509793
	0.00000672
	0.0000194

	ENSG00000128438.10_2
	1.64
	1.976658634
	0.00000687
	0.0000198

	ENSG00000252947.1
	11.8
	-2.011055377
	0.0000069
	0.0000199

	ENSG00000235576.1_2
	17.12
	3.720342351
	0.00000708
	0.0000203

	ENSG00000215845.10_4
	8.32
	2.46924071
	0.00000712
	0.0000204

	ENSG00000185522.8_3
	2.94
	2.46924071
	0.00000712
	0.0000204

	ENSG00000213188.3_2
	7.57
	2.46924071
	0.00000712
	0.0000204

	ENSG00000238482.1
	0
	-4.797855848
	0.00000715
	0.0000205

	ENSG00000273264.1_3
	0
	-4.797855848
	0.00000715
	0.0000205

	ENSG00000166035.10_3
	0
	-4.797855848
	0.00000715
	0.0000205

	ENSG00000106689.10_3
	0
	-4.797855848
	0.00000715
	0.0000205

	ENSG00000200953.1
	48.95
	2.770181937
	0.00000728
	0.0000208

	ENSG00000173227.13_3
	0.05
	-4.010478492
	0.00000732
	0.0000209

	ENSG00000103154.9_3
	0.11
	-4.010478492
	0.00000732
	0.0000209

	ENSG00000251223.1_2
	0.16
	-4.010478492
	0.00000732
	0.0000209

	ENSG00000105889.14_3
	0.13
	-4.010478492
	0.00000732
	0.0000209

	ENSG00000228053.1_3
	0.51
	-4.010478492
	0.00000732
	0.0000209

	ENSG00000167157.10_3
	0.19
	-4.010478492
	0.00000732
	0.0000209

	ENSG00000269959.1_2
	0.99
	-1.537216602
	0.00000755
	0.0000215

	ENSG00000136866.13_3
	0.62
	-1.537216602
	0.00000755
	0.0000215

	ENSG00000250770.3_4
	0.59
	-1.666884176
	0.00000761
	0.0000217

	ENSG00000259448.2_3
	3.73
	2.168740961
	0.00000766
	0.0000218

	ENSG00000238829.1
	132.09
	1.912845551
	0.00000793
	0.0000225

	ENSG00000100031.18_4
	2.55
	1.912845551
	0.00000793
	0.0000225

	ENSG00000255394.4_2
	4.23
	1.912845551
	0.00000793
	0.0000225

	ENSG00000270168.2_4
	1.78
	4.539009413
	0.00000795
	0.0000226

	ENSG00000211959.2_3
	23.61
	1.668326206
	0.00000806
	0.0000229

	ENSG00000133640.18_3
	0.14
	-2.826574894
	0.00000828
	0.0000235

	ENSG00000180730.4_3
	1.03
	-1.713024833
	0.0000084
	0.0000238

	ENSG00000110436.11_3
	0.1
	-2.367237655
	0.00000855
	0.0000242

	ENSG00000180336.17_4
	0.19
	-2.367237655
	0.00000855
	0.0000242

	ENSG00000103152.11_3
	2.8
	-1.568966259
	0.00000862
	0.0000243

	ENSG00000179344.16_3
	5.77
	1.632757028
	0.00000864
	0.0000244

	ENSG00000239280.1_3
	19.83
	1.855110803
	0.00000901
	0.0000254

	ENSG00000132321.16_3
	0.8
	-1.765852307
	0.00000912
	0.0000257

	ENSG00000246082.2_3
	4.76
	1.599543365
	0.0000092
	0.0000259

	ENSG00000205414.1_3
	2.58
	2.333132739
	0.00000943
	0.0000265

	ENSG00000171243.7_3
	2.57
	2.333132739
	0.00000943
	0.0000265

	ENSG00000154080.13_3
	0.3
	5.533092536
	0.00000952
	0.0000268

	ENSG00000239641.1_3
	31.12
	1.568571286
	0.00000972
	0.0000273

	ENSG00000134757.4_3
	1.99
	1.539607096
	0.0000102
	0.0000286

	ENSG00000139797.7_3
	1.42
	-1.98189799
	0.0000104
	0.0000291

	ENSG00000233101.10_4
	1.12
	-1.98189799
	0.0000104
	0.0000291

	ENSG00000239789.5_3
	1.06
	-1.98189799
	0.0000104
	0.0000291

	ENSG00000199962.1
	51.64
	2.571218108
	0.0000105
	0.0000294

	ENSG00000244503.1_3
	4.21
	2.571218108
	0.0000105
	0.0000294

	ENSG00000110104.11_3
	1.56
	-1.644155377
	0.000011
	0.0000306

	ENSG00000139220.16_3
	0.49
	-1.644155377
	0.000011
	0.0000306

	ENSG00000166920.12_3
	7.96
	2.001988917
	0.000011
	0.0000308

	ENSG00000256443.1_4
	0.53
	-2.537293992
	0.0000111
	0.000031

	ENSG00000269148.1_3
	11.85
	1.754718878
	0.0000112
	0.0000311

	ENSG00000164879.6_3
	5.17
	1.754718878
	0.0000112
	0.0000311

	ENSG00000258778.2_3
	0
	-4.733701452
	0.0000119
	0.0000329

	ENSG00000166342.18_3
	0
	-4.733701452
	0.0000119
	0.0000329

	ENSG00000243297.2_2
	0
	-4.733701452
	0.0000119
	0.0000329

	ENSG00000163623.9_3
	0
	-4.733701452
	0.0000119
	0.0000329

	ENSG00000160886.13_4
	0
	-4.733701452
	0.0000119
	0.0000329

	ENSG00000171246.5_3
	1.29
	2.217716574
	0.000012
	0.0000333

	ENSG00000215367.10_3
	4.86
	-1.547896572
	0.0000122
	0.0000339

	ENSG00000111181.12_3
	0.06
	-3.951562259
	0.0000122
	0.0000339

	ENSG00000252365.1
	2.15
	-3.951562259
	0.0000122
	0.0000339

	ENSG00000227658.1_4
	0.64
	-3.951562259
	0.0000122
	0.0000339

	ENSG00000136944.17_3
	0.04
	-3.951562259
	0.0000122
	0.0000339

	ENSG00000279394.1_4
	3.47
	1.932244115
	0.0000128
	0.0000354

	ENSG00000239528.1_2
	21.23
	1.932244115
	0.0000128
	0.0000354

	ENSG00000252032.1
	41.96
	3.217566286
	0.000013
	0.0000357

	ENSG00000135447.16_3
	1.11
	3.217566286
	0.000013
	0.0000357

	ENSG00000254205.1_3
	26.22
	1.67021029
	0.0000132
	0.0000363

	ENSG00000160446.18_4
	8.03
	1.67021029
	0.0000132
	0.0000363

	ENSG00000117501.14_4
	0.73
	-1.740775237
	0.0000133
	0.0000366

	ENSG00000188933.14_2
	0.16
	-2.782164123
	0.0000134
	0.0000367

	ENSG00000271709.1_3
	1.04
	-2.782164123
	0.0000134
	0.0000367

	ENSG00000224116.6_3
	0.15
	-2.782164123
	0.0000134
	0.0000367

	ENSG00000279822.1_3
	0.25
	-3.174756118
	0.0000141
	0.0000387

	ENSG00000236027.2_3
	0.37
	-3.174756118
	0.0000141
	0.0000387

	ENSG00000129910.7_3
	0.17
	-3.174756118
	0.0000141
	0.0000387

	ENSG00000196361.9_3
	0.1
	-3.174756118
	0.0000141
	0.0000387

	ENSG00000235770.5_3
	0.09
	-3.174756118
	0.0000141
	0.0000387

	ENSG00000279204.1_4
	1.09
	-1.800187043
	0.0000143
	0.0000393

	ENSG00000135127.11_3
	2.64
	1.869802886
	0.0000146
	0.00004

	ENSG00000225969.2_3
	10.35
	2.118145208
	0.0000148
	0.0000404

	ENSG00000226403.1_4
	15.26
	2.118145208
	0.0000148
	0.0000404

	ENSG00000242258.1_2
	4.91
	1.597975525
	0.0000151
	0.0000411

	ENSG00000224468.3_3
	4.6
	-1.869790471
	0.0000151
	0.0000412

	ENSG00000196092.12_3
	0.6
	2.703107709
	0.0000152
	0.0000414

	ENSG00000253683.1_3
	8.92
	-2.051779793
	0.0000155
	0.0000422

	ENSG00000253857.1_4
	5.07
	3.63283991
	0.0000156
	0.0000425

	ENSG00000271795.1_3
	0.96
	-1.621084577
	0.0000157
	0.0000428

	ENSG00000235786.1_3
	12.35
	1.813271231
	0.0000165
	0.0000447

	ENSG00000266904.5_3
	2.43
	1.535388969
	0.0000167
	0.0000453

	ENSG00000227413.1_3
	10.34
	-1.526534797
	0.0000173
	0.0000468

	ENSG00000240382.3_3
	9.06
	4.43953236
	0.0000176
	0.0000474

	ENSG00000228056.3_2
	2
	-2.496674551
	0.0000176
	0.0000474

	ENSG00000256540.1_3
	0.92
	-2.496674551
	0.0000176
	0.0000474

	ENSG00000180914.10_3
	0.62
	-1.715230398
	0.0000194
	0.0000519

	ENSG00000256499.1_3
	0
	-4.666560906
	0.0000197
	0.0000528

	ENSG00000256268.1_3
	0
	-4.666560906
	0.0000197
	0.0000528

	ENSG00000273540.3_3
	0
	-4.666560906
	0.0000197
	0.0000528

	ENSG00000259134.5_2
	0
	-4.666560906
	0.0000197
	0.0000528

	ENSG00000261647.1_2
	0
	-4.666560906
	0.0000197
	0.0000528

	ENSG00000267583.5_4
	0
	-4.666560906
	0.0000197
	0.0000528

	ENSG00000277013.1_3
	0
	-4.666560906
	0.0000197
	0.0000528

	ENSG00000250523.1_3
	0
	-4.666560906
	0.0000197
	0.0000528

	ENSG00000260977.1_3
	1.39
	-1.559918243
	0.0000198
	0.000053

	ENSG00000233387.1_4
	0.44
	-3.89019602
	0.0000205
	0.0000546

	ENSG00000277945.1_4
	0.81
	-3.89019602
	0.0000205
	0.0000546

	ENSG00000122254.6_3
	0.11
	-3.89019602
	0.0000205
	0.0000546

	ENSG00000188992.11_3
	0.14
	-3.89019602
	0.0000205
	0.0000546

	ENSG00000251442.5_2
	0.11
	-3.89019602
	0.0000205
	0.0000546

	ENSG00000129596.4_3
	0.13
	-3.89019602
	0.0000205
	0.0000546

	ENSG00000271765.1
	24.39
	1.954661692
	0.0000207
	0.0000553

	ENSG00000109927.9_3
	0.16
	-2.293244192
	0.0000207
	0.0000553

	ENSG00000277135.1_4
	1.25
	-2.293244192
	0.0000207
	0.0000553

	ENSG00000272834.1_3
	2.76
	-2.293244192
	0.0000207
	0.0000553

	ENSG00000184979.9_3
	1.15
	-1.773209598
	0.000021
	0.0000559

	ENSG00000179044.15_3
	0.29
	-2.736342708
	0.0000215
	0.0000571

	ENSG00000174567.7_3
	10.26
	1.672225775
	0.0000216
	0.0000574

	ENSG00000112812.15_3
	3.31
	1.672225775
	0.0000216
	0.0000574

	ENSG00000133740.10_3
	4.51
	1.672225775
	0.0000216
	0.0000574

	ENSG00000157150.4_3
	1.34
	-1.841237232
	0.0000224
	0.0000592

	ENSG00000197646.7_3
	1.35
	-1.597616663
	0.0000225
	0.0000595

	ENSG00000232814.2_3
	2.72
	-2.139961244
	0.0000226
	0.0000598

	ENSG00000105509.10_3
	0.66
	-2.139961244
	0.0000226
	0.0000598

	ENSG00000254221.2_3
	0.31
	-2.139961244
	0.0000226
	0.0000598

	ENSG00000207072.1
	4.57
	-3.122269017
	0.0000232
	0.0000612

	ENSG00000099822.2_3
	0.14
	-3.122269017
	0.0000232
	0.0000612

	ENSG00000267265.5_3
	6.77
	1.632717933
	0.0000232
	0.0000613

	ENSG00000006638.11_3
	0.75
	-1.921782284
	0.0000233
	0.0000613

	ENSG00000268707.1_3
	3.86
	-1.921782284
	0.0000233
	0.0000613

	ENSG00000257341.5_4
	6.49
	2.16330167
	0.0000234
	0.0000616

	ENSG00000254588.1_3
	1.24
	-2.019346019
	0.0000234
	0.0000617

	ENSG00000151967.18_3
	0.79
	-2.019346019
	0.0000234
	0.0000617

	ENSG00000256159.1_3
	15.74
	1.886468346
	0.0000238
	0.0000626

	ENSG00000205918.9_2
	3.18
	1.886468346
	0.0000238
	0.0000626

	ENSG00000158089.14_3
	2.32
	1.886468346
	0.0000238
	0.0000626

	ENSG00000114204.14_3
	3.82
	1.886468346
	0.0000238
	0.0000626

	ENSG00000006071.12_3
	0.75
	-1.504831467
	0.0000244
	0.0000642

	ENSG00000243789.10_3
	6.4
	1.596181232
	0.0000247
	0.0000649

	ENSG00000140961.12_3
	3.51
	1.596181232
	0.0000247
	0.0000649

	ENSG00000106952.7_3
	3.28
	1.596181232
	0.0000247
	0.0000649

	ENSG00000258967.1_3
	9.79
	-1.640263138
	0.0000253
	0.0000663

	ENSG00000099625.12_3
	0.23
	-2.454838462
	0.0000277
	0.0000724

	ENSG00000271013.1_2
	0.77
	3.135154412
	0.000028
	0.000073

	ENSG00000233363.1_3
	1.37
	3.135154412
	0.000028
	0.000073

	ENSG00000234060.1_2
	15.55
	2.065653364
	0.0000283
	0.0000738

	ENSG00000162739.13_3
	3.74
	1.501462086
	0.0000285
	0.0000742

	ENSG00000211879.1_2
	87.96
	2.348954504
	0.0000287
	0.0000747

	ENSG00000168546.10_3
	1.09
	2.348954504
	0.0000287
	0.0000747

	ENSG00000277575.1_1
	5.96
	2.348954504
	0.0000287
	0.0000747

	ENSG00000122872.8_2
	6.94
	2.632685407
	0.0000315
	0.0000816

	ENSG00000128606.12_3
	1.58
	-1.573783225
	0.0000321
	0.0000829

	ENSG00000271614.1_2
	2.29
	1.72021255
	0.0000327
	0.0000845

	ENSG00000281937.1_3
	0
	-4.596210225
	0.0000328
	0.0000847

	ENSG00000255426.1_3
	0
	-4.596210225
	0.0000328
	0.0000847

	ENSG00000262097.1_2
	0
	-4.596210225
	0.0000328
	0.0000847

	ENSG00000121075.9_3
	0
	-4.596210225
	0.0000328
	0.0000847

	ENSG00000240280.6_2
	0
	-4.596210225
	0.0000328
	0.0000847

	ENSG00000267038.1_3
	0
	-4.596210225
	0.0000328
	0.0000847

	ENSG00000276846.1_3
	0
	-4.596210225
	0.0000328
	0.0000847

	ENSG00000170549.3_3
	0
	-4.596210225
	0.0000328
	0.0000847

	ENSG00000231317.1_3
	0
	-4.596210225
	0.0000328
	0.0000847

	ENSG00000249885.1_3
	15.03
	1.9805925
	0.0000335
	0.0000861

	ENSG00000239873.2_2
	0.24
	-3.826041624
	0.0000342
	0.0000878

	ENSG00000168928.12_3
	0.27
	-3.826041624
	0.0000342
	0.0000878

	ENSG00000261410.1_3
	0.43
	-3.826041624
	0.0000342
	0.0000878

	ENSG00000261959.1_3
	0.14
	-3.826041624
	0.0000342
	0.0000878

	ENSG00000260440.2_2
	0.05
	-3.826041624
	0.0000342
	0.0000878

	ENSG00000250829.2_3
	0.49
	-3.826041624
	0.0000342
	0.0000878

	ENSG00000239191.1
	2.45
	-3.826041624
	0.0000342
	0.0000878

	ENSG00000201988.2
	2.2
	-3.826041624
	0.0000342
	0.0000878

	ENSG00000238858.1
	34.31
	3.539685624
	0.0000345
	0.0000884

	ENSG00000254061.1_3
	8.48
	3.539685624
	0.0000345
	0.0000884

	ENSG00000179292.4_3
	0.29
	-2.689063173
	0.0000346
	0.0000886

	ENSG00000214691.7_2
	0.41
	-2.689063173
	0.0000346
	0.0000886

	ENSG00000235890.2_3
	0.7
	-2.104357128
	0.0000346
	0.0000886

	ENSG00000156140.9_3
	0.23
	-2.104357128
	0.0000346
	0.0000886

	ENSG00000239171.1
	18.83
	-1.890743501
	0.0000347
	0.0000888

	ENSG00000213397.10_4
	0.68
	-1.986166286
	0.0000353
	0.0000903

	ENSG00000279513.1_4
	5.74
	1.67455447
	0.0000355
	0.0000907

	ENSG00000279509.1_3
	11.53
	1.67455447
	0.0000355
	0.0000907

	ENSG00000256197.1_3
	0.87
	-3.067800038
	0.0000381
	0.000097

	ENSG00000259986.1_3
	0.52
	-3.067800038
	0.0000381
	0.000097

	ENSG00000240405.6_4
	0.04
	-3.067800038
	0.0000381
	0.000097

	ENSG00000248647.2_4
	0.66
	-3.067800038
	0.0000381
	0.000097

	ENSG00000231259.4_2
	6.26
	1.632678927
	0.0000381
	0.000097

	ENSG00000243495.1_2
	20.63
	1.632678927
	0.0000381
	0.000097

	ENSG00000250608.1_3
	3.94
	1.632678927
	0.0000381
	0.000097

	ENSG00000156042.17_3
	1.88
	1.905729099
	0.0000387
	0.0000982

	ENSG00000102678.6_3
	1.68
	1.905729099
	0.0000387
	0.0000982

	ENSG00000173826.14_3
	1.69
	1.905729099
	0.0000387
	0.0000982

	ENSG00000230703.1_4
	6.9
	4.332566427
	0.000039
	0.0000989

	ENSG00000242908.6_4
	5.07
	4.332566427
	0.000039
	0.0000989

	ENSG00000181617.5_3
	5.62
	4.332566427
	0.000039
	0.0000989

	ENSG00000159263.15_3
	0.77
	-1.514118644
	0.0000397
	0.000100802

	ENSG00000254048.1_4
	16.88
	1.558688875
	0.0000428
	0.000108231

	ENSG00000280265.1_4
	2.34
	5.310718433
	0.0000433
	0.000109289

	ENSG00000217231.2_3
	4.53
	5.310718433
	0.0000433
	0.000109289

	ENSG00000135472.8_3
	0.9
	2.439983132
	0.0000437
	0.000110095

	ENSG00000169684.13_3
	1.42
	2.439983132
	0.0000437
	0.000110095

	ENSG00000270332.1_2
	0.73
	2.439983132
	0.0000437
	0.000110095

	ENSG00000157021.9_2
	1.1
	-2.411793851
	0.0000437
	0.000110095

	ENSG00000260776.5_3
	0.31
	-2.411793851
	0.0000437
	0.000110095

	ENSG00000223508.5_2
	0.96
	-2.411793851
	0.0000437
	0.000110095

	ENSG00000162728.4_3
	1.76
	1.839141122
	0.0000438
	0.000110494

	ENSG00000163630.10_3
	1.35
	2.802754225
	0.0000447
	0.000112548

	ENSG00000251254.1_2
	3.63
	-1.717718989
	0.0000448
	0.000112738

	ENSG00000148344.10_3
	1.38
	-1.717718989
	0.0000448
	0.000112738

	ENSG00000256134.1_2
	13.26
	1.525830551
	0.0000448
	0.000112823

	ENSG00000237135.1_2
	1.65
	-1.549526509
	0.0000456
	0.000114646

	ENSG00000270387.1_3
	3.71
	-1.549526509
	0.0000456
	0.000114646

	ENSG00000163606.10_3
	1.94
	1.779612598
	0.0000489
	0.000122398

	ENSG00000186212.3_3
	2.36
	1.779612598
	0.0000489
	0.000122398

	ENSG00000230661.1_2
	2.93
	-1.859052284
	0.0000515
	0.000128748

	ENSG00000259529.1_4
	0.61
	-1.589641229
	0.000052
	0.000129782

	ENSG00000115041.12_3
	0.88
	-1.589641229
	0.000052
	0.000129782

	ENSG00000171160.17_3
	0.58
	-2.067817379
	0.0000527
	0.000131387

	ENSG00000241529.2
	5.3
	-2.067817379
	0.0000527
	0.000131387

	ENSG00000153404.14_3
	0.12
	-2.067817379
	0.0000527
	0.000131387

	ENSG00000253523.1_3
	1.67
	-2.067817379
	0.0000527
	0.000131387

	ENSG00000056998.19_3
	0.5
	-1.952237678
	0.0000531
	0.000132279

	ENSG00000247095.2_2
	3.41
	1.725814047
	0.0000537
	0.000133691

	ENSG00000085741.12_3
	3.3
	2.011238459
	0.0000539
	0.000134108

	ENSG00000230731.2_3
	1.91
	2.011238459
	0.0000539
	0.000134108

	ENSG00000176884.14_3
	1.22
	2.011238459
	0.0000539
	0.000134108

	ENSG00000225738.2_3
	0
	-4.522181167
	0.0000549
	0.000136072

	ENSG00000123407.3_3
	0
	-4.522181167
	0.0000549
	0.000136072

	ENSG00000258419.1_4
	0
	-4.522181167
	0.0000549
	0.000136072

	ENSG00000174498.13_4
	0
	-4.522181167
	0.0000549
	0.000136072

	ENSG00000188501.11_3
	0
	-4.522181167
	0.0000549
	0.000136072

	ENSG00000168925.10_3
	0
	-4.522181167
	0.0000549
	0.000136072

	ENSG00000267013.5_2
	0
	-4.522181167
	0.0000549
	0.000136072

	ENSG00000269635.1_2
	0
	-4.522181167
	0.0000549
	0.000136072

	ENSG00000267142.1_3
	0
	-4.522181167
	0.0000549
	0.000136072

	ENSG00000272973.1_3
	0
	-4.522181167
	0.0000549
	0.000136072

	ENSG00000253164.5_3
	0
	-4.522181167
	0.0000549
	0.000136072

	ENSG00000278891.1_4
	0.26
	-2.640134915
	0.0000554
	0.000137382

	ENSG00000144583.4_3
	0.17
	-2.640134915
	0.0000554
	0.000137382

	ENSG00000237989.1_2
	0.26
	-2.640134915
	0.0000554
	0.000137382

	ENSG00000266304.1_3
	14.02
	2.284793756
	0.0000572
	0.000141413

	ENSG00000102043.15_3
	2.04
	2.284793756
	0.0000572
	0.000141413

	ENSG00000259293.1_4
	0.11
	-3.758901078
	0.0000573
	0.000141573

	ENSG00000260123.1_3
	0.41
	-3.758901078
	0.0000573
	0.000141573

	ENSG00000259914.1_4
	0.35
	-3.758901078
	0.0000573
	0.000141573

	ENSG00000115705.20_3
	0.07
	-3.758901078
	0.0000573
	0.000141573

	ENSG00000233818.1_4
	0.21
	-3.758901078
	0.0000573
	0.000141573

	ENSG00000154608.14_3
	0.05
	-3.758901078
	0.0000573
	0.000141573

	ENSG00000284610.1_1
	0.08
	-3.758901078
	0.0000573
	0.000141573

	ENSG00000184508.10_3
	3.71
	1.677169886
	0.0000583
	0.000143738

	ENSG00000231106.2_2
	2.57
	-1.635790006
	0.0000585
	0.000144209

	ENSG00000233858.4_3
	0.76
	-1.635790006
	0.0000585
	0.000144209

	ENSG00000271350.1_3
	4.26
	3.04765197
	0.0000605
	0.00014892

	ENSG00000267511.1_3
	6.06
	3.04765197
	0.0000605
	0.00014892

	ENSG00000236432.7_3
	1.17
	3.04765197
	0.0000605
	0.00014892

	ENSG00000257698.1_3
	0.78
	-3.011247724
	0.0000625
	0.000153154

	ENSG00000280083.1_3
	0.25
	-3.011247724
	0.0000625
	0.000153154

	ENSG00000248748.1_2
	0.28
	-3.011247724
	0.0000625
	0.000153154

	ENSG00000206703.1
	4.57
	-3.011247724
	0.0000625
	0.000153154

	ENSG00000250490.1_2
	0.2
	-3.011247724
	0.0000625
	0.000153154

	ENSG00000137720.7_3
	2.17
	1.632714898
	0.0000627
	0.00015359

	ENSG00000271941.1_3
	11.54
	1.632714898
	0.0000627
	0.00015359

	ENSG00000242583.1_3
	11.75
	1.632714898
	0.0000627
	0.00015359

	ENSG00000260231.1_3
	3.5
	1.632714898
	0.0000627
	0.00015359

	ENSG00000211945.2_3
	16.12
	1.928100655
	0.0000629
	0.000153875

	ENSG00000233993.1_3
	3.9
	1.928100655
	0.0000629
	0.000153875

	ENSG00000078589.12_3
	3.67
	1.928100655
	0.0000629
	0.000153875

	ENSG00000127578.6_3
	2.29
	2.558729369
	0.000065
	0.000158894

	ENSG00000235949.1_3
	10.76
	2.558729369
	0.000065
	0.000158894

	ENSG00000158423.16_3
	1.64
	2.558729369
	0.000065
	0.000158894

	ENSG00000173894.10_3
	0.46
	-1.68916575
	0.0000651
	0.000159099

	ENSG00000182648.11_2
	2.16
	1.592061368
	0.0000667
	0.000162704

	ENSG00000165591.6_3
	4.32
	1.592061368
	0.0000667
	0.000162704

	ENSG00000199535.1
	8.23
	-2.36738308
	0.0000686
	0.000166879

	ENSG00000256557.1_3
	3.12
	-2.36738308
	0.0000686
	0.000166879

	ENSG00000169271.2_3
	1.25
	-2.36738308
	0.0000686
	0.000166879

	ENSG00000170681.6_4
	0.37
	-2.36738308
	0.0000686
	0.000166879

	ENSG00000276805.2_3
	0.31
	-1.751964138
	0.0000712
	0.00017274

	ENSG00000224982.3_3
	0.71
	-1.751964138
	0.0000712
	0.00017274

	ENSG00000196368.4_3
	0.92
	-1.751964138
	0.0000712
	0.00017274

	ENSG00000145198.14_3
	1.35
	2.156236965
	0.0000717
	0.000173846

	ENSG00000124882.3_3
	1.22
	2.156236965
	0.0000717
	0.000173846

	ENSG00000250103.2_3
	6.77
	2.156236965
	0.0000717
	0.000173846

	ENSG00000244067.2_3
	4.29
	2.156236965
	0.0000717
	0.000173846

	ENSG00000177452.7_3
	5.03
	-1.563660513
	0.0000742
	0.000179482

	ENSG00000156172.5_3
	0.88
	-1.563660513
	0.0000742
	0.000179482

	ENSG00000242152.1_3
	3.62
	3.440208571
	0.0000761
	0.000184015

	ENSG00000159423.16_3
	0.55
	-1.82661851
	0.0000763
	0.000184478

	ENSG00000269652.1_3
	4.28
	-2.174592577
	0.0000767
	0.000185461

	ENSG00000238629.1
	16.8
	-1.917458907
	0.0000795
	0.000191796

	ENSG00000169169.14_4
	0.59
	-1.917458907
	0.0000795
	0.000191796

	ENSG00000130270.16_3
	0.23
	-2.030363666
	0.00008
	0.000192791

	ENSG00000178187.7_3
	1.13
	-1.608324484
	0.0000841
	0.000202088

	ENSG00000229220.1_3
	7.84
	2.047834316
	0.0000867
	0.000207822

	ENSG00000251675.1_3
	8.85
	2.047834316
	0.0000867
	0.000207822

	ENSG00000198569.9_3
	2.55
	2.047834316
	0.0000867
	0.000207822

	ENSG00000234303.2_3
	4.73
	4.217158257
	0.0000869
	0.000208002

	ENSG00000248890.1_3
	2.49
	4.217158257
	0.0000869
	0.000208002

	ENSG00000236197.3_4
	7.45
	4.217158257
	0.0000869
	0.000208002

	ENSG00000122477.12_3
	2.46
	2.36956083
	0.0000881
	0.000210598

	ENSG00000236278.2_2
	8.93
	2.36956083
	0.0000881
	0.000210598

	ENSG00000274976.1_4
	11.49
	2.36956083
	0.0000881
	0.000210598

	ENSG00000211625.2_3
	11
	2.36956083
	0.0000881
	0.000210598

	ENSG00000257241.1_4
	16.92
	1.732285374
	0.0000883
	0.00021087

	ENSG00000182379.9_3
	0.41
	-2.589537161
	0.0000887
	0.000211684

	ENSG00000267345.1_3
	1.28
	-2.589537161
	0.0000887
	0.000211684

	ENSG00000189320.8_3
	0.39
	-2.589537161
	0.0000887
	0.000211684

	ENSG00000142615.7_3
	0
	-4.44422216
	0.0000919
	0.000218555

	ENSG00000216004.1
	0
	-4.44422216
	0.0000919
	0.000218555

	ENSG00000255442.1_3
	0
	-4.44422216
	0.0000919
	0.000218555

	ENSG00000111199.10_3
	0
	-4.44422216
	0.0000919
	0.000218555

	ENSG00000272975.1_4
	0
	-4.44422216
	0.0000919
	0.000218555

	ENSG00000267691.1_3
	0
	-4.44422216
	0.0000919
	0.000218555

	ENSG00000260075.1_3
	0
	-4.44422216
	0.0000919
	0.000218555

	ENSG00000264843.1_3
	0
	-4.44422216
	0.0000919
	0.000218555

	ENSG00000243256.1_2
	0
	-4.44422216
	0.0000919
	0.000218555

	ENSG00000271065.1_3
	7.76
	5.185129265
	0.0000936
	0.000222268

	ENSG00000140093.9_3
	0.49
	5.185129265
	0.0000936
	0.000222268

	ENSG00000242925.1_3
	6.6
	5.185129265
	0.0000936
	0.000222268

	ENSG00000201264.1
	37.39
	5.185129265
	0.0000936
	0.000222268

	ENSG00000215310.2_3
	2.19
	5.185129265
	0.0000936
	0.000222268

	ENSG00000159409.14_3
	1.28
	2.720342351
	0.000094
	0.000222836

	ENSG00000211870.1_3
	69.35
	2.720342351
	0.000094
	0.000222836

	ENSG00000213759.9_3
	1.99
	2.720342351
	0.000094
	0.000222836

	ENSG00000124557.12_3
	1.44
	2.720342351
	0.000094
	0.000222836

	ENSG00000253954.3_2
	25.04
	1.680038278
	0.000096
	0.000227054

	ENSG00000254510.1_3
	0.26
	-3.688550397
	0.0000961
	0.000227054

	ENSG00000256234.1_4
	0.35
	-3.688550397
	0.0000961
	0.000227054

	ENSG00000251949.1
	3.4
	-3.688550397
	0.0000961
	0.000227054

	ENSG00000175874.9_3
	0.04
	-3.688550397
	0.0000961
	0.000227054

	ENSG00000225255.2
	0.39
	-3.688550397
	0.0000961
	0.000227054

	ENSG00000224015.1_3
	0.64
	-3.688550397
	0.0000961
	0.000227054

	ENSG00000170214.4_4
	0.12
	-3.688550397
	0.0000961
	0.000227054

	ENSG00000279739.1_4
	0.16
	-3.688550397
	0.0000961
	0.000227054

	ENSG00000157343.8_3
	0.18
	-3.688550397
	0.0000961
	0.000227054

	ENSG00000231881.1_3
	0.15
	-3.688550397
	0.0000961
	0.000227054

	ENSG00000228290.6_4
	0.23
	-3.688550397
	0.0000961
	0.000227054

	ENSG00000136244.11_3
	0.14
	-3.688550397
	0.0000961
	0.000227054

	ENSG00000207721.1
	71.15
	1.95462889
	0.000101966
	0.000239839

	ENSG00000179085.7_3
	9.84
	1.95462889
	0.000101966
	0.000239839

	ENSG00000254878.1_3
	31.06
	1.95462889
	0.000101966
	0.000239839

	ENSG00000279940.1_3
	3.71
	1.95462889
	0.000101966
	0.000239839

	ENSG00000261416.1_3
	7.77
	1.95462889
	0.000101966
	0.000239839

	ENSG00000100346.17_3
	0.57
	1.95462889
	0.000101966
	0.000239839

	ENSG00000060718.20_3
	0.07
	-2.952331491
	0.000102278
	0.000240259

	ENSG00000263017.1_3
	1.47
	-2.952331491
	0.000102278
	0.000240259

	ENSG00000115008.5_3
	0.23
	-2.952331491
	0.000102278
	0.000240259

	ENSG00000228709.1_3
	0.54
	-2.952331491
	0.000102278
	0.000240259

	ENSG00000201736.1
	4.08
	-2.952331491
	0.000102278
	0.000240259

	ENSG00000145248.6_3
	0.27
	-2.952331491
	0.000102278
	0.000240259

	ENSG00000242515.5_3
	2.48
	1.632755366
	0.000103152
	0.000242153

	ENSG00000227948.4_3
	13.86
	1.632755366
	0.000103152
	0.000242153

	ENSG00000150048.10_4
	0.81
	-1.720925355
	0.000104008
	0.000244084

	ENSG00000164736.5_3
	1.25
	-1.537178282
	0.000105509
	0.000247485

	ENSG00000198796.6_3
	0.13
	-2.321561665
	0.000107436
	0.000251637

	ENSG00000163749.17_3
	0.23
	-2.321561665
	0.000107436
	0.000251637

	ENSG00000232389.1_3
	0.89
	-2.321561665
	0.000107436
	0.000251637

	ENSG00000257246.1_2
	10.71
	1.589672234
	0.000109727
	0.00025638

	ENSG00000165985.9_3
	2.06
	2.217719528
	0.000113036
	0.000263472

	ENSG00000223394.2_2
	15.43
	2.217719528
	0.000113036
	0.000263472

	ENSG00000162747.9_3
	3.04
	1.550221796
	0.000115742
	0.000269431

	ENSG00000252690.3_3
	1.92
	1.550221796
	0.000115742
	0.000269431

	ENSG00000152779.13_3
	0.27
	-2.132756488
	0.000117971
	0.000274354

	ENSG00000134363.11_3
	0.44
	-2.132756488
	0.000117971
	0.000274354

	ENSG00000188290.10_4
	1.65
	-1.881854792
	0.000118741
	0.0002761

	ENSG00000222960.1
	25.89
	-1.580299397
	0.000120468
	0.000279845

	ENSG00000173762.7_3
	3.46
	1.514102361
	0.000120979
	0.000280896

	ENSG00000170786.12_3
	2.61
	1.514102361
	0.000120979
	0.000280896

	ENSG00000212293.1
	28.91
	2.954497684
	0.000130319
	0.000301179

	ENSG00000205922.4_3
	0.44
	2.954497684
	0.000130319
	0.000301179

	ENSG00000237347.2_3
	9.11
	2.954497684
	0.000130319
	0.000301179

	ENSG00000211694.2_3
	7.17
	2.954497684
	0.000130319
	0.000301179

	ENSG00000214796.8_3
	2.33
	1.802641501
	0.000131473
	0.000303554

	ENSG00000229587.2_4
	9.86
	1.802641501
	0.000131473
	0.000303554

	ENSG00000102098.17_3
	1.57
	1.802641501
	0.000131473
	0.000303554

	ENSG00000272979.1_3
	10.25
	2.480690863
	0.000133416
	0.000307598

	ENSG00000158517.13_3
	3.16
	2.480690863
	0.000133416
	0.000307598

	ENSG00000268366.1_3
	4.39
	-1.630249517
	0.000136128
	0.000313449

	ENSG00000226255.1_2
	13.53
	2.092076217
	0.000139116
	0.000319819

	ENSG00000254317.1_3
	5.87
	2.092076217
	0.000139116
	0.000319819

	ENSG00000110786.17_3
	0.14
	-2.53705006
	0.000141577
	0.000324702

	ENSG00000255032.1_3
	1.17
	-2.53705006
	0.000141577
	0.000324702

	ENSG00000221333.1
	6.33
	-2.53705006
	0.000141577
	0.000324702

	ENSG00000258134.1_3
	0.99
	-2.53705006
	0.000141577
	0.000324702

	ENSG00000229618.2_3
	0.16
	-2.53705006
	0.000141577
	0.000324702

	ENSG00000178919.8_3
	0.21
	-2.53705006
	0.000141577
	0.000324702

	ENSG00000246223.8_2
	1.6
	1.739612776
	0.000145281
	0.000332299

	ENSG00000277978.1_3
	17.94
	1.739612776
	0.000145281
	0.000332299

	ENSG00000235258.1_3
	18.72
	1.739612776
	0.000145281
	0.000332299

	ENSG00000232661.1_3
	31.01
	1.739612776
	0.000145281
	0.000332299

	ENSG00000134317.17_3
	0.61
	-1.689234139
	0.00015143
	0.000345379

	ENSG00000029534.19_3
	0.24
	-1.689234139
	0.00015143
	0.000345379

	ENSG00000243480.7_3
	0
	-4.361729058
	0.000154333
	0.000351111

	ENSG00000148704.12_3
	0
	-4.361729058
	0.000154333
	0.000351111

	ENSG00000236908.2_3
	0
	-4.361729058
	0.000154333
	0.000351111

	ENSG00000072041.16_3
	0
	-4.361729058
	0.000154333
	0.000351111

	ENSG00000221650.1
	0
	-4.361729058
	0.000154333
	0.000351111

	ENSG00000259091.1_3
	0
	-4.361729058
	0.000154333
	0.000351111

	ENSG00000267260.1_3
	0
	-4.361729058
	0.000154333
	0.000351111

	ENSG00000216127.1
	0
	-4.361729058
	0.000154333
	0.000351111

	ENSG00000253687.1_3
	9.71
	1.68335278
	0.000158207
	0.000359415

	ENSG00000177551.5_3
	0.03
	-3.614521339
	0.000161077
	0.000364959

	ENSG00000256075.1_3
	0.21
	-3.614521339
	0.000161077
	0.000364959

	ENSG00000279588.2_2
	0.06
	-3.614521339
	0.000161077
	0.000364959

	ENSG00000249623.1_3
	0.55
	-3.614521339
	0.000161077
	0.000364959

	ENSG00000249539.1_2
	0.82
	-3.614521339
	0.000161077
	0.000364959

	ENSG00000137225.12_3
	0.09
	-3.614521339
	0.000161077
	0.000364959

	ENSG00000237742.6_3
	0.08
	-3.614521339
	0.000161077
	0.000364959

	ENSG00000232458.1_2
	0.08
	-3.614521339
	0.000161077
	0.000364959

	ENSG00000235427.1_3
	0.63
	-3.614521339
	0.000161077
	0.000364959

	ENSG00000253528.2_3
	0.87
	-3.614521339
	0.000161077
	0.000364959

	ENSG00000211851.1_3
	90.8
	1.986405896
	0.000165225
	0.000373537

	ENSG00000166317.11_3
	0.39
	-1.759510169
	0.000165644
	0.000374307

	ENSG00000248610.1_2
	1.02
	-1.759510169
	0.000165644
	0.000374307

	ENSG00000227295.2_2
	0.26
	-2.890965252
	0.000167132
	0.00037714

	ENSG00000037965.5_3
	0.26
	-2.890965252
	0.000167132
	0.00037714

	ENSG00000256243.2_3
	1.04
	-2.890965252
	0.000167132
	0.00037714

	ENSG00000108700.4_3
	0.39
	-2.890965252
	0.000167132
	0.00037714

	ENSG00000102048.15_3
	0.24
	-2.890965252
	0.000167132
	0.00037714

	ENSG00000135114.12_3
	0.3
	-2.27428213
	0.000167674
	0.000377995

	ENSG00000224743.6_3
	0.23
	-2.27428213
	0.000167674
	0.000377995

	ENSG00000284649.1_1
	1.27
	-2.27428213
	0.000167674
	0.000377995

	ENSG00000176956.12_3
	0.8
	-2.27428213
	0.000167674
	0.000377995

	ENSG00000215595.1_3
	1.98
	3.333242638
	0.00016788
	0.000378322

	ENSG00000279665.1_4
	12.77
	1.632711054
	0.000170126
	0.000382996

	ENSG00000168243.10_3
	0.86
	2.295604792
	0.000176596
	0.000396635

	ENSG00000265933.5_2
	1.05
	2.295604792
	0.000176596
	0.000396635

	ENSG00000271743.1_3
	2.92
	2.295604792
	0.000176596
	0.000396635

	ENSG00000213071.11_2
	0.46
	-1.845315043
	0.000176722
	0.000396794

	ENSG00000201581.1
	23.86
	1.586979597
	0.000180846
	0.000405108

	ENSG00000255367.3_4
	7.72
	1.586979597
	0.000180846
	0.000405108

	ENSG00000263400.6_4
	4.74
	1.586979597
	0.000180846
	0.000405108

	ENSG00000213406.3_2
	8.19
	1.586979597
	0.000180846
	0.000405108

	ENSG00000214354.3_3
	1.57
	-1.952331491
	0.000182606
	0.000408735

	ENSG00000235957.1_2
	30.59
	1.895771105
	0.000191018
	0.000425977

	ENSG00000263642.1
	73.43
	1.895771105
	0.000191018
	0.000425977

	ENSG00000137975.7_3
	0.67
	4.091569089
	0.000194728
	0.000433447

	ENSG00000255753.1_3
	4.59
	4.091569089
	0.000194728
	0.000433447

	ENSG00000156076.9_3
	1.2
	4.091569089
	0.000194728
	0.000433447

	ENSG00000263751.1
	34.52
	4.091569089
	0.000194728
	0.000433447

	ENSG00000251713.1
	31.67
	4.091569089
	0.000194728
	0.000433447

	ENSG00000274654.1_4
	3.27
	-1.599892656
	0.000195769
	0.000435361

	ENSG00000232536.1_4
	7.44
	2.63283991
	0.000196839
	0.000437136

	ENSG00000225556.1_3
	2.23
	2.63283991
	0.000196839
	0.000437136

	ENSG00000171722.12_3
	2.29
	2.63283991
	0.000196839
	0.000437136

	ENSG00000254757.1_3
	8.7
	2.63283991
	0.000196839
	0.000437136

	ENSG00000211856.1_3
	68.7
	2.63283991
	0.000196839
	0.000437136

	ENSG00000262873.1_3
	4.51
	2.63283991
	0.000196839
	0.000437136

	ENSG00000269067.1_3
	1.94
	2.63283991
	0.000196839
	0.000437136

	ENSG00000226812.2_3
	5.19
	2.63283991
	0.000196839
	0.000437136

	ENSG00000250472.1_3
	9.17
	1.507179131
	0.000199154
	0.000441597

	ENSG00000067177.14_3
	1.27
	1.507179131
	0.000199154
	0.000441597

	ENSG00000150275.17_4
	0.17
	5.047709673
	0.000204444
	0.000452008

	ENSG00000255960.1_3
	5.12
	5.047709673
	0.000204444
	0.000452008

	ENSG00000211881.1_2
	40.79
	5.047709673
	0.000204444
	0.000452008

	ENSG00000251881.1
	34.96
	5.047709673
	0.000204444
	0.000452008

	ENSG00000278627.1_3
	3.75
	5.047709673
	0.000204444
	0.000452008

	ENSG00000170044.8_3
	0.53
	5.047709673
	0.000204444
	0.000452008

	ENSG00000138798.11_3
	0.5
	5.047709673
	0.000204444
	0.000452008

	ENSG00000172497.8_3
	1.13
	5.047709673
	0.000204444
	0.000452008

	ENSG00000118557.15_4
	1.25
	1.817076181
	0.000215986
	0.000475342

	ENSG00000174332.5_3
	0.71
	-1.656800364
	0.000219765
	0.000482554

	ENSG00000228939.1_3
	4.26
	-1.656800364
	0.000219765
	0.000482554

	ENSG00000275004.3_3
	0.39
	-1.656800364
	0.000219765
	0.000482554

	ENSG00000180878.2_3
	4.29
	2.147297227
	0.00022178
	0.000486451

	ENSG00000261633.1_3
	8.8
	2.147297227
	0.00022178
	0.000486451

	ENSG00000185002.9_3
	1.41
	2.147297227
	0.00022178
	0.000486451

	ENSG00000162722.8_3
	0.23
	-2.482581081
	0.000225389
	0.000493778

	ENSG00000231185.6_4
	0.44
	-2.482581081
	0.000225389
	0.000493778

	ENSG00000237181.1_3
	1
	-2.482581081
	0.000225389
	0.000493778

	ENSG00000240870.2_3
	1.28
	-2.482581081
	0.000225389
	0.000493778

	ENSG00000279490.1_3
	2.31
	1.748226597
	0.00023929
	0.000522251

	ENSG00000270607.1_3
	1.16
	-1.724731398
	0.000242805
	0.0005296

	ENSG00000134207.15_4
	0
	-4.274231406
	0.000259917
	0.000563265

	ENSG00000154493.17_4
	0
	-4.274231406
	0.000259917
	0.000563265

	ENSG00000254458.1_3
	0
	-4.274231406
	0.000259917
	0.000563265

	ENSG00000235884.3_2
	0
	-4.274231406
	0.000259917
	0.000563265

	ENSG00000277156.1_1
	0
	-4.274231406
	0.000259917
	0.000563265

	ENSG00000276772.1_3
	0
	-4.274231406
	0.000259917
	0.000563265

	ENSG00000259227.2_3
	0
	-4.274231406
	0.000259917
	0.000563265

	ENSG00000214970.8_4
	0
	-4.274231406
	0.000259917
	0.000563265

	ENSG00000124302.12_3
	0
	-4.274231406
	0.000259917
	0.000563265

	ENSG00000237992.2_3
	0
	-4.274231406
	0.000259917
	0.000563265

	ENSG00000270540.1_3
	0
	-4.274231406
	0.000259917
	0.000563265

	ENSG00000249698.1_2
	0
	-4.274231406
	0.000259917
	0.000563265

	ENSG00000241829.1_3
	0
	-4.274231406
	0.000259917
	0.000563265

	ENSG00000253686.1_2
	0
	-4.274231406
	0.000259917
	0.000563265

	ENSG00000201157.1
	0
	-4.274231406
	0.000259917
	0.000563265

	ENSG00000188133.5_3
	0
	-4.274231406
	0.000259917
	0.000563265

	ENSG00000235601.1_2
	0
	-4.274231406
	0.000259917
	0.000563265

	ENSG00000234942.2_3
	0.47
	-2.225353873
	0.000260952
	0.000565085

	ENSG00000227110.6_4
	0.18
	-2.225353873
	0.000260952
	0.000565085

	ENSG00000154589.6_3
	1.61
	-2.225353873
	0.000260952
	0.000565085

	ENSG00000239264.8_3
	2.05
	1.687120931
	0.000261216
	0.000565486

	ENSG00000256663.1_3
	1.2
	-1.807861329
	0.000261959
	0.000566839

	ENSG00000225730.1_3
	2.19
	-1.807861329
	0.000261959
	0.000566839

	ENSG00000172818.9_3
	1.53
	2.025001989
	0.000267415
	0.000577713

	ENSG00000257489.6_3
	3.89
	2.025001989
	0.000267415
	0.000577713

	ENSG00000269374.1_3
	8.04
	2.025001989
	0.000267415
	0.000577713

	ENSG00000219249.2_2
	4.86
	2.025001989
	0.000267415
	0.000577713

	ENSG00000197106.6_3
	0.04
	-3.536562332
	0.000270093
	0.000582433

	ENSG00000158482.10_3
	0.24
	-3.536562332
	0.000270093
	0.000582433

	ENSG00000270606.1_3
	0.5
	-3.536562332
	0.000270093
	0.000582433

	ENSG00000219384.1_3
	0.38
	-3.536562332
	0.000270093
	0.000582433

	ENSG00000263842.1
	2.07
	-3.536562332
	0.000270093
	0.000582433

	ENSG00000133636.10_3
	3.36
	2.398278989
	0.000271802
	0.000585243

	ENSG00000166816.13_4
	2.01
	2.398278989
	0.000271802
	0.000585243

	ENSG00000273076.1_4
	10
	2.398278989
	0.000271802
	0.000585243

	ENSG00000239557.1_3
	3.38
	2.398278989
	0.000271802
	0.000585243

	ENSG00000274451.1_3
	13.04
	2.398278989
	0.000271802
	0.000585243

	ENSG00000252531.1
	3
	-2.826810856
	0.000272739
	0.00058666

	ENSG00000115194.10_3
	0.22
	-2.826810856
	0.000272739
	0.00058666

	ENSG00000183770.5_3
	0.17
	-2.826810856
	0.000272739
	0.00058666

	ENSG00000189212.12_3
	0.31
	-1.91171205
	0.000274353
	0.00058977

	ENSG00000164604.12_3
	0.27
	-1.91171205
	0.000274353
	0.00058977

	ENSG00000184937.13_3
	0.36
	-2.045301106
	0.000275956
	0.000592379

	ENSG00000258531.2_2
	4.65
	-2.045301106
	0.000275956
	0.000592379

	ENSG00000228768.3_3
	2.67
	-2.045301106
	0.000275956
	0.000592379

	ENSG00000227992.1_3
	3.53
	-2.045301106
	0.000275956
	0.000592379

	ENSG00000181652.19_3
	0.23
	-2.045301106
	0.000275956
	0.000592379

	ENSG00000254332.1_3
	1.64
	-2.045301106
	0.000275956
	0.000592379

	ENSG00000229854.1_3
	1.85
	-2.045301106
	0.000275956
	0.000592379

	ENSG00000221340.1
	33.93
	2.855020631
	0.000279218
	0.000597911

	ENSG00000200181.1
	46.94
	2.855020631
	0.000279218
	0.000597911

	ENSG00000232015.2_2
	13.65
	2.855020631
	0.000279218
	0.000597911

	ENSG00000255469.1_2
	9.65
	2.855020631
	0.000279218
	0.000597911

	ENSG00000274001.1_4
	7.63
	2.855020631
	0.000279218
	0.000597911

	ENSG00000261183.5_3
	3.72
	2.855020631
	0.000279218
	0.000597911

	ENSG00000270120.1_4
	4.59
	2.855020631
	0.000279218
	0.000597911

	ENSG00000036565.14_3
	1.16
	2.855020631
	0.000279218
	0.000597911

	ENSG00000253868.3_3
	1.96
	2.855020631
	0.000279218
	0.000597911

	ENSG00000137078.8_3
	2.58
	2.855020631
	0.000279218
	0.000597911

	ENSG00000258399.7_4
	1.23
	-1.568853873
	0.000280614
	0.000600723

	ENSG00000166171.12_3
	7.36
	1.632757028
	0.000280922
	0.000601026

	ENSG00000153233.12_3
	1.65
	1.632757028
	0.000280922
	0.000601026

	ENSG00000151773.12_3
	3.41
	1.632757028
	0.000280922
	0.000601026

	ENSG00000211877.1_3
	118.3
	1.58377846
	0.000298941
	0.000636465

	ENSG00000205364.3_3
	8.56
	1.58377846
	0.000298941
	0.000636465

	ENSG00000187185.4_3
	3.51
	1.58377846
	0.000298941
	0.000636465

	ENSG00000205821.4
	9.4
	1.922245147
	0.000312135
	0.000662697

	ENSG00000227274.1_3
	4.71
	1.922245147
	0.000312135
	0.000662697

	ENSG00000236241.1_3
	3.14
	1.922245147
	0.000312135
	0.000662697

	ENSG00000249767.1_2
	5.77
	1.922245147
	0.000312135
	0.000662697

	ENSG00000168748.13_3
	3.94
	1.539652373
	0.000314523
	0.000667081

	ENSG00000240002.1_2
	8.08
	1.539652373
	0.000314523
	0.000667081

	ENSG00000164967.9_3
	6.72
	1.539652373
	0.000314523
	0.000667081

	ENSG00000172345.13_3
	0.45
	-1.623620632
	0.000317752
	0.000673534

	ENSG00000279030.1_4
	1.02
	-1.623620632
	0.000317752
	0.000673534

	ENSG00000254449.1_3
	2.92
	2.217566286
	0.000351322
	0.000739695

	ENSG00000262714.1_3
	2.06
	2.217566286
	0.000351322
	0.000739695

	ENSG00000124215.16_4
	0.91
	2.217566286
	0.000351322
	0.000739695

	ENSG00000177340.5_3
	3.72
	1.834342685
	0.000354935
	0.000746322

	ENSG00000262188.1_2
	3.66
	1.834342685
	0.000354935
	0.000746322

	ENSG00000182968.4_3
	0.26
	-2.426028767
	0.000357616
	0.000750974

	ENSG00000251652.1_3
	1.57
	-2.426028767
	0.000357616
	0.000750974

	ENSG00000253915.1_3
	0.92
	-2.426028767
	0.000357616
	0.000750974

	ENSG00000197241.3_2
	1.91
	3.217834468
	0.000369735
	0.000773386

	ENSG00000223462.2_3
	6.91
	3.217834468
	0.000369735
	0.000773386

	ENSG00000201208.1
	30.28
	3.217834468
	0.000369735
	0.000773386

	ENSG00000179477.9_3
	1.17
	3.217834468
	0.000369735
	0.000773386

	ENSG00000211649.3_4
	7.63
	3.217834468
	0.000369735
	0.000773386

	ENSG00000204195.3_3
	2.15
	3.217834468
	0.000369735
	0.000773386

	ENSG00000143199.17_4
	0.29
	-1.769372751
	0.000386969
	0.000805466

	ENSG00000274515.1_3
	4.05
	-1.769372751
	0.000386969
	0.000805466

	ENSG00000120658.13_3
	0.82
	-1.537162656
	0.000400586
	0.000832131

	ENSG00000265443.1_3
	5.32
	-1.537162656
	0.000400586
	0.000832131

	ENSG00000250320.5_3
	2
	-1.537162656
	0.000400586
	0.000832131

	ENSG00000159251.6_3
	0.24
	-2.174756118
	0.000404551
	0.000839522

	ENSG00000230499.1_3
	2.38
	-2.174756118
	0.000404551
	0.000839522

	ENSG00000187021.14_3
	2.38
	2.539685624
	0.000409624
	0.000849317

	ENSG00000256039.1_3
	4.23
	2.539685624
	0.000409624
	0.000849317

	ENSG00000240813.2_3
	7.71
	2.539685624
	0.000409624
	0.000849317

	ENSG00000233979.1_3
	10.8
	2.539685624
	0.000409624
	0.000849317

	ENSG00000237643.1_3
	9.25
	2.539685624
	0.000409624
	0.000849317

	ENSG00000263511.1
	16.32
	-1.869875962
	0.000410786
	0.000851237

	ENSG00000095739.10_3
	0.78
	-1.869875962
	0.000410786
	0.000851237

	ENSG00000100285.9_3
	0.39
	-1.869875962
	0.000410786
	0.000851237

	ENSG00000184185.9_3
	0.22
	-1.999479691
	0.000419842
	0.000868133

	ENSG00000105679.8_3
	0.82
	-1.999479691
	0.000419842
	0.000868133

	ENSG00000243658.1_2
	0.72
	-1.999479691
	0.000419842
	0.000868133

	ENSG00000221562.1
	11.02
	-1.999479691
	0.000419842
	0.000868133

	ENSG00000282221.1_3
	8.36
	2.073341189
	0.000431172
	0.000890158

	ENSG00000258962.2_3
	3.92
	2.073341189
	0.000431172
	0.000890158

	ENSG00000241316.6_3
	1.65
	2.073341189
	0.000431172
	0.000890158

	ENSG00000251614.1_2
	3.07
	2.073341189
	0.000431172
	0.000890158

	ENSG00000238039.1_4
	7.1
	2.073341189
	0.000431172
	0.000890158

	ENSG00000229589.1_3
	2.43
	1.691617028
	0.000431858
	0.00089132

	ENSG00000253288.1_3
	1.47
	1.691617028
	0.000431858
	0.00089132

	ENSG00000228217.1_2
	5.83
	3.954149497
	0.00043827
	0.000900877

	ENSG00000256582.1_3
	4.37
	3.954149497
	0.00043827
	0.000900877

	ENSG00000279581.1_3
	3.49
	3.954149497
	0.00043827
	0.000900877

	ENSG00000225766.9_2
	2.86
	3.954149497
	0.00043827
	0.000900877

	ENSG00000223648.4_3
	5.68
	3.954149497
	0.00043827
	0.000900877

	ENSG00000261131.1_4
	7.62
	3.954149497
	0.00043827
	0.000900877

	ENSG00000263884.1_3
	1.15
	3.954149497
	0.00043827
	0.000900877

	ENSG00000224041.3_3
	6.18
	3.954149497
	0.00043827
	0.000900877

	ENSG00000229200.2
	6.34
	3.954149497
	0.00043827
	0.000900877

	ENSG00000234506.5_2
	4.94
	3.954149497
	0.00043827
	0.000900877

	ENSG00000117154.11_3
	0
	-4.181172725
	0.000438735
	0.000900877

	ENSG00000266591.1
	0
	-4.181172725
	0.000438735
	0.000900877

	ENSG00000162344.3_3
	0
	-4.181172725
	0.000438735
	0.000900877

	ENSG00000246363.2_3
	0
	-4.181172725
	0.000438735
	0.000900877

	ENSG00000257501.6_3
	0
	-4.181172725
	0.000438735
	0.000900877

	ENSG00000257202.1_3
	0
	-4.181172725
	0.000438735
	0.000900877

	ENSG00000272383.1_3
	0
	-4.181172725
	0.000438735
	0.000900877

	ENSG00000279936.1_3
	0
	-4.181172725
	0.000438735
	0.000900877

	ENSG00000105605.7_3
	0
	-4.181172725
	0.000438735
	0.000900877

	ENSG00000170577.7_3
	0
	-4.181172725
	0.000438735
	0.000900877

	ENSG00000144355.14_3
	0
	-4.181172725
	0.000438735
	0.000900877

	ENSG00000249288.1_2
	0
	-4.181172725
	0.000438735
	0.000900877

	ENSG00000232464.1_3
	0
	-4.181172725
	0.000438735
	0.000900877

	ENSG00000223056.1
	0
	-4.181172725
	0.000438735
	0.000900877

	ENSG00000164616.15_2
	0
	-4.181172725
	0.000438735
	0.000900877

	ENSG00000178776.4_4
	0
	-4.181172725
	0.000438735
	0.000900877

	ENSG00000235821.1_2
	0
	-4.181172725
	0.000438735
	0.000900877

	ENSG00000224594.2_3
	0
	-4.181172725
	0.000438735
	0.000900877

	ENSG00000253526.1_3
	0
	-4.181172725
	0.000438735
	0.000900877

	ENSG00000264163.1
	0
	-4.181172725
	0.000438735
	0.000900877

	ENSG00000183146.4_3
	0
	-4.181172725
	0.000438735
	0.000900877

	ENSG00000231252.2_3
	0.14
	-2.75967031
	0.000444165
	0.000910214

	ENSG00000108947.4_3
	0.15
	-2.75967031
	0.000444165
	0.000910214

	ENSG00000250254.1_4
	0.71
	-2.75967031
	0.000444165
	0.000910214

	ENSG00000250646.1_3
	1.08
	-2.75967031
	0.000444165
	0.000910214

	ENSG00000239602.1_3
	1.52
	-2.75967031
	0.000444165
	0.000910214

	ENSG00000172738.11_3
	0.31
	-2.75967031
	0.000444165
	0.000910214

	ENSG00000147145.12_3
	0.17
	-2.75967031
	0.000444165
	0.000910214

	ENSG00000221604.1
	31.02
	4.895638191
	0.000451631
	0.000923153

	ENSG00000256248.1_4
	11.47
	4.895638191
	0.000451631
	0.000923153

	ENSG00000268533.1_4
	4.23
	4.895638191
	0.000451631
	0.000923153

	ENSG00000081800.8_3
	0.52
	4.895638191
	0.000451631
	0.000923153

	ENSG00000227583.1_2
	0.33
	-3.45406923
	0.000453257
	0.000925168

	ENSG00000278594.1_3
	0.24
	-3.45406923
	0.000453257
	0.000925168

	ENSG00000280044.1_4
	1.11
	-3.45406923
	0.000453257
	0.000925168

	ENSG00000267662.1_4
	0.44
	-3.45406923
	0.000453257
	0.000925168

	ENSG00000189001.10_4
	0.12
	-3.45406923
	0.000453257
	0.000925168

	ENSG00000273464.1_3
	0.57
	-3.45406923
	0.000453257
	0.000925168

	ENSG00000196542.8_3
	0.08
	-3.45406923
	0.000453257
	0.000925168

	ENSG00000203808.10_3
	0.11
	-3.45406923
	0.000453257
	0.000925168

	ENSG00000260640.1_3
	0.53
	-3.45406923
	0.000453257
	0.000925168

	ENSG00000226520.1_4
	3.75
	-1.589692024
	0.000457502
	0.000932778

	ENSG00000273062.1_3
	3.21
	1.632706027
	0.000465102
	0.000947069

	ENSG00000156384.14_3
	4.15
	1.632706027
	0.000465102
	0.000947069

	ENSG00000256028.2_4
	1.13
	1.632706027
	0.000465102
	0.000947069

	ENSG00000106133.17_2
	2.47
	1.632706027
	0.000465102
	0.000947069

	ENSG00000172568.4_3
	3.11
	1.580265183
	0.000494575
	0.001002416

	ENSG00000228477.1_3
	6.75
	1.954579687
	0.000509816
	0.001031425

	ENSG00000211594.2_3
	132.3
	1.954579687
	0.000509816
	0.001031425

	ENSG00000253006.1
	18.13
	1.954579687
	0.000509816
	0.001031425

	ENSG00000224383.7_3
	0.63
	-1.652587534
	0.000515547
	0.001041851

	ENSG00000233008.5_2
	1.33
	1.533182708
	0.000520201
	0.001049788

	ENSG00000261423.1_4
	2.53
	1.533182708
	0.000520201
	0.001049788

	ENSG00000260064.1_4
	8.27
	1.533182708
	0.000520201
	0.001049788

	ENSG00000278765.1_3
	11.62
	1.533182708
	0.000520201
	0.001049788

	ENSG00000183918.15_3
	2.8
	1.533182708
	0.000520201
	0.001049788

	ENSG00000266235.1
	43.51
	2.310776547
	0.000549957
	0.001104738

	ENSG00000221122.2
	44.5
	2.310776547
	0.000549957
	0.001104738

	ENSG00000275339.1_3
	15.36
	2.310776547
	0.000549957
	0.001104738

	ENSG00000176919.11_3
	4.58
	2.310776547
	0.000549957
	0.001104738

	ENSG00000116329.10_3
	0.08
	-2.367112534
	0.00056586
	0.001131959

	ENSG00000279878.1_4
	0.82
	-2.367112534
	0.00056586
	0.001131959

	ENSG00000258569.1_4
	1.36
	-2.367112534
	0.00056586
	0.001131959

	ENSG00000167654.17_3
	0.14
	-2.367112534
	0.00056586
	0.001131959

	ENSG00000239332.5_3
	0.34
	-2.367112534
	0.00056586
	0.001131959

	ENSG00000240350.2_3
	0.97
	-2.367112534
	0.00056586
	0.001131959

	ENSG00000132821.11_3
	0.37
	-2.367112534
	0.00056586
	0.001131959

	ENSG00000101098.12_3
	0.14
	-2.367112534
	0.00056586
	0.001131959

	ENSG00000279638.1_4
	5.32
	-2.367112534
	0.00056586
	0.001131959

	ENSG00000250383.1_3
	1.84
	-2.367112534
	0.00056586
	0.001131959

	ENSG00000183682.7_3
	1.01
	-1.729829154
	0.000569351
	0.001138469

	ENSG00000227825.4_2
	0.52
	-1.729829154
	0.000569351
	0.001138469

	ENSG00000120332.15_3
	1.03
	1.85517092
	0.000583829
	0.00116323

	ENSG00000188385.11_3
	0.78
	1.85517092
	0.000583829
	0.00116323

	ENSG00000013293.5_3
	0.51
	1.85517092
	0.000583829
	0.00116323

	ENSG00000150627.15_3
	1.06
	1.85517092
	0.000583829
	0.00116323

	ENSG00000264188.1_4
	9.47
	2.748054698
	0.0005959
	0.001184011

	ENSG00000124568.10_3
	1.56
	2.748054698
	0.0005959
	0.001184011

	ENSG00000261437.1_3
	1.46
	2.748054698
	0.0005959
	0.001184011

	ENSG00000231651.1_3
	7.37
	2.748054698
	0.0005959
	0.001184011

	ENSG00000234557.2_3
	8.01
	2.748054698
	0.0005959
	0.001184011

	ENSG00000203855.7_2
	1.31
	-1.82683135
	0.000612375
	0.001212573

	ENSG00000263368.1_3
	1.75
	-1.82683135
	0.000612375
	0.001212573

	ENSG00000232656.7_3
	0.77
	-2.122269017
	0.000625113
	0.001235423

	ENSG00000260403.1_3
	1.81
	-2.122269017
	0.000625113
	0.001235423

	ENSG00000260788.5_4
	0.59
	-2.122269017
	0.000625113
	0.001235423

	ENSG00000221051.1
	11.13
	-2.122269017
	0.000625113
	0.001235423

	ENSG00000183671.12_3
	0.37
	-2.122269017
	0.000625113
	0.001235423

	ENSG00000231035.1_2
	1.31
	-2.122269017
	0.000625113
	0.001235423

	ENSG00000106268.15_3
	1.06
	-2.122269017
	0.000625113
	0.001235423

	ENSG00000197168.11_3
	0.42
	-1.952200156
	0.000635995
	0.001254525

	ENSG00000260832.1_3
	0.82
	-1.952200156
	0.000635995
	0.001254525

	ENSG00000253948.1_4
	3.22
	-1.952200156
	0.000635995
	0.001254525

	ENSG00000196933.5_2
	3.52
	-1.952200156
	0.000635995
	0.001254525

	ENSG00000235545.1_3
	4.38
	1.770181937
	0.00065327
	0.001285088

	ENSG00000271917.1_4
	3.55
	1.770181937
	0.00065327
	0.001285088

	ENSG00000188487.11_3
	1.67
	1.770181937
	0.00065327
	0.001285088

	ENSG00000258439.1_3
	9.93
	1.770181937
	0.00065327
	0.001285088

	ENSG00000219159.4_3
	1.58
	1.770181937
	0.00065327
	0.001285088

	ENSG00000229153.5_4
	1.07
	1.770181937
	0.00065327
	0.001285088

	ENSG00000267793.1_3
	9.45
	1.770181937
	0.00065327
	0.001285088

	ENSG00000239291.1_3
	2.74
	-1.554913252
	0.0006563
	0.001290874

	ENSG00000236818.1_2
	7.81
	2.135154412
	0.000692429
	0.001354002

	ENSG00000241782.1_3
	8.78
	2.135154412
	0.000692429
	0.001354002

	ENSG00000253063.1
	46.23
	2.135154412
	0.000692429
	0.001354002

	ENSG00000267653.1_3
	7.12
	2.135154412
	0.000692429
	0.001354002

	ENSG00000231490.1_2
	5.63
	2.135154412
	0.000692429
	0.001354002

	ENSG00000256751.5_3
	10.44
	1.696789976
	0.000715993
	0.001396487

	ENSG00000188760.10_3
	2.19
	1.696789976
	0.000715993
	0.001396487

	ENSG00000230806.1_3
	0.2
	-2.689319629
	0.000721342
	0.001404451

	ENSG00000249790.2_3
	0.22
	-2.689319629
	0.000721342
	0.001404451

	ENSG00000226797.1_4
	0.93
	-2.689319629
	0.000721342
	0.001404451

	ENSG00000267338.1_4
	0.9
	-2.689319629
	0.000721342
	0.001404451

	ENSG00000252581.1
	5.1
	-2.689319629
	0.000721342
	0.001404451

	ENSG00000174137.12_3
	0.14
	-2.689319629
	0.000721342
	0.001404451

	ENSG00000215217.6_3
	0.21
	-2.689319629
	0.000721342
	0.001404451

	ENSG00000250234.1_3
	1.2
	-2.689319629
	0.000721342
	0.001404451

	ENSG00000249740.2_3
	0.27
	-2.689319629
	0.000721342
	0.001404451

	ENSG00000244694.7_3
	0.17
	-2.689319629
	0.000721342
	0.001404451

	ENSG00000000005.5_3
	0.37
	-2.689319629
	0.000721342
	0.001404451

	ENSG00000230699.2_4
	0
	-4.081598405
	0.000743046
	0.001438368

	ENSG00000116183.10_3
	0
	-4.081598405
	0.000743046
	0.001438368

	ENSG00000254537.1_3
	0
	-4.081598405
	0.000743046
	0.001438368

	ENSG00000254705.1_3
	0
	-4.081598405
	0.000743046
	0.001438368

	ENSG00000171053.9_3
	0
	-4.081598405
	0.000743046
	0.001438368

	ENSG00000043355.11_3
	0
	-4.081598405
	0.000743046
	0.001438368

	ENSG00000274605.1_3
	0
	-4.081598405
	0.000743046
	0.001438368

	ENSG00000257056.2_3
	0
	-4.081598405
	0.000743046
	0.001438368

	ENSG00000258952.2_2
	0
	-4.081598405
	0.000743046
	0.001438368

	ENSG00000199575.1
	0
	-4.081598405
	0.000743046
	0.001438368

	ENSG00000169594.13_3
	0
	-4.081598405
	0.000743046
	0.001438368

	ENSG00000280131.1_3
	0
	-4.081598405
	0.000743046
	0.001438368

	ENSG00000261175.5_2
	0
	-4.081598405
	0.000743046
	0.001438368

	ENSG00000279775.1_3
	0
	-4.081598405
	0.000743046
	0.001438368

	ENSG00000267533.1_3
	0
	-4.081598405
	0.000743046
	0.001438368

	ENSG00000258881.6_4
	0
	-4.081598405
	0.000743046
	0.001438368

	ENSG00000233611.3_3
	0
	-4.081598405
	0.000743046
	0.001438368

	ENSG00000268941.2_2
	0
	-4.081598405
	0.000743046
	0.001438368

	ENSG00000275340.1_2
	0
	-4.081598405
	0.000743046
	0.001438368

	ENSG00000215612.7_4
	0
	-4.081598405
	0.000743046
	0.001438368

	ENSG00000275826.1_3
	0
	-4.081598405
	0.000743046
	0.001438368

	ENSG00000279011.1_3
	0
	-4.081598405
	0.000743046
	0.001438368

	ENSG00000249069.7_3
	0
	-4.081598405
	0.000743046
	0.001438368

	ENSG00000245526.10_3
	0
	-4.081598405
	0.000743046
	0.001438368

	ENSG00000232633.4_3
	0
	-4.081598405
	0.000743046
	0.001438368

	ENSG00000279068.1_4
	0
	-4.081598405
	0.000743046
	0.001438368

	ENSG00000217455.8_3
	0
	-4.081598405
	0.000743046
	0.001438368

	ENSG00000233109.4_3
	0
	-4.081598405
	0.000743046
	0.001438368

	ENSG00000007350.16_3
	0
	-4.081598405
	0.000743046
	0.001438368

	ENSG00000065609.14_3
	0.39
	-1.61513382
	0.000746543
	0.001444362

	ENSG00000259055.1_3
	0.22
	-3.366571578
	0.000760769
	0.001468539

	ENSG00000259614.2_3
	0.29
	-3.366571578
	0.000760769
	0.001468539

	ENSG00000198106.8_4
	0.05
	-3.366571578
	0.000760769
	0.001468539

	ENSG00000277450.1_3
	0.8
	-3.366571578
	0.000760769
	0.001468539

	ENSG00000269397.1_4
	0.16
	-3.366571578
	0.000760769
	0.001468539

	ENSG00000267692.1_3
	1.93
	-3.366571578
	0.000760769
	0.001468539

	ENSG00000267091.1_2
	0.2
	-3.366571578
	0.000760769
	0.001468539

	ENSG00000225449.3_2
	0.1
	-3.366571578
	0.000760769
	0.001468539

	ENSG00000250334.5_2
	0.12
	-3.366571578
	0.000760769
	0.001468539

	ENSG00000277795.1_3
	0.2
	-3.366571578
	0.000760769
	0.001468539

	ENSG00000253311.2_3
	0.03
	-3.366571578
	0.000760769
	0.001468539

	ENSG00000202345.1
	2.17
	-3.366571578
	0.000760769
	0.001468539

	ENSG00000183239.5_3
	0.54
	-3.366571578
	0.000760769
	0.001468539

	ENSG00000225286.1_3
	0.31
	-3.366571578
	0.000760769
	0.001468539

	ENSG00000279050.1_3
	2.43
	1.632759243
	0.000771376
	0.001487423

	ENSG00000218305.3_2
	3.42
	1.632759243
	0.000771376
	0.001487423

	ENSG00000257763.1_2
	3.27
	3.092245299
	0.000813514
	0.001562

	ENSG00000271905.1
	31.31
	3.092245299
	0.000813514
	0.001562

	ENSG00000262623.1_3
	6.57
	3.092245299
	0.000813514
	0.001562

	ENSG00000183833.16_3
	0.58
	3.092245299
	0.000813514
	0.001562

	ENSG00000251611.1_3
	7.52
	3.092245299
	0.000813514
	0.001562

	ENSG00000226051.6_2
	2.21
	1.576096458
	0.000820601
	0.001572886

	ENSG00000237226.1_3
	7.9
	1.576096458
	0.000820601
	0.001572886

	ENSG00000227615.1_3
	15.34
	1.576096458
	0.000820601
	0.001572886

	ENSG00000271044.1_3
	9.71
	1.576096458
	0.000820601
	0.001572886

	ENSG00000260022.1_3
	11.54
	1.576096458
	0.000820601
	0.001572886

	ENSG00000109674.3_3
	2.54
	1.576096458
	0.000820601
	0.001572886

	ENSG00000253764.1_3
	7.61
	1.576096458
	0.000820601
	0.001572886

	ENSG00000257496.1_3
	7.84
	1.995302682
	0.000831087
	0.001590451

	ENSG00000262558.1_4
	4.83
	1.995302682
	0.000831087
	0.001590451

	ENSG00000007255.10_3
	5.47
	1.995302682
	0.000831087
	0.001590451

	ENSG00000279099.1_4
	1.95
	1.995302682
	0.000831087
	0.001590451

	ENSG00000165023.6_3
	1
	1.995302682
	0.000831087
	0.001590451

	ENSG00000139985.6_3
	0.64
	-1.689209714
	0.000833888
	0.001595389

	ENSG00000234694.1_3
	5.18
	2.440208571
	0.000845783
	0.001613655

	ENSG00000240823.2
	11.5
	2.440208571
	0.000845783
	0.001613655

	ENSG00000254750.1_2
	2.72
	2.440208571
	0.000845783
	0.001613655

	ENSG00000205810.8_3
	2.98
	2.440208571
	0.000845783
	0.001613655

	ENSG00000130810.19_3
	1.97
	2.440208571
	0.000845783
	0.001613655

	ENSG00000239571.1_3
	8.67
	2.440208571
	0.000845783
	0.001613655

	ENSG00000197953.5_3
	2.3
	2.440208571
	0.000845783
	0.001613655

	ENSG00000240024.5_2
	2.17
	2.440208571
	0.000845783
	0.001613655

	ENSG00000245928.2_3
	2.03
	2.440208571
	0.000845783
	0.001613655

	ENSG00000212468.1
	32.02
	2.440208571
	0.000845783
	0.001613655

	ENSG00000271155.1_3
	2.44
	2.440208571
	0.000845783
	0.001613655

	ENSG00000251807.1
	35.69
	2.440208571
	0.000845783
	0.001613655

	ENSG00000266896.1_4
	3.9
	1.525850279
	0.000861772
	0.001640259

	ENSG00000276740.1_4
	1.06
	-2.305746295
	0.000891901
	0.001692917

	ENSG00000279619.1_4
	0.38
	-2.305746295
	0.000891901
	0.001692917

	ENSG00000188573.7_3
	0.48
	-2.305746295
	0.000891901
	0.001692917

	ENSG00000228594.3_3
	0.7
	-1.78242058
	0.000909382
	0.00172157

	ENSG00000224687.1_2
	0.63
	-1.78242058
	0.000909382
	0.00172157

	ENSG00000256019.1_3
	1.59
	-1.78242058
	0.000909382
	0.00172157

	ENSG00000203362.2_3
	1.48
	-1.78242058
	0.000909382
	0.00172157

	ENSG00000248458.2_3
	1.91
	-1.519309137
	0.000937243
	0.001770135

	ENSG00000267884.1
	1.08
	-1.519309137
	0.000937243
	0.001770135

	ENSG00000233716.1_2
	1.96
	-1.519309137
	0.000937243
	0.001770135

	ENSG00000227934.1_3
	2.14
	-1.903271898
	0.000959795
	0.001808469

	ENSG00000254622.1_3
	1.04
	-1.903271898
	0.000959795
	0.001808469

	ENSG00000277999.1_3
	2.21
	-1.903271898
	0.000959795
	0.001808469

	ENSG00000229491.5_3
	0.9
	-1.903271898
	0.000959795
	0.001808469

	ENSG00000207118.1
	53.45
	1.880623649
	0.000961839
	0.001811139

	ENSG00000222001.2_3
	7.23
	1.880623649
	0.000961839
	0.001811139

	ENSG00000207420.1
	45.59
	1.880623649
	0.000961839
	0.001811139

	ENSG00000187416.11_3
	2.45
	1.880623649
	0.000961839
	0.001811139

	ENSG00000224323.2_2
	2.13
	-2.067800038
	0.000962101
	0.00181116

	ENSG00000248696.1_3
	2.65
	-2.067800038
	0.000962101
	0.00181116

	ENSG00000212360.1
	21.18
	3.802078015
	0.000992104
	0.001855781

	ENSG00000229228.1_3
	3.69
	3.802078015
	0.000992104
	0.001855781

	ENSG00000173239.13_3
	1.46
	3.802078015
	0.000992104
	0.001855781

	ENSG00000207551.1
	22.03
	3.802078015
	0.000992104
	0.001855781

	ENSG00000274591.1_4
	5.99
	3.802078015
	0.000992104
	0.001855781

	ENSG00000283016.1_3
	5.36
	3.802078015
	0.000992104
	0.001855781

	ENSG00000259871.1_4
	1.62
	3.802078015
	0.000992104
	0.001855781

	ENSG00000260798.1_3
	3.92
	3.802078015
	0.000992104
	0.001855781

	ENSG00000229980.4_2
	1.12
	3.802078015
	0.000992104
	0.001855781

	ENSG00000267938.1_2
	6.6
	3.802078015
	0.000992104
	0.001855781

	ENSG00000238567.1
	22.48
	3.802078015
	0.000992104
	0.001855781

	ENSG00000248114.1_3
	3.02
	3.802078015
	0.000992104
	0.001855781

	ENSG00000171587.14_3
	0.26
	3.802078015
	0.000992104
	0.001855781

	ENSG00000279147.1_3
	1.2
	3.802078015
	0.000992104
	0.001855781

	ENSG00000196900.4_3
	4.75
	3.802078015
	0.000992104
	0.001855781

	ENSG00000239992.1_2
	6.97
	3.802078015
	0.000992104
	0.001855781

	ENSG00000254111.2_3
	2.6
	3.802078015
	0.000992104
	0.001855781

	ENSG00000233070.1_4
	2.77
	3.802078015
	0.000992104
	0.001855781

	ENSG00000257302.1_2
	2.09
	4.725820045
	0.001008877
	0.001883251

	ENSG00000229323.1_2
	2.68
	4.725820045
	0.001008877
	0.001883251

	ENSG00000273972.1_3
	3.6
	4.725820045
	0.001008877
	0.001883251

	ENSG00000260681.1_3
	2.94
	4.725820045
	0.001008877
	0.001883251

	ENSG00000184361.12_3
	1.52
	4.725820045
	0.001008877
	0.001883251

	ENSG00000274400.1_3
	4.11
	4.725820045
	0.001008877
	0.001883251

	ENSG00000227292.1_3
	3.15
	4.725820045
	0.001008877
	0.001883251

	ENSG00000232520.1_3
	1.11
	4.725820045
	0.001008877
	0.001883251

	ENSG00000249791.1_3
	5.29
	4.725820045
	0.001008877
	0.001883251

	ENSG00000250603.1_3
	5.05
	4.725820045
	0.001008877
	0.001883251

	ENSG00000280997.1_2
	1.12
	4.725820045
	0.001008877
	0.001883251

	ENSG00000252130.1
	18.3
	-1.576645242
	0.001076778
	0.00200404

	ENSG00000162078.11_3
	4.18
	2.217622261
	0.001103251
	0.002049083

	ENSG00000262050.1_3
	8.29
	2.217622261
	0.001103251
	0.002049083

	ENSG00000227433.1_3
	10
	2.217622261
	0.001103251
	0.002049083

	ENSG00000250740.1_3
	7.6
	2.217622261
	0.001103251
	0.002049083

	ENSG00000233859.2_2
	3.31
	2.217622261
	0.001103251
	0.002049083

	ENSG00000185044.10
	0.27
	-2.615290571
	0.001168971
	0.002160583

	ENSG00000232085.1_3
	1.31
	-2.615290571
	0.001168971
	0.002160583

	ENSG00000259462.2_4
	0.1
	-2.615290571
	0.001168971
	0.002160583

	ENSG00000188013.6_3
	0.46
	-2.615290571
	0.001168971
	0.002160583

	ENSG00000284430.1_2
	0.1
	-2.615290571
	0.001168971
	0.002160583

	ENSG00000232377.1_3
	0.47
	-2.615290571
	0.001168971
	0.002160583

	ENSG00000175170.14_3
	0.29
	-2.615290571
	0.001168971
	0.002160583

	ENSG00000241723.1_3
	0.8
	-2.615290571
	0.001168971
	0.002160583

	ENSG00000198010.12_3
	0.05
	-2.615290571
	0.001168971
	0.002160583

	ENSG00000188710.2_3
	0.3
	-2.615290571
	0.001168971
	0.002160583

	ENSG00000202487.1
	52.99
	1.703107709
	0.00118932
	0.002192019

	ENSG00000184669.8_3
	3.75
	1.703107709
	0.00118932
	0.002192019

	ENSG00000256176.1_3
	16.27
	1.703107709
	0.00118932
	0.002192019

	ENSG00000278912.1_4
	7.91
	1.703107709
	0.00118932
	0.002192019

	ENSG00000177946.5_3
	1.87
	1.703107709
	0.00118932
	0.002192019

	ENSG00000125798.14_3
	1.97
	1.703107709
	0.00118932
	0.002192019

	ENSG00000199319.1
	16.69
	1.703107709
	0.00118932
	0.002192019

	ENSG00000153303.16_3
	1.61
	1.703107709
	0.00118932
	0.002192019

	ENSG00000233834.6_2
	6.95
	1.703107709
	0.00118932
	0.002192019

	ENSG00000217624.2_3
	6.99
	1.703107709
	0.00118932
	0.002192019

	ENSG00000274386.5_4
	0.47
	-1.647373625
	0.001216412
	0.002233112

	ENSG00000265801.1_4
	3.98
	-1.647373625
	0.001216412
	0.002233112

	ENSG00000222808.1
	15.03
	-1.647373625
	0.001216412
	0.002233112

	ENSG00000159259.7_3
	0.38
	-1.647373625
	0.001216412
	0.002233112

	ENSG00000145242.13_4
	0.17
	-1.647373625
	0.001216412
	0.002233112

	ENSG00000183114.7_3
	0
	-3.974742657
	0.001261453
	0.002301749

	ENSG00000233431.1_3
	0
	-3.974742657
	0.001261453
	0.002301749

	ENSG00000226758.1_3
	0
	-3.974742657
	0.001261453
	0.002301749

	ENSG00000229672.2_3
	0
	-3.974742657
	0.001261453
	0.002301749

	ENSG00000199407.1
	0
	-3.974742657
	0.001261453
	0.002301749

	ENSG00000249255.1_2
	0
	-3.974742657
	0.001261453
	0.002301749

	ENSG00000258007.1_3
	0
	-3.974742657
	0.001261453
	0.002301749

	ENSG00000258548.5_2
	0
	-3.974742657
	0.001261453
	0.002301749

	ENSG00000139973.16_3
	0
	-3.974742657
	0.001261453
	0.002301749

	ENSG00000260206.1_3
	0
	-3.974742657
	0.001261453
	0.002301749

	ENSG00000236819.1_2
	0
	-3.974742657
	0.001261453
	0.002301749

	ENSG00000141750.6_3
	0
	-3.974742657
	0.001261453
	0.002301749

	ENSG00000253730.1_3
	0
	-3.974742657
	0.001261453
	0.002301749

	ENSG00000264529.1_3
	0
	-3.974742657
	0.001261453
	0.002301749

	ENSG00000125726.10_3
	0
	-3.974742657
	0.001261453
	0.002301749

	ENSG00000231482.2_3
	0
	-3.974742657
	0.001261453
	0.002301749

	ENSG00000242113.2
	0
	-3.974742657
	0.001261453
	0.002301749

	ENSG00000231453.1_2
	0
	-3.974742657
	0.001261453
	0.002301749

	ENSG00000249177.1_2
	0
	-3.974742657
	0.001261453
	0.002301749

	ENSG00000229892.1_3
	0
	-3.974742657
	0.001261453
	0.002301749

	ENSG00000125531.6_3
	0
	-3.974742657
	0.001261453
	0.002301749

	ENSG00000242082.1_4
	0
	-3.974742657
	0.001261453
	0.002301749

	ENSG00000100427.15_3
	0
	-3.974742657
	0.001261453
	0.002301749

	ENSG00000239263.1_2
	0
	-3.974742657
	0.001261453
	0.002301749

	ENSG00000174899.10_4
	0
	-3.974742657
	0.001261453
	0.002301749

	ENSG00000251688.1_3
	0
	-3.974742657
	0.001261453
	0.002301749

	ENSG00000164129.11_3
	0
	-3.974742657
	0.001261453
	0.002301749

	ENSG00000279755.1_3
	0
	-3.974742657
	0.001261453
	0.002301749

	ENSG00000205644.5_3
	0
	-3.974742657
	0.001261453
	0.002301749

	ENSG00000231102.1_3
	0
	-3.974742657
	0.001261453
	0.002301749

	ENSG00000130368.5_3
	0
	-3.974742657
	0.001261453
	0.002301749

	ENSG00000233901.5_2
	0
	-3.974742657
	0.001261453
	0.002301749

	ENSG00000266514.1
	0
	-3.974742657
	0.001261453
	0.002301749

	ENSG00000255624.2_3
	2.21
	2.632646528
	0.001263461
	0.002302212

	ENSG00000183542.5_3
	3.16
	2.632646528
	0.001263461
	0.002302212

	ENSG00000270000.1_3
	6.81
	2.632646528
	0.001263461
	0.002302212

	ENSG00000259278.1_3
	5.12
	2.632646528
	0.001263461
	0.002302212

	ENSG00000260750.5_3
	2.17
	2.632646528
	0.001263461
	0.002302212

	ENSG00000182352.8_3
	1.16
	2.632646528
	0.001263461
	0.002302212

	ENSG00000152672.7_3
	1.19
	2.632646528
	0.001263461
	0.002302212

	ENSG00000229326.3_3
	5.42
	2.632646528
	0.001263461
	0.002302212

	ENSG00000202016.1
	27.19
	2.632646528
	0.001263461
	0.002302212

	ENSG00000145864.12_3
	0.32
	2.632646528
	0.001263461
	0.002302212

	ENSG00000261730.1_3
	2.3
	2.632646528
	0.001263461
	0.002302212

	ENSG00000255270.1_3
	0.48
	-3.273512898
	0.001276288
	0.002321482

	ENSG00000256482.1_3
	0.54
	-3.273512898
	0.001276288
	0.002321482

	ENSG00000252577.1
	1.87
	-3.273512898
	0.001276288
	0.002321482

	ENSG00000267796.7_3
	0.21
	-3.273512898
	0.001276288
	0.002321482

	ENSG00000233508.2_3
	0.11
	-3.273512898
	0.001276288
	0.002321482

	ENSG00000144891.17_3
	0.08
	-3.273512898
	0.001276288
	0.002321482

	ENSG00000278913.1_3
	0.09
	-3.273512898
	0.001276288
	0.002321482

	ENSG00000176515.1_3
	0.07
	-3.273512898
	0.001276288
	0.002321482

	ENSG00000272273.1_3
	0.46
	-3.273512898
	0.001276288
	0.002321482

	ENSG00000225096.2_3
	0.04
	-3.273512898
	0.001276288
	0.002321482

	ENSG00000227215.1_3
	0.51
	-3.273512898
	0.001276288
	0.002321482

	ENSG00000223485.2_2
	0.26
	-3.273512898
	0.001276288
	0.002321482

	ENSG00000225144.2_3
	0.59
	-3.273512898
	0.001276288
	0.002321482

	ENSG00000230022.1_2
	8.49
	1.632629228
	0.001284366
	0.002334703

	ENSG00000265316.1_3
	9.32
	1.632629228
	0.001284366
	0.002334703

	ENSG00000233214.1_2
	11.97
	1.632629228
	0.001284366
	0.002334703

	ENSG00000231013.1_3
	2.58
	1.632629228
	0.001284366
	0.002334703

	ENSG00000231169.4_2
	2.19
	-1.736599164
	0.001344435
	0.002436226

	ENSG00000157470.11_3
	0.42
	-1.736599164
	0.001344435
	0.002436226

	ENSG00000228157.4_3
	1.01
	-1.736599164
	0.001344435
	0.002436226

	ENSG00000251958.1
	40.79
	2.04765197
	0.001352667
	0.002447764

	ENSG00000272963.1_2
	5.34
	2.04765197
	0.001352667
	0.002447764

	ENSG00000236044.1_2
	9.6
	2.04765197
	0.001352667
	0.002447764

	ENSG00000141668.9_3
	1.24
	2.04765197
	0.001352667
	0.002447764

	ENSG00000088002.11_3
	2.31
	2.04765197
	0.001352667
	0.002447764

	ENSG00000228643.1_3
	9.99
	2.04765197
	0.001352667
	0.002447764

	ENSG00000091181.19_3
	0.6
	2.04765197
	0.001352667
	0.002447764

	ENSG00000269907.1_3
	11.87
	2.04765197
	0.001352667
	0.002447764

	ENSG00000256862.1_3
	8.3
	1.571330823
	0.001364392
	0.002467136

	ENSG00000273687.1_3
	16.96
	1.571330823
	0.001364392
	0.002467136

	ENSG00000175003.12_3
	0.38
	-2.241591899
	0.001401124
	0.002527212

	ENSG00000230694.1_3
	1.61
	-2.241591899
	0.001401124
	0.002527212

	ENSG00000187753.12_3
	0.38
	-2.241591899
	0.001401124
	0.002527212

	ENSG00000182575.7_4
	2.02
	1.517238673
	0.001431991
	0.002573882

	ENSG00000204099.11_3
	1.98
	1.517238673
	0.001431991
	0.002573882

	ENSG00000211662.2_3
	9.76
	1.517238673
	0.001431991
	0.002573882

	ENSG00000221724.1
	67.52
	1.517238673
	0.001431991
	0.002573882

	ENSG00000180592.16_3
	0.19
	-1.852674144
	0.001441493
	0.002589351

	ENSG00000254397.1_3
	2.05
	-1.852674144
	0.001441493
	0.002589351

	ENSG00000104899.7_3
	0.67
	-1.852674144
	0.001441493
	0.002589351

	ENSG00000247746.4_3
	0.28
	-1.852674144
	0.001441493
	0.002589351

	ENSG00000204152.6
	1.6
	-2.011247724
	0.001473883
	0.002640304

	ENSG00000110944.8_3
	0.94
	-2.011247724
	0.001473883
	0.002640304

	ENSG00000203489.3_2
	1.11
	-2.011247724
	0.001473883
	0.002640304

	ENSG00000132429.9_3
	0.73
	-2.011247724
	0.001473883
	0.002640304

	ENSG00000105991.7_3
	0.39
	-2.011247724
	0.001473883
	0.002640304

	ENSG00000082482.13_3
	0.55
	-1.537101645
	0.001546128
	0.002755361

	ENSG00000163347.5_3
	0.56
	-1.537101645
	0.001546128
	0.002755361

	ENSG00000233411.1_4
	13.73
	1.912890808
	0.001584468
	0.00281396

	ENSG00000254477.1_3
	4.73
	1.912890808
	0.001584468
	0.00281396

	ENSG00000258352.1_3
	6.9
	1.912890808
	0.001584468
	0.00281396

	ENSG00000211882.1_3
	70.52
	1.912890808
	0.001584468
	0.00281396

	ENSG00000183798.4_3
	1.1
	1.912890808
	0.001584468
	0.00281396

	ENSG00000163519.13_3
	2.17
	1.912890808
	0.001584468
	0.00281396

	ENSG00000265479.6_3
	0.9
	1.912890808
	0.001584468
	0.00281396

	ENSG00000279302.3_4
	1.6
	1.912890808
	0.001584468
	0.00281396

	ENSG00000198976.1
	38.33
	2.333242638
	0.00173346
	0.003052278

	ENSG00000256001.1_3
	6.3
	2.333242638
	0.00173346
	0.003052278

	ENSG00000258951.1_2
	2.61
	2.333242638
	0.00173346
	0.003052278

	ENSG00000240041.1_2
	69.17
	2.333242638
	0.00173346
	0.003052278

	ENSG00000227161.1_4
	32.8
	2.333242638
	0.00173346
	0.003052278

	ENSG00000177455.12_3
	1.63
	2.333242638
	0.00173346
	0.003052278

	ENSG00000261156.6_3
	2.94
	2.333242638
	0.00173346
	0.003052278

	ENSG00000134762.16_3
	0.45
	2.333242638
	0.00173346
	0.003052278

	ENSG00000267311.1_4
	2.89
	2.333242638
	0.00173346
	0.003052278

	ENSG00000244474.5_3
	1.33
	2.333242638
	0.00173346
	0.003052278

	ENSG00000175730.8_2
	5
	2.333242638
	0.00173346
	0.003052278

	ENSG00000174564.12_3
	1.55
	2.333242638
	0.00173346
	0.003052278

	ENSG00000249908.2_2
	13.31
	2.333242638
	0.00173346
	0.003052278

	ENSG00000240905.2
	10.75
	2.333242638
	0.00173346
	0.003052278

	ENSG00000252719.1
	24.29
	2.333242638
	0.00173346
	0.003052278

	ENSG00000202496.1
	15.02
	2.954825707
	0.001783641
	0.003130708

	ENSG00000228027.1_3
	10.03
	2.954825707
	0.001783641
	0.003130708

	ENSG00000226699.1_3
	13.3
	2.954825707
	0.001783641
	0.003130708

	ENSG00000254459.1_4
	4.18
	2.954825707
	0.001783641
	0.003130708

	ENSG00000257752.1_3
	3.48
	2.954825707
	0.001783641
	0.003130708

	ENSG00000207460.1
	26.6
	2.954825707
	0.001783641
	0.003130708

	ENSG00000261346.1_4
	3.5
	2.954825707
	0.001783641
	0.003130708

	ENSG00000264125.1_3
	3.51
	2.954825707
	0.001783641
	0.003130708

	ENSG00000267141.1_3
	4.03
	2.954825707
	0.001783641
	0.003130708

	ENSG00000267769.1_3
	4.8
	2.954825707
	0.001783641
	0.003130708

	ENSG00000238000.1_3
	3.4
	2.954825707
	0.001783641
	0.003130708

	ENSG00000246130.1_3
	0.93
	2.954825707
	0.001783641
	0.003130708

	ENSG00000227907.1_3
	9.75
	1.802585143
	0.001796546
	0.003150677

	ENSG00000259512.3_2
	4.56
	1.802585143
	0.001796546
	0.003150677

	ENSG00000259548.1_3
	8.17
	1.802585143
	0.001796546
	0.003150677

	ENSG00000131951.10_3
	0.1
	-2.537331565
	0.001887967
	0.003295392

	ENSG00000177508.11_3
	0.19
	-2.537331565
	0.001887967
	0.003295392

	ENSG00000279142.1_3
	0.2
	-2.537331565
	0.001887967
	0.003295392

	ENSG00000248383.4_3
	0.07
	-2.537331565
	0.001887967
	0.003295392

	ENSG00000236081.1_2
	0.49
	-2.537331565
	0.001887967
	0.003295392

	ENSG00000253582.1_3
	0.97
	-2.537331565
	0.001887967
	0.003295392

	ENSG00000149403.12_3
	0.24
	-1.689319629
	0.001977578
	0.003438915

	ENSG00000201700.2
	20.12
	-1.689319629
	0.001977578
	0.003438915

	ENSG00000237276.8_2
	2.48
	1.71079258
	0.00198133
	0.00344088

	ENSG00000214851.4_2
	2.1
	1.71079258
	0.00198133
	0.00344088

	ENSG00000241217.2
	15.76
	1.71079258
	0.00198133
	0.00344088

	ENSG00000258872.2_2
	4.59
	1.71079258
	0.00198133
	0.00344088

	ENSG00000275601.1_4
	7.32
	1.71079258
	0.00198133
	0.00344088

	ENSG00000270218.1_3
	7.9
	1.71079258
	0.00198133
	0.00344088

	ENSG00000258632.2_3
	10.69
	1.71079258
	0.00198133
	0.00344088

	ENSG00000260924.2_3
	3.22
	1.71079258
	0.00198133
	0.00344088

	ENSG00000114631.10_3
	2.13
	1.71079258
	0.00198133
	0.00344088

	ENSG00000240535.8_4
	2.25
	1.71079258
	0.00198133
	0.00344088

	ENSG00000251169.2_2
	4.2
	1.71079258
	0.00198133
	0.00344088

	ENSG00000120949.14_3
	0.07
	-3.173938577
	0.002141703
	0.003686272

	ENSG00000233825.1_3
	0.64
	-3.173938577
	0.002141703
	0.003686272

	ENSG00000166220.12_3
	0.15
	-3.173938577
	0.002141703
	0.003686272

	ENSG00000283141.1_3
	0.24
	-3.173938577
	0.002141703
	0.003686272

	ENSG00000255410.1_3
	0.5
	-3.173938577
	0.002141703
	0.003686272

	ENSG00000244131.2_2
	0.38
	-3.173938577
	0.002141703
	0.003686272

	ENSG00000179256.2_3
	0.12
	-3.173938577
	0.002141703
	0.003686272

	ENSG00000207622.1
	2.47
	-3.173938577
	0.002141703
	0.003686272

	ENSG00000275226.1_2
	0.07
	-3.173938577
	0.002141703
	0.003686272

	ENSG00000260910.1_2
	0.1
	-3.173938577
	0.002141703
	0.003686272

	ENSG00000140274.13_3
	0.14
	-3.173938577
	0.002141703
	0.003686272

	ENSG00000274383.1_3
	0.48
	-3.173938577
	0.002141703
	0.003686272

	ENSG00000197696.9_3
	0.24
	-3.173938577
	0.002141703
	0.003686272

	ENSG00000237380.6_4
	0.17
	-3.173938577
	0.002141703
	0.003686272

	ENSG00000131055.4_3
	0.35
	-3.173938577
	0.002141703
	0.003686272

	ENSG00000221506.1
	3.5
	-3.173938577
	0.002141703
	0.003686272

	ENSG00000244286.1_3
	0.53
	-3.173938577
	0.002141703
	0.003686272

	ENSG00000184139.8_2
	0.43
	-3.173938577
	0.002141703
	0.003686272

	ENSG00000248907.1_2
	0.24
	-3.173938577
	0.002141703
	0.003686272

	ENSG00000086717.18_3
	0.08
	-3.173938577
	0.002141703
	0.003686272

	ENSG00000271907.1
	1.9
	-3.173938577
	0.002141703
	0.003686272

	ENSG00000233189.1_2
	10.71
	1.632685407
	0.00214268
	0.003686272

	ENSG00000242951.1_3
	12.18
	1.632685407
	0.00214268
	0.003686272

	ENSG00000262708.1_3
	8.24
	1.632685407
	0.00214268
	0.003686272

	ENSG00000236489.1_3
	16.37
	1.632685407
	0.00214268
	0.003686272

	ENSG00000251045.1_2
	2.29
	1.632685407
	0.00214268
	0.003686272

	ENSG00000227518.5_4
	1.67
	1.632685407
	0.00214268
	0.003686272

	ENSG00000237624.1_2
	0
	-3.859222087
	0.002148936
	0.003686272

	ENSG00000226822.2_3
	0
	-3.859222087
	0.002148936
	0.003686272

	ENSG00000162746.14_3
	0
	-3.859222087
	0.002148936
	0.003686272

	ENSG00000264802.1
	0
	-3.859222087
	0.002148936
	0.003686272

	ENSG00000238266.1_2
	0
	-3.859222087
	0.002148936
	0.003686272

	ENSG00000231906.1_3
	0
	-3.859222087
	0.002148936
	0.003686272

	ENSG00000175544.13_3
	0
	-3.859222087
	0.002148936
	0.003686272

	ENSG00000183150.7_3
	0
	-3.859222087
	0.002148936
	0.003686272

	ENSG00000256849.1_3
	0
	-3.859222087
	0.002148936
	0.003686272

	ENSG00000205592.13_4
	0
	-3.859222087
	0.002148936
	0.003686272

	ENSG00000266539.1
	0
	-3.859222087
	0.002148936
	0.003686272

	ENSG00000274718.1_3
	0
	-3.859222087
	0.002148936
	0.003686272

	ENSG00000156886.11_3
	0
	-3.859222087
	0.002148936
	0.003686272

	ENSG00000266795.2
	0
	-3.859222087
	0.002148936
	0.003686272

	ENSG00000249406.1_3
	0
	-3.859222087
	0.002148936
	0.003686272

	ENSG00000267287.1_3
	0
	-3.859222087
	0.002148936
	0.003686272

	ENSG00000172000.7_3
	0
	-3.859222087
	0.002148936
	0.003686272

	ENSG00000267986.1_3
	0
	-3.859222087
	0.002148936
	0.003686272

	ENSG00000228629.2_3
	0
	-3.859222087
	0.002148936
	0.003686272

	ENSG00000234362.5_2
	0
	-3.859222087
	0.002148936
	0.003686272

	ENSG00000258910.2_2
	0
	-3.859222087
	0.002148936
	0.003686272

	ENSG00000223190.1
	0
	-3.859222087
	0.002148936
	0.003686272

	ENSG00000237484.5_2
	0
	-3.859222087
	0.002148936
	0.003686272

	ENSG00000231480.1_2
	0
	-3.859222087
	0.002148936
	0.003686272

	ENSG00000249386.1_2
	0
	-3.859222087
	0.002148936
	0.003686272

	ENSG00000261039.2_3
	0
	-3.859222087
	0.002148936
	0.003686272

	ENSG00000004846.16_3
	0
	-3.859222087
	0.002148936
	0.003686272

	ENSG00000234707.2_3
	0
	-3.859222087
	0.002148936
	0.003686272

	ENSG00000006377.10_3
	0
	-3.859222087
	0.002148936
	0.003686272

	ENSG00000266446.1_4
	0
	-3.859222087
	0.002148936
	0.003686272

	ENSG00000204446.4_2
	0
	-3.859222087
	0.002148936
	0.003686272

	ENSG00000266060.1
	0
	-3.859222087
	0.002148936
	0.003686272

	ENSG00000223516.1_3
	0
	-3.859222087
	0.002148936
	0.003686272

	ENSG00000227811.2_3
	0.57
	-1.800187043
	0.002155591
	0.003695054

	ENSG00000198075.9_3
	0.66
	-1.800187043
	0.002155591
	0.003695054

	ENSG00000125820.5_3
	0.58
	-1.800187043
	0.002155591
	0.003695054

	ENSG00000234358.1_3
	1.6
	-1.800187043
	0.002155591
	0.003695054

	ENSG00000257058.1_3
	8.76
	2.118145208
	0.002190135
	0.003746262

	ENSG00000254550.1_3
	6.96
	2.118145208
	0.002190135
	0.003746262

	ENSG00000170627.10_3
	2.05
	2.118145208
	0.002190135
	0.003746262

	ENSG00000211858.1_3
	60.11
	2.118145208
	0.002190135
	0.003746262

	ENSG00000265110.1
	48.95
	2.118145208
	0.002190135
	0.003746262

	ENSG00000236969.2_2
	6.44
	2.118145208
	0.002190135
	0.003746262

	ENSG00000239089.1
	30.87
	2.118145208
	0.002190135
	0.003746262

	ENSG00000211652.2_3
	8.9
	2.118145208
	0.002190135
	0.003746262

	ENSG00000229875.1_2
	10.05
	2.118145208
	0.002190135
	0.003746262

	ENSG00000262319.1_3
	0.27
	-2.174451353
	0.002192062
	0.003746893

	ENSG00000170579.16_4
	0.1
	-2.174451353
	0.002192062
	0.003746893

	ENSG00000251076.1_3
	1.03
	-2.174451353
	0.002192062
	0.003746893

	ENSG00000122679.8_3
	0.51
	-2.174451353
	0.002192062
	0.003746893

	ENSG00000253250.2_3
	0.82
	-2.174451353
	0.002192062
	0.003746893

	ENSG00000150337.13_3
	0.45
	-1.952331491
	0.002248517
	0.003826619

	ENSG00000263961.6_1
	0.55
	-1.952331491
	0.002248517
	0.003826619

	ENSG00000215921.1
	10.53
	-1.952331491
	0.002248517
	0.003826619

	ENSG00000279837.1_4
	1.27
	-1.952331491
	0.002248517
	0.003826619

	ENSG00000262732.1_3
	0.2
	-1.952331491
	0.002248517
	0.003826619

	ENSG00000183914.14_3
	0.06
	-1.952331491
	0.002248517
	0.003826619

	ENSG00000228551.1_2
	4.35
	-1.952331491
	0.002248517
	0.003826619

	ENSG00000249274.1_2
	0.97
	-1.952331491
	0.002248517
	0.003826619

	ENSG00000183171.5_3
	0.46
	-1.952331491
	0.002248517
	0.003826619

	ENSG00000233589.1_3
	2.04
	3.632259869
	0.00225461
	0.003826619

	ENSG00000255521.1_3
	1.78
	3.632259869
	0.00225461
	0.003826619

	ENSG00000187726.8_3
	0.6
	3.632259869
	0.00225461
	0.003826619

	ENSG00000200855.1
	19.2
	3.632259869
	0.00225461
	0.003826619

	ENSG00000225342.2_3
	0.86
	3.632259869
	0.00225461
	0.003826619

	ENSG00000151948.11_3
	0.63
	3.632259869
	0.00225461
	0.003826619

	ENSG00000174015.9_4
	0.92
	3.632259869
	0.00225461
	0.003826619

	ENSG00000269930.1_3
	2.47
	3.632259869
	0.00225461
	0.003826619

	ENSG00000223313.1
	18.83
	3.632259869
	0.00225461
	0.003826619

	ENSG00000260650.1_3
	3.53
	3.632259869
	0.00225461
	0.003826619

	ENSG00000262759.1_2
	7.62
	3.632259869
	0.00225461
	0.003826619

	ENSG00000267712.5_3
	0.68
	3.632259869
	0.00225461
	0.003826619

	ENSG00000187957.7_3
	0.6
	3.632259869
	0.00225461
	0.003826619

	ENSG00000243135.6_3
	0.83
	3.632259869
	0.00225461
	0.003826619

	ENSG00000230698.1_3
	3.6
	3.632259869
	0.00225461
	0.003826619

	ENSG00000207651.1
	22.77
	3.632259869
	0.00225461
	0.003826619

	ENSG00000251584.1_3
	2.47
	3.632259869
	0.00225461
	0.003826619

	ENSG00000207490.1
	18.83
	3.632259869
	0.00225461
	0.003826619

	ENSG00000228231.2_3
	4.66
	3.632259869
	0.00225461
	0.003826619

	ENSG00000236928.3_3
	3.76
	3.632259869
	0.00225461
	0.003826619

	ENSG00000229018.5_2
	1.47
	3.632259869
	0.00225461
	0.003826619

	ENSG00000242435.1_2
	3.85
	3.632259869
	0.00225461
	0.003826619

	ENSG00000204860.4_3
	0.57
	3.632259869
	0.00225461
	0.003826619

	ENSG00000207737.1
	22
	3.632259869
	0.00225461
	0.003826619

	ENSG00000265033.1
	6.71
	3.632259869
	0.00225461
	0.003826619

	ENSG00000228955.2_4
	23.15
	1.565555
	0.002276943
	0.003860439

	ENSG00000267296.2_4
	2.34
	1.565555
	0.002276943
	0.003860439

	ENSG00000279368.1_3
	2.8
	1.565555
	0.002276943
	0.003860439

	ENSG00000267055.1_3
	7.67
	1.565555
	0.002276943
	0.003860439

	ENSG00000279151.1_3
	4.22
	4.533092536
	0.002285718
	0.003865328

	ENSG00000265744.1
	25.2
	4.533092536
	0.002285718
	0.003865328

	ENSG00000254497.1_3
	3.01
	4.533092536
	0.002285718
	0.003865328

	ENSG00000168070.11_3
	1.35
	4.533092536
	0.002285718
	0.003865328

	ENSG00000222297.1
	17.13
	4.533092536
	0.002285718
	0.003865328

	ENSG00000211978.2_2
	5.81
	4.533092536
	0.002285718
	0.003865328

	ENSG00000275674.1_4
	3.31
	4.533092536
	0.002285718
	0.003865328

	ENSG00000205362.11_3
	4.33
	4.533092536
	0.002285718
	0.003865328

	ENSG00000275393.1_4
	3.21
	4.533092536
	0.002285718
	0.003865328

	ENSG00000267742.1_2
	2.58
	4.533092536
	0.002285718
	0.003865328

	ENSG00000230327.1_2
	2.36
	4.533092536
	0.002285718
	0.003865328

	ENSG00000239923.2
	5.91
	4.533092536
	0.002285718
	0.003865328

	ENSG00000200871.1
	16.01
	4.533092536
	0.002285718
	0.003865328

	ENSG00000254391.1_3
	3.74
	4.533092536
	0.002285718
	0.003865328

	ENSG00000112195.8_3
	0.52
	4.533092536
	0.002285718
	0.003865328

	ENSG00000214544.7_2
	0.49
	4.533092536
	0.002285718
	0.003865328

	ENSG00000221048.1
	11.58
	4.533092536
	0.002285718
	0.003865328

	ENSG00000146809.12_3
	0.35
	4.533092536
	0.002285718
	0.003865328

	ENSG00000211715.1_2
	4.99
	4.533092536
	0.002285718
	0.003865328

	ENSG00000227159.8_2
	1.31
	4.533092536
	0.002285718
	0.003865328

	ENSG00000229163.2_2
	1.57
	4.533092536
	0.002285718
	0.003865328

	ENSG00000135437.9_3
	4.13
	1.507170075
	0.002386496
	0.004020209

	ENSG00000136149.6_2
	8.8
	1.507170075
	0.002386496
	0.004020209

	ENSG00000217181.1_3
	11.24
	1.507170075
	0.002386496
	0.004020209

	ENSG00000237513.1_3
	6.04
	1.507170075
	0.002386496
	0.004020209

	ENSG00000275549.1_3
	3.17
	1.507170075
	0.002386496
	0.004020209

	ENSG00000236385.1_3
	2.37
	-1.559918243
	0.00255129
	0.004264966

	ENSG00000104221.12_3
	0.63
	-1.559918243
	0.00255129
	0.004264966

	ENSG00000111537.4_3
	3.01
	1.954497684
	0.002614204
	0.004355009

	ENSG00000167748.10_3
	4.24
	1.954497684
	0.002614204
	0.004355009

	ENSG00000244675.2_3
	1.24
	1.954497684
	0.002614204
	0.004355009

	ENSG00000248925.1_3
	7.03
	1.954497684
	0.002614204
	0.004355009

	ENSG00000165197.4_3
	1.8
	1.954497684
	0.002614204
	0.004355009

	ENSG00000231866.2_3
	15.38
	2.50705736
	0.002662384
	0.004417937

	ENSG00000225169.1_2
	7.12
	2.50705736
	0.002662384
	0.004417937

	ENSG00000231440.1_4
	3.99
	2.50705736
	0.002662384
	0.004417937

	ENSG00000279586.1_3
	2.94
	2.50705736
	0.002662384
	0.004417937

	ENSG00000276854.1_4
	4.85
	2.50705736
	0.002662384
	0.004417937

	ENSG00000260729.1_4
	0.62
	2.50705736
	0.002662384
	0.004417937

	ENSG00000259764.1_3
	4.21
	2.50705736
	0.002662384
	0.004417937

	ENSG00000102962.4_3
	0.92
	2.50705736
	0.002662384
	0.004417937

	ENSG00000265279.1_2
	2.86
	2.50705736
	0.002662384
	0.004417937

	ENSG00000226649.1_3
	6.19
	2.50705736
	0.002662384
	0.004417937

	ENSG00000275401.1_3
	3.74
	2.50705736
	0.002662384
	0.004417937

	ENSG00000039537.13_3
	0.71
	2.50705736
	0.002662384
	0.004417937

	ENSG00000248493.1_2
	3.43
	2.50705736
	0.002662384
	0.004417937

	ENSG00000271911.1_3
	1.31
	2.50705736
	0.002662384
	0.004417937

	ENSG00000243621.1_3
	15.93
	2.50705736
	0.002662384
	0.004417937

	ENSG00000270672.1_3
	1.86
	2.50705736
	0.002662384
	0.004417937

	ENSG00000251521.2_3
	2.76
	2.50705736
	0.002662384
	0.004417937

	ENSG00000233013.10_3
	1.44
	2.50705736
	0.002662384
	0.004417937

	ENSG00000262049.1_3
	0.74
	-1.640391372
	0.002895526
	0.004778444

	ENSG00000238673.1
	15.62
	-1.640391372
	0.002895526
	0.004778444

	ENSG00000243403.1_3
	11.25
	1.825388367
	0.002988699
	0.004918149

	ENSG00000244437.1_3
	8.86
	1.825388367
	0.002988699
	0.004918149

	ENSG00000280187.1_3
	1.27
	1.825388367
	0.002988699
	0.004918149

	ENSG00000263597.1
	35.6
	1.825388367
	0.002988699
	0.004918149

	ENSG00000231087.2_2
	3.72
	1.825388367
	0.002988699
	0.004918149

	ENSG00000162490.6_3
	0.07
	-2.454838462
	0.003040443
	0.004993621

	ENSG00000117245.12_3
	0.12
	-2.454838462
	0.003040443
	0.004993621

	ENSG00000233114.2_3
	2.17
	-2.454838462
	0.003040443
	0.004993621

	ENSG00000254602.1_4
	0.18
	-2.454838462
	0.003040443
	0.004993621

	ENSG00000246731.2_3
	0.2
	-2.454838462
	0.003040443
	0.004993621

	ENSG00000235129.1_2
	1.29
	-2.454838462
	0.003040443
	0.004993621

	ENSG00000251400.1_2
	0.32
	-2.454838462
	0.003040443
	0.004993621

	ENSG00000251756.1
	11.13
	-1.745718064
	0.003207309
	0.005252143

	ENSG00000116039.11_3
	0.65
	-1.745718064
	0.003207309
	0.005252143

	ENSG00000224905.6_4
	0.92
	-1.745718064
	0.003207309
	0.005252143

	ENSG00000278351.1_4
	16.38
	1.720173269
	0.003314263
	0.005410102

	ENSG00000211878.1_3
	69.35
	1.720173269
	0.003314263
	0.005410102

	ENSG00000259417.2_4
	0.6
	1.720173269
	0.003314263
	0.005410102

	ENSG00000251819.1
	40.4
	1.720173269
	0.003314263
	0.005410102

	ENSG00000262495.1_3
	10
	1.720173269
	0.003314263
	0.005410102

	ENSG00000263787.1_3
	6.06
	1.720173269
	0.003314263
	0.005410102

	ENSG00000276934.1_4
	8.61
	1.720173269
	0.003314263
	0.005410102

	ENSG00000144406.18_3
	0.31
	1.720173269
	0.003314263
	0.005410102

	ENSG00000164051.13_3
	2.41
	1.720173269
	0.003314263
	0.005410102

	ENSG00000217653.1_3
	5.51
	1.720173269
	0.003314263
	0.005410102

	ENSG00000169306.9_3
	1.13
	1.720173269
	0.003314263
	0.005410102

	ENSG00000180861.9_2
	0.32
	-1.890965252
	0.003412135
	0.005552603

	ENSG00000175697.10_3
	0.22
	-1.890965252
	0.003412135
	0.005552603

	ENSG00000230575.1_3
	1.93
	-2.104100672
	0.003412715
	0.005552603

	ENSG00000017427.15_3
	0.09
	-2.104100672
	0.003412715
	0.005552603

	ENSG00000139971.15_4
	0.11
	-2.104100672
	0.003412715
	0.005552603

	ENSG00000177699.4_3
	0.39
	-2.104100672
	0.003412715
	0.005552603

	ENSG00000260089.2_2
	0.87
	-2.104100672
	0.003412715
	0.005552603

	ENSG00000266149.1_3
	1.19
	-2.104100672
	0.003412715
	0.005552603

	ENSG00000263952.5_3
	0.92
	-2.104100672
	0.003412715
	0.005552603

	ENSG00000251705.1
	4.83
	-2.104100672
	0.003412715
	0.005552603

	ENSG00000044012.3_3
	4.92
	2.217834468
	0.003516426
	0.005702062

	ENSG00000110169.10_3
	1.78
	2.217834468
	0.003516426
	0.005702062

	ENSG00000259290.1_4
	8.25
	2.217834468
	0.003516426
	0.005702062

	ENSG00000258102.3_3
	4.45
	2.217834468
	0.003516426
	0.005702062

	ENSG00000211844.1_3
	44.5
	2.217834468
	0.003516426
	0.005702062

	ENSG00000259577.1_2
	1.4
	2.217834468
	0.003516426
	0.005702062

	ENSG00000261187.1_4
	2.59
	2.217834468
	0.003516426
	0.005702062

	ENSG00000246898.1_2
	1.37
	2.217834468
	0.003516426
	0.005702062

	ENSG00000166596.14_3
	1.25
	2.217834468
	0.003516426
	0.005702062

	ENSG00000267221.2_4
	0.78
	2.217834468
	0.003516426
	0.005702062

	ENSG00000263004.1_3
	4.12
	2.217834468
	0.003516426
	0.005702062

	ENSG00000233393.1_3
	1.26
	2.217834468
	0.003516426
	0.005702062

	ENSG00000219682.4_3
	2.1
	2.217834468
	0.003516426
	0.005702062

	ENSG00000196329.11_3
	1.22
	2.217834468
	0.003516426
	0.005702062

	ENSG00000252832.1
	42.36
	1.632754074
	0.003588043
	0.005786967

	ENSG00000255277.3_2
	4.09
	1.632754074
	0.003588043
	0.005786967

	ENSG00000236525.1_3
	3.67
	1.632754074
	0.003588043
	0.005786967

	ENSG00000149488.12_3
	1.39
	1.632754074
	0.003588043
	0.005786967

	ENSG00000160188.9_3
	3.08
	1.632754074
	0.003588043
	0.005786967

	ENSG00000249417.1_4
	10.44
	1.632754074
	0.003588043
	0.005786967

	ENSG00000250350.1_3
	27.03
	1.632754074
	0.003588043
	0.005786967

	ENSG00000272109.1_3
	9.29
	1.632754074
	0.003588043
	0.005786967

	ENSG00000253852.1_3
	7.14
	1.632754074
	0.003588043
	0.005786967

	ENSG00000214827.9_3
	1.84
	1.632754074
	0.003588043
	0.005786967

	ENSG00000284693.1_1
	0.1
	-3.067082829
	0.003590434
	0.005786967

	ENSG00000252895.1
	2.78
	-3.067082829
	0.003590434
	0.005786967

	ENSG00000227165.7_3
	0.07
	-3.067082829
	0.003590434
	0.005786967

	ENSG00000279675.1_3
	0.05
	-3.067082829
	0.003590434
	0.005786967

	ENSG00000260209.1_3
	0.16
	-3.067082829
	0.003590434
	0.005786967

	ENSG00000245667.2_3
	0.44
	-3.067082829
	0.003590434
	0.005786967

	ENSG00000258966.1_2
	0.92
	-3.067082829
	0.003590434
	0.005786967

	ENSG00000201500.1
	3.14
	-3.067082829
	0.003590434
	0.005786967

	ENSG00000201318.1
	3.4
	-3.067082829
	0.003590434
	0.005786967

	ENSG00000248079.2_3
	0.17
	-3.067082829
	0.003590434
	0.005786967

	ENSG00000252246.1
	2.23
	-3.067082829
	0.003590434
	0.005786967

	ENSG00000232742.3_2
	0.42
	-3.067082829
	0.003590434
	0.005786967

	ENSG00000234509.1_2
	0.11
	-3.067082829
	0.003590434
	0.005786967

	ENSG00000280095.1_3
	0.51
	-3.067082829
	0.003590434
	0.005786967

	ENSG00000237517.9_3
	0.04
	-3.067082829
	0.003590434
	0.005786967

	ENSG00000265355.1
	3.14
	-3.067082829
	0.003590434
	0.005786967

	ENSG00000155011.8_3
	0.06
	-3.067082829
	0.003590434
	0.005786967

	ENSG00000250938.5_4
	0.07
	-3.067082829
	0.003590434
	0.005786967

	ENSG00000146005.3_3
	0.05
	-3.067082829
	0.003590434
	0.005786967

	ENSG00000204248.10_3
	0.04
	-3.067082829
	0.003590434
	0.005786967

	ENSG00000273186.1_4
	0.6
	-3.067082829
	0.003590434
	0.005786967

	ENSG00000124343.12_3
	0.1
	-3.067082829
	0.003590434
	0.005786967

	ENSG00000231784.8_3
	0.64
	-1.514096827
	0.003667819
	0.005877713

	ENSG00000177294.6_3
	1.02
	-1.514096827
	0.003667819
	0.005877713

	ENSG00000267049.1_3
	4.01
	-1.514096827
	0.003667819
	0.005877713

	ENSG00000174365.19_2
	1.15
	-1.514096827
	0.003667819
	0.005877713

	ENSG00000081041.8_3
	1.41
	-1.514096827
	0.003667819
	0.005877713

	ENSG00000197921.5_3
	0
	-3.733762933
	0.003669945
	0.005877713

	ENSG00000237928.5_3
	0
	-3.733762933
	0.003669945
	0.005877713

	ENSG00000261737.1_3
	0
	-3.733762933
	0.003669945
	0.005877713

	ENSG00000185904.11_2
	0
	-3.733762933
	0.003669945
	0.005877713

	ENSG00000263399.1
	0
	-3.733762933
	0.003669945
	0.005877713

	ENSG00000279770.1_2
	0
	-3.733762933
	0.003669945
	0.005877713

	ENSG00000259426.5_3
	0
	-3.733762933
	0.003669945
	0.005877713

	ENSG00000273923.1_4
	0
	-3.733762933
	0.003669945
	0.005877713

	ENSG00000264771.1
	0
	-3.733762933
	0.003669945
	0.005877713

	ENSG00000263331.1_3
	0
	-3.733762933
	0.003669945
	0.005877713

	ENSG00000280177.1_3
	0
	-3.733762933
	0.003669945
	0.005877713

	ENSG00000242067.1_3
	0
	-3.733762933
	0.003669945
	0.005877713

	ENSG00000283108.1_3
	0
	-3.733762933
	0.003669945
	0.005877713

	ENSG00000105198.10_3
	0
	-3.733762933
	0.003669945
	0.005877713

	ENSG00000228613.1_4
	0
	-3.733762933
	0.003669945
	0.005877713

	ENSG00000283766.1_1
	0
	-3.733762933
	0.003669945
	0.005877713

	ENSG00000270930.1_2
	0
	-3.733762933
	0.003669945
	0.005877713

	ENSG00000272551.1_3
	0
	-3.733762933
	0.003669945
	0.005877713

	ENSG00000227107.1_3
	0
	-3.733762933
	0.003669945
	0.005877713

	ENSG00000229042.2_3
	0
	-3.733762933
	0.003669945
	0.005877713

	ENSG00000230479.1_4
	0
	-3.733762933
	0.003669945
	0.005877713

	ENSG00000169548.3_3
	0
	-3.733762933
	0.003669945
	0.005877713

	ENSG00000231383.2_3
	0
	-3.733762933
	0.003669945
	0.005877713

	ENSG00000152592.13_4
	0
	-3.733762933
	0.003669945
	0.005877713

	ENSG00000248869.5_3
	0
	-3.733762933
	0.003669945
	0.005877713

	ENSG00000249247.1_2
	0
	-3.733762933
	0.003669945
	0.005877713

	ENSG00000250482.3_2
	0
	-3.733762933
	0.003669945
	0.005877713

	ENSG00000205883.2_2
	0
	-3.733762933
	0.003669945
	0.005877713

	ENSG00000205882.8_3
	0
	-3.733762933
	0.003669945
	0.005877713

	ENSG00000078725.12_3
	0
	-3.733762933
	0.003669945
	0.005877713

	ENSG00000264877.1
	0
	-3.733762933
	0.003669945
	0.005877713

	ENSG00000264744.1
	0
	-3.733762933
	0.003669945
	0.005877713

	ENSG00000266827.1
	0
	-3.733762933
	0.003669945
	0.005877713

	ENSG00000221870.2_3
	0
	-3.733762933
	0.003669945
	0.005877713

	ENSG00000272449.1_3
	4.67
	1.558729369
	0.003811679
	0.006077065

	ENSG00000261114.1_4
	6.65
	1.558729369
	0.003811679
	0.006077065

	ENSG00000204311.12_3
	2.81
	1.558729369
	0.003811679
	0.006077065

	ENSG00000226935.6_2
	5.35
	1.558729369
	0.003811679
	0.006077065

	ENSG00000233010.1_2
	7.72
	1.558729369
	0.003811679
	0.006077065

	ENSG00000227188.1_3
	9.34
	1.558729369
	0.003811679
	0.006077065

	ENSG00000248936.1_3
	8.71
	1.558729369
	0.003811679
	0.006077065

	ENSG00000174123.10_3
	1.12
	1.558729369
	0.003811679
	0.006077065

	ENSG00000121895.7_4
	2.4
	1.558729369
	0.003811679
	0.006077065

	ENSG00000236709.1_3
	6.62
	1.558729369
	0.003811679
	0.006077065

	ENSG00000242860.2
	7.54
	2.802754225
	0.003898926
	0.006191548

	ENSG00000206921.1
	20.59
	2.802754225
	0.003898926
	0.006191548

	ENSG00000231691.1_3
	4.94
	2.802754225
	0.003898926
	0.006191548

	ENSG00000234109.1_2
	3.23
	2.802754225
	0.003898926
	0.006191548

	ENSG00000226734.1_2
	10.34
	2.802754225
	0.003898926
	0.006191548

	ENSG00000111291.8_3
	2.12
	2.802754225
	0.003898926
	0.006191548

	ENSG00000205056.8_4
	0.21
	2.802754225
	0.003898926
	0.006191548

	ENSG00000140057.8_3
	0.51
	2.802754225
	0.003898926
	0.006191548

	ENSG00000265683.1_3
	3.03
	2.802754225
	0.003898926
	0.006191548

	ENSG00000261222.2_3
	0.61
	2.802754225
	0.003898926
	0.006191548

	ENSG00000206687.1
	14.98
	2.802754225
	0.003898926
	0.006191548

	ENSG00000272555.1_3
	4.84
	2.802754225
	0.003898926
	0.006191548

	ENSG00000228670.4_2
	3.03
	2.802754225
	0.003898926
	0.006191548

	ENSG00000232687.1_2
	4.51
	2.802754225
	0.003898926
	0.006191548

	ENSG00000233733.1_2
	5.59
	2.802754225
	0.003898926
	0.006191548

	ENSG00000233893.1_3
	10.15
	2.802754225
	0.003898926
	0.006191548

	ENSG00000237818.1_2
	2.86
	2.802754225
	0.003898926
	0.006191548

	ENSG00000224595.1_3
	3.78
	2.802754225
	0.003898926
	0.006191548

	ENSG00000203989.4_3
	0.77
	2.802754225
	0.003898926
	0.006191548

	ENSG00000229656.6_3
	1.4
	-1.589793617
	0.004215864
	0.00663138

	ENSG00000065057.7_3
	1.38
	-1.589793617
	0.004215864
	0.00663138

	ENSG00000113262.14_3
	0.24
	-1.589793617
	0.004215864
	0.00663138

	ENSG00000240553.1_4
	4.78
	2.011179275
	0.004302925
	0.006747856

	ENSG00000117400.16_3
	1.67
	2.011179275
	0.004302925
	0.006747856

	ENSG00000274245.1_3
	4.58
	2.011179275
	0.004302925
	0.006747856

	ENSG00000234535.1_3
	8.26
	2.011179275
	0.004302925
	0.006747856

	ENSG00000211884.1_3
	53.03
	2.011179275
	0.004302925
	0.006747856

	ENSG00000202077.1
	20.27
	2.011179275
	0.004302925
	0.006747856

	ENSG00000171101.13_2
	2.1
	2.011179275
	0.004302925
	0.006747856

	ENSG00000233493.3_3
	3.18
	2.011179275
	0.004302925
	0.006747856

	ENSG00000235072.2_3
	1.76
	2.011179275
	0.004302925
	0.006747856

	ENSG00000064205.10_3
	1.76
	2.011179275
	0.004302925
	0.006747856

	ENSG00000282859.1_3
	5.71
	2.011179275
	0.004302925
	0.006747856

	ENSG00000236029.4
	0.58
	2.011179275
	0.004302925
	0.006747856

	ENSG00000252050.1
	24.48
	2.011179275
	0.004302925
	0.006747856

	ENSG00000156574.9_3
	0.73
	-1.68916575
	0.004744972
	0.007387175

	ENSG00000092200.12_3
	0.3
	-1.68916575
	0.004744972
	0.007387175

	ENSG00000261732.1_4
	0.23
	-1.68916575
	0.004744972
	0.007387175

	ENSG00000279039.1_4
	0.47
	-1.68916575
	0.004744972
	0.007387175

	ENSG00000224050.1_3
	2.07
	-1.68916575
	0.004744972
	0.007387175

	ENSG00000142789.19_3
	0.42
	-2.36734081
	0.004878019
	0.007564935

	ENSG00000027644.4_3
	0.1
	-2.36734081
	0.004878019
	0.007564935

	ENSG00000222370.1
	3.74
	-2.36734081
	0.004878019
	0.007564935

	ENSG00000214770.2_4
	0.15
	-2.36734081
	0.004878019
	0.007564935

	ENSG00000258437.1_3
	0.91
	-2.36734081
	0.004878019
	0.007564935

	ENSG00000234327.7_3
	0.57
	-2.36734081
	0.004878019
	0.007564935

	ENSG00000278546.1_3
	1.11
	-2.36734081
	0.004878019
	0.007564935

	ENSG00000261780.2_3
	0.3
	-2.36734081
	0.004878019
	0.007564935

	ENSG00000267510.1_3
	1.21
	-2.36734081
	0.004878019
	0.007564935

	ENSG00000099957.16_3
	0.13
	-2.36734081
	0.004878019
	0.007564935

	ENSG00000272906.1_3
	3.46
	1.855020631
	0.004988266
	0.00771436

	ENSG00000234996.4_3
	1.48
	1.855020631
	0.004988266
	0.00771436

	ENSG00000176984.6_3
	1.65
	1.855020631
	0.004988266
	0.00771436

	ENSG00000212496.1
	32.02
	1.855020631
	0.004988266
	0.00771436

	ENSG00000259036.1_3
	5.99
	1.855020631
	0.004988266
	0.00771436

	ENSG00000249986.1_2
	11.27
	1.855020631
	0.004988266
	0.00771436

	ENSG00000239393.1_3
	9.68
	1.855020631
	0.004988266
	0.00771436

	ENSG00000239257.1_2
	7.28
	1.855020631
	0.004988266
	0.00771436

	ENSG00000188730.4_3
	0.3
	1.855020631
	0.004988266
	0.00771436

	ENSG00000232756.1_3
	1.66
	1.855020631
	0.004988266
	0.00771436

	ENSG00000237529.1_3
	6.5
	1.855020631
	0.004988266
	0.00771436

	ENSG00000234129.7_3
	1.48
	1.855020631
	0.004988266
	0.00771436

	ENSG00000227541.1_2
	4.98
	1.855020631
	0.004988266
	0.00771436

	ENSG00000233647.2_2
	3.68
	3.43953236
	0.005151661
	0.007904167

	ENSG00000200575.1
	16.47
	3.43953236
	0.005151661
	0.007904167

	ENSG00000200545.1
	7.93
	3.43953236
	0.005151661
	0.007904167

	ENSG00000257146.1_3
	6.94
	3.43953236
	0.005151661
	0.007904167

	ENSG00000257894.2_4
	0.85
	3.43953236
	0.005151661
	0.007904167

	ENSG00000171759.9_3
	0.4
	3.43953236
	0.005151661
	0.007904167

	ENSG00000257359.1_3
	3.01
	3.43953236
	0.005151661
	0.007904167

	ENSG00000211827.1_3
	31.73
	3.43953236
	0.005151661
	0.007904167

	ENSG00000265432.1
	21.15
	3.43953236
	0.005151661
	0.007904167

	ENSG00000152315.4_3
	0.68
	3.43953236
	0.005151661
	0.007904167

	ENSG00000253692.3_2
	2.63
	3.43953236
	0.005151661
	0.007904167

	ENSG00000243094.1_3
	4.24
	3.43953236
	0.005151661
	0.007904167

	ENSG00000278313.1_3
	4.02
	3.43953236
	0.005151661
	0.007904167

	ENSG00000154227.13_3
	0.4
	3.43953236
	0.005151661
	0.007904167

	ENSG00000260352.1_3
	3.7
	3.43953236
	0.005151661
	0.007904167

	ENSG00000260335.1_3
	11.27
	3.43953236
	0.005151661
	0.007904167

	ENSG00000260156.1_3
	3.11
	3.43953236
	0.005151661
	0.007904167

	ENSG00000207306.1
	16.01
	3.43953236
	0.005151661
	0.007904167

	ENSG00000250286.1_3
	2.82
	3.43953236
	0.005151661
	0.007904167

	ENSG00000223138.1
	16.8
	3.43953236
	0.005151661
	0.007904167

	ENSG00000202503.1
	24.13
	3.43953236
	0.005151661
	0.007904167

	ENSG00000203435.2_2
	1.2
	3.43953236
	0.005151661
	0.007904167

	ENSG00000212327.1
	16.63
	3.43953236
	0.005151661
	0.007904167

	ENSG00000244515.1_2
	1.35
	3.43953236
	0.005151661
	0.007904167

	ENSG00000250471.2_2
	2.96
	3.43953236
	0.005151661
	0.007904167

	ENSG00000199145.1
	25.2
	3.43953236
	0.005151661
	0.007904167

	ENSG00000223821.1_3
	4.63
	3.43953236
	0.005151661
	0.007904167

	ENSG00000272549.1_3
	0.37
	3.43953236
	0.005151661
	0.007904167

	ENSG00000273391.1_3
	3.2
	3.43953236
	0.005151661
	0.007904167

	ENSG00000231419.6_2
	0.22
	3.43953236
	0.005151661
	0.007904167

	ENSG00000167912.5_3
	1.42
	3.43953236
	0.005151661
	0.007904167

	ENSG00000200714.1
	19.04
	3.43953236
	0.005151661
	0.007904167

	ENSG00000253137.1_3
	1.64
	3.43953236
	0.005151661
	0.007904167

	ENSG00000233814.1_3
	5.05
	3.43953236
	0.005151661
	0.007904167

	ENSG00000234782.3_2
	3.33
	3.43953236
	0.005151661
	0.007904167

	ENSG00000236643.1_3
	2.78
	3.43953236
	0.005151661
	0.007904167

	ENSG00000210184.1
	29.04
	3.43953236
	0.005151661
	0.007904167

	ENSG00000206663.1
	16.8
	3.43953236
	0.005151661
	0.007904167

	ENSG00000135094.10_3
	0.61
	-1.826810856
	0.005152614
	0.007904167

	ENSG00000252250.1
	10.53
	-1.826810856
	0.005152614
	0.007904167

	ENSG00000235902.1_3
	1.58
	-1.826810856
	0.005152614
	0.007904167

	ENSG00000113212.6_3
	0.26
	-1.826810856
	0.005152614
	0.007904167

	ENSG00000112599.8_3
	0.88
	-1.826810856
	0.005152614
	0.007904167

	ENSG00000232082.1_3
	1.69
	-1.826810856
	0.005152614
	0.007904167

	ENSG00000227050.1_3
	2.99
	4.3105902
	0.005255843
	0.0080233

	ENSG00000213703.2_3
	2.69
	4.3105902
	0.005255843
	0.0080233

	ENSG00000034971.16_3
	0.7
	4.3105902
	0.005255843
	0.0080233

	ENSG00000272430.1_3
	2.67
	4.3105902
	0.005255843
	0.0080233

	ENSG00000225533.1_2
	2.6
	4.3105902
	0.005255843
	0.0080233

	ENSG00000255362.1_3
	3.78
	4.3105902
	0.005255843
	0.0080233

	ENSG00000279310.1_4
	5.63
	4.3105902
	0.005255843
	0.0080233

	ENSG00000263615.1
	16.14
	4.3105902
	0.005255843
	0.0080233

	ENSG00000256221.1_3
	1.73
	4.3105902
	0.005255843
	0.0080233

	ENSG00000258534.1_3
	2.52
	4.3105902
	0.005255843
	0.0080233

	ENSG00000279409.1_4
	0.79
	4.3105902
	0.005255843
	0.0080233

	ENSG00000095917.13_3
	0.96
	4.3105902
	0.005255843
	0.0080233

	ENSG00000265349.1_3
	6.93
	4.3105902
	0.005255843
	0.0080233

	ENSG00000129654.7_3
	0.56
	4.3105902
	0.005255843
	0.0080233

	ENSG00000263718.2_4
	1.12
	4.3105902
	0.005255843
	0.0080233

	ENSG00000265787.2_3
	0.51
	4.3105902
	0.005255843
	0.0080233

	ENSG00000267149.2_4
	1.16
	4.3105902
	0.005255843
	0.0080233

	ENSG00000226751.2_3
	2.11
	4.3105902
	0.005255843
	0.0080233

	ENSG00000228350.1_3
	7.49
	4.3105902
	0.005255843
	0.0080233

	ENSG00000212452.1
	19.07
	4.3105902
	0.005255843
	0.0080233

	ENSG00000244441.1_3
	4.33
	4.3105902
	0.005255843
	0.0080233

	ENSG00000238383.1
	13.99
	4.3105902
	0.005255843
	0.0080233

	ENSG00000238319.1
	14.12
	4.3105902
	0.005255843
	0.0080233

	ENSG00000238963.1
	19.07
	4.3105902
	0.005255843
	0.0080233

	ENSG00000249912.1_2
	4.27
	4.3105902
	0.005255843
	0.0080233

	ENSG00000234181.1_3
	3.46
	4.3105902
	0.005255843
	0.0080233

	ENSG00000004848.7_3
	0.51
	4.3105902
	0.005255843
	0.0080233

	ENSG00000233928.5_3
	2.97
	4.3105902
	0.005255843
	0.0080233

	ENSG00000234106.3_3
	2.1
	-2.030071614
	0.005289232
	0.008061482

	ENSG00000272158.1_3
	1.66
	-2.030071614
	0.005289232
	0.008061482

	ENSG00000275995.1_3
	1.35
	-2.030071614
	0.005289232
	0.008061482

	ENSG00000244425.2
	2.48
	-2.030071614
	0.005289232
	0.008061482

	ENSG00000144681.10_3
	0.23
	-2.030071614
	0.005289232
	0.008061482

	ENSG00000198729.4_3
	0.34
	-2.030071614
	0.005289232
	0.008061482

	ENSG00000120262.9_3
	0.14
	-2.030071614
	0.005289232
	0.008061482

	ENSG00000242595.1_2
	1.69
	-2.030071614
	0.005289232
	0.008061482

	ENSG00000187048.12_3
	0.84
	2.369637768
	0.005558387
	0.008424566

	ENSG00000215864.5_2
	1.85
	2.369637768
	0.005558387
	0.008424566

	ENSG00000225118.1_3
	12.36
	2.369637768
	0.005558387
	0.008424566

	ENSG00000277218.1_4
	5.69
	2.369637768
	0.005558387
	0.008424566

	ENSG00000274124.1_3
	7.84
	2.369637768
	0.005558387
	0.008424566

	ENSG00000247381.3_3
	0.97
	2.369637768
	0.005558387
	0.008424566

	ENSG00000236534.1_2
	6.07
	2.369637768
	0.005558387
	0.008424566

	ENSG00000251002.7_4
	0.98
	2.369637768
	0.005558387
	0.008424566

	ENSG00000154975.13_3
	0.64
	2.369637768
	0.005558387
	0.008424566

	ENSG00000254887.1_3
	3.22
	2.369637768
	0.005558387
	0.008424566

	ENSG00000268520.1_4
	5.17
	2.369637768
	0.005558387
	0.008424566

	ENSG00000226065.1_2
	1.6
	2.369637768
	0.005558387
	0.008424566

	ENSG00000251186.1_3
	3.69
	2.369637768
	0.005558387
	0.008424566

	ENSG00000201533.1
	8.13
	2.369637768
	0.005558387
	0.008424566

	ENSG00000216613.2_3
	4.23
	2.369637768
	0.005558387
	0.008424566

	ENSG00000236173.1_3
	3.53
	2.369637768
	0.005558387
	0.008424566

	ENSG00000214593.3_3
	9.95
	2.369637768
	0.005558387
	0.008424566

	ENSG00000185267.9_3
	2.46
	1.732234081
	0.005566634
	0.008432638

	ENSG00000183734.4_3
	1.98
	1.732234081
	0.005566634
	0.008432638

	ENSG00000259549.1
	5.56
	1.732234081
	0.005566634
	0.008432638

	ENSG00000146955.10_3
	3.68
	1.732234081
	0.005566634
	0.008432638

	ENSG00000147724.11_3
	0.53
	1.732234081
	0.005566634
	0.008432638

	ENSG00000239079.1
	2.35
	-2.951562259
	0.00601714
	0.00902605

	ENSG00000248636.6_3
	0.24
	-2.951562259
	0.00601714
	0.00902605

	ENSG00000259473.1_2
	1.02
	-2.951562259
	0.00601714
	0.00902605

	ENSG00000259609.1_3
	0.25
	-2.951562259
	0.00601714
	0.00902605

	ENSG00000259895.1_3
	0.07
	-2.951562259
	0.00601714
	0.00902605

	ENSG00000261810.1_3
	0.5
	-2.951562259
	0.00601714
	0.00902605

	ENSG00000279554.1_4
	0.65
	-2.951562259
	0.00601714
	0.00902605

	ENSG00000258947.6_3
	0.07
	-2.951562259
	0.00601714
	0.00902605

	ENSG00000280852.2_3
	0.21
	-2.951562259
	0.00601714
	0.00902605

	ENSG00000266835.5_2
	0.23
	-2.951562259
	0.00601714
	0.00902605

	ENSG00000160161.9_3
	0.06
	-2.951562259
	0.00601714
	0.00902605

	ENSG00000263839.1
	2.95
	-2.951562259
	0.00601714
	0.00902605

	ENSG00000100181.22_4
	0.14
	-2.951562259
	0.00601714
	0.00902605

	ENSG00000232305.1_2
	0.63
	-2.951562259
	0.00601714
	0.00902605

	ENSG00000200985.1
	2.69
	-2.951562259
	0.00601714
	0.00902605

	ENSG00000238351.1
	2.4
	-2.951562259
	0.00601714
	0.00902605

	ENSG00000206819.1
	2.29
	-2.951562259
	0.00601714
	0.00902605

	ENSG00000232909.1_3
	0.37
	-2.951562259
	0.00601714
	0.00902605

	ENSG00000213435.3_2
	0.52
	-2.951562259
	0.00601714
	0.00902605

	ENSG00000221821.3_3
	0.44
	-2.951562259
	0.00601714
	0.00902605

	ENSG00000178233.17_3
	0.04
	-2.951562259
	0.00601714
	0.00902605

	ENSG00000229720.1_3
	0.26
	-2.951562259
	0.00601714
	0.00902605

	ENSG00000224897.6_4
	0.04
	-2.951562259
	0.00601714
	0.00902605

	ENSG00000253708.1_3
	0.42
	-2.951562259
	0.00601714
	0.00902605

	ENSG00000224621.1_3
	7.2
	1.632670827
	0.006039475
	0.009045454

	ENSG00000283773.1_2
	23.59
	1.632670827
	0.006039475
	0.009045454

	ENSG00000235795.1_3
	5.84
	1.632670827
	0.006039475
	0.009045454

	ENSG00000257221.3_4
	4.56
	1.632670827
	0.006039475
	0.009045454

	ENSG00000257040.1
	1.83
	1.632670827
	0.006039475
	0.009045454

	ENSG00000279361.1_4
	3.26
	1.632670827
	0.006039475
	0.009045454

	ENSG00000136541.14_3
	0.94
	1.632670827
	0.006039475
	0.009045454

	ENSG00000241119.1_3
	1.62
	1.632670827
	0.006039475
	0.009045454

	ENSG00000251148.1_3
	6.96
	1.632670827
	0.006039475
	0.009045454

	ENSG00000182132.13_4
	1.31
	1.632670827
	0.006039475
	0.009045454

	ENSG00000272894.5_3
	2.48
	1.632670827
	0.006039475
	0.009045454

	ENSG00000179766.18_3
	0.62
	1.632670827
	0.006039475
	0.009045454

	ENSG00000280211.1_3
	0.59
	-1.537306516
	0.00610637
	0.009132708

	ENSG00000177483.11_3
	0.32
	-1.537306516
	0.00610637
	0.009132708

	ENSG00000231952.3_2
	1.6
	-1.537306516
	0.00610637
	0.009132708

	ENSG00000246089.3_3
	0.54
	-1.537306516
	0.00610637
	0.009132708

	ENSG00000169085.11_3
	0.38
	-1.537306516
	0.00610637
	0.009132708

	ENSG00000235683.1_2
	0.71
	-1.537306516
	0.00610637
	0.009132708

	ENSG00000214973.3_2
	0
	-3.596210225
	0.006289725
	0.00934752

	ENSG00000227740.1_3
	0
	-3.596210225
	0.006289725
	0.00934752

	ENSG00000235962.5_2
	0
	-3.596210225
	0.006289725
	0.00934752

	ENSG00000270002.1_3
	0
	-3.596210225
	0.006289725
	0.00934752

	ENSG00000204010.3_3
	0
	-3.596210225
	0.006289725
	0.00934752

	ENSG00000253068.1
	0
	-3.596210225
	0.006289725
	0.00934752

	ENSG00000166368.2_3
	0
	-3.596210225
	0.006289725
	0.00934752

	ENSG00000172350.9_3
	0
	-3.596210225
	0.006289725
	0.00934752

	ENSG00000222493.1
	0
	-3.596210225
	0.006289725
	0.00934752

	ENSG00000252827.1
	0
	-3.596210225
	0.006289725
	0.00934752

	ENSG00000258033.1_3
	0
	-3.596210225
	0.006289725
	0.00934752

	ENSG00000235205.1_2
	0
	-3.596210225
	0.006289725
	0.00934752

	ENSG00000229373.8_2
	0
	-3.596210225
	0.006289725
	0.00934752

	ENSG00000133937.4_3
	0
	-3.596210225
	0.006289725
	0.00934752

	ENSG00000259192.1_2
	0
	-3.596210225
	0.006289725
	0.00934752

	ENSG00000275332.1_3
	0
	-3.596210225
	0.006289725
	0.00934752

	ENSG00000252217.1
	0
	-3.596210225
	0.006289725
	0.00934752

	ENSG00000244056.2
	0
	-3.596210225
	0.006289725
	0.00934752

	ENSG00000259570.1_3
	0
	-3.596210225
	0.006289725
	0.00934752

	ENSG00000258489.3_3
	0
	-3.596210225
	0.006289725
	0.00934752

	ENSG00000263179.1_2
	0
	-3.596210225
	0.006289725
	0.00934752

	ENSG00000176842.14_3
	0
	-3.596210225
	0.006289725
	0.00934752

	ENSG00000242207.1_3
	0
	-3.596210225
	0.006289725
	0.00934752

	ENSG00000269188.1_3
	0
	-3.596210225
	0.006289725
	0.00934752

	ENSG00000243902.6_3
	0
	-3.596210225
	0.006289725
	0.00934752

	ENSG00000207642.1
	0
	-3.596210225
	0.006289725
	0.00934752

	ENSG00000199790.1
	0
	-3.596210225
	0.006289725
	0.00934752

	ENSG00000113430.9_3
	0
	-3.596210225
	0.006289725
	0.00934752

	ENSG00000279810.1_3
	0
	-3.596210225
	0.006289725
	0.00934752

	ENSG00000205971.2_3
	0
	-3.596210225
	0.006289725
	0.00934752

	ENSG00000206603.1
	0
	-3.596210225
	0.006289725
	0.00934752

	ENSG00000253257.1_2
	0
	-3.596210225
	0.006289725
	0.00934752

	ENSG00000223723.1_2
	0
	-3.596210225
	0.006289725
	0.00934752

	ENSG00000229563.6_2
	0
	-3.596210225
	0.006289725
	0.00934752

	ENSG00000243978.8_4
	0
	-3.596210225
	0.006289725
	0.00934752

	ENSG00000156925.11_3
	0
	-3.596210225
	0.006289725
	0.00934752

	ENSG00000239272.1_2
	8.49
	1.5503422
	0.006409299
	0.009489079

	ENSG00000244116.3_3
	10.67
	1.5503422
	0.006409299
	0.009489079

	ENSG00000238259.1_2
	13.87
	1.5503422
	0.006409299
	0.009489079

	ENSG00000184100.6_2
	2.14
	1.5503422
	0.006409299
	0.009489079

	ENSG00000168621.14_3
	0.99
	1.5503422
	0.006409299
	0.009489079

	ENSG00000283945.1_1
	1.78
	1.5503422
	0.006409299
	0.009489079

	ENSG00000267834.1_3
	8.37
	1.5503422
	0.006409299
	0.009489079

	ENSG00000228427.1_3
	5.73
	1.5503422
	0.006409299
	0.009489079




















Supplementary Table 3 continue
	ID
	significant
	regulate
	GENE_SYMBOL

	ENSG00000108821.13_3
	yes
	down
	COL1A1

	ENSG00000168542.14_3
	yes
	down
	COL3A1

	ENSG00000115414.18_3
	yes
	down
	FN1

	ENSG00000113140.10_3
	yes
	down
	SPARC

	ENSG00000164692.17_3
	yes
	down
	COL1A2

	ENSG00000187498.14_3
	yes
	down
	COL4A1

	ENSG00000163359.15_3
	yes
	down
	COL6A3

	ENSG00000084674.14_3
	yes
	up
	APOB

	ENSG00000130635.15_3
	yes
	down
	COL5A1

	ENSG00000113721.13_3
	yes
	down
	PDGFRB

	ENSG00000164816.7_3
	yes
	up
	DEFA5

	ENSG00000134871.17_3
	yes
	down
	COL4A2

	ENSG00000211895.5_4
	yes
	up
	IGHA1

	ENSG00000132465.10_3
	yes
	up
	JCHAIN

	ENSG00000169876.13_3
	yes
	up
	MUC17

	ENSG00000182492.15_3
	yes
	down
	BGN

	ENSG00000110092.3_3
	yes
	down
	CCND1

	ENSG00000169439.11_3
	yes
	down
	SDC2

	ENSG00000172016.15_3
	yes
	up
	REG3A

	ENSG00000133816.13_3
	yes
	down
	MICAL2

	ENSG00000101825.7_3
	yes
	down
	MXRA5

	ENSG00000131711.14_3
	yes
	down
	MAP1B

	ENSG00000166147.13_3
	yes
	down
	FBN1

	ENSG00000133110.14_3
	yes
	down
	POSTN

	ENSG00000186340.14_3
	yes
	down
	THBS2

	ENSG00000148848.14_3
	yes
	down
	ADAM12

	ENSG00000090402.7_3
	yes
	up
	SI

	ENSG00000102837.6_3
	yes
	up
	OLFM4

	ENSG00000164822.4_3
	yes
	up
	DEFA6

	ENSG00000137831.14_3
	yes
	down
	UACA

	ENSG00000174807.3_3
	yes
	down
	CD248

	ENSG00000087116.14_3
	yes
	down
	ADAMTS2

	ENSG00000039560.13_3
	yes
	down
	RAI14

	ENSG00000134986.13_4
	yes
	down
	NREP

	ENSG00000090924.14_3
	yes
	down
	PLEKHG2

	ENSG00000206384.10_3
	yes
	down
	COL6A6

	ENSG00000135679.22_3
	yes
	down
	MDM2

	ENSG00000213949.8_3
	yes
	down
	ITGA1

	ENSG00000188257.10_3
	yes
	up
	PLA2G2A

	ENSG00000100170.9_3
	yes
	up
	SLC5A1

	ENSG00000137573.13_3
	yes
	down
	SULF1

	ENSG00000204262.11_3
	yes
	down
	COL5A2

	ENSG00000167460.14_4
	yes
	down
	TPM4

	ENSG00000211890.3
	yes
	up
	IGHA2

	ENSG00000074181.8_3
	yes
	down
	NOTCH3

	ENSG00000151388.10_4
	yes
	down
	ADAMTS12

	ENSG00000096384.19_3
	yes
	down
	HSP90AB1

	ENSG00000102265.11_3
	yes
	down
	TIMP1

	ENSG00000130508.10_3
	yes
	down
	PXDN

	ENSG00000246859.2_4
	yes
	down
	STARD4-AS1

	ENSG00000026025.15_3
	yes
	down
	VIM

	ENSG00000136235.15_3
	yes
	down
	GPNMB

	ENSG00000257335.8_3
	yes
	up
	MGAM

	ENSG00000131620.17_3
	yes
	down
	ANO1

	ENSG00000156273.15_4
	yes
	down
	BACH1

	ENSG00000175215.10_3
	yes
	down
	CTDSP2

	ENSG00000150636.17_3
	yes
	down
	CCDC102B

	ENSG00000162745.10_3
	yes
	down
	OLFML2B

	ENSG00000107731.12_3
	yes
	down
	UNC5B

	ENSG00000167244.18_4
	yes
	down
	IGF2

	ENSG00000176641.10_3
	yes
	down
	RNF152

	ENSG00000119125.16_3
	yes
	up
	GDA

	ENSG00000080573.6_3
	yes
	down
	COL5A3

	ENSG00000146731.10_3
	yes
	down
	CCT6A

	ENSG00000184258.6_3
	yes
	down
	CDR1

	ENSG00000154380.17_3
	yes
	down
	ENAH

	ENSG00000163430.11_3
	yes
	down
	FSTL1

	ENSG00000107796.13_3
	yes
	down
	ACTA2

	ENSG00000146648.17_3
	yes
	down
	EGFR

	ENSG00000169504.14_3
	yes
	down
	CLIC4

	ENSG00000106366.8_3
	yes
	down
	SERPINE1

	ENSG00000257103.8_3
	yes
	down
	LSM14A

	ENSG00000181666.17_3
	yes
	down
	HKR1

	ENSG00000120708.16_3
	yes
	down
	TGFBI

	ENSG00000106624.10_3
	yes
	down
	AEBP1

	ENSG00000096696.13_4
	yes
	up
	DSP

	ENSG00000170421.12_3
	yes
	up
	KRT8

	ENSG00000174705.12_3
	yes
	down
	SH3PXD2B

	ENSG00000072110.13_4
	yes
	down
	ACTN1

	ENSG00000060982.14_3
	yes
	down
	BCAT1

	ENSG00000090382.6_3
	yes
	up
	LYZ

	ENSG00000134013.15_3
	yes
	down
	LOXL2

	ENSG00000198216.10_3
	yes
	down
	CACNA1E

	ENSG00000157227.12_3
	yes
	down
	MMP14

	ENSG00000204740.10_3
	yes
	up
	MALRD1

	ENSG00000159216.18_3
	yes
	down
	RUNX1

	ENSG00000099139.13_3
	yes
	up
	PCSK5

	ENSG00000164330.16_3
	yes
	down
	EBF1

	ENSG00000087303.17_3
	yes
	down
	NID2

	ENSG00000197142.10_3
	yes
	up
	ACSL5

	ENSG00000038427.15_3
	yes
	down
	VCAN

	ENSG00000187955.11_3
	yes
	down
	COL14A1

	ENSG00000149639.14_4
	yes
	down
	SOGA1

	ENSG00000171431.3_3
	yes
	up
	KRT20

	ENSG00000112759.16_3
	yes
	down
	SLC29A1

	ENSG00000138448.11_3
	yes
	down
	ITGAV

	ENSG00000071054.16_3
	yes
	down
	MAP4K4

	ENSG00000163909.7_3
	yes
	down
	HEYL

	ENSG00000196549.10_3
	yes
	up
	MME

	ENSG00000164749.11_3
	yes
	up
	HNF4G

	ENSG00000173702.7_4
	yes
	up
	MUC13

	ENSG00000166866.12_3
	yes
	up
	MYO1A

	ENSG00000113407.13_3
	yes
	down
	TARS

	ENSG00000163697.16_3
	yes
	down
	APBB2

	ENSG00000004399.12_3
	yes
	down
	PLXND1

	ENSG00000160868.14_3
	yes
	up
	CYP3A4

	ENSG00000149948.13_3
	yes
	down
	HMGA2

	ENSG00000015520.14_4
	yes
	up
	NPC1L1

	ENSG00000102359.6_3
	yes
	down
	SRPX2

	ENSG00000067113.16_3
	yes
	down
	PLPP1

	ENSG00000254004.6_3
	yes
	down
	ZNF260

	ENSG00000099250.17_3
	yes
	down
	NRP1

	ENSG00000162551.13_4
	yes
	down
	ALPL

	ENSG00000102554.13_3
	yes
	up
	KLF5

	ENSG00000164294.13_3
	yes
	down
	GPX8

	ENSG00000189221.9_3
	yes
	up
	MAOA

	ENSG00000164116.16_3
	yes
	down
	GUCY1A3

	ENSG00000139289.13_3
	yes
	down
	PHLDA1

	ENSG00000169994.18_3
	yes
	up
	MYO7B

	ENSG00000171827.10_3
	yes
	down
	ZNF570

	ENSG00000019549.9_3
	yes
	down
	SNAI2

	ENSG00000147649.9_3
	yes
	down
	MTDH

	ENSG00000134369.15_3
	yes
	down
	NAV1

	ENSG00000180543.4_3
	yes
	down
	TSPYL5

	ENSG00000152402.10_3
	yes
	down
	GUCY1A2

	ENSG00000069122.18_3
	yes
	down
	ADGRF5

	ENSG00000197301.7_3
	yes
	down
	AC090673.1

	ENSG00000074276.10_3
	yes
	up
	CDHR2

	ENSG00000122641.10_3
	yes
	down
	INHBA

	ENSG00000127314.17_3
	yes
	down
	RAP1B

	ENSG00000096401.7_3
	yes
	down
	CDC5L

	ENSG00000106153.12_3
	yes
	down
	CHCHD2

	ENSG00000135074.15_3
	yes
	down
	ADAM19

	ENSG00000137809.16_3
	yes
	down
	ITGA11

	ENSG00000132688.10_3
	yes
	down
	NES

	ENSG00000101076.16_3
	yes
	up
	HNF4A

	ENSG00000103855.17_3
	yes
	down
	CD276

	ENSG00000152377.13_3
	yes
	down
	SPOCK1

	ENSG00000154096.13_3
	yes
	down
	THY1

	ENSG00000172831.11_3
	yes
	up
	CES2

	ENSG00000119888.10_3
	yes
	up
	EPCAM

	ENSG00000110244.6_3
	yes
	up
	APOA4

	ENSG00000084636.17_3
	yes
	down
	COL16A1

	ENSG00000267041.5_3
	yes
	down
	ZNF850

	ENSG00000138316.10_3
	yes
	down
	ADAMTS14

	ENSG00000179134.15_3
	yes
	down
	SAMD4B

	ENSG00000280219.1_4
	yes
	down
	AC093908.1

	ENSG00000185551.14_3
	yes
	down
	NR2F2

	ENSG00000124253.10_3
	yes
	up
	PCK1

	ENSG00000116132.11_3
	yes
	down
	PRRX1

	ENSG00000245680.9_3
	yes
	down
	ZNF585B

	ENSG00000105357.15_3
	yes
	up
	MYH14

	ENSG00000138823.13_3
	yes
	up
	MTTP

	ENSG00000122861.15_3
	yes
	down
	PLAU

	ENSG00000075618.17_3
	yes
	down
	FSCN1

	ENSG00000143153.12_3
	yes
	up
	ATP1B1

	ENSG00000127831.10_3
	yes
	up
	VIL1

	ENSG00000159674.11_3
	yes
	down
	SPON2

	ENSG00000113739.10_3
	yes
	down
	STC2

	ENSG00000128641.18_3
	yes
	down
	MYO1B

	ENSG00000165757.8_4
	yes
	down
	JCAD

	ENSG00000159640.15_3
	yes
	up
	ACE

	ENSG00000113083.13_3
	yes
	down
	LOX

	ENSG00000146729.9_4
	yes
	down
	NIPSNAP2

	ENSG00000104415.13_3
	yes
	down
	WISP1

	ENSG00000226674.8_3
	yes
	down
	TEX41

	ENSG00000118523.5_3
	yes
	down
	CTGF

	ENSG00000151617.15_3
	yes
	down
	EDNRA

	ENSG00000152049.6_3
	yes
	down
	KCNE4

	ENSG00000154864.11_3
	yes
	down
	PIEZO2

	ENSG00000206195.6
	yes
	down
	AP000525.9

	ENSG00000179222.17_3
	yes
	down
	MAGED1

	ENSG00000196967.10_3
	yes
	down
	ZNF585A

	ENSG00000120756.12_3
	yes
	up
	PLS1

	ENSG00000140538.16_3
	yes
	down
	NTRK3

	ENSG00000183742.12_3
	yes
	up
	MACC1

	ENSG00000149716.12_3
	yes
	down
	ORAOV1

	ENSG00000176887.6_3
	yes
	down
	SOX11

	ENSG00000183160.8_4
	yes
	down
	TMEM119

	ENSG00000088386.16_3
	yes
	up
	SLC15A1

	ENSG00000112655.15_3
	yes
	down
	PTK7

	ENSG00000171864.4_3
	yes
	down
	PRND

	ENSG00000134028.14_3
	yes
	up
	ADAMDEC1

	ENSG00000132849.19_3
	yes
	up
	PATJ

	ENSG00000183853.17_4
	yes
	down
	KIRREL1

	ENSG00000225614.2_3
	yes
	down
	ZNF469

	ENSG00000138411.10_3
	yes
	down
	HECW2

	ENSG00000249378.5_3
	yes
	down
	LINC01060

	ENSG00000171747.8_3
	yes
	up
	LGALS4

	ENSG00000172965.14_3
	yes
	down
	MIR4435-2HG

	ENSG00000084112.14_3
	yes
	down
	SSH1

	ENSG00000133454.15_3
	yes
	down
	MYO18B

	ENSG00000104324.15_3
	yes
	down
	CPQ

	ENSG00000105176.17_3
	yes
	down
	URI1

	ENSG00000211455.7_3
	yes
	down
	STK38L

	ENSG00000112936.18_3
	yes
	up
	C7

	ENSG00000146250.6_3
	yes
	down
	PRSS35

	ENSG00000161544.9_3
	yes
	down
	CYGB

	ENSG00000196437.10_3
	yes
	down
	ZNF569

	ENSG00000197043.13_3
	yes
	down
	ANXA6

	ENSG00000211679.2_3
	yes
	up
	IGLC3

	ENSG00000196526.10_3
	yes
	down
	AFAP1

	ENSG00000151746.13_3
	yes
	down
	BICD1

	ENSG00000156103.15_3
	yes
	down
	MMP16

	ENSG00000140937.13_3
	yes
	down
	CDH11

	ENSG00000149257.13_3
	yes
	down
	SERPINH1

	ENSG00000046604.12_3
	yes
	up
	DSG2

	ENSG00000174358.15_3
	yes
	up
	SLC6A19

	ENSG00000166033.11_3
	yes
	down
	HTRA1

	ENSG00000114113.6_3
	yes
	up
	RBP2

	ENSG00000130234.10_3
	yes
	up
	ACE2

	ENSG00000164742.14_3
	yes
	down
	ADCY1

	ENSG00000076554.15_4
	yes
	up
	TPD52

	ENSG00000111961.17_3
	yes
	down
	SASH1

	ENSG00000115474.6_3
	yes
	up
	KCNJ13

	ENSG00000186017.14_3
	yes
	down
	ZNF566

	ENSG00000164111.14_3
	yes
	down
	ANXA5

	ENSG00000137959.15_3
	yes
	down
	IFI44L

	ENSG00000135446.16_3
	yes
	down
	CDK4

	ENSG00000280515.1_2
	yes
	down
	SALRNA2

	ENSG00000185305.10_3
	yes
	down
	ARL15

	ENSG00000143341.11_3
	yes
	down
	HMCN1

	ENSG00000204131.9_3
	yes
	down
	NHSL2

	ENSG00000185686.17_4
	yes
	down
	PRAME

	ENSG00000221818.8_3
	yes
	down
	EBF2

	ENSG00000176971.3_3
	yes
	down
	FIBIN

	ENSG00000076344.15_3
	yes
	up
	RGS11

	ENSG00000130821.15_4
	yes
	up
	SLC6A8

	ENSG00000148584.14_3
	yes
	up
	A1CF

	ENSG00000122863.5_3
	yes
	down
	CHST3

	ENSG00000112837.16_3
	yes
	down
	TBX18

	ENSG00000167635.11_3
	yes
	down
	ZNF146

	ENSG00000111424.10_3
	yes
	up
	VDR

	ENSG00000168685.14_3
	yes
	up
	IL7R

	ENSG00000279883.1_3
	yes
	down
	AC010480.1

	ENSG00000167601.11_3
	yes
	down
	AXL

	ENSG00000214357.8_3
	yes
	down
	NEURL1B

	ENSG00000087152.15_3
	yes
	down
	ATXN7L3

	ENSG00000140297.12_3
	yes
	up
	GCNT3

	ENSG00000183098.10_3
	yes
	down
	GPC6

	ENSG00000138075.11_3
	yes
	up
	ABCG5

	ENSG00000011028.13_3
	yes
	down
	MRC2

	ENSG00000184012.11_3
	yes
	up
	TMPRSS2

	ENSG00000106003.12_3
	yes
	down
	LFNG

	ENSG00000154736.5_3
	yes
	down
	ADAMTS5

	ENSG00000127324.8_3
	yes
	up
	TSPAN8

	ENSG00000165323.15_3
	yes
	down
	FAT3

	ENSG00000113758.13_4
	yes
	down
	DBN1

	ENSG00000145384.3_3
	yes
	up
	FABP2

	ENSG00000250853.1_2
	yes
	down
	RNF138P1

	ENSG00000166963.12_3
	yes
	down
	MAP1A

	ENSG00000215533.8_3
	yes
	down
	LINC00189

	ENSG00000168487.17_3
	yes
	down
	BMP1

	ENSG00000050165.17_3
	yes
	down
	DKK3

	ENSG00000171368.11_3
	yes
	up
	TPPP

	ENSG00000188283.11_3
	yes
	down
	ZNF383

	ENSG00000163071.10_3
	yes
	down
	SPATA18

	ENSG00000060566.13_3
	yes
	up
	CREB3L3

	ENSG00000182667.14_3
	yes
	down
	NTM

	ENSG00000105270.14_3
	yes
	down
	CLIP3

	ENSG00000138829.11_3
	yes
	down
	FBN2

	ENSG00000183508.4_3
	yes
	up
	FAM46C

	ENSG00000168955.3_3
	yes
	up
	TM4SF20

	ENSG00000186020.12_3
	yes
	down
	ZNF529

	ENSG00000182752.9_3
	yes
	down
	PAPPA

	ENSG00000175782.9_3
	yes
	down
	SLC35E3

	ENSG00000158125.9_3
	yes
	up
	XDH

	ENSG00000254605.1_3
	yes
	down
	AP003555.2

	ENSG00000175264.7_3
	yes
	down
	CHST1

	ENSG00000103647.12_3
	yes
	down
	CORO2B

	ENSG00000020181.17_3
	yes
	down
	ADGRA2

	ENSG00000171345.13_3
	yes
	up
	KRT19

	ENSG00000145824.12_3
	yes
	up
	CXCL14

	ENSG00000106541.11_3
	yes
	up
	AGR2

	ENSG00000175220.11_3
	yes
	down
	ARHGAP1

	ENSG00000112782.15_3
	yes
	up
	CLIC5

	ENSG00000109184.14_3
	yes
	down
	DCUN1D4

	ENSG00000136010.13_3
	yes
	down
	ALDH1L2

	ENSG00000181104.6_3
	yes
	down
	F2R

	ENSG00000249035.6_3
	yes
	down
	CLMAT3

	ENSG00000149418.10_3
	yes
	up
	ST14

	ENSG00000108375.12_3
	yes
	up
	RNF43

	ENSG00000204876.4_3
	yes
	up
	AC021218.1

	ENSG00000049449.8_3
	yes
	down
	RCN1

	ENSG00000146733.13_3
	yes
	down
	PSPH

	ENSG00000134851.12_3
	yes
	down
	TMEM165

	ENSG00000157593.18_3
	yes
	down
	SLC35B2

	ENSG00000137216.18_3
	yes
	down
	TMEM63B

	ENSG00000121297.6_3
	yes
	down
	TSHZ3

	ENSG00000061337.15_3
	yes
	down
	LZTS1

	ENSG00000272168.6_3
	yes
	down
	CASC15

	ENSG00000067248.9_3
	yes
	down
	DHX29

	ENSG00000189164.14_3
	yes
	down
	ZNF527

	ENSG00000131142.13_3
	yes
	up
	CCL25

	ENSG00000071282.11_3
	yes
	down
	LMCD1

	ENSG00000112818.9_3
	yes
	up
	MEP1A

	ENSG00000163817.15_3
	yes
	up
	SLC6A20

	ENSG00000165929.12_3
	yes
	up
	TC2N

	ENSG00000165238.16_3
	yes
	up
	WNK2

	ENSG00000114455.13_3
	yes
	up
	HHLA2

	ENSG00000154978.12_3
	yes
	down
	VOPP1

	ENSG00000174607.10_3
	yes
	up
	UGT8

	ENSG00000197635.9_3
	yes
	up
	DPP4

	ENSG00000164176.12_3
	yes
	down
	EDIL3

	ENSG00000161298.17_3
	yes
	down
	ZNF382

	ENSG00000106105.13_3
	yes
	down
	GARS

	ENSG00000110427.14_3
	yes
	down
	KIAA1549L

	ENSG00000172432.18_3
	yes
	down
	GTPBP2

	ENSG00000132432.13_3
	yes
	down
	SEC61G

	ENSG00000226686.7_2
	yes
	down
	LINC01535

	ENSG00000102024.17_3
	yes
	down
	PLS3

	ENSG00000148735.14_4
	yes
	up
	PLEKHS1

	ENSG00000156482.10_3
	yes
	down
	RPL30

	ENSG00000158764.6_3
	yes
	up
	ITLN2

	ENSG00000183454.16_1
	yes
	down
	GRIN2A

	ENSG00000052795.12_3
	yes
	down
	FNIP2

	ENSG00000146592.16_3
	yes
	down
	CREB5

	ENSG00000116299.16_3
	yes
	up
	KIAA1324

	ENSG00000223749.9_3
	yes
	down
	MIR503HG

	ENSG00000102755.11_3
	yes
	down
	FLT1

	ENSG00000196562.14_3
	yes
	down
	SULF2

	ENSG00000204301.6_3
	yes
	down
	NOTCH4

	ENSG00000057019.15_3
	yes
	down
	DCBLD2

	ENSG00000122121.10_3
	yes
	up
	XPNPEP2

	ENSG00000249948.6_3
	yes
	up
	GBA3

	ENSG00000260244.1_3
	yes
	down
	AC104083.1

	ENSG00000101542.9_3
	yes
	down
	CDH20

	ENSG00000173210.19_3
	yes
	down
	ABLIM3

	ENSG00000124429.17_3
	yes
	up
	POF1B

	ENSG00000248844.6_3
	yes
	down
	AP003555.1

	ENSG00000170921.15_3
	yes
	down
	TANC2

	ENSG00000008323.15_3
	yes
	up
	PLEKHG6

	ENSG00000182795.12_3
	yes
	up
	C1orf116

	ENSG00000149633.11_4
	yes
	down
	KIAA1755

	ENSG00000185869.14_3
	yes
	down
	ZNF829

	ENSG00000250095.5_3
	yes
	down
	NREP-AS1

	ENSG00000152684.10_3
	yes
	down
	PELO

	ENSG00000232934.7_4
	yes
	up
	AL157786.1

	ENSG00000127472.10_3
	yes
	down
	PLA2G5

	ENSG00000100604.12_4
	yes
	up
	CHGA

	ENSG00000162981.13_3
	yes
	up
	FAM84A

	ENSG00000222041.10_2
	yes
	down
	CYTOR

	ENSG00000013306.15_3
	yes
	down
	SLC25A39

	ENSG00000112541.13_1
	yes
	down
	PDE10A

	ENSG00000154639.18_3
	yes
	up
	CXADR

	ENSG00000143469.18_4
	yes
	down
	SYT14

	ENSG00000108651.9_3
	yes
	down
	UTP6

	ENSG00000129038.15_3
	yes
	down
	LOXL1

	ENSG00000230006.7_2
	yes
	up
	ANKRD36BP2

	ENSG00000181885.18_3
	yes
	up
	CLDN7

	ENSG00000162817.6_3
	yes
	up
	C1orf115

	ENSG00000113494.16_3
	yes
	up
	PRLR

	ENSG00000106069.21_3
	yes
	up
	CHN2

	ENSG00000158352.15_3
	yes
	down
	SHROOM4

	ENSG00000130600.17_3
	yes
	down
	H19

	ENSG00000184702.18_4
	yes
	down
	SEPT5

	ENSG00000105329.9_3
	yes
	down
	TGFB1

	ENSG00000103056.11_3
	yes
	up
	SMPD3

	ENSG00000185483.11_3
	yes
	down
	ROR1

	ENSG00000001626.14_3
	yes
	up
	CFTR

	ENSG00000151715.7_3
	yes
	up
	TMEM45B

	ENSG00000163581.13_3
	yes
	up
	SLC2A2

	ENSG00000154153.13_4
	yes
	up
	RETREG1

	ENSG00000152620.12_3
	yes
	down
	NADK2

	ENSG00000171150.7_3
	yes
	down
	SOCS5

	ENSG00000135407.10_3
	yes
	down
	AVIL

	ENSG00000070019.4_3
	yes
	up
	GUCY2C

	ENSG00000171951.4_3
	yes
	down
	SCG2

	ENSG00000158859.9_3
	yes
	down
	ADAMTS4

	ENSG00000106789.12_3
	yes
	up
	CORO2A

	ENSG00000157657.14_3
	yes
	down
	ZNF618

	ENSG00000129103.17_3
	yes
	down
	SUMF2

	ENSG00000157554.18_3
	yes
	down
	ERG

	ENSG00000113456.18_3
	yes
	down
	RAD1

	ENSG00000124608.4_3
	yes
	down
	AARS2

	ENSG00000095932.6_4
	yes
	up
	SMIM24

	ENSG00000157766.15_3
	yes
	down
	ACAN

	ENSG00000174600.13_3
	yes
	down
	CMKLR1

	ENSG00000106078.17_3
	yes
	up
	COBL

	ENSG00000177106.14_3
	yes
	up
	EPS8L2

	ENSG00000198453.12_3
	yes
	down
	ZNF568

	ENSG00000136193.16_3
	yes
	down
	SCRN1

	ENSG00000144152.12_3
	yes
	down
	FBLN7

	ENSG00000161381.13_3
	yes
	down
	PLXDC1

	ENSG00000278535.4_3
	yes
	up
	DHRS11

	ENSG00000111581.9_3
	yes
	down
	NUP107

	ENSG00000157510.13_3
	yes
	down
	AFAP1L1

	ENSG00000236056.1_2
	yes
	down
	GAPDHP14

	ENSG00000166897.14_3
	yes
	down
	ELFN2

	ENSG00000196090.12_3
	yes
	down
	PTPRT

	ENSG00000143067.4_3
	yes
	down
	ZNF697

	ENSG00000111331.12_3
	yes
	down
	OAS3

	ENSG00000203747.10_3
	yes
	down
	FCGR3A

	ENSG00000155966.13_4
	yes
	down
	AFF2

	ENSG00000009950.15_4
	yes
	up
	MLXIPL

	ENSG00000267605.5_3
	yes
	down
	AC016590.1

	ENSG00000111275.12_3
	yes
	up
	ALDH2

	ENSG00000137960.5_3
	yes
	up
	GIPC2

	ENSG00000171241.8_3
	yes
	down
	SHCBP1

	ENSG00000128052.8_3
	yes
	down
	KDR

	ENSG00000146477.5_3
	yes
	down
	SLC22A3

	ENSG00000006611.15_3
	yes
	up
	USH1C

	ENSG00000181007.8_3
	yes
	down
	ZFP82

	ENSG00000132740.8_3
	yes
	down
	IGHMBP2

	ENSG00000011426.10_3
	yes
	down
	ANLN

	ENSG00000123297.17_3
	yes
	down
	TSFM

	ENSG00000146039.10_3
	yes
	up
	SLC17A4

	ENSG00000118137.9_3
	yes
	up
	APOA1

	ENSG00000164694.16_3
	yes
	down
	FNDC1

	ENSG00000206538.8_3
	yes
	down
	VGLL3

	ENSG00000131459.12_3
	yes
	down
	GFPT2

	ENSG00000159399.9_3
	yes
	down
	HK2

	ENSG00000140945.16_3
	yes
	down
	CDH13

	ENSG00000104375.15_3
	yes
	down
	STK3

	ENSG00000135373.12_3
	yes
	up
	EHF

	ENSG00000264705.1_3
	yes
	down
	AC090337.1

	ENSG00000135452.9_3
	yes
	down
	TSPAN31

	ENSG00000112414.14_3
	yes
	up
	ADGRG6

	ENSG00000143921.6_3
	yes
	up
	ABCG8

	ENSG00000164932.12_3
	yes
	down
	CTHRC1

	ENSG00000198814.12_3
	yes
	up
	GK

	ENSG00000179542.15_3
	yes
	down
	SLITRK4

	ENSG00000168779.19_3
	yes
	down
	SHOX2

	ENSG00000185585.19_3
	yes
	down
	OLFML2A

	ENSG00000171604.11_3
	yes
	down
	CXXC5

	ENSG00000211949.3_3
	yes
	up
	IGHV3-23

	ENSG00000132437.17_3
	yes
	up
	DDC

	ENSG00000119630.13_3
	yes
	down
	PGF

	ENSG00000243955.5_3
	yes
	up
	GSTA1

	ENSG00000233041.8_3
	yes
	up
	PHGR1

	ENSG00000204323.5_3
	yes
	up
	SMIM5

	ENSG00000023839.10_3
	yes
	up
	ABCC2

	ENSG00000232677.6_2
	yes
	down
	LINC00665

	ENSG00000264424.1_3
	yes
	down
	MYH4

	ENSG00000159023.19_3
	yes
	up
	EPB41

	ENSG00000223949.6_3
	yes
	down
	ROR1-AS1

	ENSG00000210082.2
	yes
	up
	MT-RNR2

	ENSG00000125740.13_3
	yes
	up
	FOSB

	ENSG00000011105.12_3
	yes
	down
	TSPAN9

	ENSG00000117595.10_3
	yes
	up
	IRF6

	ENSG00000137265.14_3
	yes
	up
	IRF4

	ENSG00000132205.10_3
	yes
	down
	EMILIN2

	ENSG00000164683.16_3
	yes
	down
	HEY1

	ENSG00000164120.13_3
	yes
	up
	HPGD

	ENSG00000166573.5_3
	yes
	down
	GALR1

	ENSG00000279191.1_4
	yes
	down
	AC068491.4

	ENSG00000118946.11_3
	yes
	down
	PCDH17

	ENSG00000123427.16_4
	yes
	down
	EEF1AKMT3

	ENSG00000183876.8_3
	yes
	down
	ARSI

	ENSG00000165556.9_3
	yes
	up
	CDX2

	ENSG00000156466.9_3
	yes
	down
	GDF6

	ENSG00000161405.16_3
	yes
	up
	IKZF3

	ENSG00000090376.10_3
	yes
	down
	IRAK3

	ENSG00000135636.13_3
	yes
	down
	DYSF

	ENSG00000105254.11_3
	yes
	down
	TBCB

	ENSG00000163624.5_3
	yes
	up
	CDS1

	ENSG00000107242.17_3
	yes
	up
	PIP5K1B

	ENSG00000140545.14_3
	yes
	down
	MFGE8

	ENSG00000278962.1_3
	yes
	down
	AC092645.1

	ENSG00000259807.1_3
	yes
	down
	AC009093.1

	ENSG00000189143.9_3
	yes
	up
	CLDN4

	ENSG00000165105.9_3
	yes
	up
	RASEF

	ENSG00000145934.16_3
	yes
	down
	TENM2

	ENSG00000128039.10_3
	yes
	down
	SRD5A3

	ENSG00000243742.5_2
	yes
	down
	RPLP0P2

	ENSG00000166510.13_4
	yes
	up
	CCDC68

	ENSG00000167183.2_3
	yes
	up
	PRR15L

	ENSG00000104728.15_4
	yes
	down
	ARHGEF10

	ENSG00000122694.15_3
	yes
	down
	GLIPR2

	ENSG00000241749.4_2
	yes
	down
	RPSAP52

	ENSG00000188818.12_3
	yes
	up
	ZDHHC11

	ENSG00000164078.12_3
	yes
	up
	MST1R

	ENSG00000111335.12_3
	yes
	down
	OAS2

	ENSG00000162949.16_3
	yes
	up
	CAPN13

	ENSG00000059804.15_3
	yes
	down
	SLC2A3

	ENSG00000118777.10_3
	yes
	up
	ABCG2

	ENSG00000144057.15_3
	yes
	down
	ST6GAL2

	ENSG00000156920.10_4
	yes
	up
	ADGRG4

	ENSG00000254417.1_3
	yes
	down
	ANO1-AS2

	ENSG00000143494.15_4
	yes
	down
	VASH2

	ENSG00000204385.10_3
	yes
	up
	SLC44A4

	ENSG00000274297.1_4
	yes
	down
	AC009269.6

	ENSG00000101680.14_3
	yes
	down
	LAMA1

	ENSG00000117318.8_3
	yes
	down
	ID3

	ENSG00000173890.16_3
	yes
	up
	GPR160

	ENSG00000130487.5_3
	yes
	down
	KLHDC7B

	ENSG00000172935.8_3
	yes
	down
	MRGPRF

	ENSG00000151468.10_4
	yes
	down
	CCDC3

	ENSG00000253456.1_3
	yes
	down
	AC136424.1

	ENSG00000006747.14_3
	yes
	up
	SCIN

	ENSG00000163486.8
	yes
	down
	SRGAP2

	ENSG00000092621.12_4
	yes
	down
	PHGDH

	ENSG00000111863.12_3
	yes
	up
	ADTRP

	ENSG00000278505.4_3
	yes
	up
	C17orf78

	ENSG00000138639.17_3
	yes
	down
	ARHGAP24

	ENSG00000186417.13_3
	yes
	down
	GLDN

	ENSG00000197273.3_3
	yes
	up
	GUCA2A

	ENSG00000078098.13_3
	yes
	down
	FAP

	ENSG00000159217.9_3
	yes
	down
	IGF2BP1

	ENSG00000197863.8_3
	yes
	down
	ZNF790

	ENSG00000167123.18_4
	yes
	down
	CERCAM

	ENSG00000074047.21_3
	yes
	down
	GLI2

	ENSG00000006788.13_3
	yes
	down
	MYH13

	ENSG00000127124.14_3
	yes
	down
	HIVEP3

	ENSG00000160410.14_3
	yes
	down
	SHKBP1

	ENSG00000174348.13_3
	yes
	down
	PODN

	ENSG00000185015.7_3
	yes
	up
	CA13

	ENSG00000144852.17_3
	yes
	up
	NR1I2

	ENSG00000165269.12_3
	yes
	up
	AQP7

	ENSG00000185745.9_3
	yes
	down
	IFIT1

	ENSG00000154678.16_3
	yes
	down
	PDE1C

	ENSG00000133477.16_3
	yes
	up
	FAM83F

	ENSG00000126709.14_3
	yes
	down
	IFI6

	ENSG00000141434.11_3
	yes
	up
	MEP1B

	ENSG00000143674.10_3
	yes
	up
	MAP3K21

	ENSG00000075702.16_3
	yes
	down
	WDR62

	ENSG00000117152.13_3
	yes
	down
	RGS4

	ENSG00000142303.13_3
	yes
	down
	ADAMTS10

	ENSG00000159166.13_3
	yes
	up
	LAD1

	ENSG00000176692.5_3
	yes
	down
	FOXC2

	ENSG00000174885.12_3
	yes
	up
	NLRP6

	ENSG00000211677.2_3
	yes
	up
	IGLC2

	ENSG00000253837.1_3
	yes
	down
	AC090197.1

	ENSG00000253811.1_3
	yes
	down
	AC136424.2

	ENSG00000135547.8_3
	yes
	down
	HEY2

	ENSG00000095203.14_3
	yes
	up
	EPB41L4B

	ENSG00000156222.11_3
	yes
	up
	SLC28A1

	ENSG00000038945.14_3
	yes
	down
	MSR1

	ENSG00000101892.11_4
	yes
	down
	ATP1B4

	ENSG00000186715.10_2
	yes
	up
	MST1L

	ENSG00000102316.16_3
	yes
	down
	MAGED2

	ENSG00000233968.6_3
	yes
	up
	AL157895.1

	ENSG00000167693.16_3
	yes
	down
	NXN

	ENSG00000206077.10_3
	yes
	up
	ZDHHC11B

	ENSG00000115165.9_3
	yes
	up
	CYTIP

	ENSG00000159167.11_3
	yes
	down
	STC1

	ENSG00000198300.12_3
	yes
	up
	PEG3

	ENSG00000136546.13_3
	yes
	up
	SCN7A

	ENSG00000158079.14_3
	yes
	down
	PTPDC1

	ENSG00000264472.4_3
	yes
	down
	AC096708.3

	ENSG00000278991.1_4
	yes
	up
	AC090181.3

	ENSG00000137309.19_3
	yes
	up
	HMGA1

	ENSG00000183386.9_3
	yes
	down
	FHL3

	ENSG00000243444.7_4
	yes
	down
	PALM2

	ENSG00000147676.13_3
	yes
	up
	MAL2

	ENSG00000163064.6_3
	yes
	down
	EN1

	ENSG00000123358.19_3
	yes
	up
	NR4A1

	ENSG00000165215.6_3
	yes
	up
	CLDN3

	ENSG00000079215.13_4
	yes
	down
	SLC1A3

	ENSG00000281264.1_2
	yes
	down
	SALRNA3

	ENSG00000267682.1_4
	yes
	down
	AC016590.2

	ENSG00000256463.8_3
	yes
	down
	SALL3

	ENSG00000250116.2_3
	yes
	down
	AC018682.1

	ENSG00000170915.8_3
	yes
	up
	PAQR8

	ENSG00000230630.4_4
	yes
	down
	DNM3OS

	ENSG00000225205.5_3
	yes
	up
	AC078883.1

	ENSG00000135525.18_3
	yes
	up
	MAP7

	ENSG00000166268.10_3
	yes
	up
	MYRFL

	ENSG00000120318.15_3
	yes
	down
	ARAP3

	ENSG00000069535.13_3
	yes
	up
	MAOB

	ENSG00000197496.5_3
	yes
	down
	SLC2A10

	ENSG00000006712.14_3
	yes
	down
	PAF1

	ENSG00000142583.17_3
	yes
	up
	SLC2A5

	ENSG00000064300.8_3
	yes
	down
	NGFR

	ENSG00000152785.6_3
	yes
	up
	BMP3

	ENSG00000061918.12_3
	yes
	down
	GUCY1B3

	ENSG00000005102.12_3
	yes
	down
	MEOX1

	ENSG00000156535.13_4
	yes
	down
	CD109

	ENSG00000006118.14_4
	yes
	down
	TMEM132A

	ENSG00000272674.3_3
	yes
	down
	PCDHB16

	ENSG00000157680.15_4
	yes
	down
	DGKI

	ENSG00000099998.17_3
	yes
	down
	GGT5

	ENSG00000265135.1
	yes
	down
	MIR5687

	ENSG00000186314.11_3
	yes
	up
	PRELID2

	ENSG00000169903.6_3
	yes
	up
	TM4SF4

	ENSG00000185158.12_3
	yes
	down
	LRRC37B

	ENSG00000168079.16_3
	yes
	up
	SCARA5

	ENSG00000184305.14_3
	yes
	up
	CCSER1

	ENSG00000128656.13_3
	yes
	down
	CHN1

	ENSG00000115468.11_3
	yes
	down
	EFHD1

	ENSG00000119917.13_3
	yes
	down
	IFIT3

	ENSG00000109061.9_3
	yes
	down
	MYH1

	ENSG00000111554.14_3
	yes
	down
	MDM1

	ENSG00000142677.3_3
	yes
	up
	IL22RA1

	ENSG00000134874.17_3
	yes
	down
	DZIP1

	ENSG00000104537.16_3
	yes
	up
	ANXA13

	ENSG00000164283.12_3
	yes
	down
	ESM1

	ENSG00000273584.1_4
	yes
	down
	AC096708.4

	ENSG00000134242.15_3
	yes
	up
	PTPN22

	ENSG00000015413.9_3
	yes
	up
	DPEP1

	ENSG00000129151.8_3
	yes
	down
	BBOX1

	ENSG00000133083.14_3
	yes
	down
	DCLK1

	ENSG00000100033.16_3
	yes
	up
	PRODH

	ENSG00000234231.3_3
	yes
	down
	AC093616.1

	ENSG00000151572.16_3
	yes
	down
	ANO4

	ENSG00000166959.7_4
	yes
	up
	MS4A8

	ENSG00000149485.18_3
	yes
	down
	FADS1

	ENSG00000184178.15_3
	yes
	down
	SCFD2

	ENSG00000152503.9_3
	yes
	up
	TRIM36

	ENSG00000143786.7_3
	yes
	down
	CNIH3

	ENSG00000189042.13_3
	yes
	down
	ZNF567

	ENSG00000129680.15_3
	yes
	down
	MAP7D3

	ENSG00000177839.6_3
	yes
	down
	PCDHB9

	ENSG00000169435.13_3
	yes
	up
	RASSF6

	ENSG00000185985.8_3
	yes
	down
	SLITRK2

	ENSG00000271811.1_4
	yes
	down
	Z97200.1

	ENSG00000182389.19_4
	yes
	down
	CACNB4

	ENSG00000197345.12_3
	yes
	down
	MRPL21

	ENSG00000132530.16_3
	yes
	down
	XAF1

	ENSG00000173467.8_3
	yes
	up
	AGR3

	ENSG00000226777.7_2
	yes
	up
	FAM30A

	ENSG00000127152.17_3
	yes
	up
	BCL11B

	ENSG00000229005.2_4
	yes
	up
	HNF4A-AS1

	ENSG00000106236.3_3
	yes
	down
	NPTX2

	ENSG00000135116.9_3
	yes
	down
	HRK

	ENSG00000081853.14_3
	yes
	down
	PCDHGA2

	ENSG00000137868.18_3
	yes
	down
	STRA6

	ENSG00000175311.6_3
	yes
	up
	ANKS4B

	ENSG00000117385.15_3
	yes
	down
	P3H1

	ENSG00000133466.13_3
	yes
	down
	C1QTNF6

	ENSG00000198846.5_3
	yes
	up
	TOX

	ENSG00000117600.12_3
	yes
	down
	PLPPR4

	ENSG00000178860.8_3
	yes
	down
	MSC

	ENSG00000164161.9_3
	yes
	up
	HHIP

	ENSG00000105197.10_3
	yes
	down
	TIMM50

	ENSG00000147113.16_3
	yes
	down
	CXorf36

	ENSG00000065618.18_3
	yes
	up
	COL17A1

	ENSG00000061455.10_3
	yes
	down
	PRDM6

	ENSG00000133020.4_3
	yes
	down
	MYH8

	ENSG00000137965.10_3
	yes
	down
	IFI44

	ENSG00000183496.5_3
	yes
	down
	MEX3B

	ENSG00000128849.10_3
	yes
	down
	CGNL1

	ENSG00000149582.15_3
	yes
	up
	TMEM25

	ENSG00000101213.6_3
	yes
	up
	PTK6

	ENSG00000178828.6_3
	yes
	up
	RNF186

	ENSG00000273179.1_3
	yes
	down
	AC092535.4

	ENSG00000165915.13_3
	yes
	down
	SLC39A13

	ENSG00000174992.7_3
	yes
	up
	ZG16

	ENSG00000262943.7_2
	yes
	down
	ALOX12P2

	ENSG00000142408.4_3
	yes
	down
	CACNG8

	ENSG00000169715.14_3
	yes
	up
	MT1E

	ENSG00000178623.11_3
	yes
	up
	GPR35

	ENSG00000064270.12_3
	yes
	up
	ATP2C2

	ENSG00000125319.14_3
	yes
	down
	C17orf53

	ENSG00000161940.10_3
	yes
	down
	BCL6B

	ENSG00000188611.14_3
	yes
	up
	ASAH2

	ENSG00000168785.7_3
	yes
	down
	TSPAN5

	ENSG00000108001.13_3
	yes
	down
	EBF3

	ENSG00000240602.7_2
	yes
	up
	AADACP1

	ENSG00000225210.9_2
	yes
	down
	DUXAP9

	ENSG00000122870.11_3
	yes
	down
	BICC1

	ENSG00000253057.1
	yes
	down
	RN7SKP57

	ENSG00000128045.6_3
	yes
	down
	RASL11B

	ENSG00000156413.13_3
	yes
	up
	FUT6

	ENSG00000139144.9_3
	yes
	up
	PIK3C2G

	ENSG00000152953.12_3
	yes
	down
	STK32B

	ENSG00000279693.1_4
	yes
	up
	AC099521.3

	ENSG00000143369.14_3
	yes
	down
	ECM1

	ENSG00000111262.5_3
	yes
	down
	KCNA1

	ENSG00000134817.10_3
	yes
	down
	APLNR

	ENSG00000125144.13_4
	yes
	up
	MT1G

	ENSG00000120149.8_3
	yes
	down
	MSX2

	ENSG00000162482.4_3
	yes
	up
	AKR7A3

	ENSG00000011201.11_3
	yes
	down
	ANOS1

	ENSG00000172985.10_3
	yes
	down
	SH3RF3

	ENSG00000163082.9_3
	yes
	up
	SGPP2

	ENSG00000172296.12_3
	yes
	up
	SPTLC3

	ENSG00000139233.6_3
	yes
	down
	LLPH

	ENSG00000166126.10_4
	yes
	up
	AMN

	ENSG00000142661.18_3
	yes
	up
	MYOM3

	ENSG00000249631.5_3
	yes
	up
	AC005699.1

	ENSG00000125414.18_3
	yes
	down
	MYH2

	ENSG00000058085.14_3
	yes
	up
	LAMC2

	ENSG00000242265.5_3
	yes
	down
	PEG10

	ENSG00000275611.1_4
	yes
	down
	AL159153.1

	ENSG00000131080.14_3
	yes
	down
	EDA2R

	ENSG00000166741.7_3
	yes
	down
	NNMT

	ENSG00000171189.17_3
	yes
	down
	GRIK1

	ENSG00000141622.13_3
	yes
	down
	RNF165

	ENSG00000165272.14_3
	yes
	up
	AQP3

	ENSG00000075643.5_3
	yes
	up
	MOCOS

	ENSG00000152207.7_3
	yes
	down
	CYSLTR2

	ENSG00000101194.17_3
	yes
	down
	SLC17A9

	ENSG00000259532.1_3
	yes
	down
	AC009269.3

	ENSG00000136048.13_3
	yes
	down
	DRAM1

	ENSG00000172955.17_3
	yes
	up
	ADH6

	ENSG00000088756.12_3
	yes
	down
	ARHGAP28

	ENSG00000112984.11_3
	yes
	down
	KIF20A

	ENSG00000273445.1_3
	yes
	down
	AC133644.2

	ENSG00000168143.8_3
	yes
	up
	FAM83B

	ENSG00000013016.15_3
	yes
	down
	EHD3

	ENSG00000188483.7_3
	yes
	down
	IER5L

	ENSG00000134321.11_3
	yes
	down
	RSAD2

	ENSG00000266968.2_4
	yes
	up
	AC023421.1

	ENSG00000147889.17_3
	yes
	down
	CDKN2A

	ENSG00000164181.13_3
	yes
	up
	ELOVL7

	ENSG00000239951.1_3
	yes
	up
	IGKV3-20

	ENSG00000121690.10_3
	yes
	up
	DEPDC7

	ENSG00000229847.8_3
	yes
	down
	EMX2OS

	ENSG00000143595.12_3
	yes
	up
	AQP10

	ENSG00000176170.13_3
	yes
	down
	SPHK1

	ENSG00000167588.12_3
	yes
	up
	GPD1

	ENSG00000168060.15_3
	yes
	up
	NAALADL1

	ENSG00000235649.2_2
	yes
	down
	MXRA5Y

	ENSG00000036473.6_3
	yes
	up
	OTC

	ENSG00000130762.14_3
	yes
	up
	ARHGEF16

	ENSG00000174776.10_4
	yes
	up
	WDR49

	ENSG00000047597.5_3
	yes
	up
	XK

	ENSG00000197927.12_3
	yes
	down
	C2orf27A

	ENSG00000162409.10_3
	yes
	up
	PRKAA2

	ENSG00000180992.6_3
	yes
	down
	MRPL14

	ENSG00000196878.14_3
	yes
	up
	LAMB3

	ENSG00000075275.16_3
	yes
	down
	CELSR1

	ENSG00000092607.13_3
	yes
	down
	TBX15

	ENSG00000271590.1_4
	yes
	down
	AC108463.3

	ENSG00000235531.9_4
	yes
	down
	MSC-AS1

	ENSG00000240694.8_3
	yes
	down
	PNMA2

	ENSG00000221890.3_3
	yes
	down
	NPTXR

	ENSG00000106278.11_3
	yes
	down
	PTPRZ1

	ENSG00000156486.7_3
	yes
	down
	KCNS2

	ENSG00000153896.17_3
	yes
	down
	ZNF599

	ENSG00000135744.7_3
	yes
	down
	AGT

	ENSG00000211598.2_3
	yes
	up
	IGKV4-1

	ENSG00000111319.12_3
	yes
	up
	SCNN1A

	ENSG00000138669.9_3
	yes
	up
	PRKG2

	ENSG00000215146.4_3
	yes
	down
	BX322639.1

	ENSG00000143320.8_3
	yes
	down
	CRABP2

	ENSG00000260517.3_4
	yes
	down
	AC009093.2

	ENSG00000119922.9_3
	yes
	down
	IFIT2

	ENSG00000005844.17_3
	yes
	up
	ITGAL

	ENSG00000137331.11_3
	yes
	down
	IER3

	ENSG00000169862.18_3
	yes
	down
	CTNND2

	ENSG00000102362.15_3
	yes
	down
	SYTL4

	ENSG00000134709.10_3
	yes
	up
	HOOK1

	ENSG00000099954.18_3
	yes
	down
	CECR2

	ENSG00000228817.4_3
	yes
	down
	BACH1-IT2

	ENSG00000153283.12_3
	yes
	up
	CD96

	ENSG00000172986.12_3
	yes
	down
	GXYLT2

	ENSG00000107282.7_3
	yes
	down
	APBA1

	ENSG00000180616.8_3
	yes
	down
	SSTR2

	ENSG00000145908.12_3
	yes
	down
	ZNF300

	ENSG00000148053.15_3
	yes
	down
	NTRK2

	ENSG00000118785.13_3
	yes
	down
	SPP1

	ENSG00000270077.1_4
	yes
	down
	AP003117.1

	ENSG00000198417.6_3
	yes
	up
	MT1F

	ENSG00000114771.13_3
	yes
	up
	AADAC

	ENSG00000037897.16_3
	yes
	down
	METTL1

	ENSG00000204956.5_3
	yes
	down
	PCDHGA1

	ENSG00000228526.6_3
	yes
	down
	MIR34AHG

	ENSG00000187372.11_3
	yes
	down
	PCDHB13

	ENSG00000130203.9_3
	yes
	down
	APOE

	ENSG00000172301.10_3
	yes
	down
	COPRS

	ENSG00000159307.18_3
	yes
	up
	SCUBE1

	ENSG00000267316.5_3
	yes
	down
	AC090409.2

	ENSG00000229807.10_3
	yes
	up
	XIST

	ENSG00000139292.12_3
	yes
	up
	LGR5

	ENSG00000102271.13_3
	yes
	down
	KLHL4

	ENSG00000225422.4_2
	yes
	down
	RBMS1P1

	ENSG00000135439.11_4
	yes
	down
	AGAP2

	ENSG00000233178.7_3
	yes
	up
	AL161457.2

	ENSG00000276071.1_3
	yes
	down
	AC074138.1

	ENSG00000151892.14_3
	yes
	up
	GFRA1

	ENSG00000139629.15_3
	yes
	up
	GALNT6

	ENSG00000136378.14_3
	yes
	down
	ADAMTS7

	ENSG00000247809.7_4
	yes
	down
	NR2F2-AS1

	ENSG00000109881.16_4
	yes
	down
	CCDC34

	ENSG00000163520.13_4
	yes
	down
	FBLN2

	ENSG00000224310.1_2
	yes
	down
	LINC01567

	ENSG00000198108.3_3
	yes
	down
	CHSY3

	ENSG00000162989.4_3
	yes
	up
	KCNJ3

	ENSG00000170689.9_3
	yes
	down
	HOXB9

	ENSG00000167117.8_2
	yes
	up
	LINC00483

	ENSG00000234155.1_3
	yes
	up
	LINC02535

	ENSG00000123610.4_3
	yes
	down
	TNFAIP6

	ENSG00000211644.3_3
	yes
	up
	IGLV1-51

	ENSG00000242371.1_3
	yes
	up
	IGKV1-39

	ENSG00000148483.8_3
	yes
	up
	TMEM236

	ENSG00000189099.11_3
	yes
	up
	PRSS48

	ENSG00000163818.16_3
	yes
	up
	LZTFL1

	ENSG00000214814.7_3
	yes
	up
	FER1L6

	ENSG00000167210.16_3
	yes
	down
	LOXHD1

	ENSG00000112175.7_3
	yes
	up
	BMP5

	ENSG00000105711.11_3
	yes
	down
	SCN1B

	ENSG00000232400.1_2
	yes
	up
	RAD17P1

	ENSG00000224431.1_3
	yes
	down
	AC063976.2

	ENSG00000172689.1_3
	yes
	up
	MS4A10

	ENSG00000169744.12_3
	yes
	down
	LDB2

	ENSG00000163293.11_3
	yes
	up
	NIPAL1

	ENSG00000102802.9_3
	yes
	down
	MEDAG

	ENSG00000065911.11_3
	yes
	down
	MTHFD2

	ENSG00000131482.9_3
	yes
	up
	G6PC

	ENSG00000157765.11_3
	yes
	up
	SLC34A2

	ENSG00000137269.14_3
	yes
	up
	LRRC1

	ENSG00000120324.8_2
	yes
	down
	PCDHB10

	ENSG00000258565.1_2
	yes
	down
	BLZF2P

	ENSG00000255874.2_2
	yes
	down
	LINC00346

	ENSG00000004777.18_3
	yes
	down
	ARHGAP33

	ENSG00000277734.7_3
	yes
	up
	TRAC

	ENSG00000170703.15_3
	yes
	up
	TTLL6

	ENSG00000134668.12_3
	yes
	down
	SPOCD1

	ENSG00000179915.22_3
	yes
	up
	NRXN1

	ENSG00000132434.9_3
	yes
	down
	LANCL2

	ENSG00000176532.3_3
	yes
	up
	PRR15

	ENSG00000255565.1_3
	yes
	down
	AC073651.1

	ENSG00000272620.1_3
	yes
	down
	AFAP1-AS1

	ENSG00000248476.1_3
	yes
	down
	BACH1-IT1

	ENSG00000141540.10_3
	yes
	down
	TTYH2

	ENSG00000128805.14_3
	yes
	down
	ARHGAP22

	ENSG00000101115.12_3
	yes
	down
	SALL4

	ENSG00000101311.15_3
	yes
	up
	FERMT1

	ENSG00000010295.19_3
	yes
	down
	IFFO1

	ENSG00000205358.3_3
	yes
	up
	MT1H

	ENSG00000188662.6_3
	yes
	down
	HILS1

	ENSG00000248771.5_4
	yes
	up
	SMIM31

	ENSG00000133742.13_3
	yes
	up
	CA1

	ENSG00000167080.8_3
	yes
	up
	B4GALNT2

	ENSG00000165810.16_3
	yes
	down
	BTNL9

	ENSG00000178665.14_3
	yes
	down
	ZNF713

	ENSG00000130513.6_3
	yes
	down
	GDF15

	ENSG00000242732.4_4
	yes
	down
	RTL5

	ENSG00000112559.13_3
	yes
	down
	MDFI

	ENSG00000094755.16_3
	yes
	up
	GABRP

	ENSG00000233321.1_3
	yes
	down
	AL357833.1

	ENSG00000229989.3_2
	yes
	down
	MIR181A1HG

	ENSG00000266777.1_3
	yes
	down
	AC090616.6

	ENSG00000197808.11_3
	yes
	down
	ZNF461

	ENSG00000273079.5_3
	yes
	down
	GRIN2B

	ENSG00000019505.7_3
	yes
	up
	SYT13

	ENSG00000106526.10_3
	yes
	up
	ACTR3C

	ENSG00000182199.10_3
	yes
	down
	SHMT2

	ENSG00000135903.18_3
	yes
	down
	PAX3

	ENSG00000105171.9_3
	yes
	down
	POP4

	ENSG00000132874.14_3
	yes
	up
	SLC14A2

	ENSG00000206579.8_3
	yes
	up
	XKR4

	ENSG00000255191.1_3
	yes
	down
	AP003555.3

	ENSG00000148655.14_4
	yes
	down
	LRMDA

	ENSG00000125675.17_4
	yes
	down
	GRIA3

	ENSG00000257818.1_2
	yes
	down
	C1GALT1P1

	ENSG00000185436.11_3
	yes
	up
	IFNLR1

	ENSG00000131941.7_3
	yes
	up
	RHPN2

	ENSG00000221955.10_3
	yes
	down
	SLC12A8

	ENSG00000280639.1_2
	yes
	down
	LINC02204

	ENSG00000138696.10_3
	yes
	down
	BMPR1B

	ENSG00000144407.9_3
	yes
	down
	PTH2R

	ENSG00000211938.2_3
	yes
	up
	IGHV3-7

	ENSG00000203618.5_3
	yes
	down
	GP1BB

	ENSG00000103460.16_3
	yes
	up
	TOX3

	ENSG00000255143.1_4
	yes
	down
	AP000879.2

	ENSG00000162618.13_3
	yes
	down
	ADGRL4

	ENSG00000236998.2_3
	yes
	up
	AL354794.2

	ENSG00000107984.9_3
	yes
	down
	DKK1

	ENSG00000230838.1_2
	yes
	down
	LINC01614

	ENSG00000232775.2
	yes
	down
	AP000525.10

	ENSG00000108823.15_3
	yes
	down
	SGCA

	ENSG00000235784.2_2
	yes
	down
	HNRNPA1P29

	ENSG00000140279.12_3
	yes
	down
	DUOX2

	ENSG00000197050.10_3
	yes
	down
	ZNF420

	ENSG00000113460.12_3
	yes
	down
	BRIX1

	ENSG00000272872.1
	yes
	down
	LL22NC03-N14H11.1

	ENSG00000179772.7_3
	yes
	down
	FOXS1

	ENSG00000186529.15_4
	yes
	up
	CYP4F3

	ENSG00000173898.11_3
	yes
	down
	SPTBN2

	ENSG00000231933.7_4
	yes
	down
	Z98949.1

	ENSG00000135702.14_3
	yes
	up
	CHST5

	ENSG00000167741.10_4
	yes
	up
	GGT6

	ENSG00000163873.9_3
	yes
	down
	GRIK3

	ENSG00000184194.5_3
	yes
	down
	GPR173

	ENSG00000128309.16_3
	yes
	up
	MPST

	ENSG00000267254.5_3
	yes
	down
	ZNF790-AS1

	ENSG00000108576.9_3
	yes
	up
	SLC6A4

	ENSG00000283196.1_3
	yes
	down
	AC006453.2

	ENSG00000110811.19_3
	yes
	down
	P3H3

	ENSG00000260604.2_3
	yes
	down
	AL590004.4

	ENSG00000169418.9_3
	yes
	down
	NPR1

	ENSG00000185615.15_3
	yes
	up
	PDIA2

	ENSG00000129167.9_3
	yes
	up
	TPH1

	ENSG00000142484.6_3
	yes
	up
	TM4SF5

	ENSG00000169946.13_3
	yes
	down
	ZFPM2

	ENSG00000249007.1_4
	yes
	up
	AL691482.3

	ENSG00000164270.17_3
	yes
	up
	HTR4

	ENSG00000232679.1_2
	yes
	down
	LINC01705

	ENSG00000213170.3_2
	yes
	down
	SAR1AP2

	ENSG00000184363.9_3
	yes
	up
	PKP3

	ENSG00000224821.5_3
	yes
	down
	COL4A2-AS2

	ENSG00000270039.1_4
	yes
	down
	AC025165.5

	ENSG00000277829.1_4
	yes
	down
	AL031651.2

	ENSG00000136883.13_3
	yes
	up
	KIF12

	ENSG00000131771.13_3
	yes
	up
	PPP1R1B

	ENSG00000211772.11_3
	yes
	up
	TRBC2

	ENSG00000166073.10_3
	yes
	down
	GPR176

	ENSG00000105464.3_3
	yes
	down
	GRIN2D

	ENSG00000076944.15_3
	yes
	up
	STXBP2

	ENSG00000248222.5_3
	yes
	down
	AC011389.1

	ENSG00000144045.13_3
	yes
	up
	DQX1

	ENSG00000198851.9_3
	yes
	up
	CD3E

	ENSG00000177725.5_4
	yes
	down
	AC105206.1

	ENSG00000241388.4_2
	yes
	up
	HNF1A-AS1

	ENSG00000261115.5_3
	yes
	down
	TMEM178B

	ENSG00000253932.1_3
	yes
	down
	AC019270.1

	ENSG00000180801.13_3
	yes
	down
	ARSJ

	ENSG00000176165.10_3
	yes
	down
	FOXG1

	ENSG00000172238.4_3
	yes
	up
	ATOH1

	ENSG00000277152.1_3
	yes
	down
	AC110048.2

	ENSG00000140511.11_3
	yes
	down
	HAPLN3

	ENSG00000244953.1_3
	yes
	down
	AC087521.1

	ENSG00000242100.2_2
	yes
	down
	RPL9P32

	ENSG00000172673.10_4
	yes
	up
	THEMIS

	ENSG00000196357.11_3
	yes
	down
	ZNF565

	ENSG00000130822.15_3
	yes
	up
	PNCK

	ENSG00000166173.10_3
	yes
	down
	LARP6

	ENSG00000279814.1_3
	yes
	down
	AC010997.6

	ENSG00000101945.16_3
	yes
	down
	SUV39H1

	ENSG00000126254.11_3
	yes
	down
	RBM42

	ENSG00000105404.10_3
	yes
	down
	RABAC1

	ENSG00000184497.12_3
	yes
	down
	TMEM255B

	ENSG00000196581.10_3
	yes
	down
	AJAP1

	ENSG00000111052.7_3
	yes
	down
	LIN7A

	ENSG00000260581.1_3
	yes
	down
	AC011374.1

	ENSG00000147606.8_3
	yes
	down
	SLC26A7

	ENSG00000185737.12_3
	yes
	down
	NRG3

	ENSG00000078053.16_3
	yes
	down
	AMPH

	ENSG00000167880.7_3
	yes
	up
	EVPL

	ENSG00000279400.1_3
	yes
	down
	AC008957.3

	ENSG00000274080.1_4
	yes
	up
	AC005089.1

	ENSG00000175535.6_3
	yes
	down
	PNLIP

	ENSG00000238057.8_3
	yes
	down
	ZEB2-AS1

	ENSG00000082684.14_3
	yes
	down
	SEMA5B

	ENSG00000185518.11_3
	yes
	down
	SV2B

	ENSG00000238042.5_3
	yes
	down
	LINC02257

	ENSG00000272249.1_3
	yes
	down
	AP003117.2

	ENSG00000196460.12_3
	yes
	down
	RFX8

	ENSG00000211666.2_3
	yes
	up
	IGLV2-14

	ENSG00000227742.2_3
	yes
	up
	CALR4P

	ENSG00000006555.10_3
	yes
	up
	TTC22

	ENSG00000275385.1_3
	yes
	up
	CCL18

	ENSG00000147642.16_4
	yes
	up
	SYBU

	ENSG00000248125.1_3
	yes
	up
	AC008700.1

	ENSG00000225383.7_3
	yes
	down
	SFTA1P

	ENSG00000105398.3_3
	yes
	up
	SULT2A1

	ENSG00000245970.2_3
	yes
	down
	AP003352.1

	ENSG00000260139.6_2
	yes
	down
	CSPG4P13

	ENSG00000130584.10_3
	yes
	down
	ZBTB46

	ENSG00000272078.1_3
	yes
	up
	AL139423.1

	ENSG00000226445.1_3
	yes
	down
	BX322234.1

	ENSG00000129354.11_3
	yes
	up
	AP1M2

	ENSG00000265206.5_4
	yes
	up
	AC004687.1

	ENSG00000149380.11_3
	yes
	down
	P4HA3

	ENSG00000196284.15_4
	yes
	down
	SUPT3H

	ENSG00000206557.5_3
	yes
	down
	TRIM71

	ENSG00000274979.1_3
	yes
	up
	AC020656.2

	ENSG00000186481.16_3
	yes
	up
	ANKRD20A5P

	ENSG00000198857.3_2
	yes
	down
	HSD3BP5

	ENSG00000233527.8_3
	yes
	down
	ZNF529-AS1

	ENSG00000199409.1
	yes
	down
	Y_RNA

	ENSG00000078018.19_3
	yes
	down
	MAP2

	ENSG00000240666.2_3
	yes
	up
	MME-AS1

	ENSG00000178462.11_3
	yes
	up
	TUBAL3

	ENSG00000124191.17_3
	yes
	down
	TOX2

	ENSG00000147257.13_3
	yes
	down
	GPC3

	ENSG00000166289.5_3
	yes
	down
	PLEKHF1

	ENSG00000233217.2_3
	yes
	up
	MROH3P

	ENSG00000235590.7_4
	yes
	down
	GNAS-AS1

	ENSG00000181690.7_3
	yes
	up
	PLAG1

	ENSG00000259834.1_3
	yes
	up
	AL365361.1

	ENSG00000243238.1_3
	yes
	up
	IGKV2-30

	ENSG00000267080.5_3
	yes
	down
	ASB16-AS1

	ENSG00000276115.1_4
	yes
	down
	AC026356.2

	ENSG00000162670.10_3
	yes
	up
	BRINP3

	ENSG00000159713.10_3
	yes
	up
	TPPP3

	ENSG00000211669.3_4
	yes
	up
	IGLV3-10

	ENSG00000248790.1_4
	yes
	up
	AC097103.1

	ENSG00000124374.8_3
	yes
	up
	PAIP2B

	ENSG00000272556.2_3
	yes
	down
	GTF2IP13

	ENSG00000232118.2_2
	yes
	down
	BACH1-AS1

	ENSG00000132554.19_3
	yes
	down
	RGS22

	ENSG00000275234.1_3
	yes
	up
	AC010503.4

	ENSG00000280837.1_2
	yes
	up
	CPS1-IT1

	ENSG00000089041.16_3
	yes
	down
	P2RX7

	ENSG00000204790.8
	yes
	up
	CBWD6

	ENSG00000187193.8_3
	yes
	up
	MT1X

	ENSG00000263426.1
	yes
	down
	RN7SL471P

	ENSG00000225903.1_3
	yes
	down
	AL035404.2

	ENSG00000011347.9_3
	yes
	down
	SYT7

	ENSG00000083067.22_3
	yes
	down
	TRPM3

	ENSG00000070371.15_3
	yes
	down
	CLTCL1

	ENSG00000253406.1_4
	yes
	down
	AC012613.2

	ENSG00000279237.1_4
	yes
	down
	AL161773.1

	ENSG00000175591.11_3
	yes
	up
	P2RY2

	ENSG00000179855.5_3
	yes
	down
	GIPC3

	ENSG00000211459.2
	yes
	up
	MT-RNR1

	ENSG00000164236.11_3
	yes
	down
	ANKRD33B

	ENSG00000164142.15_3
	yes
	up
	FAM160A1

	ENSG00000243188.1_2
	yes
	up
	HNRNPA1P17

	ENSG00000250508.1_3
	yes
	down
	AP000808.1

	ENSG00000267279.1_4
	yes
	down
	AC090409.1

	ENSG00000081818.3_3
	yes
	down
	PCDHB4

	ENSG00000135069.13_3
	yes
	down
	PSAT1

	ENSG00000125841.12_3
	yes
	down
	NRSN2

	ENSG00000156265.15_3
	yes
	down
	MAP3K7CL

	ENSG00000145911.5_3
	yes
	down
	N4BP3

	ENSG00000134398.14_3
	yes
	up
	ERN2

	ENSG00000133107.14_3
	yes
	down
	TRPC4

	ENSG00000248441.6_3
	yes
	down
	LINC01197

	ENSG00000251244.1_3
	yes
	down
	AC107208.1

	ENSG00000256340.8_2
	yes
	up
	ABCC6P1

	ENSG00000120322.3_3
	yes
	down
	PCDHB8

	ENSG00000228294.2
	yes
	down
	BMS1P17

	ENSG00000152977.9_3
	yes
	down
	ZIC1

	ENSG00000197479.6_3
	yes
	down
	PCDHB11

	ENSG00000113722.16_3
	yes
	up
	CDX1

	ENSG00000256229.7_3
	yes
	down
	ZNF486

	ENSG00000215394.4
	yes
	down
	BMS1P18

	ENSG00000183421.11_3
	yes
	up
	RIPK4

	ENSG00000164695.4_3
	yes
	up
	CHMP4C

	ENSG00000256083.1_3
	yes
	down
	AC090673.2

	ENSG00000184564.8_3
	yes
	up
	SLITRK6

	ENSG00000132541.10_3
	yes
	down
	RIDA

	ENSG00000136231.13_3
	yes
	down
	IGF2BP3

	ENSG00000023892.10_3
	yes
	up
	DEF6

	ENSG00000261116.1_3
	yes
	up
	AL049555.1

	ENSG00000232517.2_3
	yes
	down
	AC112198.2

	ENSG00000013725.14_3
	yes
	up
	CD6

	ENSG00000243466.1_3
	yes
	up
	IGKV1-5

	ENSG00000264444.1_3
	yes
	down
	AC096708.2

	ENSG00000163661.3_3
	yes
	down
	PTX3

	ENSG00000125384.6_3
	yes
	up
	PTGER2

	ENSG00000008394.12_3
	yes
	up
	MGST1

	ENSG00000164398.12_3
	yes
	up
	ACSL6

	ENSG00000196167.9_4
	yes
	up
	COLCA1

	ENSG00000116748.21_3
	yes
	up
	AMPD1

	ENSG00000238541.1
	yes
	down
	snoU13

	ENSG00000254560.5_3
	yes
	down
	BBOX1-AS1

	ENSG00000121207.11_3
	yes
	up
	LRAT

	ENSG00000170425.3_3
	yes
	down
	ADORA2B

	ENSG00000242173.8_3
	yes
	up
	ARHGDIG

	ENSG00000276547.1_3
	yes
	down
	PCDHGB5

	ENSG00000133460.19_4
	yes
	down
	SLC2A11

	ENSG00000255043.1_3
	yes
	down
	NAV2-AS5

	ENSG00000139266.5_3
	yes
	down
	43533

	ENSG00000111664.10_3
	yes
	down
	GNB3

	ENSG00000108405.3_3
	yes
	up
	P2RX1

	ENSG00000177464.4_3
	yes
	down
	GPR4

	ENSG00000124839.12_3
	yes
	up
	RAB17

	ENSG00000128242.12_3
	yes
	up
	GAL3ST1

	ENSG00000204011.4_3
	yes
	down
	COL5A1-AS1

	ENSG00000268153.5_3
	yes
	down
	AC005176.1

	ENSG00000184160.7_3
	yes
	down
	ADRA2C

	ENSG00000006047.12_3
	yes
	up
	YBX2

	ENSG00000250606.4
	yes
	up
	PRSS3P2

	ENSG00000233006.6_3
	yes
	up
	MIR3936HG

	ENSG00000135697.9_3
	yes
	up
	BCO1

	ENSG00000231172.2_3
	yes
	down
	AC007099.1

	ENSG00000231764.8_3
	yes
	down
	DLX6-AS1

	ENSG00000253105.5_3
	yes
	down
	AP003548.1

	ENSG00000178732.5_3
	yes
	down
	GP5

	ENSG00000274964.1_4
	yes
	down
	AC026356.1

	ENSG00000120328.6_3
	yes
	down
	PCDHB12

	ENSG00000166130.14_4
	yes
	down
	IKBIP

	ENSG00000264736.1_2
	yes
	down
	BDP1P

	ENSG00000040731.10_3
	yes
	down
	CDH10

	ENSG00000067606.16_3
	yes
	up
	PRKCZ

	ENSG00000211900.2_2
	yes
	up
	IGHJ6

	ENSG00000130758.7_3
	yes
	down
	MAP3K10

	ENSG00000186115.12_3
	yes
	up
	CYP4F2

	ENSG00000263990.1_3
	yes
	down
	AC004253.1

	ENSG00000169122.11_3
	yes
	down
	FAM110B

	ENSG00000249439.1_2
	yes
	down
	HMGN1P14

	ENSG00000254709.7_3
	yes
	up
	IGLL5

	ENSG00000115263.14_3
	yes
	up
	GCG

	ENSG00000257438.1_3
	yes
	down
	AC011595.1

	ENSG00000168993.14_3
	yes
	down
	CPLX1

	ENSG00000224959.1_4
	yes
	down
	AC017002.1

	ENSG00000267650.1_3
	yes
	down
	AC008742.1

	ENSG00000006016.10_3
	yes
	down
	CRLF1

	ENSG00000173264.14_3
	yes
	down
	GPR137

	ENSG00000166265.11_3
	yes
	down
	CYYR1

	ENSG00000080293.9_3
	yes
	up
	SCTR

	ENSG00000183199.6_3
	yes
	down
	AC093768.1

	ENSG00000211653.2_3
	yes
	up
	IGLV1-40

	ENSG00000253537.2_3
	yes
	down
	PCDHGA7

	ENSG00000187288.10_3
	yes
	up
	CIDEC

	ENSG00000269903.1_3
	yes
	down
	AC025165.4

	ENSG00000255026.1_3
	yes
	up
	AC136475.3

	ENSG00000138678.10_3
	yes
	up
	GPAT3

	ENSG00000211940.2
	yes
	up
	IGHV3-9

	ENSG00000243279.3_3
	yes
	down
	PRAF2

	ENSG00000279660.1_4
	yes
	up
	AC005703.6

	ENSG00000138755.5_3
	yes
	down
	CXCL9

	ENSG00000166845.13_4
	yes
	down
	C18orf54

	ENSG00000172548.14_4
	yes
	down
	NIPAL4

	ENSG00000110245.11_3
	yes
	up
	APOC3

	ENSG00000226604.2_4
	yes
	down
	PAPPA-AS2

	ENSG00000206262.8_3
	yes
	down
	FOXL2NB

	ENSG00000182771.18_3
	yes
	down
	GRID1

	ENSG00000261617.1_2
	yes
	up
	LINC02177

	ENSG00000235244.3_2
	yes
	up
	DANT2

	ENSG00000137877.9_3
	yes
	down
	SPTBN5

	ENSG00000111012.9_3
	yes
	down
	CYP27B1

	ENSG00000188959.9_3
	yes
	up
	C9orf152

	ENSG00000224373.3_3
	yes
	up
	IGHV4-59

	ENSG00000222178.1
	yes
	down
	RNA5SP181

	ENSG00000091704.9_4
	yes
	down
	CPA1

	ENSG00000178222.12_4
	yes
	down
	RNF212

	ENSG00000149534.8_3
	yes
	up
	MS4A2

	ENSG00000253345.1_2
	yes
	up
	IGHVII-22-1

	ENSG00000270975.1_2
	yes
	down
	MAGOH3P

	ENSG00000133808.4_3
	yes
	down
	MICALCL

	ENSG00000228146.7_2
	yes
	up
	CASP16P

	ENSG00000273971.1_3
	yes
	up
	AC009163.6

	ENSG00000184672.11_3
	yes
	up
	RALYL

	ENSG00000168356.11_4
	yes
	down
	SCN11A

	ENSG00000048540.14_3
	yes
	up
	LMO3

	ENSG00000105173.13_3
	yes
	down
	CCNE1

	ENSG00000099953.9_3
	yes
	down
	MMP11

	ENSG00000170608.2_3
	yes
	up
	FOXA3

	ENSG00000186301.8_2
	yes
	up
	MST1P2

	ENSG00000227925.1_2
	yes
	down
	LINC01655

	ENSG00000259518.1_2
	yes
	down
	LINC01583

	ENSG00000150630.3_3
	yes
	down
	VEGFC

	ENSG00000131773.13_3
	yes
	down
	KHDRBS3

	ENSG00000105088.8_3
	yes
	down
	OLFM2

	ENSG00000273038.2_3
	yes
	down
	AL365203.3

	ENSG00000108018.15_3
	yes
	up
	SORCS1

	ENSG00000126778.8_3
	yes
	down
	SIX1

	ENSG00000007516.13_4
	yes
	up
	BAIAP3

	ENSG00000269881.1_4
	yes
	up
	AC004754.1

	ENSG00000151025.9_3
	yes
	down
	GPR158

	ENSG00000169245.5_3
	yes
	down
	CXCL10

	ENSG00000178752.15_4
	yes
	down
	ERFE

	ENSG00000198358.4_4
	yes
	up
	AL354714.1

	ENSG00000227070.1_3
	yes
	up
	AC104170.1

	ENSG00000115363.13_3
	yes
	down
	EVA1A

	ENSG00000178538.9_3
	yes
	up
	CA8

	ENSG00000211673.2_3
	yes
	up
	IGLV3-1

	ENSG00000135502.17_3
	yes
	down
	SLC26A10

	ENSG00000211966.2_3
	yes
	up
	IGHV5-51

	ENSG00000170370.11_3
	yes
	down
	EMX2

	ENSG00000122691.12_3
	yes
	down
	TWIST1

	ENSG00000260585.1_3
	yes
	down
	AL359851.1

	ENSG00000258188.1
	yes
	down
	RP11-146E13.4

	ENSG00000168389.17_3
	yes
	up
	MFSD2A

	ENSG00000067798.14_3
	yes
	down
	NAV3

	ENSG00000137825.10_3
	yes
	up
	ITPKA

	ENSG00000124785.8_3
	yes
	down
	NRN1

	ENSG00000134780.9_3
	yes
	down
	DAGLA

	ENSG00000175772.10_2
	yes
	up
	LINC01106

	ENSG00000240661.3_4
	yes
	down
	AC063952.1

	ENSG00000145247.11_3
	yes
	up
	OCIAD2

	ENSG00000235790.7_4
	yes
	down
	AC114488.2

	ENSG00000185046.18_3
	yes
	down
	ANKS1B

	ENSG00000245694.9_3
	yes
	down
	CRNDE

	ENSG00000126562.16_3
	yes
	up
	WNK4

	ENSG00000171056.7_3
	yes
	down
	SOX7

	ENSG00000180998.11_3
	yes
	down
	GPR137C

	ENSG00000241224.7_4
	yes
	up
	C3orf85

	ENSG00000175445.14_3
	yes
	down
	LPL

	ENSG00000280721.1_2
	yes
	down
	LINC01943

	ENSG00000163364.9_2
	yes
	down
	LINC01116

	ENSG00000112139.14_3
	yes
	down
	MDGA1

	ENSG00000198734.10_3
	yes
	up
	F5

	ENSG00000253313.5_3
	yes
	up
	C1orf210

	ENSG00000216588.8_4
	yes
	up
	IGSF23

	ENSG00000108511.9_3
	yes
	down
	HOXB6

	ENSG00000132744.7_3
	yes
	up
	ACY3

	ENSG00000244306.10_2
	yes
	down
	DUXAP10

	ENSG00000108813.10_3
	yes
	down
	DLX4

	ENSG00000197859.9_3
	yes
	down
	ADAMTSL2

	ENSG00000228598.1_3
	yes
	up
	MACC1-AS1

	ENSG00000123689.5_3
	yes
	down
	G0S2

	ENSG00000260941.1_2
	yes
	down
	LINC00622

	ENSG00000235523.1_3
	yes
	up
	AL135924.2

	ENSG00000101276.14_3
	yes
	up
	SLC52A3

	ENSG00000127589.4_2
	yes
	down
	TUBBP1

	ENSG00000176092.14_4
	yes
	up
	CRYBG2

	ENSG00000169783.12_3
	yes
	down
	LINGO1

	ENSG00000243055.1_3
	yes
	up
	GK-AS1

	ENSG00000215559.8_2
	yes
	up
	ANKRD20A11P

	ENSG00000178033.5_3
	yes
	down
	FAM26E

	ENSG00000144395.17_4
	yes
	down
	CCDC150

	ENSG00000214575.9_3
	yes
	down
	CPEB1

	ENSG00000153002.11_3
	yes
	down
	CPB1

	ENSG00000131668.13_3
	yes
	down
	BARX1

	ENSG00000260862.1_4
	yes
	down
	AC099506.1

	ENSG00000080007.7_3
	yes
	down
	DDX43

	ENSG00000137203.10_3
	yes
	down
	TFAP2A

	ENSG00000169562.9_3
	yes
	up
	GJB1

	ENSG00000188130.13_3
	yes
	down
	MAPK12

	ENSG00000095713.13_3
	yes
	down
	CRTAC1

	ENSG00000277972.1_3
	yes
	up
	CISD3

	ENSG00000211668.2_3
	yes
	up
	IGLV2-11

	ENSG00000241886.1_4
	yes
	up
	AC112496.1

	ENSG00000173585.15_3
	yes
	up
	CCR9

	ENSG00000183010.16_3
	yes
	down
	PYCR1

	ENSG00000179242.15_4
	yes
	down
	CDH4

	ENSG00000169679.14_3
	yes
	down
	BUB1

	ENSG00000233376.1_4
	yes
	up
	AL117382.2

	ENSG00000168421.12_3
	yes
	up
	RHOH

	ENSG00000117122.13_4
	yes
	down
	MFAP2

	ENSG00000102057.9_3
	yes
	down
	KCND1

	ENSG00000271127.1
	yes
	down
	LL22NC03-N64E9.1

	ENSG00000278960.1_3
	yes
	down
	AL022329.3

	ENSG00000164532.10_3
	yes
	down
	TBX20

	ENSG00000105750.14_3
	yes
	down
	ZNF85

	ENSG00000184156.16_3
	yes
	down
	KCNQ3

	ENSG00000161682.14_3
	yes
	down
	FAM171A2

	ENSG00000115828.15_3
	yes
	down
	QPCT

	ENSG00000026559.13_3
	yes
	down
	KCNG1

	ENSG00000213145.9_3
	yes
	up
	CRIP1

	ENSG00000279375.1_3
	yes
	down
	AC244517.7

	ENSG00000272416.1_3
	yes
	down
	AC025175.1

	ENSG00000163501.6_3
	yes
	up
	IHH

	ENSG00000118004.17_3
	yes
	down
	COLEC11

	ENSG00000138795.9_3
	yes
	down
	LEF1

	ENSG00000143365.17_3
	yes
	up
	RORC

	ENSG00000143479.15_3
	yes
	down
	DYRK3

	ENSG00000225477.3_3
	yes
	down
	AC099730.1

	ENSG00000164920.9_3
	yes
	down
	OSR2

	ENSG00000198643.6_3
	yes
	up
	FAM3D

	ENSG00000211659.2_3
	yes
	up
	IGLV3-25

	ENSG00000234961.1_3
	yes
	down
	AL133415.1

	ENSG00000132622.10_3
	yes
	down
	HSPA12B

	ENSG00000051128.18_3
	yes
	down
	HOMER3

	ENSG00000054938.15_3
	yes
	down
	CHRDL2

	ENSG00000253910.2_3
	yes
	down
	PCDHGB2

	ENSG00000280390.1_2
	yes
	up
	AC010872.1

	ENSG00000211663.2_3
	yes
	up
	IGLV3-19

	ENSG00000163975.11_3
	yes
	up
	MELTF

	ENSG00000225329.3_2
	yes
	up
	LHFPL3-AS2

	ENSG00000211648.2_3
	yes
	up
	IGLV1-47

	ENSG00000113790.10_3
	yes
	up
	EHHADH

	ENSG00000154328.15_3
	yes
	down
	NEIL2

	ENSG00000228014.1_2
	yes
	down
	ZNF680P1

	ENSG00000272321.1_3
	yes
	down
	AP003355.2

	ENSG00000224189.6_3
	yes
	down
	HAGLR

	ENSG00000002746.14_3
	yes
	down
	HECW1

	ENSG00000282246.1_4
	yes
	down
	AL157392.5

	ENSG00000231137.1_2
	yes
	up
	RBM22P5

	ENSG00000229417.1_2
	yes
	up
	NPM1P25

	ENSG00000223813.2_3
	yes
	up
	AC007255.1

	ENSG00000101134.11_3
	yes
	down
	DOK5

	ENSG00000211685.3_3
	yes
	up
	IGLC7

	ENSG00000270550.1_3
	yes
	up
	IGHV3-30

	ENSG00000148942.14_3
	yes
	up
	SLC5A12

	ENSG00000233333.2_2
	yes
	up
	RNFT1P2

	ENSG00000237353.6_3
	yes
	down
	PATE4

	ENSG00000233098.8_4
	yes
	down
	CCDC144NL-AS1

	ENSG00000255050.1_3
	yes
	up
	AC067930.5

	ENSG00000058335.15_3
	yes
	down
	RASGRF1

	ENSG00000249700.8_2
	yes
	down
	SRD5A3-AS1

	ENSG00000187840.4_3
	yes
	down
	EIF4EBP1

	ENSG00000106852.15_3
	yes
	down
	LHX6

	ENSG00000212747.4_4
	yes
	down
	RTL8B

	ENSG00000127533.3_3
	yes
	down
	F2RL3

	ENSG00000236841.7_3
	yes
	down
	AC007750.1

	ENSG00000187268.11_3
	yes
	down
	FAM9C

	ENSG00000185838.13_3
	yes
	down
	GNB1L

	ENSG00000242534.2_4
	yes
	up
	IGKV2D-28

	ENSG00000204442.3_3
	yes
	down
	FAM155A

	ENSG00000227248.1_3
	yes
	down
	FAM155A-IT1

	ENSG00000136114.15_3
	yes
	down
	THSD1

	ENSG00000159224.4_3
	yes
	up
	GIP

	ENSG00000211638.2_3
	yes
	up
	IGLV8-61

	ENSG00000250354.1_3
	yes
	up
	AC069272.1

	ENSG00000253733.3_2
	yes
	down
	LZTS1-AS1

	ENSG00000265488.1
	yes
	up
	AL359314.1

	ENSG00000181778.4_3
	yes
	up
	TMEM252

	ENSG00000088538.12_3
	yes
	up
	DOCK3

	ENSG00000224559.2_2
	yes
	down
	LINC01087

	ENSG00000178773.14_3
	yes
	down
	CPNE7

	ENSG00000250591.3_2
	yes
	up
	PRSS3P1

	ENSG00000183134.4_3
	yes
	up
	PTGDR2

	ENSG00000207627.1
	yes
	down
	MIR581

	ENSG00000213222.3_3
	yes
	down
	AC093724.1

	ENSG00000075461.5_3
	yes
	down
	CACNG4

	ENSG00000269404.6_3
	yes
	up
	SPIB

	ENSG00000232216.1_3
	yes
	up
	IGHV3-43

	ENSG00000197977.3_3
	yes
	down
	ELOVL2

	ENSG00000163564.14_3
	yes
	up
	PYHIN1

	ENSG00000284428.1_2
	yes
	up
	AC092329.4

	ENSG00000132970.12_3
	yes
	down
	WASF3

	ENSG00000179546.4_3
	yes
	up
	HTR1D

	ENSG00000010438.16_3
	yes
	up
	PRSS3

	ENSG00000228630.5_3
	yes
	down
	HOTAIR

	ENSG00000231725.1_2
	yes
	down
	VN1R110P

	ENSG00000172640.3_3
	yes
	up
	OR10AD1

	ENSG00000088882.7_3
	yes
	down
	CPXM1

	ENSG00000264714.1_3
	yes
	down
	AP005117.1

	ENSG00000124440.15_3
	yes
	up
	HIF3A

	ENSG00000175600.15_3
	yes
	down
	SUGCT

	ENSG00000076258.9_3
	yes
	up
	FMO4

	ENSG00000197915.5_3
	yes
	down
	HRNR

	ENSG00000272068.1_3
	yes
	up
	AL365181.2

	ENSG00000248676.1_3
	yes
	up
	AC083902.1

	ENSG00000156687.10_3
	yes
	up
	UNC5D

	ENSG00000234293.1_3
	yes
	down
	BACH1-IT3

	ENSG00000126947.12_3
	yes
	down
	ARMCX1

	ENSG00000264859.5_3
	yes
	up
	DSG2-AS1

	ENSG00000225345.3_2
	yes
	up
	SNX18P3

	ENSG00000275322.1_3
	yes
	down
	AC103746.1

	ENSG00000275443.1_4
	yes
	down
	AC012409.2

	ENSG00000050555.17_3
	yes
	down
	LAMC3

	ENSG00000206075.13_3
	yes
	up
	SERPINB5

	ENSG00000187608.8_4
	yes
	down
	ISG15

	ENSG00000250986.1_2
	yes
	down
	AC141928.1

	ENSG00000261573.1_3
	yes
	up
	AL157402.2

	ENSG00000132698.14_3
	yes
	up
	RAB25

	ENSG00000237512.6_3
	yes
	down
	UNC5B-AS1

	ENSG00000100344.10_3
	yes
	down
	PNPLA3

	ENSG00000178404.9_3
	yes
	down
	CEP295NL

	ENSG00000240498.6_4
	yes
	down
	CDKN2B-AS1

	ENSG00000124749.16_3
	yes
	down
	COL21A1

	ENSG00000179431.6_3
	yes
	down
	FJX1

	ENSG00000135454.13_3
	yes
	down
	B4GALNT1

	ENSG00000277494.1_3
	yes
	down
	GPIHBP1

	ENSG00000142700.11_3
	yes
	down
	DMRTA2

	ENSG00000200942.1
	yes
	down
	RNU6-501P

	ENSG00000221502.1
	yes
	down
	MIR1245A

	ENSG00000157851.16_3
	yes
	down
	DPYSL5

	ENSG00000247872.2_2
	yes
	up
	SPCS2P3

	ENSG00000142959.4_3
	yes
	up
	BEST4

	ENSG00000268628.2_3
	yes
	up
	AL121761.2

	ENSG00000165304.7_3
	yes
	down
	MELK

	ENSG00000245848.2_3
	yes
	up
	CEBPA

	ENSG00000205838.13_4
	yes
	down
	TTC23L

	ENSG00000282057.1_4
	yes
	down
	AC092807.3

	ENSG00000119411.10_3
	yes
	up
	BSPRY

	ENSG00000183054.11_3
	yes
	up
	RGPD6

	ENSG00000256654.3_3
	yes
	down
	AC005906.2

	ENSG00000262576.2_3
	yes
	down
	PCDHGA4

	ENSG00000236892.1_3
	yes
	down
	AL357833.2

	ENSG00000167889.12_3
	yes
	down
	MGAT5B

	ENSG00000280079.1_4
	yes
	down
	AC011447.7

	ENSG00000279404.1_3
	yes
	down
	AC008739.5

	ENSG00000270547.5_2
	yes
	down
	LINC01235

	ENSG00000138308.5_3
	yes
	up
	PLA2G12B

	ENSG00000280304.1_4
	yes
	down
	AC104260.2

	ENSG00000240864.3_3
	yes
	up
	IGKV1-16

	ENSG00000138180.15_3
	yes
	down
	CEP55

	ENSG00000124216.3_3
	yes
	down
	SNAI1

	ENSG00000203446.2_3
	yes
	down
	AC004988.1

	ENSG00000121807.5_4
	yes
	up
	CCR2

	ENSG00000226738.1_3
	yes
	down
	U62317.1

	ENSG00000105290.11_3
	yes
	down
	APLP1

	ENSG00000271049.1_3
	yes
	down
	AC020910.3

	ENSG00000262003.1_3
	yes
	down
	AC087392.1

	ENSG00000255864.5_3
	yes
	down
	AC069208.1

	ENSG00000259070.5_2
	yes
	down
	LINC00639

	ENSG00000179178.10_3
	yes
	up
	TMEM125

	ENSG00000225975.6_2
	yes
	down
	LINC01534

	ENSG00000162894.11_3
	yes
	up
	FCMR

	ENSG00000275431.1_3
	yes
	up
	AC244100.2

	ENSG00000271781.1_3
	yes
	up
	AC026740.1

	ENSG00000163132.6_3
	yes
	down
	MSX1

	ENSG00000092853.13_3
	yes
	down
	CLSPN

	ENSG00000273388.1_3
	yes
	down
	AC005291.2

	ENSG00000164743.4_3
	yes
	down
	C8orf48

	ENSG00000235532.1_2
	yes
	up
	LINC00402

	ENSG00000163673.7_4
	yes
	down
	DCLK3

	ENSG00000283647.1_3
	yes
	up
	AL512643.1

	ENSG00000005513.9_3
	yes
	down
	SOX8

	ENSG00000116883.8_4
	yes
	up
	AL591845.1

	ENSG00000174791.10_3
	yes
	down
	RIN1

	ENSG00000145721.11_3
	yes
	down
	LIX1

	ENSG00000169330.8_3
	yes
	down
	KIAA1024

	ENSG00000256325.1_4
	yes
	down
	AC025423.1

	ENSG00000161249.20_4
	yes
	down
	DMKN

	ENSG00000128262.8_2
	yes
	down
	POM121L9P

	ENSG00000165379.13_4
	yes
	down
	LRFN5

	ENSG00000264236.1_3
	yes
	down
	AC096708.1

	ENSG00000230300.1_3
	yes
	down
	STARD13-IT1

	ENSG00000106018.13_3
	yes
	up
	VIPR2

	ENSG00000168209.4_3
	yes
	down
	DDIT4

	ENSG00000101082.13_3
	yes
	up
	SLA2

	ENSG00000248698.6_4
	yes
	down
	LINC01085

	ENSG00000148948.7_3
	yes
	down
	LRRC4C

	ENSG00000250893.1_3
	yes
	up
	AC098869.2

	ENSG00000236816.2_2
	yes
	down
	ANKRD20A7P

	ENSG00000228437.5_3
	yes
	down
	LINC02474

	ENSG00000261327.4_3
	yes
	down
	AC134312.5

	ENSG00000064218.4_3
	yes
	down
	DMRT3

	ENSG00000251364.6_3
	yes
	up
	AC107884.1

	ENSG00000062038.13_3
	yes
	down
	CDH3

	ENSG00000211937.3_3
	yes
	up
	IGHV2-5

	ENSG00000263429.3_3
	yes
	up
	LINC00675

	ENSG00000271410.1_3
	yes
	down
	AC020728.1

	ENSG00000267006.1_3
	yes
	down
	AC008507.2

	ENSG00000136267.13_3
	yes
	up
	DGKB

	ENSG00000049283.17_3
	yes
	up
	EPN3

	ENSG00000224055.1_2
	yes
	down
	GAPDHP55

	ENSG00000270190.1_4
	yes
	down
	AC068491.3

	ENSG00000251011.5_3
	yes
	down
	TMEM108-AS1

	ENSG00000213988.10_3
	yes
	down
	ZNF90

	ENSG00000269997.1_4
	yes
	up
	AC068790.3

	ENSG00000162383.11_3
	yes
	down
	SLC1A7

	ENSG00000267491.1_3
	yes
	down
	AC100788.1

	ENSG00000260592.1_3
	yes
	up
	AC130456.3

	ENSG00000232680.2_3
	yes
	up
	AC002511.1

	ENSG00000160439.15_3
	yes
	up
	RDH13

	ENSG00000234247.1_3
	yes
	down
	AC096537.2

	ENSG00000105131.7_3
	yes
	down
	EPHX3

	ENSG00000228919.5_2
	yes
	down
	AC097381.1

	ENSG00000244575.3_3
	yes
	up
	IGKV1-27

	ENSG00000180340.6_3
	yes
	down
	FZD2

	ENSG00000246763.6_3
	yes
	up
	RGMB-AS1

	ENSG00000237974.1_3
	yes
	up
	AC000111.3

	ENSG00000267262.1_4
	yes
	up
	AC011444.2

	ENSG00000207923.1
	yes
	up
	MIR559

	ENSG00000259354.5_4
	yes
	up
	AC025580.2

	ENSG00000203805.10_3
	yes
	down
	PLPP4

	ENSG00000140557.11_3
	yes
	down
	ST8SIA2

	ENSG00000222032.1_2
	yes
	down
	AC112721.2

	ENSG00000226887.7_3
	yes
	down
	ERVMER34-1

	ENSG00000162543.5_3
	yes
	up
	UBXN10

	ENSG00000262503.1_3
	yes
	down
	AC027763.1

	ENSG00000250635.1_2
	yes
	down
	CXXC5-AS1

	ENSG00000171097.13_3
	yes
	down
	KYAT1

	ENSG00000224650.2_3
	yes
	up
	IGHV3-74

	ENSG00000225335.3_3
	yes
	up
	AC016027.1

	ENSG00000138311.15_3
	yes
	down
	ZNF365

	ENSG00000249695.6_3
	yes
	down
	AC026369.1

	ENSG00000139865.16_3
	yes
	down
	TTC6

	ENSG00000100505.13_3
	yes
	down
	TRIM9

	ENSG00000040275.16_3
	yes
	down
	SPDL1

	ENSG00000267344.1_3
	yes
	up
	AC003070.1

	ENSG00000069011.15_3
	yes
	up
	PITX1

	ENSG00000227599.1_3
	yes
	down
	AL031676.1

	ENSG00000204397.7_4
	yes
	up
	CARD16

	ENSG00000279355.1_3
	yes
	down
	AGPAT4-IT1

	ENSG00000043591.5_3
	yes
	up
	ADRB1

	ENSG00000141485.16_3
	yes
	down
	SLC13A5

	ENSG00000096080.11_3
	yes
	down
	MRPS18A

	ENSG00000204614.8_3
	yes
	up
	TRIM40

	ENSG00000228561.2_4
	yes
	down
	AC026355.1

	ENSG00000159261.10_3
	yes
	down
	CLDN14

	ENSG00000147138.1_3
	yes
	up
	GPR174

	ENSG00000263786.1_4
	yes
	up
	AC022211.1

	ENSG00000197124.11_3
	yes
	down
	ZNF682

	ENSG00000171346.15_3
	yes
	up
	KRT15

	ENSG00000083622.8_3
	yes
	up
	AC000061.1

	ENSG00000136999.4_3
	yes
	down
	NOV

	ENSG00000187094.11_3
	yes
	up
	CCK

	ENSG00000173868.11_3
	yes
	up
	PHOSPHO1

	ENSG00000163075.12_3
	yes
	up
	CFAP221

	ENSG00000276434.1_4
	yes
	up
	AL136221.1

	ENSG00000175928.5_3
	yes
	up
	LRRN1

	ENSG00000236390.1_3
	yes
	down
	AC092800.1

	ENSG00000278893.1_4
	yes
	down
	AC010533.1

	ENSG00000054179.11_3
	yes
	up
	ENTPD2

	ENSG00000167771.5_3
	yes
	down
	RCOR2

	ENSG00000101255.10_3
	yes
	down
	TRIB3

	ENSG00000223572.9_3
	yes
	up
	CKMT1A

	ENSG00000273017.1_4
	yes
	down
	AP000240.1

	ENSG00000234626.1_3
	yes
	down
	AL021937.3

	ENSG00000157833.12_3
	yes
	down
	GAREM2

	ENSG00000196917.5_3
	yes
	down
	HCAR1

	ENSG00000141639.11_3
	yes
	up
	MAPK4

	ENSG00000253168.1_3
	yes
	up
	AC124069.1

	ENSG00000257953.1_3
	yes
	down
	AC083805.2

	ENSG00000196844.8_4
	yes
	down
	PATE2

	ENSG00000180806.4_3
	yes
	down
	HOXC9

	ENSG00000258140.1_3
	yes
	down
	AC127894.1

	ENSG00000134115.12_3
	yes
	down
	CNTN6

	ENSG00000174963.17_3
	yes
	down
	ZIC4

	ENSG00000164509.13_3
	yes
	down
	IL31RA

	ENSG00000106031.7_3
	yes
	down
	HOXA13

	ENSG00000171960.10_3
	yes
	up
	PPIH

	ENSG00000272746.1_4
	yes
	up
	AP005131.7

	ENSG00000279645.1_4
	yes
	down
	AC016251.1

	ENSG00000121005.8_3
	yes
	down
	CRISPLD1

	ENSG00000141527.16_3
	yes
	up
	CARD14

	ENSG00000224700.2_3
	yes
	down
	AP000844.1

	ENSG00000229666.1_3
	yes
	down
	MAST4-AS1

	ENSG00000249526.1_3
	yes
	down
	AC008667.1

	ENSG00000143028.8_3
	yes
	down
	SYPL2

	ENSG00000100167.19_3
	yes
	down
	SEPT3

	ENSG00000185641.6_3
	yes
	up
	AC034236.1

	ENSG00000226928.1_2
	yes
	down
	RPS14P4

	ENSG00000253535.5_4
	yes
	up
	AC120193.1

	ENSG00000250979.1_3
	yes
	down
	AC022905.1

	ENSG00000185924.6_3
	yes
	down
	RTN4RL1

	ENSG00000145536.15_3
	yes
	down
	ADAMTS16

	ENSG00000262209.2_3
	yes
	down
	PCDHGB3

	ENSG00000183463.5_3
	yes
	up
	URAD

	ENSG00000143631.10_3
	yes
	down
	FLG

	ENSG00000270739.1_3
	yes
	up
	AC090953.1

	ENSG00000227082.1_4
	yes
	down
	AC244021.1

	ENSG00000256287.1_3
	yes
	down
	LINC02398

	ENSG00000131910.4_3
	yes
	up
	NR0B2

	ENSG00000259230.1_3
	yes
	up
	LINC02323

	ENSG00000228903.7_3
	yes
	up
	RASA4CP

	ENSG00000060656.19_3
	yes
	down
	PTPRU

	ENSG00000255438.2_3
	yes
	down
	AL354813.1

	ENSG00000248370.1_3
	yes
	down
	LINC02434

	ENSG00000232828.1_3
	yes
	down
	AC231533.1

	ENSG00000248309.7_4
	yes
	up
	MEF2C-AS1

	ENSG00000139515.5_3
	yes
	up
	PDX1

	ENSG00000275850.1_4
	yes
	down
	AC005912.2

	ENSG00000253335.1_3
	yes
	down
	AC009884.1

	ENSG00000215428.2
	yes
	down
	AL354898.1

	ENSG00000198221.8_2
	yes
	up
	AFDN-AS1

	ENSG00000272808.3_4
	yes
	down
	AC015712.6

	ENSG00000185972.5_3
	yes
	down
	CCIN

	ENSG00000141431.10_4
	yes
	up
	ASXL3

	ENSG00000211863.1_3
	yes
	up
	TRAJ26

	ENSG00000101187.15_3
	yes
	up
	SLCO4A1

	ENSG00000105664.10_3
	yes
	down
	COMP

	ENSG00000130701.3_3
	yes
	up
	RBBP8NL

	ENSG00000238826.1
	yes
	up
	AL359253.1

	ENSG00000131409.12_3
	yes
	down
	LRRC4B

	ENSG00000119283.15_3
	yes
	down
	TRIM67

	ENSG00000253539.1_3
	yes
	down
	AC018442.2

	ENSG00000163864.15_3
	yes
	up
	NMNAT3

	ENSG00000122224.17_3
	yes
	up
	LY9

	ENSG00000269514.1_3
	yes
	up
	AC024257.3

	ENSG00000187630.15_3
	yes
	up
	DHRS4L2

	ENSG00000211941.3_3
	yes
	up
	IGHV3-11

	ENSG00000166473.17_3
	yes
	up
	PKD1L2

	ENSG00000280339.1_4
	yes
	down
	AP001528.3

	ENSG00000250384.1_2
	yes
	down
	UBE2CP3

	ENSG00000087510.6_3
	yes
	down
	TFAP2C

	ENSG00000248965.1_3
	yes
	down
	AC011389.2

	ENSG00000130768.14_3
	yes
	up
	SMPDL3B

	ENSG00000261054.1_3
	yes
	up
	AC036108.2

	ENSG00000258829.1_3
	yes
	down
	AC026888.1

	ENSG00000225106.1_3
	yes
	down
	AL162457.2

	ENSG00000170561.12_3
	yes
	down
	IRX2

	ENSG00000211860.1_3
	yes
	up
	TRAJ29

	ENSG00000064655.18_4
	yes
	down
	EYA2

	ENSG00000272070.1_3
	yes
	down
	AC005618.1

	ENSG00000240244.3_2
	yes
	down
	GAPDHP33

	ENSG00000112246.9_3
	yes
	down
	SIM1

	ENSG00000211875.1_3
	yes
	up
	TRAJ14

	ENSG00000276488.1_3
	yes
	up
	AC008735.4

	ENSG00000158792.15_3
	yes
	up
	SPATA2L

	ENSG00000115616.2_3
	yes
	up
	SLC9A2

	ENSG00000007264.14_3
	yes
	up
	MATK

	ENSG00000204175.5_3
	yes
	up
	GPRIN2

	ENSG00000035499.12_3
	yes
	up
	DEPDC1B

	ENSG00000177614.10_3
	yes
	down
	PGBD5

	ENSG00000120907.17_3
	yes
	up
	ADRA1A

	ENSG00000162992.3_3
	yes
	up
	NEUROD1

	ENSG00000197768.10_4
	yes
	up
	STPG3

	ENSG00000169607.12_3
	yes
	down
	CKAP2L

	ENSG00000272701.2_3
	yes
	up
	AC007938.4

	ENSG00000147655.10_3
	yes
	up
	RSPO2

	ENSG00000118432.12_3
	yes
	up
	CNR1

	ENSG00000189233.11_3
	yes
	up
	NUGGC

	ENSG00000101057.15_3
	yes
	down
	MYBL2

	ENSG00000074410.13_3
	yes
	down
	CA12

	ENSG00000261512.2_3
	yes
	down
	AC092368.3

	ENSG00000211886.1_3
	yes
	up
	TRAJ3

	ENSG00000279328.1_3
	yes
	up
	AC073439.1

	ENSG00000127074.14_3
	yes
	up
	RGS13

	ENSG00000226122.1_3
	yes
	up
	DDC-AS1

	ENSG00000084628.9_3
	yes
	down
	NKAIN1

	ENSG00000188848.15_3
	yes
	up
	BEND4

	ENSG00000237111.1_2
	yes
	up
	IGHJ3P

	ENSG00000132932.16_3
	yes
	down
	ATP8A2

	ENSG00000260807.6_4
	yes
	down
	AC009041.2

	ENSG00000241635.7_3
	yes
	up
	UGT1A1

	ENSG00000118508.4_3
	yes
	down
	RAB32

	ENSG00000229761.1_2
	yes
	up
	RPS20P1

	ENSG00000118729.11_3
	yes
	up
	CASQ2

	ENSG00000272264.1_4
	yes
	up
	AC009686.2

	ENSG00000222022.1_2
	yes
	down
	AC112721.1

	ENSG00000156509.13_3
	yes
	down
	FBXO43

	ENSG00000227258.5_4
	yes
	up
	SMIM2-AS1

	ENSG00000259571.1_3
	yes
	down
	BLID

	ENSG00000243232.4_3
	yes
	down
	PCDHAC2

	ENSG00000146453.12_3
	yes
	down
	PNLDC1

	ENSG00000171889.3_3
	yes
	up
	MIR31HG

	ENSG00000218991.1_2
	yes
	up
	CCNG1P1

	ENSG00000125851.9_3
	yes
	up
	PCSK2

	ENSG00000157087.17_3
	yes
	down
	ATP2B2

	ENSG00000199488.1
	yes
	up
	RNU1-70P

	ENSG00000160862.12_3
	yes
	up
	AZGP1

	ENSG00000147465.11_3
	yes
	up
	STAR

	ENSG00000184058.13_4
	yes
	down
	TBX1

	ENSG00000240764.3_3
	yes
	down
	PCDHGC5

	ENSG00000173208.3_3
	yes
	up
	ABCD2

	ENSG00000103226.17_3
	yes
	up
	NOMO3

	ENSG00000280291.1_4
	yes
	down
	AC016251.2

	ENSG00000254245.2_3
	yes
	down
	PCDHGA3

	ENSG00000225968.7_3
	yes
	down
	ELFN1

	ENSG00000160563.13_3
	yes
	down
	MED27

	ENSG00000205537.2_3
	yes
	up
	AC121338.1

	ENSG00000258662.1_3
	yes
	down
	AC022469.2

	ENSG00000115598.9_3
	yes
	down
	IL1RL2

	ENSG00000178597.6_3
	yes
	down
	PSAPL1

	ENSG00000241942.2_2
	yes
	down
	RPS20P20

	ENSG00000009709.11_3
	yes
	down
	PAX7

	ENSG00000261594.3_3
	yes
	down
	TPBGL

	ENSG00000086991.12_3
	yes
	down
	NOX4

	ENSG00000243305.1_3
	yes
	up
	AC026347.1

	ENSG00000260920.2_3
	yes
	down
	AL031985.3

	ENSG00000135925.8_3
	yes
	up
	WNT10A

	ENSG00000241832.1_2
	yes
	up
	CECR3

	ENSG00000240505.8_3
	yes
	up
	TNFRSF13B

	ENSG00000241088.2_3
	yes
	up
	AC100843.1

	ENSG00000111701.6_3
	yes
	up
	APOBEC1

	ENSG00000254615.2_3
	yes
	down
	AC027031.2

	ENSG00000257256.1_3
	yes
	up
	AC008147.1

	ENSG00000130055.13_3
	yes
	up
	GDPD2

	ENSG00000167780.11_3
	yes
	up
	SOAT2

	ENSG00000251429.1_3
	yes
	up
	AC098679.3

	ENSG00000254893.6_1
	yes
	down
	AC113404.3

	ENSG00000069482.6_3
	yes
	down
	GAL

	ENSG00000254290.1_3
	yes
	up
	AC124067.4

	ENSG00000185386.14_3
	yes
	down
	MAPK11

	ENSG00000243423.1_3
	yes
	up
	AC004223.1

	ENSG00000236384.7_2
	yes
	up
	LINC00479

	ENSG00000182325.10_3
	yes
	up
	FBXL6

	ENSG00000226742.3_3
	yes
	up
	HSBP1L1

	ENSG00000279456.1_3
	yes
	up
	AL353763.1

	ENSG00000261269.1_3
	yes
	down
	AC093278.2

	ENSG00000253420.1_3
	yes
	down
	AC103853.1

	ENSG00000170835.14_3
	yes
	down
	CEL

	ENSG00000231871.5_4
	yes
	down
	IPO9-AS1

	ENSG00000267942.1
	yes
	down
	AC090673.2

	ENSG00000257941.1_3
	yes
	down
	AC011611.5

	ENSG00000175287.18_3
	yes
	down
	PHYHD1

	ENSG00000255358.1_3
	yes
	up
	AC019227.1

	ENSG00000251728.1
	yes
	up
	Y_RNA

	ENSG00000118520.14_3
	yes
	up
	ARG1

	ENSG00000164530.13_3
	yes
	up
	PI16

	ENSG00000130413.15_3
	yes
	up
	STK33

	ENSG00000197165.10_3
	yes
	up
	SULT1A2

	ENSG00000250848.1_3
	yes
	up
	AC021087.2

	ENSG00000216813.1_3
	yes
	up
	AL358178.1

	ENSG00000197181.11_3
	yes
	up
	PIWIL2

	ENSG00000085265.10_3
	yes
	up
	FCN1

	ENSG00000183653.4
	yes
	down
	GRIK1-AS2

	ENSG00000218823.1_3
	yes
	down
	PAPOLB

	ENSG00000284513.1_2
	yes
	down
	AC006063.2

	ENSG00000258679.1_3
	yes
	down
	AC121758.1

	ENSG00000207345.1
	yes
	down
	RNU6-1222P

	ENSG00000232821.1_3
	yes
	down
	AC003986.2

	ENSG00000249328.2_3
	yes
	down
	AC036214.1

	ENSG00000250423.2_3
	yes
	down
	KIAA1210

	ENSG00000267053.6_3
	yes
	down
	AC012617.1

	ENSG00000176490.4_3
	yes
	down
	DIRAS1

	ENSG00000270571.2_3
	yes
	down
	AC007681.1

	ENSG00000270314.1_3
	yes
	up
	AC007161.2

	ENSG00000272442.2_4
	yes
	down
	AL353588.1

	ENSG00000267383.6_4
	yes
	down
	AC011447.3

	ENSG00000169962.4_3
	yes
	up
	TAS1R3

	ENSG00000149527.17_3
	yes
	up
	PLCH2

	ENSG00000241429.1_2
	yes
	up
	EEF1A1P25

	ENSG00000253972.5_2
	yes
	up
	MAL2

	ENSG00000157399.14_3
	yes
	up
	ARSE

	ENSG00000185338.4_3
	yes
	down
	SOCS1

	ENSG00000157111.12_3
	yes
	up
	TMEM171

	ENSG00000137251.15_3
	yes
	up
	TINAG

	ENSG00000211876.1_3
	yes
	up
	TRAJ13

	ENSG00000203995.9_3
	yes
	down
	ZYG11A

	ENSG00000180739.13_3
	yes
	down
	S1PR5

	ENSG00000230587.1_2
	yes
	down
	AC093609.1

	ENSG00000276728.1_3
	yes
	up
	AC142472.1

	ENSG00000268027.5_4
	yes
	up
	AC243960.1

	ENSG00000102245.7_3
	yes
	up
	CD40LG

	ENSG00000186265.9_3
	yes
	up
	BTLA

	ENSG00000135549.10
	yes
	up
	PKIB

	ENSG00000225670.4_3
	yes
	down
	CADM3-AS1

	ENSG00000141314.12_3
	yes
	down
	RHBDL3

	ENSG00000241155.1_3
	yes
	down
	ARHGAP31-AS1

	ENSG00000229458.2_4
	yes
	down
	AC010157.1

	ENSG00000183242.11_2
	yes
	down
	WT1-AS

	ENSG00000258723.1_3
	yes
	down
	AF099810.1

	ENSG00000064195.7_3
	yes
	down
	DLX3

	ENSG00000235052.1_3
	yes
	down
	AL021154.1

	ENSG00000178150.9_3
	yes
	down
	ZNF114

	ENSG00000273325.1_3
	yes
	down
	AL008723.3

	ENSG00000169442.8_3
	yes
	up
	CD52

	ENSG00000263276.1_4
	yes
	up
	AC020978.8

	ENSG00000253116.1_3
	yes
	down
	AC027698.1

	ENSG00000255097.1_4
	yes
	down
	AP006259.1

	ENSG00000165886.4_3
	yes
	down
	UBTD1

	ENSG00000148798.10_3
	yes
	down
	INA

	ENSG00000261012.2_3
	yes
	up
	AC115619.1

	ENSG00000176826.15_2
	yes
	down
	FKBP9P1

	ENSG00000102032.12_3
	yes
	down
	RENBP

	ENSG00000250748.6_3
	yes
	down
	AC025419.1

	ENSG00000263637.1_3
	yes
	down
	AC022035.1

	ENSG00000242759.6_3
	yes
	down
	LINC00882

	ENSG00000106341.10_3
	yes
	down
	PPP1R17

	ENSG00000275547.1_3
	yes
	down
	AC010632.3

	ENSG00000212342.1
	yes
	down
	SNORA12

	ENSG00000211849.1_3
	yes
	up
	TRAJ40

	ENSG00000160051.11_4
	yes
	up
	IQCC

	ENSG00000124701.5_3
	yes
	up
	APOBEC2

	ENSG00000272367.1_3
	yes
	up
	AC018754.1

	ENSG00000036448.9_3
	yes
	up
	MYOM2

	ENSG00000213431.4_3
	yes
	down
	AC080014.1

	ENSG00000165071.14_4
	yes
	up
	TMEM71

	ENSG00000089199.9_3
	yes
	up
	CHGB

	ENSG00000183317.16_3
	yes
	up
	EPHA10

	ENSG00000118292.8_3
	yes
	down
	C1orf54

	ENSG00000264000.1_3
	yes
	up
	AP005059.1

	ENSG00000239899.2
	yes
	down
	RN7SL674P

	ENSG00000227496.1_3
	yes
	down
	AC099066.2

	ENSG00000255910.1_4
	yes
	down
	AC024901.1

	ENSG00000267175.5_4
	yes
	down
	AC105094.2

	ENSG00000128714.5_3
	yes
	down
	HOXD13

	ENSG00000186493.11_3
	yes
	down
	C5orf38

	ENSG00000007908.15_4
	yes
	down
	SELE

	ENSG00000229400.1_3
	yes
	down
	AL596330.1

	ENSG00000244649.4_2
	yes
	down
	LINC02086

	ENSG00000279501.1_3
	yes
	down
	CR392039.3

	ENSG00000158296.13_3
	yes
	down
	SLC13A3

	ENSG00000182912.6_3
	yes
	down
	TSPEAR-AS2

	ENSG00000283646.1_2
	yes
	up
	LINC02009

	ENSG00000183474.15_3
	yes
	up
	GTF2H2C

	ENSG00000165891.15_3
	yes
	down
	E2F7

	ENSG00000197992.6_3
	yes
	up
	CLEC9A

	ENSG00000281106.2_3
	yes
	up
	LINC00282

	ENSG00000069018.17_3
	yes
	up
	TRPC7

	ENSG00000251003.7_2
	yes
	down
	ZFPM2-AS1

	ENSG00000249245.2_2
	yes
	up
	NCOA4P3

	ENSG00000151655.18_3
	yes
	up
	ITIH2

	ENSG00000162460.6_3
	yes
	up
	TMEM82

	ENSG00000266258.1_2
	yes
	up
	LINC01909

	ENSG00000179097.5_3
	yes
	down
	HTR1F

	ENSG00000163040.14_4
	yes
	down
	CCDC74A

	ENSG00000109511.11_3
	yes
	down
	ANXA10

	ENSG00000178175.11_3
	yes
	down
	ZNF366

	ENSG00000157927.16_3
	yes
	down
	RADIL

	ENSG00000165113.12_3
	yes
	up
	GKAP1

	ENSG00000239868.2
	yes
	down
	RN7SL34P

	ENSG00000267849.1
	yes
	down
	AL133262.1

	ENSG00000243290.3_2
	yes
	up
	IGKV1-12

	ENSG00000122188.12_3
	yes
	up
	LAX1

	ENSG00000222852.1
	yes
	up
	Y_RNA

	ENSG00000186577.12_4
	yes
	down
	SMIM29

	ENSG00000273478.1_3
	yes
	up
	AC099676.1

	ENSG00000266164.1
	yes
	down
	RN7SL758P

	ENSG00000182118.7_3
	yes
	down
	FAM89A

	ENSG00000197934.8_4
	yes
	down
	CYYR1-AS1

	ENSG00000224003.1_2
	yes
	down
	YES1P1

	ENSG00000137285.9_3
	yes
	down
	TUBB2B

	ENSG00000128438.10_2
	yes
	up
	TBC1D27

	ENSG00000252947.1
	yes
	down
	SCARNA1

	ENSG00000235576.1_2
	yes
	up
	LINC01871

	ENSG00000215845.10_4
	yes
	up
	TSTD1

	ENSG00000185522.8_3
	yes
	up
	LMNTD2

	ENSG00000213188.3_2
	yes
	up
	YBX1P4

	ENSG00000238482.1
	yes
	down
	RNU6-1208P

	ENSG00000273264.1_3
	yes
	down
	AL360219.1

	ENSG00000166035.10_3
	yes
	down
	LIPC

	ENSG00000106689.10_3
	yes
	down
	LHX2

	ENSG00000200953.1
	yes
	up
	Y_RNA

	ENSG00000173227.13_3
	yes
	down
	SYT12

	ENSG00000103154.9_3
	yes
	down
	NECAB2

	ENSG00000251223.1_2
	yes
	down
	MTCO1P9

	ENSG00000105889.14_3
	yes
	down
	STEAP1B

	ENSG00000228053.1_3
	yes
	down
	AL158823.1

	ENSG00000167157.10_3
	yes
	down
	PRRX2

	ENSG00000269959.1_2
	yes
	down
	SPACA6P-AS

	ENSG00000136866.13_3
	yes
	down
	ZFP37

	ENSG00000250770.3_4
	yes
	down
	AC005865.2

	ENSG00000259448.2_3
	yes
	up
	LINC02352

	ENSG00000238829.1
	yes
	up
	RNU7-45P

	ENSG00000100031.18_4
	yes
	up
	GGT1

	ENSG00000255394.4_2
	yes
	up
	C8orf49

	ENSG00000270168.2_4
	yes
	up
	AC004233.2

	ENSG00000211959.2_3
	yes
	up
	IGHV4-39

	ENSG00000133640.18_3
	yes
	down
	LRRIQ1

	ENSG00000180730.4_3
	yes
	down
	SHISA2

	ENSG00000110436.11_3
	yes
	down
	SLC1A2

	ENSG00000180336.17_4
	yes
	down
	MEIOC

	ENSG00000103152.11_3
	yes
	down
	MPG

	ENSG00000179344.16_3
	yes
	up
	HLA-DQB1

	ENSG00000239280.1_3
	yes
	up
	AC108693.1

	ENSG00000132321.16_3
	yes
	down
	IQCA1

	ENSG00000246082.2_3
	yes
	up
	NUDT16P1

	ENSG00000205414.1_3
	yes
	up
	AC007608.1

	ENSG00000171243.7_3
	yes
	up
	SOSTDC1

	ENSG00000154080.13_3
	yes
	up
	CHST9

	ENSG00000239641.1_3
	yes
	up
	PLS1-AS1

	ENSG00000134757.4_3
	yes
	up
	DSG3

	ENSG00000139797.7_3
	yes
	down
	RNF113B

	ENSG00000233101.10_4
	yes
	down
	HOXB-AS3

	ENSG00000239789.5_3
	yes
	down
	MRPS17

	ENSG00000199962.1
	yes
	up
	Y_RNA

	ENSG00000244503.1_3
	yes
	up
	AC108751.5

	ENSG00000110104.11_3
	yes
	down
	CCDC86

	ENSG00000139220.16_3
	yes
	down
	PPFIA2

	ENSG00000166920.12_3
	yes
	up
	C15orf48

	ENSG00000256443.1_4
	yes
	down
	AP003559.1

	ENSG00000269148.1_3
	yes
	up
	AC092301.1

	ENSG00000164879.6_3
	yes
	up
	CA3

	ENSG00000258778.2_3
	yes
	down
	AL161670.2

	ENSG00000166342.18_3
	yes
	down
	NETO1

	ENSG00000243297.2_2
	yes
	down
	RPL31P61

	ENSG00000163623.9_3
	yes
	down
	NKX6-1

	ENSG00000160886.13_4
	yes
	down
	LY6K

	ENSG00000171246.5_3
	yes
	up
	NPTX1

	ENSG00000215367.10_3
	yes
	down
	TMED11P

	ENSG00000111181.12_3
	yes
	down
	SLC6A12

	ENSG00000252365.1
	yes
	down
	SNORD22

	ENSG00000227658.1_4
	yes
	down
	AC005160.1

	ENSG00000136944.17_3
	yes
	down
	LMX1B

	ENSG00000279394.1_4
	yes
	up
	AC015871.4

	ENSG00000239528.1_2
	yes
	up
	RPS14P8

	ENSG00000252032.1
	yes
	up
	RNU6-1281P

	ENSG00000135447.16_3
	yes
	up
	PPP1R1A

	ENSG00000254205.1_3
	yes
	up
	AC009686.1

	ENSG00000160446.18_4
	yes
	up
	ZDHHC12

	ENSG00000117501.14_4
	yes
	down
	MROH9

	ENSG00000188933.14_2
	yes
	down
	USP32P1

	ENSG00000271709.1_3
	yes
	down
	AC017033.1

	ENSG00000224116.6_3
	yes
	down
	INHBA-AS1

	ENSG00000279822.1_3
	yes
	down
	AC016397.2

	ENSG00000236027.2_3
	yes
	down
	PATE3

	ENSG00000129910.7_3
	yes
	down
	CDH15

	ENSG00000196361.9_3
	yes
	down
	ELAVL3

	ENSG00000235770.5_3
	yes
	down
	LINC00607

	ENSG00000279204.1_4
	yes
	down
	AC134043.2

	ENSG00000135127.11_3
	yes
	up
	BICDL1

	ENSG00000225969.2_3
	yes
	up
	ABHD11-AS1

	ENSG00000226403.1_4
	yes
	up
	AL392089.1

	ENSG00000242258.1_2
	yes
	up
	LINC00996

	ENSG00000224468.3_3
	yes
	down
	AL354953.1

	ENSG00000196092.12_3
	yes
	up
	PAX5

	ENSG00000253683.1_3
	yes
	down
	AC027309.2

	ENSG00000253857.1_4
	yes
	up
	AC022679.1

	ENSG00000271795.1_3
	yes
	down
	AC011337.1

	ENSG00000235786.1_3
	yes
	up
	ZNRF3-IT1

	ENSG00000266904.5_3
	yes
	up
	LINC00663

	ENSG00000227413.1_3
	yes
	down
	AL022238.1

	ENSG00000240382.3_3
	yes
	up
	IGKV1-17

	ENSG00000228056.3_2
	yes
	down
	CFL1P3

	ENSG00000256540.1_3
	yes
	down
	AC007406.3

	ENSG00000180914.10_3
	yes
	down
	OXTR

	ENSG00000256499.1_3
	yes
	down
	LINC02468

	ENSG00000256268.1_3
	yes
	down
	LINC02454

	ENSG00000273540.3_3
	yes
	down
	AGBL1

	ENSG00000259134.5_2
	yes
	down
	LINC00924

	ENSG00000261647.1_2
	yes
	down
	IMPDH1P11

	ENSG00000267583.5_4
	yes
	down
	AC007998.3

	ENSG00000277013.1_3
	yes
	down
	AC008556.1

	ENSG00000250523.1_3
	yes
	down
	AC093909.3

	ENSG00000260977.1_3
	yes
	down
	AC016722.3

	ENSG00000233387.1_4
	yes
	down
	AL121748.1

	ENSG00000277945.1_4
	yes
	down
	AC107308.1

	ENSG00000122254.6_3
	yes
	down
	HS3ST2

	ENSG00000188992.11_3
	yes
	down
	LIPI

	ENSG00000251442.5_2
	yes
	down
	LINC01094

	ENSG00000129596.4_3
	yes
	down
	CDO1

	ENSG00000271765.1
	yes
	up
	7SK

	ENSG00000109927.9_3
	yes
	down
	TECTA

	ENSG00000277135.1_4
	yes
	down
	AC012409.3

	ENSG00000272834.1_3
	yes
	down
	AL022238.3

	ENSG00000184979.9_3
	yes
	down
	USP18

	ENSG00000179044.15_3
	yes
	down
	EXOC3L1

	ENSG00000174567.7_3
	yes
	up
	GOLT1A

	ENSG00000112812.15_3
	yes
	up
	PRSS16

	ENSG00000133740.10_3
	yes
	up
	E2F5

	ENSG00000157150.4_3
	yes
	down
	TIMP4

	ENSG00000197646.7_3
	yes
	down
	PDCD1LG2

	ENSG00000232814.2_3
	yes
	down
	COL4A2-AS1

	ENSG00000105509.10_3
	yes
	down
	HAS1

	ENSG00000254221.2_3
	yes
	down
	PCDHGB1

	ENSG00000207072.1
	yes
	down
	RNU6-39P

	ENSG00000099822.2_3
	yes
	down
	HCN2

	ENSG00000267265.5_3
	yes
	up
	AC011476.3

	ENSG00000006638.11_3
	yes
	down
	TBXA2R

	ENSG00000268707.1_3
	yes
	down
	AL158151.4

	ENSG00000257341.5_4
	yes
	up
	AL928654.4

	ENSG00000254588.1_3
	yes
	down
	AP003397.1

	ENSG00000151967.18_3
	yes
	down
	SCHIP1

	ENSG00000256159.1_3
	yes
	up
	AC022080.3

	ENSG00000205918.9_2
	yes
	up
	PDPK2P

	ENSG00000158089.14_3
	yes
	up
	GALNT14

	ENSG00000114204.14_3
	yes
	up
	SERPINI2

	ENSG00000006071.12_3
	yes
	down
	ABCC8

	ENSG00000243789.10_3
	yes
	up
	JMJD7

	ENSG00000140961.12_3
	yes
	up
	OSGIN1

	ENSG00000106952.7_3
	yes
	up
	TNFSF8

	ENSG00000258967.1_3
	yes
	down
	AL117694.1

	ENSG00000099625.12_3
	yes
	down
	CBARP

	ENSG00000271013.1_2
	yes
	up
	LRRC37A9P

	ENSG00000233363.1_3
	yes
	up
	AC006019.2

	ENSG00000234060.1_2
	yes
	up
	EDDM3CP

	ENSG00000162739.13_3
	yes
	up
	SLAMF6

	ENSG00000211879.1_2
	yes
	up
	TRAJ10

	ENSG00000168546.10_3
	yes
	up
	GFRA2

	ENSG00000277575.1_1
	yes
	up
	AL162233.1

	ENSG00000122872.8_2
	yes
	up
	ARL4AP1

	ENSG00000128606.12_3
	yes
	down
	LRRC17

	ENSG00000271614.1_2
	yes
	up
	ATP2B1-AS1

	ENSG00000281937.1_3
	yes
	down
	Z98044.1

	ENSG00000255426.1_3
	yes
	down
	AC044839.3

	ENSG00000262097.1_2
	yes
	down
	LINC02185

	ENSG00000121075.9_3
	yes
	down
	TBX4

	ENSG00000240280.6_2
	yes
	down
	TCAM1P

	ENSG00000267038.1_3
	yes
	down
	AC105094.1

	ENSG00000276846.1_3
	yes
	down
	AC016590.3

	ENSG00000170549.3_3
	yes
	down
	IRX1

	ENSG00000231317.1_3
	yes
	down
	AC091812.1

	ENSG00000249885.1_3
	yes
	up
	ARHGEF38-IT1

	ENSG00000239873.2_2
	yes
	down
	GAPDHP27

	ENSG00000168928.12_3
	yes
	down
	CTRB2

	ENSG00000261410.1_3
	yes
	down
	AC009142.1

	ENSG00000261959.1_3
	yes
	down
	AC015909.3

	ENSG00000260440.2_2
	yes
	down
	LINC01544

	ENSG00000250829.2_3
	yes
	down
	AC108865.1

	ENSG00000239191.1
	yes
	down
	snoU13

	ENSG00000201988.2
	yes
	down
	Y_RNA

	ENSG00000238858.1
	yes
	up
	snoU13

	ENSG00000254061.1_3
	yes
	up
	AC091144.2

	ENSG00000179292.4_3
	yes
	down
	TMEM151A

	ENSG00000214691.7_2
	yes
	down
	LINC01913

	ENSG00000235890.2_3
	yes
	down
	TSPEAR-AS1

	ENSG00000156140.9_3
	yes
	down
	ADAMTS3

	ENSG00000239171.1
	yes
	down
	snoU13

	ENSG00000213397.10_4
	yes
	down
	HAUS7

	ENSG00000279513.1_4
	yes
	up
	AL157902.2

	ENSG00000279509.1_3
	yes
	up
	AC007494.3

	ENSG00000256197.1_3
	yes
	down
	TSPAN9-IT1

	ENSG00000259986.1_3
	yes
	down
	AC103876.1

	ENSG00000240405.6_4
	yes
	down
	SAMMSON

	ENSG00000248647.2_4
	yes
	down
	AC012613.1

	ENSG00000231259.4_2
	yes
	up
	AC125232.1

	ENSG00000243495.1_2
	yes
	up
	GMFBP1

	ENSG00000250608.1_3
	yes
	up
	AC010210.1

	ENSG00000156042.17_3
	yes
	up
	CFAP70

	ENSG00000102678.6_3
	yes
	up
	FGF9

	ENSG00000173826.14_3
	yes
	up
	KCNH6

	ENSG00000230703.1_4
	yes
	up
	AL591178.2

	ENSG00000242908.6_4
	yes
	up
	AADACL2-AS1

	ENSG00000181617.5_3
	yes
	up
	FDCSP

	ENSG00000159263.15_3
	yes
	down
	SIM2

	ENSG00000254048.1_4
	yes
	up
	AC105150.1

	ENSG00000280265.1_4
	yes
	up
	AC130456.7

	ENSG00000217231.2_3
	yes
	up
	AL109755.1

	ENSG00000135472.8_3
	yes
	up
	FAIM2

	ENSG00000169684.13_3
	yes
	up
	CHRNA5

	ENSG00000270332.1_2
	yes
	up
	SMC2-AS1

	ENSG00000157021.9_2
	yes
	down
	FAM92A1P1

	ENSG00000260776.5_3
	yes
	down
	AC104758.3

	ENSG00000223508.5_2
	yes
	down
	RPL23AP53

	ENSG00000162728.4_3
	yes
	up
	KCNJ9

	ENSG00000163630.10_3
	yes
	up
	SYNPR

	ENSG00000251254.1_2
	yes
	down
	GTF2F2P1

	ENSG00000148344.10_3
	yes
	down
	PTGES

	ENSG00000256134.1_2
	yes
	up
	EGLN3P1

	ENSG00000237135.1_2
	yes
	down
	DDX10P1

	ENSG00000270387.1_3
	yes
	down
	AC115621.1

	ENSG00000163606.10_3
	yes
	up
	CD200R1

	ENSG00000186212.3_3
	yes
	up
	SOWAHB

	ENSG00000230661.1_2
	yes
	down
	YY1P1

	ENSG00000259529.1_4
	yes
	down
	AL136295.5

	ENSG00000115041.12_3
	yes
	down
	KCNIP3

	ENSG00000171160.17_3
	yes
	down
	MORN4

	ENSG00000241529.2
	yes
	down
	RN7SL767P

	ENSG00000153404.14_3
	yes
	down
	PLEKHG4B

	ENSG00000253523.1_3
	yes
	down
	AC104350.1

	ENSG00000056998.19_3
	yes
	down
	GYG2

	ENSG00000247095.2_2
	yes
	up
	MIR210HG

	ENSG00000085741.12_3
	yes
	up
	WNT11

	ENSG00000230731.2_3
	yes
	up
	AL589745.1

	ENSG00000176884.14_3
	yes
	up
	GRIN1

	ENSG00000225738.2_3
	yes
	down
	NRG3-AS1

	ENSG00000123407.3_3
	yes
	down
	HOXC12

	ENSG00000258419.1_4
	yes
	down
	AC022469.1

	ENSG00000174498.13_4
	yes
	down
	IGDCC3

	ENSG00000188501.11_3
	yes
	down
	LCTL

	ENSG00000168925.10_3
	yes
	down
	CTRB1

	ENSG00000267013.5_2
	yes
	down
	LINC01929

	ENSG00000269635.1_2
	yes
	down
	AC004257.1

	ENSG00000267142.1_3
	yes
	down
	AC092296.2

	ENSG00000272973.1_3
	yes
	down
	AP000350.5

	ENSG00000253164.5_3
	yes
	down
	AC023403.1

	ENSG00000278891.1_4
	yes
	down
	AC105101.1

	ENSG00000144583.4_3
	yes
	down
	43528

	ENSG00000237989.1_2
	yes
	down
	LINC01679

	ENSG00000266304.1_3
	yes
	up
	LIVAR

	ENSG00000102043.15_3
	yes
	up
	MTMR8

	ENSG00000259293.1_4
	yes
	down
	LIPC-AS1

	ENSG00000260123.1_3
	yes
	down
	AC013565.1

	ENSG00000259914.1_4
	yes
	down
	AC009063.1

	ENSG00000115705.20_3
	yes
	down
	TPO

	ENSG00000233818.1_4
	yes
	down
	AP000695.2

	ENSG00000154608.14_3
	yes
	down
	CEP170P1

	ENSG00000284610.1_1
	yes
	down
	AC107918.4

	ENSG00000184508.10_3
	yes
	up
	HDDC3

	ENSG00000231106.2_2
	yes
	down
	LINC01436

	ENSG00000233858.4_3
	yes
	down
	AC026904.1

	ENSG00000271350.1_3
	yes
	up
	AC103792.1

	ENSG00000267511.1_3
	yes
	up
	ADAD1P2

	ENSG00000236432.7_3
	yes
	up
	AC097662.1

	ENSG00000257698.1_3
	yes
	down
	AC084033.3

	ENSG00000280083.1_3
	yes
	down
	AC079777.1

	ENSG00000248748.1_2
	yes
	down
	MTND5P9

	ENSG00000206703.1
	yes
	down
	RNU6-128P

	ENSG00000250490.1_2
	yes
	down
	LINC02145

	ENSG00000137720.7_3
	yes
	up
	C11orf1

	ENSG00000271941.1_3
	yes
	up
	AC104184.1

	ENSG00000242583.1_3
	yes
	up
	AC008040.2

	ENSG00000260231.1_3
	yes
	up
	JHDM1D-AS1

	ENSG00000211945.2_3
	yes
	up
	IGHV1-18

	ENSG00000233993.1_3
	yes
	up
	AL121900.1

	ENSG00000078589.12_3
	yes
	up
	P2RY10

	ENSG00000127578.6_3
	yes
	up
	WFIKKN1

	ENSG00000235949.1_3
	yes
	up
	AC061961.1

	ENSG00000158423.16_3
	yes
	up
	RIBC1

	ENSG00000173894.10_3
	yes
	down
	CBX2

	ENSG00000182648.11_2
	yes
	up
	LINC01006

	ENSG00000165591.6_3
	yes
	up
	FAAH2

	ENSG00000199535.1
	yes
	down
	RNA5SP305

	ENSG00000256557.1_3
	yes
	down
	AC009509.3

	ENSG00000169271.2_3
	yes
	down
	HSPB3

	ENSG00000170681.6_4
	yes
	down
	CAVIN4

	ENSG00000276805.2_3
	yes
	down
	AL133216.2

	ENSG00000224982.3_3
	yes
	down
	TMEM233

	ENSG00000196368.4_3
	yes
	down
	NUDT11

	ENSG00000145198.14_3
	yes
	up
	VWA5B2

	ENSG00000124882.3_3
	yes
	up
	EREG

	ENSG00000250103.2_3
	yes
	up
	PANCR

	ENSG00000244067.2_3
	yes
	up
	GSTA2

	ENSG00000177452.7_3
	yes
	down
	AL161742.1

	ENSG00000156172.5_3
	yes
	down
	C8orf37

	ENSG00000242152.1_3
	yes
	up
	AC108729.1

	ENSG00000159423.16_3
	yes
	down
	ALDH4A1

	ENSG00000269652.1_3
	yes
	down
	AC011510.1

	ENSG00000238629.1
	yes
	down
	snoU13

	ENSG00000169169.14_4
	yes
	down
	CPT1C

	ENSG00000130270.16_3
	yes
	down
	ATP8B3

	ENSG00000178187.7_3
	yes
	down
	ZNF454

	ENSG00000229220.1_3
	yes
	up
	AC096633.1

	ENSG00000251675.1_3
	yes
	up
	AC010260.1

	ENSG00000198569.9_3
	yes
	up
	SLC34A3

	ENSG00000234303.2_3
	yes
	up
	CLYBL-AS1

	ENSG00000248890.1_3
	yes
	up
	HHIP-AS1

	ENSG00000236197.3_4
	yes
	up
	AC002429.2

	ENSG00000122477.12_3
	yes
	up
	LRRC39

	ENSG00000236278.2_2
	yes
	up
	PEBP1P3

	ENSG00000274976.1_4
	yes
	up
	AC087588.2

	ENSG00000211625.2_3
	yes
	up
	IGKV3D-20

	ENSG00000257241.1_4
	yes
	up
	AC078922.1

	ENSG00000182379.9_3
	yes
	down
	NXPH4

	ENSG00000267345.1_3
	yes
	down
	AC010632.1

	ENSG00000189320.8_3
	yes
	down
	FAM180A

	ENSG00000142615.7_3
	yes
	down
	CELA2A

	ENSG00000216004.1
	yes
	down
	AL359832.1

	ENSG00000255442.1_3
	yes
	down
	AC109635.5

	ENSG00000111199.10_3
	yes
	down
	TRPV4

	ENSG00000272975.1_4
	yes
	down
	MYHAS

	ENSG00000267691.1_3
	yes
	down
	AC003102.2

	ENSG00000260075.1_3
	yes
	down
	AC217777.1

	ENSG00000264843.1_3
	yes
	down
	AP001180.4

	ENSG00000243256.1_2
	yes
	down
	RPL30P14

	ENSG00000271065.1_3
	yes
	up
	AC107031.1

	ENSG00000140093.9_3
	yes
	up
	SERPINA10

	ENSG00000242925.1_3
	yes
	up
	PLCH1-AS2

	ENSG00000201264.1
	yes
	up
	SNORD73

	ENSG00000215310.2_3
	yes
	up
	AL050305.1

	ENSG00000159409.14_3
	yes
	up
	CELF3

	ENSG00000211870.1_3
	yes
	up
	TRAJ19

	ENSG00000213759.9_3
	yes
	up
	UGT2B11

	ENSG00000124557.12_3
	yes
	up
	BTN1A1

	ENSG00000253954.3_2
	yes
	up
	HMGN1P38

	ENSG00000254510.1_3
	yes
	down
	AP001107.5

	ENSG00000256234.1_4
	yes
	down
	AC022509.2

	ENSG00000251949.1
	yes
	down
	SNORD112

	ENSG00000175874.9_3
	yes
	down
	CREG2

	ENSG00000225255.2
	yes
	down
	LA16c-83F12.6

	ENSG00000224015.1_3
	yes
	down
	AC063976.1

	ENSG00000170214.4_4
	yes
	down
	ADRA1B

	ENSG00000279739.1_4
	yes
	down
	AC011369.2

	ENSG00000157343.8_3
	yes
	down
	ARMC12

	ENSG00000231881.1_3
	yes
	down
	AL109615.2

	ENSG00000228290.6_4
	yes
	down
	TBX18-AS1

	ENSG00000136244.11_3
	yes
	down
	IL6

	ENSG00000207721.1
	yes
	up
	MIR186

	ENSG00000179085.7_3
	yes
	up
	DPM3

	ENSG00000254878.1_3
	yes
	up
	AC103794.1

	ENSG00000279940.1_3
	yes
	up
	AC073862.3

	ENSG00000261416.1_3
	yes
	up
	AC012645.3

	ENSG00000100346.17_3
	yes
	up
	CACNA1I

	ENSG00000060718.20_3
	yes
	down
	COL11A1

	ENSG00000263017.1_3
	yes
	down
	AC036164.1

	ENSG00000115008.5_3
	yes
	down
	IL1A

	ENSG00000228709.1_3
	yes
	down
	AP001065.1

	ENSG00000201736.1
	yes
	down
	RNA5SP160

	ENSG00000145248.6_3
	yes
	down
	SLC10A4

	ENSG00000242515.5_3
	yes
	up
	UGT1A10

	ENSG00000227948.4_3
	yes
	up
	AC003989.1

	ENSG00000150048.10_4
	yes
	down
	CLEC1A

	ENSG00000164736.5_3
	yes
	down
	SOX17

	ENSG00000198796.6_3
	yes
	down
	ALPK2

	ENSG00000163749.17_3
	yes
	down
	CCDC158

	ENSG00000232389.1_3
	yes
	down
	AL583856.1

	ENSG00000257246.1_2
	yes
	up
	PHBP19

	ENSG00000165985.9_3
	yes
	up
	C1QL3

	ENSG00000223394.2_2
	yes
	up
	TRBV29OR9-2

	ENSG00000162747.9_3
	yes
	up
	FCGR3B

	ENSG00000252690.3_3
	yes
	up
	SCARNA15

	ENSG00000152779.13_3
	yes
	down
	SLC16A12

	ENSG00000134363.11_3
	yes
	down
	FST

	ENSG00000188290.10_4
	yes
	down
	HES4

	ENSG00000222960.1
	yes
	down
	RNU6-272P

	ENSG00000173762.7_3
	yes
	up
	CD7

	ENSG00000170786.12_3
	yes
	up
	SDR16C5

	ENSG00000212293.1
	yes
	up
	SNORA16

	ENSG00000205922.4_3
	yes
	up
	ONECUT3

	ENSG00000237347.2_3
	yes
	up
	AC004461.1

	ENSG00000211694.2_3
	yes
	up
	TRGV10

	ENSG00000214796.8_3
	yes
	up
	AC098934.1

	ENSG00000229587.2_4
	yes
	up
	AL158825.2

	ENSG00000102098.17_3
	yes
	up
	SCML2

	ENSG00000272979.1_3
	yes
	up
	AC093388.1

	ENSG00000158517.13_3
	yes
	up
	NCF1

	ENSG00000268366.1_3
	yes
	down
	AC010271.1

	ENSG00000226255.1_2
	yes
	up
	UBE2V2P1

	ENSG00000254317.1_3
	yes
	up
	AC022973.4

	ENSG00000110786.17_3
	yes
	down
	PTPN5

	ENSG00000255032.1_3
	yes
	down
	AC104241.1

	ENSG00000221333.1
	yes
	down
	MIR548K

	ENSG00000258134.1_3
	yes
	down
	AC016954.1

	ENSG00000229618.2_3
	yes
	down
	AC011287.1

	ENSG00000178919.8_3
	yes
	down
	FOXE1

	ENSG00000246223.8_2
	yes
	up
	LINC01550

	ENSG00000277978.1_3
	yes
	up
	AC010542.5

	ENSG00000235258.1_3
	yes
	up
	NDUFB4P6

	ENSG00000232661.1_3
	yes
	up
	AC000111.1

	ENSG00000134317.17_3
	yes
	down
	GRHL1

	ENSG00000029534.19_3
	yes
	down
	ANK1

	ENSG00000243480.7_3
	yes
	down
	AMY2A

	ENSG00000148704.12_3
	yes
	down
	VAX1

	ENSG00000236908.2_3
	yes
	down
	AC005865.1

	ENSG00000072041.16_3
	yes
	down
	SLC6A15

	ENSG00000221650.1
	yes
	down
	MIR1267

	ENSG00000259091.1_3
	yes
	down
	LINC00517

	ENSG00000267260.1_3
	yes
	down
	AC020928.1

	ENSG00000216127.1
	yes
	down
	AC011407.1

	ENSG00000253687.1_3
	yes
	up
	AC008456.1

	ENSG00000177551.5_3
	yes
	down
	NHLH2

	ENSG00000256075.1_3
	yes
	down
	AC008033.1

	ENSG00000279588.2_2
	yes
	down
	AC087762.2

	ENSG00000249623.1_3
	yes
	down
	AC079858.1

	ENSG00000249539.1_2
	yes
	down
	MRPS36P2

	ENSG00000137225.12_3
	yes
	down
	CAPN11

	ENSG00000237742.6_3
	yes
	down
	AL365259.1

	ENSG00000232458.1_2
	yes
	down
	LINC01450

	ENSG00000235427.1_3
	yes
	down
	AC006159.1

	ENSG00000253528.2_3
	yes
	down
	AC087752.2

	ENSG00000211851.1_3
	yes
	up
	TRAJ38

	ENSG00000166317.11_3
	yes
	down
	SYNPO2L

	ENSG00000248610.1_2
	yes
	down
	HSPA8P4

	ENSG00000227295.2_2
	yes
	down
	ELL2P1

	ENSG00000037965.5_3
	yes
	down
	HOXC8

	ENSG00000256243.2_3
	yes
	down
	AL121594.2

	ENSG00000108700.4_3
	yes
	down
	CCL8

	ENSG00000102048.15_3
	yes
	down
	ASB9

	ENSG00000135114.12_3
	yes
	down
	OASL

	ENSG00000224743.6_3
	yes
	down
	TEX26-AS1

	ENSG00000284649.1_1
	yes
	down
	AC009093.8

	ENSG00000176956.12_3
	yes
	down
	LY6H

	ENSG00000215595.1_3
	yes
	up
	C20orf202

	ENSG00000279665.1_4
	yes
	up
	AC012100.3

	ENSG00000168243.10_3
	yes
	up
	GNG4

	ENSG00000265933.5_2
	yes
	up
	LINC00668

	ENSG00000271743.1_3
	yes
	up
	AF287957.1

	ENSG00000213071.11_2
	yes
	down
	LPAL2

	ENSG00000201581.1
	yes
	up
	RN7SKP78

	ENSG00000255367.3_4
	yes
	up
	AC127526.4

	ENSG00000263400.6_4
	yes
	up
	TMEM220-AS1

	ENSG00000213406.3_2
	yes
	up
	ANXA2P1

	ENSG00000214354.3_3
	yes
	down
	AC133644.1

	ENSG00000235957.1_2
	yes
	up
	COX7CP1

	ENSG00000263642.1
	yes
	up
	MIR4802

	ENSG00000137975.7_3
	yes
	up
	CLCA2

	ENSG00000255753.1_3
	yes
	up
	AC009533.2

	ENSG00000156076.9_3
	yes
	up
	WIF1

	ENSG00000263751.1
	yes
	up
	AL122127.1

	ENSG00000251713.1
	yes
	up
	AL050321.1

	ENSG00000274654.1_4
	yes
	down
	AC022467.1

	ENSG00000232536.1_4
	yes
	up
	AL365436.2

	ENSG00000225556.1_3
	yes
	up
	C2CD4D

	ENSG00000171722.12_3
	yes
	up
	SPATA46

	ENSG00000254757.1_3
	yes
	up
	AC127526.3

	ENSG00000211856.1_3
	yes
	up
	TRAJ33

	ENSG00000262873.1_3
	yes
	up
	AC127496.5

	ENSG00000269067.1_3
	yes
	up
	ZNF728

	ENSG00000226812.2_3
	yes
	up
	AL117382.1

	ENSG00000250472.1_3
	yes
	up
	TRIM36-IT1

	ENSG00000067177.14_3
	yes
	up
	PHKA1

	ENSG00000150275.17_4
	yes
	up
	PCDH15

	ENSG00000255960.1_3
	yes
	up
	AC092851.1

	ENSG00000211881.1_2
	yes
	up
	TRAJ8

	ENSG00000251881.1
	yes
	up
	SNORD112

	ENSG00000278627.1_3
	yes
	up
	AC005962.2

	ENSG00000170044.8_3
	yes
	up
	ZPLD1

	ENSG00000138798.11_3
	yes
	up
	EGF

	ENSG00000172497.8_3
	yes
	up
	ACOT12

	ENSG00000118557.15_4
	yes
	up
	PMFBP1

	ENSG00000174332.5_3
	yes
	down
	GLIS1

	ENSG00000228939.1_3
	yes
	down
	AKT3-IT1

	ENSG00000275004.3_3
	yes
	down
	ZNF280B

	ENSG00000180878.2_3
	yes
	up
	C11orf42

	ENSG00000261633.1_3
	yes
	up
	AC018552.4

	ENSG00000185002.9_3
	yes
	up
	RFX6

	ENSG00000162722.8_3
	yes
	down
	TRIM58

	ENSG00000231185.6_4
	yes
	down
	SPRY4-AS1

	ENSG00000237181.1_3
	yes
	down
	AC147651.3

	ENSG00000240870.2_3
	yes
	down
	AP003551.1

	ENSG00000279490.1_3
	yes
	up
	AC109446.4

	ENSG00000270607.1_3
	yes
	down
	AC009549.1

	ENSG00000134207.15_4
	yes
	down
	SYT6

	ENSG00000154493.17_4
	yes
	down
	C10orf90

	ENSG00000254458.1_3
	yes
	down
	AP001107.3

	ENSG00000235884.3_2
	yes
	down
	LINC00941

	ENSG00000277156.1_1
	yes
	down
	AL589743.5

	ENSG00000276772.1_3
	yes
	down
	AC025271.4

	ENSG00000259227.2_3
	yes
	down
	AC087699.1

	ENSG00000214970.8_4
	yes
	down
	AC005323.1

	ENSG00000124302.12_3
	yes
	down
	CHST8

	ENSG00000237992.2_3
	yes
	down
	LINC01808

	ENSG00000270540.1_3
	yes
	down
	AC093915.1

	ENSG00000249698.1_2
	yes
	down
	MTCO3P9

	ENSG00000241829.1_3
	yes
	down
	AC026801.1

	ENSG00000253686.1_2
	yes
	down
	LINC01484

	ENSG00000201157.1
	yes
	down
	SNORA62

	ENSG00000188133.5_3
	yes
	down
	TMEM215

	ENSG00000235601.1_2
	yes
	down
	BARX1-AS1

	ENSG00000234942.2_3
	yes
	down
	GRID1-AS1

	ENSG00000227110.6_4
	yes
	down
	LMCD1-AS1

	ENSG00000154589.6_3
	yes
	down
	LY96

	ENSG00000239264.8_3
	yes
	up
	TXNDC5

	ENSG00000256663.1_3
	yes
	down
	AC112777.1

	ENSG00000225730.1_3
	yes
	down
	AL096772.1

	ENSG00000172818.9_3
	yes
	up
	OVOL1

	ENSG00000257489.6_3
	yes
	up
	AC010203.1

	ENSG00000269374.1_3
	yes
	up
	AC011497.2

	ENSG00000219249.2_2
	yes
	up
	AMZ2P2

	ENSG00000197106.6_3
	yes
	down
	SLC6A17

	ENSG00000158482.10_3
	yes
	down
	SNX29P1

	ENSG00000270606.1_3
	yes
	down
	AC025518.2

	ENSG00000219384.1_3
	yes
	down
	AL138880.1

	ENSG00000263842.1
	yes
	down
	AC104986.1

	ENSG00000133636.10_3
	yes
	up
	NTS

	ENSG00000166816.13_4
	yes
	up
	LDHD

	ENSG00000273076.1_4
	yes
	up
	AL021707.7

	ENSG00000239557.1_3
	yes
	up
	AC092045.1

	ENSG00000274451.1_3
	yes
	up
	AL136228.1

	ENSG00000252531.1
	yes
	down
	SNORA73

	ENSG00000115194.10_3
	yes
	down
	SLC30A3

	ENSG00000183770.5_3
	yes
	down
	FOXL2

	ENSG00000189212.12_3
	yes
	down
	DPY19L2P1

	ENSG00000164604.12_3
	yes
	down
	GPR85

	ENSG00000184937.13_3
	yes
	down
	WT1

	ENSG00000258531.2_2
	yes
	down
	BANF1P1

	ENSG00000228768.3_3
	yes
	down
	AC003101.1

	ENSG00000227992.1_3
	yes
	down
	AC108463.1

	ENSG00000181652.19_3
	yes
	down
	ATG9B

	ENSG00000254332.1_3
	yes
	down
	AF201337.1

	ENSG00000229854.1_3
	yes
	down
	AL357936.1

	ENSG00000221340.1
	yes
	up
	RNU6ATAC18P

	ENSG00000200181.1
	yes
	up
	SNORD85

	ENSG00000232015.2_2
	yes
	up
	HSPE1P25

	ENSG00000255469.1_2
	yes
	up
	BOLA3P1

	ENSG00000274001.1_4
	yes
	up
	AL512506.1

	ENSG00000261183.5_3
	yes
	up
	SPINT1-AS1

	ENSG00000270120.1_4
	yes
	up
	AC007728.3

	ENSG00000036565.14_3
	yes
	up
	SLC18A1

	ENSG00000253868.3_3
	yes
	up
	FER1L6-AS2

	ENSG00000137078.8_3
	yes
	up
	SIT1

	ENSG00000258399.7_4
	yes
	down
	AL117190.1

	ENSG00000166171.12_3
	yes
	up
	DPCD

	ENSG00000153233.12_3
	yes
	up
	PTPRR

	ENSG00000151773.12_3
	yes
	up
	CCDC122

	ENSG00000211877.1_3
	yes
	up
	TRAJ12

	ENSG00000205364.3_3
	yes
	up
	MT1M

	ENSG00000187185.4_3
	yes
	up
	AC092118.1

	ENSG00000205821.4
	yes
	up
	AC006435.1

	ENSG00000227274.1_3
	yes
	up
	AC005358.1

	ENSG00000236241.1_3
	yes
	up
	AC119744.1

	ENSG00000249767.1_2
	yes
	up
	ENPP7P10

	ENSG00000168748.13_3
	yes
	up
	CA7

	ENSG00000240002.1_2
	yes
	up
	YBX1P3

	ENSG00000164967.9_3
	yes
	up
	RPP25L

	ENSG00000172345.13_3
	yes
	down
	STARD5

	ENSG00000279030.1_4
	yes
	down
	AC007336.3

	ENSG00000254449.1_3
	yes
	up
	AP002765.1

	ENSG00000262714.1_3
	yes
	up
	AC007342.5

	ENSG00000124215.16_4
	yes
	up
	CDH26

	ENSG00000177340.5_3
	yes
	up
	FLJ13224

	ENSG00000262188.1_2
	yes
	up
	LINC01978

	ENSG00000182968.4_3
	yes
	down
	SOX1

	ENSG00000251652.1_3
	yes
	down
	AC092535.3

	ENSG00000253915.1_3
	yes
	down
	AC104371.1

	ENSG00000197241.3_2
	yes
	up
	SLC2A7

	ENSG00000223462.2_3
	yes
	up
	AL353801.1

	ENSG00000201208.1
	yes
	up
	Y_RNA

	ENSG00000179477.9_3
	yes
	up
	ALOX12B

	ENSG00000211649.3_4
	yes
	up
	IGLV7-46

	ENSG00000204195.3_3
	yes
	up
	AWAT1

	ENSG00000143199.17_4
	yes
	down
	ADCY10

	ENSG00000274515.1_3
	yes
	down
	AC105020.5

	ENSG00000120658.13_3
	yes
	down
	ENOX1

	ENSG00000265443.1_3
	yes
	down
	AC127024.3

	ENSG00000250320.5_3
	yes
	down
	AC113383.1

	ENSG00000159251.6_3
	yes
	down
	ACTC1

	ENSG00000230499.1_3
	yes
	down
	AC108463.2

	ENSG00000187021.14_3
	yes
	up
	PNLIPRP1

	ENSG00000256039.1_3
	yes
	up
	LINC02446

	ENSG00000240813.2_3
	yes
	up
	AC015908.1

	ENSG00000233979.1_3
	yes
	up
	AC002553.2

	ENSG00000237643.1_3
	yes
	up
	AL365226.2

	ENSG00000263511.1
	yes
	down
	MIR5699

	ENSG00000095739.10_3
	yes
	down
	BAMBI

	ENSG00000100285.9_3
	yes
	down
	NEFH

	ENSG00000184185.9_3
	yes
	down
	KCNJ12

	ENSG00000105679.8_3
	yes
	down
	GAPDHS

	ENSG00000243658.1_2
	yes
	down
	MTND5P16

	ENSG00000221562.1
	yes
	down
	RNU6ATAC10P

	ENSG00000282221.1_3
	yes
	up
	AC119427.1

	ENSG00000258962.2_3
	yes
	up
	AL121839.1

	ENSG00000241316.6_3
	yes
	up
	SUCLG2-AS1

	ENSG00000251614.1_2
	yes
	up
	HSPA8P19

	ENSG00000238039.1_4
	yes
	up
	AC244197.2

	ENSG00000229589.1_3
	yes
	up
	ACVR2B-AS1

	ENSG00000253288.1_3
	yes
	up
	AC046195.1

	ENSG00000228217.1_2
	yes
	up
	PNRC2P1

	ENSG00000256582.1_3
	yes
	up
	LINC02390

	ENSG00000279581.1_3
	yes
	up
	AC073862.2

	ENSG00000225766.9_2
	yes
	up
	DHRS4L1

	ENSG00000223648.4_3
	yes
	up
	IGHV3-64

	ENSG00000261131.1_4
	yes
	up
	AC012186.2

	ENSG00000263884.1_3
	yes
	up
	AP000845.1

	ENSG00000224041.3_3
	yes
	up
	IGKV3D-15

	ENSG00000229200.2
	yes
	up
	TRBV7-8

	ENSG00000234506.5_2
	yes
	up
	LINC01506

	ENSG00000117154.11_3
	yes
	down
	IGSF21

	ENSG00000266591.1
	yes
	down
	AC022537.1

	ENSG00000162344.3_3
	yes
	down
	FGF19

	ENSG00000246363.2_3
	yes
	down
	LINC02458

	ENSG00000257501.6_3
	yes
	down
	AC007424.1

	ENSG00000257202.1_3
	yes
	down
	AC084398.2

	ENSG00000272383.1_3
	yes
	down
	AC006270.3

	ENSG00000279936.1_3
	yes
	down
	AC008806.1

	ENSG00000105605.7_3
	yes
	down
	CACNG7

	ENSG00000170577.7_3
	yes
	down
	SIX2

	ENSG00000144355.14_3
	yes
	down
	DLX1

	ENSG00000249288.1_2
	yes
	down
	SLC25A15P5

	ENSG00000232464.1_3
	yes
	down
	Z98949.3

	ENSG00000223056.1
	yes
	down
	RN7SKP169

	ENSG00000164616.15_2
	yes
	down
	FBXL21

	ENSG00000178776.4_4
	yes
	down
	C5orf46

	ENSG00000235821.1_2
	yes
	down
	IFITM4P

	ENSG00000224594.2_3
	yes
	down
	AC041040.1

	ENSG00000253526.1_3
	yes
	down
	AC090802.1

	ENSG00000264163.1
	yes
	down
	MIR3689B

	ENSG00000183146.4_3
	yes
	down
	PRORY

	ENSG00000231252.2_3
	yes
	down
	AC099792.1

	ENSG00000108947.4_3
	yes
	down
	EFNB3

	ENSG00000250254.1_4
	yes
	down
	PTTG2

	ENSG00000250646.1_3
	yes
	down
	AC111194.2

	ENSG00000239602.1_3
	yes
	down
	AC091959.2

	ENSG00000172738.11_3
	yes
	down
	TMEM217

	ENSG00000147145.12_3
	yes
	down
	LPAR4

	ENSG00000221604.1
	yes
	up
	MIR1293

	ENSG00000256248.1_4
	yes
	up
	AC134511.1

	ENSG00000268533.1_4
	yes
	up
	AC003002.3

	ENSG00000081800.8_3
	yes
	up
	SLC13A1

	ENSG00000227583.1_2
	yes
	down
	RPS3AP37

	ENSG00000278594.1_3
	yes
	down
	AL589182.2

	ENSG00000280044.1_4
	yes
	down
	AC099506.2

	ENSG00000267662.1_4
	yes
	down
	AC025809.1

	ENSG00000189001.10_4
	yes
	down
	SBSN

	ENSG00000273464.1_3
	yes
	down
	AP000238.1

	ENSG00000196542.8_3
	yes
	down
	SPTSSB

	ENSG00000203808.10_3
	yes
	down
	BVES-AS1

	ENSG00000260640.1_3
	yes
	down
	AP003115.1

	ENSG00000226520.1_4
	yes
	down
	KIRREL1-IT1

	ENSG00000273062.1_3
	yes
	up
	AL449106.1

	ENSG00000156384.14_3
	yes
	up
	SFR1

	ENSG00000256028.2_4
	yes
	up
	AC026362.1

	ENSG00000106133.17_2
	yes
	up
	NSUN5P2

	ENSG00000172568.4_3
	yes
	up
	FNDC9

	ENSG00000228477.1_3
	yes
	up
	AL663070.1

	ENSG00000211594.2_3
	yes
	up
	IGKJ4

	ENSG00000253006.1
	yes
	up
	RN7SKP283

	ENSG00000224383.7_3
	yes
	down
	PRR29

	ENSG00000233008.5_2
	yes
	up
	LINC01725

	ENSG00000261423.1_4
	yes
	up
	TMEM202-AS1

	ENSG00000260064.1_4
	yes
	up
	AC092332.1

	ENSG00000278765.1_3
	yes
	up
	AC004477.3

	ENSG00000183918.15_3
	yes
	up
	SH2D1A

	ENSG00000266235.1
	yes
	up
	MIR3176

	ENSG00000221122.2
	yes
	up
	AC098869.1

	ENSG00000275339.1_3
	yes
	up
	Z99129.1

	ENSG00000176919.11_3
	yes
	up
	C8G

	ENSG00000116329.10_3
	yes
	down
	OPRD1

	ENSG00000279878.1_4
	yes
	down
	AP003108.5

	ENSG00000258569.1_4
	yes
	down
	AC007376.2

	ENSG00000167654.17_3
	yes
	down
	ATCAY

	ENSG00000239332.5_3
	yes
	down
	LINC01119

	ENSG00000240350.2_3
	yes
	down
	AC017002.3

	ENSG00000132821.11_3
	yes
	down
	VSTM2L

	ENSG00000101098.12_3
	yes
	down
	RIMS4

	ENSG00000279638.1_4
	yes
	down
	AC008873.1

	ENSG00000250383.1_3
	yes
	down
	AC008871.1

	ENSG00000183682.7_3
	yes
	down
	BMP8A

	ENSG00000227825.4_2
	yes
	down
	SLC9A7P1

	ENSG00000120332.15_3
	yes
	up
	TNN

	ENSG00000188385.11_3
	yes
	up
	JAKMIP3

	ENSG00000013293.5_3
	yes
	up
	SLC7A14

	ENSG00000150627.15_3
	yes
	up
	WDR17

	ENSG00000264188.1_4
	yes
	up
	AC106037.1

	ENSG00000124568.10_3
	yes
	up
	SLC17A1

	ENSG00000261437.1_3
	yes
	up
	AC108860.2

	ENSG00000231651.1_3
	yes
	up
	DLG3-AS1

	ENSG00000234557.2_3
	yes
	up
	AL035422.1

	ENSG00000203855.7_2
	yes
	down
	HSD3BP4

	ENSG00000263368.1_3
	yes
	down
	AC069366.1

	ENSG00000232656.7_3
	yes
	down
	IDI2-AS1

	ENSG00000260403.1_3
	yes
	down
	AC120498.3

	ENSG00000260788.5_4
	yes
	down
	AC009063.2

	ENSG00000221051.1
	yes
	down
	AC118344.1

	ENSG00000183671.12_3
	yes
	down
	GPR1

	ENSG00000231035.1_2
	yes
	down
	RPL7L1P9

	ENSG00000106268.15_3
	yes
	down
	NUDT1

	ENSG00000197168.11_3
	yes
	down
	NEK5

	ENSG00000260832.1_3
	yes
	down
	AC125793.1

	ENSG00000253948.1_4
	yes
	down
	AC104986.2

	ENSG00000196933.5_2
	yes
	down
	RPS26P11

	ENSG00000235545.1_3
	yes
	up
	AC103923.1

	ENSG00000271917.1_4
	yes
	up
	AL357568.2

	ENSG00000188487.11_3
	yes
	up
	INSC

	ENSG00000258439.1_3
	yes
	up
	AC007956.1

	ENSG00000219159.4_3
	yes
	up
	AC011298.1

	ENSG00000229153.5_4
	yes
	up
	EPHA1-AS1

	ENSG00000267793.1_3
	yes
	up
	AC009977.1

	ENSG00000239291.1_3
	yes
	down
	AC002558.1

	ENSG00000236818.1_2
	yes
	up
	ARL5AP2

	ENSG00000241782.1_3
	yes
	up
	AP002812.1

	ENSG00000253063.1
	yes
	up
	RNU6-494P

	ENSG00000267653.1_3
	yes
	up
	AC002546.2

	ENSG00000231490.1_2
	yes
	up
	RPL7L1P2

	ENSG00000256751.5_3
	yes
	up
	PLBD1-AS1

	ENSG00000188760.10_3
	yes
	up
	TMEM198

	ENSG00000230806.1_3
	yes
	down
	SRGAP2-AS1

	ENSG00000249790.2_3
	yes
	down
	AC092490.1

	ENSG00000226797.1_4
	yes
	down
	AC005828.1

	ENSG00000267338.1_4
	yes
	down
	AP000365.1

	ENSG00000252581.1
	yes
	down
	RNU6-1098P

	ENSG00000174137.12_3
	yes
	down
	FAM53A

	ENSG00000215217.6_3
	yes
	down
	C5orf49

	ENSG00000250234.1_3
	yes
	down
	AC025754.1

	ENSG00000249740.2_3
	yes
	down
	OSMR-AS1

	ENSG00000244694.7_3
	yes
	down
	PTCHD4

	ENSG00000000005.5_3
	yes
	down
	TNMD

	ENSG00000230699.2_4
	yes
	down
	AL645608.3

	ENSG00000116183.10_3
	yes
	down
	PAPPA2

	ENSG00000254537.1_3
	yes
	down
	AL137161.1

	ENSG00000254705.1_3
	yes
	down
	AP000722.1

	ENSG00000171053.9_3
	yes
	down
	PATE1

	ENSG00000043355.11_3
	yes
	down
	ZIC2

	ENSG00000274605.1_3
	yes
	down
	AL355338.1

	ENSG00000257056.2_3
	yes
	down
	LINC02282

	ENSG00000258952.2_2
	yes
	down
	SALRNA1

	ENSG00000199575.1
	yes
	down
	SNORD114-1

	ENSG00000169594.13_3
	yes
	down
	BNC1

	ENSG00000280131.1_3
	yes
	down
	AC027348.2

	ENSG00000261175.5_2
	yes
	down
	LINC02188

	ENSG00000279775.1_3
	yes
	down
	AC004585.2

	ENSG00000267533.1_3
	yes
	down
	AP002414.4

	ENSG00000258881.6_4
	yes
	down
	AC007040.2

	ENSG00000233611.3_3
	yes
	down
	AC019068.1

	ENSG00000268941.2_2
	yes
	down
	LINC01711

	ENSG00000275340.1_2
	yes
	down
	FGD5P1

	ENSG00000215612.7_4
	yes
	down
	HMX1

	ENSG00000275826.1_3
	yes
	down
	AC093909.5

	ENSG00000279011.1_3
	yes
	down
	AC091905.2

	ENSG00000249069.7_3
	yes
	down
	LINC01033

	ENSG00000245526.10_3
	yes
	down
	LINC00461

	ENSG00000232633.4_3
	yes
	down
	AC079465.1

	ENSG00000279068.1_4
	yes
	down
	AC244517.6

	ENSG00000217455.8_3
	yes
	down
	AC073316.1

	ENSG00000233109.4_3
	yes
	down
	AC013701.1

	ENSG00000007350.16_3
	yes
	down
	TKTL1

	ENSG00000065609.14_3
	yes
	down
	SNAP91

	ENSG00000259055.1_3
	yes
	down
	AL591770.1

	ENSG00000259614.2_3
	yes
	down
	AC087477.6

	ENSG00000198106.8_4
	yes
	down
	AC025279.1

	ENSG00000277450.1_3
	yes
	down
	AC002094.4

	ENSG00000269397.1_4
	yes
	down
	AC011503.2

	ENSG00000267692.1_3
	yes
	down
	AC008507.4

	ENSG00000267091.1_2
	yes
	down
	CTBP2P7

	ENSG00000225449.3_2
	yes
	down
	RAB6C-AS1

	ENSG00000250334.5_2
	yes
	down
	LINC00989

	ENSG00000277795.1_3
	yes
	down
	AC244517.3

	ENSG00000253311.2_3
	yes
	down
	LINC01847

	ENSG00000202345.1
	yes
	down
	Y_RNA

	ENSG00000183239.5_3
	yes
	down
	AL109615.1

	ENSG00000225286.1_3
	yes
	down
	AC005105.1

	ENSG00000279050.1_3
	yes
	up
	PWAR1

	ENSG00000218305.3_2
	yes
	up
	CDC14C

	ENSG00000257763.1_2
	yes
	up
	OR5BK1P

	ENSG00000271905.1
	yes
	up
	AC137590.1

	ENSG00000262623.1_3
	yes
	up
	AC004584.2

	ENSG00000183833.16_3
	yes
	up
	MAATS1

	ENSG00000251611.1_3
	yes
	up
	AC079795.1

	ENSG00000226051.6_2
	yes
	up
	ZNF503-AS1

	ENSG00000237226.1_3
	yes
	up
	AC127526.2

	ENSG00000227615.1_3
	yes
	up
	AP001324.1

	ENSG00000271044.1_3
	yes
	up
	AC087468.1

	ENSG00000260022.1_3
	yes
	up
	AL031716.1

	ENSG00000109674.3_3
	yes
	up
	NEIL3

	ENSG00000253764.1_3
	yes
	up
	AC019257.1

	ENSG00000257496.1_3
	yes
	up
	AC025031.1

	ENSG00000262558.1_4
	yes
	up
	AC129507.3

	ENSG00000007255.10_3
	yes
	up
	TRAPPC6A

	ENSG00000279099.1_4
	yes
	up
	AC090740.1

	ENSG00000165023.6_3
	yes
	up
	DIRAS2

	ENSG00000139985.6_3
	yes
	down
	ADAM21

	ENSG00000234694.1_3
	yes
	up
	AL139289.2

	ENSG00000240823.2
	yes
	up
	RN7SL23P

	ENSG00000254750.1_2
	yes
	up
	CASP1P2

	ENSG00000205810.8_3
	yes
	up
	KLRC3

	ENSG00000130810.19_3
	yes
	up
	PPAN

	ENSG00000239571.1_3
	yes
	up
	IGKV2D-30

	ENSG00000197953.5_3
	yes
	up
	AADACL2

	ENSG00000240024.5_2
	yes
	up
	LINC00888

	ENSG00000245928.2_3
	yes
	up
	AC112719.2

	ENSG00000212468.1
	yes
	up
	RNU6-754P

	ENSG00000271155.1_3
	yes
	up
	AL161729.1

	ENSG00000251807.1
	yes
	up
	RNU6-202P

	ENSG00000266896.1_4
	yes
	up
	AL354892.3

	ENSG00000276740.1_4
	yes
	down
	AL445649.1

	ENSG00000279619.1_4
	yes
	down
	AC020907.5

	ENSG00000188573.7_3
	yes
	down
	FBLL1

	ENSG00000228594.3_3
	yes
	down
	FNDC10

	ENSG00000224687.1_2
	yes
	down
	RASAL2-AS1

	ENSG00000256019.1_3
	yes
	down
	AC018630.1

	ENSG00000203362.2_3
	yes
	down
	AL355802.1

	ENSG00000248458.2_3
	yes
	down
	AL139147.1

	ENSG00000267884.1
	yes
	down
	AL626787.1

	ENSG00000233716.1_2
	yes
	down
	AC074367.1

	ENSG00000227934.1_3
	yes
	down
	AL732414.1

	ENSG00000254622.1_3
	yes
	down
	NAV2-AS4

	ENSG00000277999.1_3
	yes
	down
	AC009093.6

	ENSG00000229491.5_3
	yes
	down
	AC136489.1

	ENSG00000207118.1
	yes
	up
	SNORD14D

	ENSG00000222001.2_3
	yes
	up
	AC106876.1

	ENSG00000207420.1
	yes
	up
	Y_RNA

	ENSG00000187416.11_3
	yes
	up
	LHFPL3

	ENSG00000224323.2_2
	yes
	down
	DPRXP1

	ENSG00000248696.1_3
	yes
	down
	AC011406.1

	ENSG00000212360.1
	yes
	up
	RNU6-1177P

	ENSG00000229228.1_3
	yes
	up
	LINC00582

	ENSG00000173239.13_3
	yes
	up
	LIPM

	ENSG00000207551.1
	yes
	up
	MIR608

	ENSG00000274591.1_4
	yes
	up
	AC025031.3

	ENSG00000283016.1_3
	yes
	up
	AL139353.3

	ENSG00000259871.1_4
	yes
	up
	AC130456.1

	ENSG00000260798.1_3
	yes
	up
	AC099314.1

	ENSG00000229980.4_2
	yes
	up
	TOB1-AS1

	ENSG00000267938.1_2
	yes
	up
	EIF1P6

	ENSG00000238567.1
	yes
	up
	snoU13

	ENSG00000248114.1_3
	yes
	up
	AC114812.3

	ENSG00000171587.14_3
	yes
	up
	DSCAM

	ENSG00000279147.1_3
	yes
	up
	AC112504.1

	ENSG00000196900.4_3
	yes
	up
	TEX43

	ENSG00000239992.1_2
	yes
	up
	TRBVA

	ENSG00000254111.2_3
	yes
	up
	AC124067.3

	ENSG00000233070.1_4
	yes
	up
	ZFY-AS1

	ENSG00000257302.1_2
	yes
	up
	FAHD2P1

	ENSG00000229323.1_2
	yes
	up
	DLEU1-AS1

	ENSG00000273972.1_3
	yes
	up
	AC068722.2

	ENSG00000260681.1_3
	yes
	up
	AC130456.4

	ENSG00000184361.12_3
	yes
	up
	SPATA32

	ENSG00000274400.1_3
	yes
	up
	AC015967.1

	ENSG00000227292.1_3
	yes
	up
	AC009229.1

	ENSG00000232520.1_3
	yes
	up
	AC012507.2

	ENSG00000249791.1_3
	yes
	up
	AC008494.2

	ENSG00000250603.1_3
	yes
	up
	AC068658.1

	ENSG00000280997.1_2
	yes
	up
	CCAT2

	ENSG00000252130.1
	yes
	down
	RNU6-1045P

	ENSG00000162078.11_3
	yes
	up
	ZG16B

	ENSG00000262050.1_3
	yes
	up
	AC005696.1

	ENSG00000227433.1_3
	yes
	up
	AC090018.1

	ENSG00000250740.1_3
	yes
	up
	AC109361.2

	ENSG00000233859.2_2
	yes
	up
	ADH5P4

	ENSG00000185044.10
	yes
	down
	RP11-435B5.4

	ENSG00000232085.1_3
	yes
	down
	AL606534.3

	ENSG00000259462.2_4
	yes
	down
	CPEB1-AS1

	ENSG00000188013.6_3
	yes
	down
	AC087499.1

	ENSG00000284430.1_2
	yes
	down
	AC020912.1

	ENSG00000232377.1_3
	yes
	down
	AC016910.1

	ENSG00000175170.14_3
	yes
	down
	FAM182B

	ENSG00000241723.1_3
	yes
	down
	AC074276.1

	ENSG00000198010.12_3
	yes
	down
	DLGAP2

	ENSG00000188710.2_3
	yes
	down
	QRFP

	ENSG00000202487.1
	yes
	up
	Y_RNA

	ENSG00000184669.8_3
	yes
	up
	OR7E14P

	ENSG00000256176.1_3
	yes
	up
	AC024940.3

	ENSG00000278912.1_4
	yes
	up
	AC008870.5

	ENSG00000177946.5_3
	yes
	up
	CENPBD1

	ENSG00000125798.14_3
	yes
	up
	FOXA2

	ENSG00000199319.1
	yes
	up
	RN7SKP25

	ENSG00000153303.16_3
	yes
	up
	FRMD1

	ENSG00000233834.6_2
	yes
	up
	AC005083.1

	ENSG00000217624.2_3
	yes
	up
	AL627402.1

	ENSG00000274386.5_4
	yes
	down
	TMEM269

	ENSG00000265801.1_4
	yes
	down
	AC069366.2

	ENSG00000222808.1
	yes
	down
	RNU4-47P

	ENSG00000159259.7_3
	yes
	down
	CHAF1B

	ENSG00000145242.13_4
	yes
	down
	EPHA5

	ENSG00000183114.7_3
	yes
	down
	FAM43B

	ENSG00000233431.1_3
	yes
	down
	AL359815.1

	ENSG00000226758.1_3
	yes
	down
	DISC1-IT1

	ENSG00000229672.2_3
	yes
	down
	AL450322.2

	ENSG00000199407.1
	yes
	down
	RNA5SP301

	ENSG00000249255.1_2
	yes
	down
	PGAM1P9

	ENSG00000258007.1_3
	yes
	down
	AC063947.1

	ENSG00000258548.5_2
	yes
	down
	LINC00645

	ENSG00000139973.16_3
	yes
	down
	SYT16

	ENSG00000260206.1_3
	yes
	down
	AC105020.2

	ENSG00000236819.1_2
	yes
	down
	LINC01563

	ENSG00000141750.6_3
	yes
	down
	STAC2

	ENSG00000253730.1_3
	yes
	down
	AC015909.2

	ENSG00000264529.1_3
	yes
	down
	AC006270.2

	ENSG00000125726.10_3
	yes
	down
	CD70

	ENSG00000231482.2_3
	yes
	down
	AC141930.2

	ENSG00000242113.2
	yes
	down
	RN7SL124P

	ENSG00000231453.1_2
	yes
	down
	LINC01305

	ENSG00000249177.1_2
	yes
	down
	MTND4P29

	ENSG00000229892.1_3
	yes
	down
	AL035666.1

	ENSG00000125531.6_3
	yes
	down
	FNDC11

	ENSG00000242082.1_4
	yes
	down
	SLC5A4-AS1

	ENSG00000100427.15_3
	yes
	down
	MLC1

	ENSG00000239263.1_2
	yes
	down
	RBM43P1

	ENSG00000174899.10_4
	yes
	down
	PQLC2L

	ENSG00000251688.1_3
	yes
	down
	LINC02507

	ENSG00000164129.11_3
	yes
	down
	NPY5R

	ENSG00000279755.1_3
	yes
	down
	AC091905.3

	ENSG00000205644.5_3
	yes
	down
	AC025186.1

	ENSG00000231102.1_3
	yes
	down
	AL035588.1

	ENSG00000130368.5_3
	yes
	down
	MAS1

	ENSG00000233901.5_2
	yes
	down
	LINC01503

	ENSG00000266514.1
	yes
	down
	MIR3689F

	ENSG00000255624.2_3
	yes
	up
	AC073585.1

	ENSG00000183542.5_3
	yes
	up
	KLRC4

	ENSG00000270000.1_3
	yes
	up
	AC005479.3

	ENSG00000259278.1_3
	yes
	up
	AC087878.1

	ENSG00000260750.5_3
	yes
	up
	AC092720.1

	ENSG00000182352.8_3
	yes
	up
	C17orf77

	ENSG00000152672.7_3
	yes
	up
	CLEC4F

	ENSG00000229326.3_3
	yes
	up
	AC069154.1

	ENSG00000202016.1
	yes
	up
	RNU6-619P

	ENSG00000145864.12_3
	yes
	up
	GABRB2

	ENSG00000261730.1_3
	yes
	up
	AL034346.1

	ENSG00000255270.1_3
	yes
	down
	NAV2-IT1

	ENSG00000256482.1_3
	yes
	down
	AC023796.2

	ENSG00000252577.1
	yes
	down
	SCARNA20

	ENSG00000267796.7_3
	yes
	down
	LIN37

	ENSG00000233508.2_3
	yes
	down
	AL021395.1

	ENSG00000144891.17_3
	yes
	down
	AGTR1

	ENSG00000278913.1_3
	yes
	down
	AC026797.1

	ENSG00000176515.1_3
	yes
	down
	AL033381.1

	ENSG00000272273.1_3
	yes
	down
	AL662797.2

	ENSG00000225096.2_3
	yes
	down
	AL445250.1

	ENSG00000227215.1_3
	yes
	down
	AL355613.1

	ENSG00000223485.2_2
	yes
	down
	LINC01615

	ENSG00000225144.2_3
	yes
	down
	AC018643.1

	ENSG00000230022.1_2
	yes
	up
	FNTAP2

	ENSG00000265316.1_3
	yes
	up
	AP005059.2

	ENSG00000233214.1_2
	yes
	up
	AC002511.2

	ENSG00000231013.1_3
	yes
	up
	AC013275.1

	ENSG00000231169.4_2
	yes
	down
	EEF1B2P1

	ENSG00000157470.11_3
	yes
	down
	FAM81A

	ENSG00000228157.4_3
	yes
	down
	AC007952.2

	ENSG00000251958.1
	yes
	up
	RNU6-1102P

	ENSG00000272963.1_2
	yes
	up
	OR7A19P

	ENSG00000236044.1_2
	yes
	up
	FABP5P2

	ENSG00000141668.9_3
	yes
	up
	CBLN2

	ENSG00000088002.11_3
	yes
	up
	SULT2B1

	ENSG00000228643.1_3
	yes
	up
	AC079779.2

	ENSG00000091181.19_3
	yes
	up
	IL5RA

	ENSG00000269907.1_3
	yes
	up
	AL158827.2

	ENSG00000256862.1_3
	yes
	up
	AC005842.1

	ENSG00000273687.1_3
	yes
	up
	AC004223.4

	ENSG00000175003.12_3
	yes
	down
	SLC22A1

	ENSG00000230694.1_3
	yes
	down
	AL450003.1

	ENSG00000187753.12_3
	yes
	down
	C9orf153

	ENSG00000182575.7_4
	yes
	up
	NXPH3

	ENSG00000204099.11_3
	yes
	up
	NEU4

	ENSG00000211662.2_3
	yes
	up
	IGLV3-21

	ENSG00000221724.1
	yes
	up
	AC078855.1

	ENSG00000180592.16_3
	yes
	down
	SKIDA1

	ENSG00000254397.1_3
	yes
	down
	AC132192.1

	ENSG00000104899.7_3
	yes
	down
	AMH

	ENSG00000247746.4_3
	yes
	down
	USP51

	ENSG00000204152.6
	yes
	down
	TIMM23B

	ENSG00000110944.8_3
	yes
	down
	IL23A

	ENSG00000203489.3_2
	yes
	down
	HMGB1P39

	ENSG00000132429.9_3
	yes
	down
	POPDC3

	ENSG00000105991.7_3
	yes
	down
	HOXA1

	ENSG00000082482.13_3
	yes
	down
	KCNK2

	ENSG00000163347.5_3
	yes
	down
	CLDN1

	ENSG00000233411.1_4
	yes
	up
	AL359962.1

	ENSG00000254477.1_3
	yes
	up
	AP000640.1

	ENSG00000258352.1_3
	yes
	up
	AC119044.1

	ENSG00000211882.1_3
	yes
	up
	TRAJ7

	ENSG00000183798.4_3
	yes
	up
	EMILIN3

	ENSG00000163519.13_3
	yes
	up
	TRAT1

	ENSG00000265479.6_3
	yes
	up
	DTX2P1-UPK3BP1-PMS2P11

	ENSG00000279302.3_4
	yes
	up
	AC013643.3

	ENSG00000198976.1
	yes
	up
	MIR429

	ENSG00000256001.1_3
	yes
	up
	AC079949.1

	ENSG00000258951.1_2
	yes
	up
	KRT18P7

	ENSG00000240041.1_2
	yes
	up
	IGHJ4

	ENSG00000227161.1_4
	yes
	up
	AC092755.1

	ENSG00000177455.12_3
	yes
	up
	CD19

	ENSG00000261156.6_3
	yes
	up
	LINC01989

	ENSG00000134762.16_3
	yes
	up
	DSC3

	ENSG00000267311.1_4
	yes
	up
	AC007673.1

	ENSG00000244474.5_3
	yes
	up
	UGT1A4

	ENSG00000175730.8_2
	yes
	up
	BAK1P1

	ENSG00000174564.12_3
	yes
	up
	IL20RB

	ENSG00000249908.2_2
	yes
	up
	BRD9P2

	ENSG00000240905.2
	yes
	up
	RN7SL798P

	ENSG00000252719.1
	yes
	up
	SNORA18

	ENSG00000202496.1
	yes
	up
	RNVU1-20

	ENSG00000228027.1_3
	yes
	up
	AL136369.1

	ENSG00000226699.1_3
	yes
	up
	AL360181.1

	ENSG00000254459.1_4
	yes
	up
	AP002812.2

	ENSG00000257752.1_3
	yes
	up
	AC091516.1

	ENSG00000207460.1
	yes
	up
	SNORD116-19

	ENSG00000261346.1_4
	yes
	up
	AC116348.3

	ENSG00000264125.1_3
	yes
	up
	AC104984.1

	ENSG00000267141.1_3
	yes
	up
	AC012615.4

	ENSG00000267769.1_3
	yes
	up
	AC011498.6

	ENSG00000238000.1_3
	yes
	up
	AC116347.1

	ENSG00000246130.1_3
	yes
	up
	AC107959.2

	ENSG00000227907.1_3
	yes
	up
	AL158837.1

	ENSG00000259512.3_2
	yes
	up
	HNRNPA1P5

	ENSG00000259548.1_3
	yes
	up
	AC021483.1

	ENSG00000131951.10_3
	yes
	down
	LRRC9

	ENSG00000177508.11_3
	yes
	down
	IRX3

	ENSG00000279142.1_3
	yes
	down
	AC009108.4

	ENSG00000248383.4_3
	yes
	down
	PCDHAC1

	ENSG00000236081.1_2
	yes
	down
	ELFN1-AS1

	ENSG00000253582.1_3
	yes
	down
	AC090579.1

	ENSG00000149403.12_3
	yes
	down
	GRIK4

	ENSG00000201700.2
	yes
	down
	SNORD113-3

	ENSG00000237276.8_2
	yes
	up
	ANO7L1

	ENSG00000214851.4_2
	yes
	up
	LINC00612

	ENSG00000241217.2
	yes
	up
	RN7SL809P

	ENSG00000258872.2_2
	yes
	up
	FDPSP3

	ENSG00000275601.1_4
	yes
	up
	AC011330.2

	ENSG00000270218.1_3
	yes
	up
	AC013553.2

	ENSG00000258632.2_3
	yes
	up
	AC135626.1

	ENSG00000260924.2_3
	yes
	up
	LINC01311

	ENSG00000114631.10_3
	yes
	up
	PODXL2

	ENSG00000240535.8_4
	yes
	up
	AC034238.1

	ENSG00000251169.2_2
	yes
	up
	LINC01843

	ENSG00000120949.14_3
	yes
	down
	TNFRSF8

	ENSG00000233825.1_3
	yes
	down
	AL391839.2

	ENSG00000166220.12_3
	yes
	down
	TBATA

	ENSG00000283141.1_3
	yes
	down
	AL157832.3

	ENSG00000255410.1_3
	yes
	down
	AC091564.6

	ENSG00000244131.2_2
	yes
	down
	RPSAP51

	ENSG00000179256.2_3
	yes
	down
	SMCO3

	ENSG00000207622.1
	yes
	down
	MIR619

	ENSG00000275226.1_2
	yes
	down
	LINC00547

	ENSG00000260910.1_2
	yes
	down
	LINC00565

	ENSG00000140274.13_3
	yes
	down
	DUOXA2

	ENSG00000274383.1_3
	yes
	down
	AC103691.1

	ENSG00000197696.9_3
	yes
	down
	NMB

	ENSG00000237380.6_4
	yes
	down
	HOXD-AS2

	ENSG00000131055.4_3
	yes
	down
	COX4I2

	ENSG00000221506.1
	yes
	down
	AC092038.1

	ENSG00000244286.1_3
	yes
	down
	ITGB5-AS1

	ENSG00000184139.8_2
	yes
	down
	RPL7AP28

	ENSG00000248907.1_2
	yes
	down
	MTND2P33

	ENSG00000086717.18_3
	yes
	down
	PPEF1

	ENSG00000271907.1
	yes
	down
	SNORA35

	ENSG00000233189.1_2
	yes
	up
	RPL12P29

	ENSG00000242951.1_3
	yes
	up
	AC007182.2

	ENSG00000262708.1_3
	yes
	up
	AC027455.1

	ENSG00000236489.1_3
	yes
	up
	AC133473.1

	ENSG00000251045.1_2
	yes
	up
	LINC01959

	ENSG00000227518.5_4
	yes
	up
	AL928970.1

	ENSG00000237624.1_2
	yes
	down
	OXCT2P1

	ENSG00000226822.2_3
	yes
	down
	AL390036.1

	ENSG00000162746.14_3
	yes
	down
	FCRLB

	ENSG00000264802.1
	yes
	down
	MIR5191

	ENSG00000238266.1_2
	yes
	down
	LINC00707

	ENSG00000231906.1_3
	yes
	down
	AC016397.1

	ENSG00000175544.13_3
	yes
	down
	CABP4

	ENSG00000183150.7_3
	yes
	down
	GPR19

	ENSG00000256849.1_3
	yes
	down
	TCP1P3

	ENSG00000205592.13_4
	yes
	down
	MUC19

	ENSG00000266539.1
	yes
	down
	AC078889.1

	ENSG00000274718.1_3
	yes
	down
	AL136964.1

	ENSG00000156886.11_3
	yes
	down
	ITGAD

	ENSG00000266795.2
	yes
	down
	RP11-744K17.9

	ENSG00000249406.1_3
	yes
	down
	AC015909.1

	ENSG00000267287.1_3
	yes
	down
	AC068473.3

	ENSG00000172000.7_3
	yes
	down
	ZNF556

	ENSG00000267986.1_3
	yes
	down
	AC130469.1

	ENSG00000228629.2_3
	yes
	down
	AC092295.1

	ENSG00000234362.5_2
	yes
	down
	LINC01914

	ENSG00000258910.2_2
	yes
	down
	LINC01956

	ENSG00000223190.1
	yes
	down
	RN7SKP100

	ENSG00000237484.5_2
	yes
	down
	LINC01684

	ENSG00000231480.1_2
	yes
	down
	SNRPGP13

	ENSG00000249386.1_2
	yes
	down
	MTCO2P9

	ENSG00000261039.2_3
	yes
	down
	LINC02544

	ENSG00000004846.16_3
	yes
	down
	ABCB5

	ENSG00000234707.2_3
	yes
	down
	AC074351.1

	ENSG00000006377.10_3
	yes
	down
	DLX6

	ENSG00000266446.1_4
	yes
	down
	AL449423.1

	ENSG00000204446.4_2
	yes
	down
	C9orf170

	ENSG00000266060.1
	yes
	down
	AL603650.4

	ENSG00000223516.1_3
	yes
	down
	AFF2-IT1

	ENSG00000227811.2_3
	yes
	down
	FAM212B-AS1

	ENSG00000198075.9_3
	yes
	down
	SULT1C4

	ENSG00000125820.5_3
	yes
	down
	NKX2-2

	ENSG00000234358.1_3
	yes
	down
	AC003080.1

	ENSG00000257058.1_3
	yes
	up
	AP001363.2

	ENSG00000254550.1_3
	yes
	up
	OMP

	ENSG00000170627.10_3
	yes
	up
	GTSF1

	ENSG00000211858.1_3
	yes
	up
	TRAJ31

	ENSG00000265110.1
	yes
	up
	MIR4731

	ENSG00000236969.2_2
	yes
	up
	GGT8P

	ENSG00000239089.1
	yes
	up
	snoU13

	ENSG00000211652.2_3
	yes
	up
	IGLV7-43

	ENSG00000229875.1_2
	yes
	up
	EIF1P1

	ENSG00000262319.1_3
	yes
	down
	AC007952.6

	ENSG00000170579.16_4
	yes
	down
	DLGAP1

	ENSG00000251076.1_3
	yes
	down
	AC104126.1

	ENSG00000122679.8_3
	yes
	down
	RAMP3

	ENSG00000253250.2_3
	yes
	down
	C8orf88

	ENSG00000150337.13_3
	yes
	down
	FCGR1A

	ENSG00000263961.6_1
	yes
	down
	C1orf186

	ENSG00000215921.1
	yes
	down
	AL731568.1

	ENSG00000279837.1_4
	yes
	down
	AC112694.2

	ENSG00000262732.1_3
	yes
	down
	AC010401.2

	ENSG00000183914.14_3
	yes
	down
	DNAH2

	ENSG00000228551.1_2
	yes
	down
	SNRPGP9

	ENSG00000249274.1_2
	yes
	down
	PDLIM1P4

	ENSG00000183171.5_3
	yes
	down
	BX322650.1

	ENSG00000233589.1_3
	yes
	up
	AL138789.1

	ENSG00000255521.1_3
	yes
	up
	AL356215.1

	ENSG00000187726.8_3
	yes
	up
	DNAJB13

	ENSG00000200855.1
	yes
	up
	Y_RNA

	ENSG00000225342.2_3
	yes
	up
	AC079630.1

	ENSG00000151948.11_3
	yes
	up
	GLT1D1

	ENSG00000174015.9_4
	yes
	up
	SPERT

	ENSG00000269930.1_3
	yes
	up
	AC091057.2

	ENSG00000223313.1
	yes
	up
	RNU6-516P

	ENSG00000260650.1_3
	yes
	up
	AC010542.1

	ENSG00000262759.1_2
	yes
	up
	MRPS21P9

	ENSG00000267712.5_3
	yes
	up
	LINC01539

	ENSG00000187957.7_3
	yes
	up
	DNER

	ENSG00000243135.6_3
	yes
	up
	UGT1A3

	ENSG00000230698.1_3
	yes
	up
	AC105935.2

	ENSG00000207651.1
	yes
	up
	MIR28

	ENSG00000251584.1_3
	yes
	up
	AC096751.2

	ENSG00000207490.1
	yes
	up
	RNU6-987P

	ENSG00000228231.2_3
	yes
	up
	AL589946.1

	ENSG00000236928.3_3
	yes
	up
	AC008267.4

	ENSG00000229018.5_2
	yes
	up
	PMS2P7

	ENSG00000242435.1_2
	yes
	up
	UPK3BP1

	ENSG00000204860.4_3
	yes
	up
	FAM201A

	ENSG00000207737.1
	yes
	up
	MIR181B2

	ENSG00000265033.1
	yes
	up
	RN7SL262P

	ENSG00000228955.2_4
	yes
	up
	AL591623.2

	ENSG00000267296.2_4
	yes
	up
	CEBPA-AS1

	ENSG00000279368.1_3
	yes
	up
	AL031123.3

	ENSG00000267055.1_3
	yes
	up
	AC007001.1

	ENSG00000279151.1_3
	yes
	up
	AL021920.1

	ENSG00000265744.1
	yes
	up
	MIR4427

	ENSG00000254497.1_3
	yes
	up
	AC103681.1

	ENSG00000168070.11_3
	yes
	up
	MAJIN

	ENSG00000222297.1
	yes
	up
	RNU6-1156P

	ENSG00000211978.2_2
	yes
	up
	IGHV5-78

	ENSG00000275674.1_4
	yes
	up
	AC091167.7

	ENSG00000205362.11_3
	yes
	up
	MT1A

	ENSG00000275393.1_4
	yes
	up
	AC018695.6

	ENSG00000267742.1_2
	yes
	up
	FAM60CP

	ENSG00000230327.1_2
	yes
	up
	MTCO1P42

	ENSG00000239923.2
	yes
	up
	RN7SL864P

	ENSG00000200871.1
	yes
	up
	RNU6-810P

	ENSG00000254391.1_3
	yes
	up
	AC011363.1

	ENSG00000112195.8_3
	yes
	up
	TREML2

	ENSG00000214544.7_2
	yes
	up
	GTF2IRD2P1

	ENSG00000221048.1
	yes
	up
	AC079781.1

	ENSG00000146809.12_3
	yes
	up
	ASB15

	ENSG00000211715.1_2
	yes
	up
	TRBV5-3

	ENSG00000227159.8_2
	yes
	up
	DDX11L16

	ENSG00000229163.2_2
	yes
	up
	NAP1L1P2

	ENSG00000135437.9_3
	yes
	up
	RDH5

	ENSG00000136149.6_2
	yes
	up
	RPL13AP25

	ENSG00000217181.1_3
	yes
	up
	AL139039.2

	ENSG00000237513.1_3
	yes
	up
	AC007384.1

	ENSG00000275549.1_3
	yes
	up
	STPG3-AS1

	ENSG00000236385.1_3
	yes
	down
	AC026355.2

	ENSG00000104221.12_3
	yes
	down
	BRF2

	ENSG00000111537.4_3
	yes
	up
	IFNG

	ENSG00000167748.10_3
	yes
	up
	KLK1

	ENSG00000244675.2_3
	yes
	up
	AC108676.1

	ENSG00000248925.1_3
	yes
	up
	AC021087.1

	ENSG00000165197.4_3
	yes
	up
	VEGFD

	ENSG00000231866.2_3
	yes
	up
	AC099677.2

	ENSG00000225169.1_2
	yes
	up
	BRI3P1

	ENSG00000231440.1_4
	yes
	up
	AL358176.4

	ENSG00000279586.1_3
	yes
	up
	AP000711.1

	ENSG00000276854.1_4
	yes
	up
	AL589745.2

	ENSG00000260729.1_4
	yes
	up
	AC009690.1

	ENSG00000259764.1_3
	yes
	up
	PCSK6-AS1

	ENSG00000102962.4_3
	yes
	up
	CCL22

	ENSG00000265279.1_2
	yes
	up
	CLUHP6

	ENSG00000226649.1_3
	yes
	up
	AC019118.1

	ENSG00000275401.1_3
	yes
	up
	AL391095.3

	ENSG00000039537.13_3
	yes
	up
	C6

	ENSG00000248493.1_2
	yes
	up
	AC005351.1

	ENSG00000271911.1_3
	yes
	up
	AL357054.3

	ENSG00000243621.1_3
	yes
	up
	AC003989.2

	ENSG00000270672.1_3
	yes
	up
	MTRNR2L6

	ENSG00000251521.2_3
	yes
	up
	IMPA1P1

	ENSG00000233013.10_3
	yes
	up
	FAM157B

	ENSG00000262049.1_3
	yes
	down
	AC139530.1

	ENSG00000238673.1
	yes
	down
	snoU13

	ENSG00000243403.1_3
	yes
	up
	AC090543.2

	ENSG00000244437.1_3
	yes
	up
	IGKV3-15

	ENSG00000280187.1_3
	yes
	up
	AC022107.1

	ENSG00000263597.1
	yes
	up
	MIR3936

	ENSG00000231087.2_2
	yes
	up
	FDPSP7

	ENSG00000162490.6_3
	yes
	down
	DRAXIN

	ENSG00000117245.12_3
	yes
	down
	KIF17

	ENSG00000233114.2_3
	yes
	down
	AL358075.3

	ENSG00000254602.1_4
	yes
	down
	AP000662.2

	ENSG00000246731.2_3
	yes
	down
	MGC16275

	ENSG00000235129.1_2
	yes
	down
	FABP7P2

	ENSG00000251400.1_2
	yes
	down
	ALDH7A1P1

	ENSG00000251756.1
	no
	down
	RNA5SP385

	ENSG00000116039.11_3
	no
	down
	ATP6V1B1

	ENSG00000224905.6_4
	no
	down
	AP001347.1

	ENSG00000278351.1_4
	no
	up
	AC009248.2

	ENSG00000211878.1_3
	no
	up
	TRAJ11

	ENSG00000259417.2_4
	no
	up
	CTXND1

	ENSG00000251819.1
	no
	up
	RNU6-322P

	ENSG00000262495.1_3
	no
	up
	AC012146.2

	ENSG00000263787.1_3
	no
	up
	SKAP1-AS1

	ENSG00000276934.1_4
	no
	up
	AC009704.2

	ENSG00000144406.18_3
	no
	up
	UNC80

	ENSG00000164051.13_3
	no
	up
	CCDC51

	ENSG00000217653.1_3
	no
	up
	AL353692.1

	ENSG00000169306.9_3
	no
	up
	IL1RAPL1

	ENSG00000180861.9_2
	no
	down
	LINC01559

	ENSG00000175697.10_3
	no
	down
	GPR156

	ENSG00000230575.1_3
	no
	down
	AC013286.1

	ENSG00000017427.15_3
	no
	down
	IGF1

	ENSG00000139971.15_4
	no
	down
	C14orf37

	ENSG00000177699.4_3
	no
	down
	AC011944.1

	ENSG00000260089.2_2
	no
	down
	ADAM3B

	ENSG00000266149.1_3
	no
	down
	AP001094.3

	ENSG00000263952.5_3
	no
	down
	AP005120.1

	ENSG00000251705.1
	no
	down
	RNA5-8SP6

	ENSG00000044012.3_3
	no
	up
	GUCA2B

	ENSG00000110169.10_3
	no
	up
	HPX

	ENSG00000259290.1_4
	no
	up
	AP001007.3

	ENSG00000258102.3_3
	no
	up
	MAP1LC3B2

	ENSG00000211844.1_3
	no
	up
	TRAJ45

	ENSG00000259577.1_2
	no
	up
	CERNA1

	ENSG00000261187.1_4
	no
	up
	AC079322.1

	ENSG00000246898.1_2
	no
	up
	LINC00920

	ENSG00000166596.14_3
	no
	up
	CFAP52

	ENSG00000267221.2_4
	no
	up
	C17orf113

	ENSG00000263004.1_3
	no
	up
	AC007114.1

	ENSG00000233393.1_3
	no
	up
	AP000688.2

	ENSG00000219682.4_3
	no
	up
	AL133268.1

	ENSG00000196329.11_3
	no
	up
	GIMAP5

	ENSG00000252832.1
	no
	up
	RNU6-1212P

	ENSG00000255277.3_2
	no
	up
	ABCC6P2

	ENSG00000236525.1_3
	no
	up
	AC007278.2

	ENSG00000149488.12_3
	no
	up
	TMC2

	ENSG00000160188.9_3
	no
	up
	RSPH1

	ENSG00000249417.1_4
	no
	up
	AC117383.1

	ENSG00000250350.1_3
	no
	up
	AC104819.2

	ENSG00000272109.1_3
	no
	up
	AC008906.2

	ENSG00000253852.1_3
	no
	up
	AC011383.1

	ENSG00000214827.9_3
	no
	up
	MTCP1

	ENSG00000284693.1_1
	no
	down
	AL928921.2

	ENSG00000252895.1
	no
	down
	RNY4P26

	ENSG00000227165.7_3
	no
	down
	WDR11-AS1

	ENSG00000279675.1_3
	no
	down
	AC080100.1

	ENSG00000260209.1_3
	no
	down
	AP000842.3

	ENSG00000245667.2_3
	no
	down
	AC006064.1

	ENSG00000258966.1_2
	no
	down
	GTF3AP2

	ENSG00000201500.1
	no
	down
	SNORD113

	ENSG00000201318.1
	no
	down
	SNORD114-30

	ENSG00000248079.2_3
	no
	down
	DPH6-AS1

	ENSG00000252246.1
	no
	down
	RNA5SP92

	ENSG00000232742.3_2
	no
	down
	RHOQP2

	ENSG00000234509.1_2
	no
	down
	AP000253.1

	ENSG00000280095.1_3
	no
	down
	CU639417.5

	ENSG00000237517.9_3
	no
	down
	DGCR5

	ENSG00000265355.1
	no
	down
	MIR3136

	ENSG00000155011.8_3
	no
	down
	DKK2

	ENSG00000250938.5_4
	no
	down
	AC108866.1

	ENSG00000146005.3_3
	no
	down
	PSD2

	ENSG00000204248.10_3
	no
	down
	COL11A2

	ENSG00000273186.1_4
	no
	down
	AL359091.4

	ENSG00000124343.12_3
	no
	down
	XG

	ENSG00000231784.8_3
	no
	down
	DBIL5P

	ENSG00000177294.6_3
	no
	down
	FBXO39

	ENSG00000267049.1_3
	no
	down
	AC002398.1

	ENSG00000174365.19_2
	no
	down
	SNHG11

	ENSG00000081041.8_3
	no
	down
	CXCL2

	ENSG00000197921.5_3
	no
	down
	HES5

	ENSG00000237928.5_3
	no
	down
	NFIA-AS2

	ENSG00000261737.1_3
	no
	down
	AL049597.2

	ENSG00000185904.11_2
	no
	down
	LINC00839

	ENSG00000263399.1
	no
	down
	MIR3170

	ENSG00000279770.1_2
	no
	down
	LINC00552

	ENSG00000259426.5_3
	no
	down
	AC027237.3

	ENSG00000273923.1_4
	no
	down
	AC104260.1

	ENSG00000264771.1
	no
	down
	AC022819.1

	ENSG00000263331.1_3
	no
	down
	AC008551.1

	ENSG00000280177.1_3
	no
	down
	AC004408.2

	ENSG00000242067.1_3
	no
	down
	AC091179.1

	ENSG00000283108.1_3
	no
	down
	AC011451.3

	ENSG00000105198.10_3
	no
	down
	LGALS13

	ENSG00000228613.1_4
	no
	down
	AC141930.1

	ENSG00000283766.1_1
	no
	down
	AC141930.3

	ENSG00000270930.1_2
	no
	down
	GRAMD4P8

	ENSG00000272551.1_3
	no
	down
	AC017048.3

	ENSG00000227107.1_3
	no
	down
	AC104667.1

	ENSG00000229042.2_3
	no
	down
	AL031656.1

	ENSG00000230479.1_4
	no
	down
	AP000695.1

	ENSG00000169548.3_3
	no
	down
	ZNF280A

	ENSG00000231383.2_3
	no
	down
	FGF12-AS1

	ENSG00000152592.13_4
	no
	down
	DMP1

	ENSG00000248869.5_3
	no
	down
	LINC02511

	ENSG00000249247.1_2
	no
	down
	MTCYBP17

	ENSG00000250482.3_2
	no
	down
	DUX4L51

	ENSG00000205883.2_2
	no
	down
	DEFB135

	ENSG00000205882.8_3
	no
	down
	DEFB134

	ENSG00000078725.12_3
	no
	down
	BRINP1

	ENSG00000264877.1
	no
	down
	AL603650.2

	ENSG00000264744.1
	no
	down
	MIR3689C

	ENSG00000266827.1
	no
	down
	MIR3689E

	ENSG00000221870.2_3
	no
	down
	TMEM257

	ENSG00000272449.1_3
	no
	up
	AL139246.5

	ENSG00000261114.1_4
	no
	up
	AC012181.2

	ENSG00000204311.12_3
	no
	up
	DFNB59

	ENSG00000226935.6_2
	no
	up
	LINC00161

	ENSG00000233010.1_2
	no
	up
	RPEP4

	ENSG00000227188.1_3
	no
	up
	MGAT3-AS1

	ENSG00000248936.1_3
	no
	up
	AC027607.1

	ENSG00000174123.10_3
	no
	up
	TLR10

	ENSG00000121895.7_4
	no
	up
	TMEM156

	ENSG00000236709.1_3
	no
	up
	DAPK1-IT1

	ENSG00000242860.2
	no
	up
	RN7SL180P

	ENSG00000206921.1
	no
	up
	RNU6-481P

	ENSG00000231691.1_3
	no
	up
	AL592114.3

	ENSG00000234109.1_2
	no
	up
	RPL7P36

	ENSG00000226734.1_2
	no
	up
	SNRPGP12

	ENSG00000111291.8_3
	no
	up
	GPRC5D

	ENSG00000205056.8_4
	no
	up
	LINC02397

	ENSG00000140057.8_3
	no
	up
	AK7

	ENSG00000265683.1_3
	no
	up
	SYPL1P2

	ENSG00000261222.2_3
	no
	up
	AC064805.1

	ENSG00000206687.1
	no
	up
	RNU1-109P

	ENSG00000272555.1_3
	no
	up
	AC009974.1

	ENSG00000228670.4_2
	no
	up
	NANOGP2

	ENSG00000232687.1_2
	no
	up
	RPL12P9

	ENSG00000233733.1_2
	no
	up
	H2AFZP6

	ENSG00000233893.1_3
	no
	up
	EZR-AS1

	ENSG00000237818.1_2
	no
	up
	RPS3AP29

	ENSG00000224595.1_3
	no
	up
	AC073626.1

	ENSG00000203989.4_3
	no
	up
	RHOXF2B

	ENSG00000229656.6_3
	no
	down
	AL365203.1

	ENSG00000065057.7_3
	no
	down
	NTHL1

	ENSG00000113262.14_3
	no
	down
	GRM6

	ENSG00000240553.1_4
	no
	up
	AL031428.1

	ENSG00000117400.16_3
	no
	up
	MPL

	ENSG00000274245.1_3
	no
	up
	AL391597.1

	ENSG00000234535.1_3
	no
	up
	AL161719.1

	ENSG00000211884.1_3
	no
	up
	TRAJ5

	ENSG00000202077.1
	no
	up
	RNU1-60P

	ENSG00000171101.13_2
	no
	up
	SIGLEC17P

	ENSG00000233493.3_3
	no
	up
	TMEM238

	ENSG00000235072.2_3
	no
	up
	AC012074.1

	ENSG00000064205.10_3
	no
	up
	WISP2

	ENSG00000282859.1_3
	no
	up
	AC003992.1

	ENSG00000236029.4
	no
	up
	AL953854.2

	ENSG00000252050.1
	no
	up
	SNORA31

	ENSG00000156574.9_3
	no
	down
	NODAL

	ENSG00000092200.12_3
	no
	down
	RPGRIP1

	ENSG00000261732.1_4
	no
	down
	AL031708.1

	ENSG00000279039.1_4
	no
	down
	AC011447.6

	ENSG00000224050.1_3
	no
	down
	AL008723.1

	ENSG00000142789.19_3
	no
	down
	CELA3A

	ENSG00000027644.4_3
	no
	down
	INSRR

	ENSG00000222370.1
	no
	down
	SNORA36B

	ENSG00000214770.2_4
	no
	down
	AL161756.1

	ENSG00000258437.1_3
	no
	down
	AL139193.1

	ENSG00000234327.7_3
	no
	down
	AC012146.1

	ENSG00000278546.1_3
	no
	down
	AC003101.2

	ENSG00000261780.2_3
	no
	down
	AC105243.1

	ENSG00000267510.1_3
	no
	down
	AC011451.1

	ENSG00000099957.16_3
	no
	down
	P2RX6

	ENSG00000272906.1_3
	no
	up
	AL353708.3

	ENSG00000234996.4_3
	no
	up
	AC098934.2

	ENSG00000176984.6_3
	no
	up
	AP000679.1

	ENSG00000212496.1
	no
	up
	RNU6-1093P

	ENSG00000259036.1_3
	no
	up
	AL355102.5

	ENSG00000249986.1_2
	no
	up
	YWHAQP6

	ENSG00000239393.1_3
	no
	up
	AC146507.1

	ENSG00000239257.1_2
	no
	up
	RPL23AP1

	ENSG00000188730.4_3
	no
	up
	VWC2

	ENSG00000232756.1_3
	no
	up
	AC004990.1

	ENSG00000237529.1_3
	no
	up
	AL137847.2

	ENSG00000234129.7_3
	no
	up
	AC073529.1

	ENSG00000227541.1_2
	no
	up
	SFR1P1

	ENSG00000233647.2_2
	no
	up
	NENFP1

	ENSG00000200575.1
	no
	up
	RNU6-414P

	ENSG00000200545.1
	no
	up
	U3

	ENSG00000257146.1_3
	no
	up
	AC079905.2

	ENSG00000257894.2_4
	no
	up
	AC027288.3

	ENSG00000171759.9_3
	no
	up
	PAH

	ENSG00000257359.1_3
	no
	up
	AC073863.1

	ENSG00000211827.1_3
	no
	up
	TRDJ2

	ENSG00000265432.1
	no
	up
	MIR4308

	ENSG00000152315.4_3
	no
	up
	KCNK13

	ENSG00000253692.3_2
	no
	up
	IGHEP1

	ENSG00000243094.1_3
	no
	up
	AC079203.1

	ENSG00000278313.1_3
	no
	up
	AC100827.5

	ENSG00000154227.13_3
	no
	up
	CERS3

	ENSG00000260352.1_3
	no
	up
	AC092287.1

	ENSG00000260335.1_3
	no
	up
	AC133555.4

	ENSG00000260156.1_3
	no
	up
	AC020763.1

	ENSG00000207306.1
	no
	up
	RNU6-1152P

	ENSG00000250286.1_3
	no
	up
	AC021491.2

	ENSG00000223138.1
	no
	up
	RNA5SP450

	ENSG00000202503.1
	no
	up
	SNORD34

	ENSG00000203435.2_2
	no
	up
	E2F3P2

	ENSG00000212327.1
	no
	up
	RNU6-882P

	ENSG00000244515.1_2
	no
	up
	KRT18P34

	ENSG00000250471.2_2
	no
	up
	GMPSP1

	ENSG00000199145.1
	no
	up
	MIR302D

	ENSG00000223821.1_3
	no
	up
	AL603910.1

	ENSG00000272549.1_3
	no
	up
	LINC02538

	ENSG00000273391.1_3
	no
	up
	AC083880.1

	ENSG00000231419.6_2
	no
	up
	LINC00689

	ENSG00000167912.5_3
	no
	up
	AC090152.1

	ENSG00000200714.1
	no
	up
	Y_RNA

	ENSG00000253137.1_3
	no
	up
	AC092709.1

	ENSG00000233814.1_3
	no
	up
	AL590664.1

	ENSG00000234782.3_2
	no
	up
	TPT1P9

	ENSG00000236643.1_3
	no
	up
	AL354928.1

	ENSG00000210184.1
	no
	up
	MT-TS2

	ENSG00000206663.1
	no
	up
	Y_RNA

	ENSG00000135094.10_3
	no
	down
	SDS

	ENSG00000252250.1
	no
	down
	Y_RNA

	ENSG00000235902.1_3
	no
	down
	AC108472.1

	ENSG00000113212.6_3
	no
	down
	PCDHB7

	ENSG00000112599.8_3
	no
	down
	GUCA1B

	ENSG00000232082.1_3
	no
	down
	RPS6KA2-IT1

	ENSG00000227050.1_3
	no
	up
	AL512288.1

	ENSG00000213703.2_3
	no
	up
	AL138847.1

	ENSG00000034971.16_3
	no
	up
	MYOC

	ENSG00000272430.1_3
	no
	up
	AL356056.3

	ENSG00000225533.1_2
	no
	up
	PAWRP1

	ENSG00000255362.1_3
	no
	up
	AP000785.2

	ENSG00000279310.1_4
	no
	up
	AC073530.2

	ENSG00000263615.1
	no
	up
	MIR4306

	ENSG00000256221.1_3
	no
	up
	AC244502.2

	ENSG00000258534.1_3
	no
	up
	AL132712.1

	ENSG00000279409.1_4
	no
	up
	AC020658.6

	ENSG00000095917.13_3
	no
	up
	TPSD1

	ENSG00000265349.1_3
	no
	up
	AC118755.2

	ENSG00000129654.7_3
	no
	up
	FOXJ1

	ENSG00000263718.2_4
	no
	up
	AC068594.1

	ENSG00000265787.2_3
	no
	up
	CYP4F35P

	ENSG00000267149.2_4
	no
	up
	AC011476.2

	ENSG00000226751.2_3
	no
	up
	AF127936.1

	ENSG00000228350.1_3
	no
	up
	CELSR3-AS1

	ENSG00000212452.1
	no
	up
	SNORD69

	ENSG00000244441.1_3
	no
	up
	AC126182.2

	ENSG00000238383.1
	no
	up
	snoU13

	ENSG00000238319.1
	no
	up
	snoU13

	ENSG00000238963.1
	no
	up
	U8

	ENSG00000249912.1_2
	no
	up
	TRBV26

	ENSG00000234181.1_3
	no
	up
	AL353795.2

	ENSG00000004848.7_3
	no
	up
	ARX

	ENSG00000233928.5_3
	no
	up
	AL591501.1

	ENSG00000234106.3_3
	no
	down
	AP004242.1

	ENSG00000272158.1_3
	no
	down
	AL139022.2

	ENSG00000275995.1_3
	no
	down
	AC109809.1

	ENSG00000244425.2
	no
	down
	RN7SL268P

	ENSG00000144681.10_3
	no
	down
	STAC

	ENSG00000198729.4_3
	no
	down
	PPP1R14C

	ENSG00000120262.9_3
	no
	down
	CCDC170

	ENSG00000242595.1_2
	no
	down
	RPL26P26

	ENSG00000187048.12_3
	no
	up
	CYP4A11

	ENSG00000215864.5_2
	no
	up
	NBPF7

	ENSG00000225118.1_3
	no
	up
	AL392103.1

	ENSG00000277218.1_4
	no
	up
	AL139123.1

	ENSG00000274124.1_3
	no
	up
	AC074029.3

	ENSG00000247381.3_3
	no
	up
	PLUT

	ENSG00000236534.1_2
	no
	up
	H3F3BP1

	ENSG00000251002.7_4
	no
	up
	AC244502.1

	ENSG00000154975.13_3
	no
	up
	CA10

	ENSG00000254887.1_3
	no
	up
	AC010247.1

	ENSG00000268520.1_4
	no
	up
	AC008750.5

	ENSG00000226065.1_2
	no
	up
	ZBTB45P2

	ENSG00000251186.1_3
	no
	up
	AC105345.2

	ENSG00000201533.1
	no
	up
	RN7SKP237

	ENSG00000216613.2_3
	no
	up
	AL023284.2

	ENSG00000236173.1_3
	no
	up
	AL049612.1

	ENSG00000214593.3_3
	no
	up
	AL354710.1

	ENSG00000185267.9_3
	no
	up
	CDNF

	ENSG00000183734.4_3
	no
	up
	ASCL2

	ENSG00000259549.1
	no
	up
	RP11-115K3.1

	ENSG00000146955.10_3
	no
	up
	RAB19

	ENSG00000147724.11_3
	no
	up
	FAM135B

	ENSG00000239079.1
	no
	down
	snoU13

	ENSG00000248636.6_3
	no
	down
	AC002070.1

	ENSG00000259473.1_2
	no
	down
	LINC02205

	ENSG00000259609.1_3
	no
	down
	AC027807.1

	ENSG00000259895.1_3
	no
	down
	AC106820.2

	ENSG00000261810.1_3
	no
	down
	AC133565.1

	ENSG00000279554.1_4
	no
	down
	AC130448.2

	ENSG00000258947.6_3
	no
	down
	TUBB3

	ENSG00000280852.2_3
	no
	down
	AC025048.6

	ENSG00000266835.5_2
	no
	down
	GAPLINC

	ENSG00000160161.9_3
	no
	down
	CILP2

	ENSG00000263839.1
	no
	down
	CR381653.1

	ENSG00000100181.22_4
	no
	down
	TPTEP1

	ENSG00000232305.1_2
	no
	down
	CLCP1

	ENSG00000200985.1
	no
	down
	RNA5SP493

	ENSG00000238351.1
	no
	down
	snoU13

	ENSG00000206819.1
	no
	down
	RNU6-260P

	ENSG00000232909.1_3
	no
	down
	AL157823.2

	ENSG00000213435.3_2
	no
	down
	ATP6V0CP3

	ENSG00000221821.3_3
	no
	down
	C6orf226

	ENSG00000178233.17_3
	no
	down
	TMEM151B

	ENSG00000229720.1_3
	no
	down
	AL109924.2

	ENSG00000224897.6_4
	no
	down
	POT1-AS1

	ENSG00000253708.1_3
	no
	down
	AC026979.2

	ENSG00000224621.1_3
	no
	up
	AL451042.1

	ENSG00000283773.1_2
	no
	up
	AL137798.3

	ENSG00000235795.1_3
	no
	up
	AC093157.2

	ENSG00000257221.3_4
	no
	up
	AC007569.1

	ENSG00000257040.1
	no
	up
	AC005477.1

	ENSG00000279361.1_4
	no
	up
	AC079331.1

	ENSG00000136541.14_3
	no
	up
	ERMN

	ENSG00000241119.1_3
	no
	up
	UGT1A9

	ENSG00000251148.1_3
	no
	up
	AL158068.2

	ENSG00000182132.13_4
	no
	up
	KCNIP1

	ENSG00000272894.5_3
	no
	up
	AC004982.2

	ENSG00000179766.18_3
	no
	up
	ATP8B5P

	ENSG00000280211.1_3
	no
	down
	AC106886.4

	ENSG00000177483.11_3
	no
	down
	RBM44

	ENSG00000231952.3_2
	no
	down
	DPY19L1P2

	ENSG00000246089.3_3
	no
	down
	AC016065.1

	ENSG00000169085.11_3
	no
	down
	C8orf46

	ENSG00000235683.1_2
	no
	down
	AC018442.1

	ENSG00000214973.3_2
	no
	down
	CHCHD3P3

	ENSG00000227740.1_3
	no
	down
	AL513329.1

	ENSG00000235962.5_2
	no
	down
	RPL7AP53

	ENSG00000270002.1_3
	no
	down
	AC022028.2

	ENSG00000204010.3_3
	no
	down
	IFIT1B

	ENSG00000253068.1
	no
	down
	SNORD112

	ENSG00000166368.2_3
	no
	down
	OR2D2

	ENSG00000172350.9_3
	no
	down
	ABCG4

	ENSG00000222493.1
	no
	down
	Y_RNA

	ENSG00000252827.1
	no
	down
	RN7SKP11

	ENSG00000258033.1_3
	no
	down
	AC063947.2

	ENSG00000235205.1_2
	no
	down
	TATDN2P3

	ENSG00000229373.8_2
	no
	down
	LINC00452

	ENSG00000133937.4_3
	no
	down
	GSC

	ENSG00000259192.1_2
	no
	down
	AC109631.1

	ENSG00000275332.1_3
	no
	down
	AC103691.2

	ENSG00000252217.1
	no
	down
	Y_RNA

	ENSG00000244056.2
	no
	down
	RN7SL417P

	ENSG00000259570.1_3
	no
	down
	AC243562.1

	ENSG00000258489.3_3
	no
	down
	AC027013.1

	ENSG00000263179.1_2
	no
	down
	HNRNPCP4

	ENSG00000176842.14_3
	no
	down
	IRX5

	ENSG00000242207.1_3
	no
	down
	HOXB-AS4

	ENSG00000269188.1_3
	no
	down
	AC011500.1

	ENSG00000243902.6_3
	no
	down
	ELFN2

	ENSG00000207642.1
	no
	down
	MIR571

	ENSG00000199790.1
	no
	down
	RNU6-836P

	ENSG00000113430.9_3
	no
	down
	IRX4

	ENSG00000279810.1_3
	no
	down
	AL109924.4

	ENSG00000205971.2_3
	no
	down
	AC074389.1

	ENSG00000206603.1
	no
	down
	SNORA22

	ENSG00000253257.1_2
	no
	down
	MTND4P7

	ENSG00000223723.1_2
	no
	down
	BX842568.2

	ENSG00000229563.6_2
	no
	down
	LINC01204

	ENSG00000243978.8_4
	no
	down
	RTL9

	ENSG00000156925.11_3
	no
	down
	ZIC3

	ENSG00000239272.1_2
	no
	up
	RPL21P10

	ENSG00000244116.3_3
	no
	up
	IGKV2-28

	ENSG00000238259.1_2
	no
	up
	AC067940.1

	ENSG00000184100.6_2
	no
	up
	BRD7P2

	ENSG00000168621.14_3
	no
	up
	GDNF

	ENSG00000283945.1_1
	no
	up
	LINC00032

	ENSG00000267834.1_3
	no
	up
	AL592211.1

	ENSG00000228427.1_3
	no
	up
	AL590764.1







