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Figure S1 Heatmap of mesenchymal and epithelial markers expression in hAESCs and hWJMSCs.
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Figure S2 Enriched GOs in hWJMSCs by GSEA analysis
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Figure S3 Enriched GOs in hAESCs by GSEA analysis
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Figure S4 Enriched KEGGs in hAESCs and hWJMSCs by GSEA analysis.


Supplementary Table 1. List of upregulated genes.
	Gene Name
	hAESC-1
	hAESC-2
	hAESC-3
	hWJMSC-1
	hWJMSC-2
	hWJMSC-3
	FC

	VWA3A
	182.2
	231
	163.1
	8.8
	6.9
	7.9
	24.419

	IMUP
	191.5
	186.6
	196.9
	8.4
	9.6
	7
	23.000

	KRT7
	198.9
	214
	148.6
	13.2
	12.5
	12.8
	14.584

	ANXA3
	189.9
	176
	176.5
	17.5
	19.2
	20.9
	9.417

	KRT17
	185.9
	210.3
	145.2
	20
	18.5
	20.1
	9.239

	KRT14
	181.3
	204.4
	153.8
	20.7
	18.6
	21.2
	8.917

	AGR2
	102.2
	273.4
	163.8
	19.7
	20.1
	20.8
	8.901

	KRT19
	169.8
	206.4
	162.9
	20.7
	18
	22.3
	8.838

	KRT6A
	148.5
	192.1
	194.7
	21.7
	19.1
	23.9
	8.274

	ANXA8
	193
	154.2
	185.1
	21.8
	22.1
	23.8
	7.863

	CRIP1
	156.2
	221.6
	154.5
	22.6
	21.4
	23.7
	7.863

	SFN
	184
	169
	178.2
	22.7
	22.7
	23.3
	7.732

	KRT5
	160.6
	159.2
	211.2
	23.2
	22.6
	23.2
	7.696

	PCDHA11
	187.9
	171.6
	170.1
	26
	18.5
	25.9
	7.523

	AIF1L
	148.2
	234.9
	145.3
	23.2
	21.7
	26.8
	7.370

	KRT72
	235.7
	201
	91.3
	22.1
	26.6
	23.3
	7.333

	NIPAL1
	192.3
	189.8
	144.1
	18.8
	25.9
	29.1
	7.130

	S100A4
	148.5
	223.2
	150.8
	29
	28.5
	20.1
	6.733

	IRF6
	182.4
	150.8
	185.5
	32.1
	24.4
	24.7
	6.388

	ANXA8L1
	182.4
	147.1
	189
	25.4
	25.9
	30.2
	6.362

	S100A14
	231.7
	97.4
	187.1
	29.1
	26.7
	27.9
	6.167

	IGF2
	148.3
	220
	147.2
	29.6
	27.4
	27.5
	6.101

	CRYBG2
	195
	186.1
	124.9
	28.5
	31.1
	34.4
	5.383

	CELSR2
	165.3
	188.6
	151.9
	29.4
	31.1
	33.8
	5.364

	F3
	176.2
	99.2
	230.2
	28.6
	31.4
	34.3
	5.362

	KRT18
	181.4
	174.6
	146.2
	27.3
	28.4
	42.1
	5.135

	ITGB6
	181.6
	166.5
	153
	33.4
	32.2
	33.3
	5.067

	PPP1R14C
	160.8
	163.9
	176.4
	29.3
	29.3
	40.3
	5.067

	COL17A1
	175.2
	147.3
	177.8
	34.4
	32.6
	32.7
	5.018

	SERPINB2
	171.4
	175.8
	150.5
	34.2
	34
	34.2
	4.860

	FAM184B
	171.1
	178.6
	147.4
	32.5
	30.7
	39.8
	4.826

	S100A2
	153.2
	158.5
	183.9
	40.2
	35.6
	28.7
	4.743

	CDKN3
	118.2
	172.9
	203.7
	35.5
	33.3
	36.4
	4.703

	KRT78
	120.8
	182.4
	191.3
	38.1
	34.5
	32.9
	4.687

	TPD52
	136.8
	197.5
	158.4
	35
	33.7
	38.5
	4.596

	SERPINB5
	167.1
	196.7
	128.5
	35.7
	34.9
	37
	4.575

	S100A10
	160.9
	160.9
	168.4
	37.4
	27.9
	44.5
	4.464

	ARHGDIB
	183.7
	144.7
	160.6
	40.3
	33.5
	37.2
	4.405

	KRT16
	144.4
	217.1
	127.1
	38.1
	35.2
	38.1
	4.386

	TES
	200.9
	146.2
	141.1
	38.9
	32.9
	40
	4.367

	PTGES
	151
	172.9
	163.1
	35.3
	38.2
	39.6
	4.306

	PDZK1
	146.3
	154.3
	185.1
	36.6
	38.6
	39.1
	4.249

	SPINT2
	149.2
	167.5
	168.8
	40
	31.5
	42.9
	4.244

	MAOA
	192.6
	189.9
	100.2
	40.8
	34.8
	41.6
	4.119

	ITGB4
	171.3
	140.8
	170.4
	38.4
	38.6
	40.5
	4.106

	CRABP2
	149.7
	230.2
	101.8
	51.1
	32.8
	34.4
	4.072

	CLIC3
	152.5
	215.7
	111.8
	38.8
	39.1
	42
	4.003

	MAOB
	193.5
	187.3
	99.1
	42.9
	36.3
	40.9
	3.996

	L1TD1
	173.3
	180.2
	125.3
	40.2
	39.3
	41.6
	3.954

	EPS8L2
	163.9
	157.8
	157
	40.9
	40.1
	40.4
	3.943

	KRT8
	158.9
	185.7
	132.7
	38.4
	35.6
	48.7
	3.890

	PDLIM1
	180.9
	156.7
	139.2
	37.1
	39.7
	46.5
	3.867

	ITGA6
	164.3
	141.8
	169.1
	42.5
	41.2
	41
	3.811

	GABRP
	118
	205.3
	151.7
	43.4
	36.4
	45.3
	3.797

	THAP12
	146.6
	177
	151.4
	40.1
	39.9
	45.1
	3.797

	GRHL2
	160.2
	162.2
	152.4
	41.8
	39.1
	44.3
	3.792

	AP1M2
	154.7
	166.2
	153.6
	40.6
	38.7
	46.2
	3.781

	ZNF185
	167.2
	158
	149
	44
	40.1
	41.7
	3.769

	TGM2
	152.7
	154.6
	166.7
	34.9
	53
	38
	3.765

	ARHGEF16
	167.5
	157.8
	148.1
	43.5
	39.4
	43.6
	3.742

	TACSTD2
	154.1
	180.4
	137.7
	44.6
	41.2
	42.1
	3.692

	MAP2
	143.4
	207.1
	120.9
	38.4
	50.1
	40
	3.668

	HES7
	141.3
	163.4
	165.9
	49.4
	37.3
	42.7
	3.637

	IVL
	209.3
	126.6
	134.1
	39.6
	42.4
	48
	3.615

	PODXL
	168.1
	143
	158.2
	43.9
	45.1
	41.7
	3.591

	A2ML1
	124.1
	177.8
	166.6
	42.9
	43
	45.6
	3.563

	DENND2D
	144.1
	169.5
	154.7
	44.8
	41
	45.9
	3.556

	MPZL2
	140.7
	154.2
	173.1
	43.9
	45.5
	42.6
	3.545

	CKMT1A
	212
	152.6
	102.9
	47.4
	42.5
	42.7
	3.526

	CAV1
	164.1
	153.2
	150
	46.8
	41.2
	44.8
	3.519

	CAPS
	143.5
	190.9
	130.4
	46
	41.9
	47.3
	3.438

	CAPG
	163.5
	163.7
	137.6
	46.6
	41.7
	46.9
	3.438

	KRT34
	138.5
	206.7
	119.5
	44.3
	41.9
	49.1
	3.435

	STARD10
	157.6
	177.7
	128.9
	43.2
	44.7
	47.9
	3.418

	SPRR1B
	134.8
	137.5
	191
	44.3
	47.8
	44.6
	3.389

	VTCN1
	155.2
	206.6
	101.5
	42.4
	45.3
	49
	3.389

	VWA5A
	148.9
	164.5
	149.9
	46.2
	42
	48.5
	3.389

	LYRM7
	155.4
	199
	108.5
	48.2
	42.2
	46.6
	3.379

	LAMA3
	146.3
	130.7
	185.5
	45.6
	44.5
	47.4
	3.364

	LYPD3
	121.7
	199.6
	140.5
	40.2
	44.1
	53.9
	3.342

	JUP
	141.7
	174.5
	145.1
	43.4
	44.7
	50.7
	3.323

	GALNT3
	171.5
	133.4
	156.2
	44.8
	45.5
	48.6
	3.320

	FAM83B
	142
	163.4
	155.4
	47.8
	43.4
	48.1
	3.308

	FAM84B
	162
	163.7
	133.4
	42.5
	45.2
	53.1
	3.261

	IGFBP3
	166.8
	169.9
	122.4
	52.5
	44.3
	44.1
	3.258

	MB
	154.8
	185.2
	118.4
	66.3
	39.3
	36
	3.237

	LAMC2
	149.5
	141.6
	167.1
	47.2
	46
	48.6
	3.231

	ADGRG1
	161.1
	142.7
	154
	38.1
	44.4
	59.7
	3.219

	GLCCI1
	160.8
	171.2
	125.2
	45.1
	44.9
	52.7
	3.204

	SCEL
	162.5
	162.5
	131.7
	48.6
	47.1
	47.6
	3.187

	DSP
	135.3
	161.4
	159.8
	50
	44.8
	48.7
	3.181

	F11R
	146.3
	150
	156.2
	47.1
	49.8
	50.6
	3.068

	LGALS3
	133.8
	177.6
	139.8
	47.8
	46.9
	54.1
	3.032

	DYSF
	160.7
	146.8
	142.4
	50.5
	48
	51.6
	2.997

	S100A11
	156.6
	154.2
	138.2
	50
	47
	54
	2.974

	SARG
	161.4
	168.1
	119.4
	47.9
	51.1
	52.1
	2.971

	SETX
	180.9
	129.3
	138.2
	50.1
	46.3
	55.3
	2.956

	CDA
	203.2
	140.2
	104.3
	51.3
	49.2
	51.7
	2.942

	PRR15
	141.4
	159.2
	146.8
	48.3
	49.2
	55.1
	2.932

	KIAA1671
	130.9
	187.2
	128.9
	47.3
	48.9
	56.8
	2.922

	POF1B
	134.3
	172
	140.6
	48.8
	46.3
	58
	2.919

	PKP2
	154
	158.4
	133.9
	44.8
	52.2
	56.7
	2.904

	EZR
	146.1
	167.6
	131.7
	51
	49.1
	54.4
	2.883

	UPK1B
	169.2
	143.3
	131.7
	53.2
	42.6
	60
	2.851

	ABAT
	143.2
	167.8
	132.9
	47.8
	46.9
	61.4
	2.844

	CST6
	140.2
	166.3
	135.2
	53.3
	43.4
	61.5
	2.792

	SLITRK6
	160.8
	132.6
	147
	51.1
	54.6
	53.9
	2.759

	MUC16
	121.7
	153.8
	164.8
	54
	46.8
	58.9
	2.757

	SLC27A6
	161.4
	148.9
	129.5
	54.7
	51.1
	54.4
	2.745

	PLCD1
	137.2
	167.7
	134.7
	52.6
	50.7
	57.2
	2.739

	UNC13D
	138
	170.3
	130.5
	54.5
	51.4
	55.4
	2.720

	VAMP8
	158.5
	150.9
	128.8
	52
	52.1
	57.8
	2.707

	TJP2
	141.9
	141.6
	153.7
	53.6
	52.6
	56.7
	2.684

	OTC
	124.5
	152.6
	159.9
	48.9
	51.1
	62.9
	2.683

	OCIAD2
	154.9
	137.1
	144.8
	51.3
	55.3
	56.7
	2.675

	LAD1
	163.6
	140.4
	132.7
	54.5
	52.3
	56.5
	2.674

	MTSS1L
	176.9
	146.7
	112
	53
	51.9
	59.5
	2.650

	CD40
	168.9
	154.5
	112.1
	52
	53.7
	58.7
	2.649

	PCDH1
	144.1
	134.4
	156.7
	54.3
	53
	57.5
	2.641

	TRIM29
	115.6
	194.4
	124.8
	54.5
	54.3
	56.4
	2.632

	SLC2A1
	138.7
	95.2
	200.3
	52
	61
	52.9
	2.617

	SLC22A31
	127.6
	167.4
	139
	59.9
	44.3
	61.9
	2.613

	LAMB3
	137.3
	135.6
	160.7
	55.1
	56.2
	55.1
	2.606

	PGRMC2
	152
	152.1
	129
	51.4
	56.7
	58.8
	2.595

	LLGL2
	139.5
	164.8
	128.1
	53.6
	54.3
	59.8
	2.578

	ITGA2
	145
	137.5
	149.8
	50.9
	63.2
	53.7
	2.576

	CNKSR1
	134.6
	160
	137.4
	61.7
	38.5
	67.8
	2.571

	CAB39
	149.6
	126.2
	155.8
	57.9
	53
	57.4
	2.564

	PROM2
	132.9
	169.7
	128.9
	54.6
	57
	56.8
	2.562

	ADIRF
	106.6
	204.8
	119.5
	56.6
	59
	53.4
	2.550

	REEP6
	95.9
	201.4
	133.4
	54.9
	57.3
	57.1
	2.544

	MELTF
	122.7
	188.6
	119.1
	55.9
	55.2
	58.5
	2.538

	ELMO3
	134.3
	171.7
	124.3
	54.8
	52.9
	62
	2.536

	MAP3K6
	144.4
	147.7
	138.1
	52.6
	54.5
	62.7
	2.534

	TPPP3
	123.5
	134
	172.5
	54.8
	52.4
	62.8
	2.529

	CDS1
	147.9
	154.1
	127.4
	58.3
	51.2
	61.1
	2.517

	PPL
	117.8
	176.1
	135.3
	56.8
	52.7
	61.3
	2.513

	CDK6
	157.9
	113.4
	157.8
	57.7
	50.7
	62.5
	2.511

	TNS4
	135.2
	106.1
	187.7
	58.2
	57.2
	55.6
	2.509

	COL7A1
	119.9
	151.5
	156.4
	55.1
	59.5
	57.7
	2.483

	TFAP2A
	137.4
	136
	153.5
	56.7
	57.7
	58.7
	2.466

	BAIAP2
	143.4
	152.2
	130.9
	55.4
	57.3
	60.8
	2.458

	VGLL1
	124.6
	142
	159.2
	56
	52.1
	66
	2.446

	ETHE1
	130
	165.2
	130
	54
	60.3
	60.6
	2.431

	LCP1
	170.3
	130.9
	123.7
	58.9
	58.9
	57.2
	2.428

	BAIAP2L1
	138.2
	138
	146.8
	56.3
	59.2
	61.5
	2.390

	ESRP1
	135.4
	144.7
	142.9
	58.7
	53.9
	64.5
	2.388

	ANXA4
	126.6
	150.4
	145.6
	58.6
	57.8
	61
	2.382

	OR6N2
	144.3
	151
	126.9
	57.6
	57.8
	62.4
	2.375

	DSG2
	134.3
	144.8
	142.9
	58.3
	56.2
	63.5
	2.371

	NPC2
	128.9
	150.2
	142.2
	56.9
	58.2
	63.6
	2.358

	DAPP1
	144.7
	142.5
	133.8
	58.8
	58.3
	61.9
	2.352

	PKP1
	106.7
	142.3
	171.3
	57.8
	60.7
	61.3
	2.338

	TP53I3
	147.9
	156.1
	116
	57.9
	58
	64
	2.335

	CD59
	135.7
	153.1
	130.3
	61.1
	59.8
	60.1
	2.315

	EVPL
	117.6
	166.7
	134.5
	61.5
	58.2
	61.6
	2.310

	AMPD3
	160.8
	131.9
	125.5
	58.5
	63.7
	59.5
	2.302

	MYH14
	125.1
	165.1
	127.7
	60.4
	59.1
	62.6
	2.295

	RPS6KA1
	140.7
	134.7
	142.2
	59.8
	62.2
	60.4
	2.289

	STXBP6
	154.2
	154.4
	108.1
	59.8
	56.8
	66.7
	2.273

	ISCA2
	145.9
	146.3
	123.9
	63
	56.3
	64.6
	2.263

	TUBA3D
	120
	155.6
	140.1
	48.7
	68.3
	67.4
	2.254

	NEDD9
	123.9
	176.8
	114.8
	54.8
	63.8
	65.9
	2.252

	GYG1
	133.3
	143.8
	137.7
	56.3
	67.8
	61.1
	2.240

	PSAP
	139.1
	160.2
	113.5
	61.7
	62.2
	63.2
	2.206

	EPHA1
	134
	139.6
	138.8
	62.5
	60
	65.2
	2.197

	PYGL
	119.7
	110.8
	181.3
	63.1
	60.6
	64.5
	2.188

	RRAD
	135.7
	172.1
	103.8
	63.8
	57.5
	67.1
	2.185

	RNF170
	134.3
	158.5
	118.5
	60.1
	62.1
	66.5
	2.180

	UPP1
	128.5
	128.2
	154.6
	58.9
	71.1
	58.7
	2.180

	TMEM40
	140.3
	154.7
	116.1
	63.2
	57.6
	68.1
	2.176

	ESRP2
	140.2
	140.9
	129.9
	57.6
	62.9
	68.5
	2.175

	SLC5A6
	144.5
	142.3
	123.8
	67
	57.6
	64.8
	2.168

	SLC44A2
	118.9
	177.7
	113.8
	62.6
	64.3
	62.7
	2.165

	FLNB
	135.3
	133.1
	141.7
	68.2
	59.6
	62.1
	2.160

	ARHGEF10L
	136.9
	155.2
	117.6
	63.5
	58
	68.8
	2.153

	DSC2
	121
	153.9
	134.7
	63.1
	62.7
	64.6
	2.151

	MAP7
	133.3
	140.8
	135.4
	63.5
	61.1
	66
	2.148

	AP1G2
	126.9
	140.3
	142.2
	63.7
	64.4
	62.5
	2.148

	S100A6
	139.2
	145.4
	123.5
	59.6
	64.4
	67.9
	2.127

	CEP89
	135.6
	140.7
	131.6
	67.7
	55.4
	68.9
	2.124

	PRSS23
	131.6
	132.4
	143.9
	61.3
	63.9
	66.8
	2.124

	HIP1R
	131.1
	139.7
	137.2
	62.6
	59.9
	69.6
	2.124

	FERMT1
	131.1
	135.6
	141.2
	62.5
	61.8
	67.8
	2.123

	PKP3
	133.2
	143.7
	130.8
	64.7
	63.9
	63.7
	2.120

	CDH1
	138.9
	147.7
	120.7
	66.6
	59.8
	66.3
	2.114

	ARHGEF5
	132.8
	125.8
	148.6
	63
	67.9
	61.9
	2.112

	OLFML3
	116.1
	131.9
	158.3
	65.5
	67.4
	60.8
	2.098

	FMNL2
	128.2
	137.7
	140.3
	63.9
	63.1
	66.7
	2.097

	KHNYN
	143.6
	131.2
	131.4
	68.6
	63.3
	61.9
	2.096

	SLK
	141.1
	133.8
	131.2
	65.3
	67.4
	61.2
	2.094

	KLC3
	133.5
	134.4
	137.8
	63.9
	61.2
	69.2
	2.088

	GSN
	128
	151.3
	126.3
	61.2
	62.5
	70.8
	2.085

	PTPN6
	131.9
	142
	131
	65.1
	62.6
	67.5
	2.074

	KRT77
	135.6
	153.7
	115.5
	66
	53.8
	75.4
	2.074

	DGKA
	137.6
	137.4
	128.8
	64.4
	63.3
	68.6
	2.057

	PRKCZ
	133.4
	143.2
	127.1
	68.2
	62.5
	65.6
	2.057

	KRT13
	113.8
	180.3
	108.6
	62.1
	60.6
	74.5
	2.042

	S100A3
	128.1
	155.4
	119
	65.4
	63
	69.1
	2.038

	EMILIN2
	101.6
	136.3
	164.4
	67.7
	62.4
	67.5
	2.036

	DDX59
	145.4
	141.8
	115.1
	59.2
	66.4
	72.1
	2.035

	GNA15
	143.7
	127.4
	130.7
	64.3
	71.8
	62.1
	2.027

	PIP4K2C
	140.8
	134.5
	126.3
	65.5
	62.1
	70.8
	2.024

	RNASET2
	135.6
	147.9
	117.9
	63.4
	66.1
	69.2
	2.020

	OPTN
	132.4
	137.6
	130.3
	66.6
	63.3
	69.8
	2.005





Supplementary Table 2. List of downregulated genes.
[bookmark: _GoBack]
	Gene Name
	hAESC-1
	hAESC-2
	hAESC-3
	hWJMSC-1
	hWJMSC-2
	hWJMSC-3
	FC

	POTEKP
	8.3
	7.1
	11.4
	193.2
	145.4
	234.5
	-21.384

	UCHL1
	20.3
	22.8
	21
	161.8
	190.2
	183.7
	-8.357

	FATE1
	14.7
	24.3
	28.4
	154.3
	171.4
	206.9
	-7.902

	ITIH4
	23.4
	23.9
	22.8
	175.1
	164.4
	190.5
	-7.561

	BASP1
	21.7
	24.3
	26
	166.4
	177.8
	183.8
	-7.333

	JAM3
	23.6
	24.6
	23.8
	172
	191
	164.9
	-7.332

	APOA2
	27.1
	27.8
	25
	166.8
	131.6
	221.8
	-6.511

	TFPI2
	27.7
	26.9
	26.3
	143
	242.4
	133.7
	-6.417

	ANXA6
	27.1
	26.8
	27.4
	169.8
	175
	173.8
	-6.379

	CTHRC1
	26.2
	27.5
	30.7
	143.1
	189.1
	183.4
	-6.109

	RCN3
	26.5
	29.8
	31.4
	170.3
	159.4
	182.6
	-5.842

	APOD
	28.9
	34.1
	30.3
	158.2
	160.9
	187.7
	-5.432

	COL6A1
	31.1
	32.5
	29.7
	160.6
	165.5
	180.6
	-5.431

	LYSMD2
	34.1
	28.2
	31.9
	180.8
	173.6
	151.4
	-5.369

	LPXN
	29.4
	34.7
	31.7
	145.2
	127.9
	231.1
	-5.263

	PDGFRA
	31.1
	32.8
	33
	207.4
	184
	111.7
	-5.192

	GFPT2
	30.7
	35.1
	32.4
	160.2
	167.7
	173.9
	-5.110

	SEPT6
	32.1
	34.3
	33.1
	142
	187.5
	171.1
	-5.031

	AKAP5
	30.3
	34.6
	41.4
	155.8
	120.8
	217.1
	-4.644

	RTN1
	33.5
	36.5
	36.8
	96
	239.3
	157.9
	-4.618

	GNG2
	30.7
	56.3
	23.7
	155.4
	182.7
	151.3
	-4.421

	NNMT
	35.5
	35.5
	39.8
	143.9
	166
	179.4
	-4.416

	HSPA12A
	31.3
	43.3
	37.5
	152.6
	137.4
	198
	-4.353

	TAGLN
	42.8
	36.2
	34.8
	138.3
	150.5
	197.4
	-4.272

	RHOJ
	34.1
	39.5
	40.3
	180.9
	125.1
	180.1
	-4.268

	COL1A1
	36
	39.7
	40.1
	140.4
	157.8
	186.1
	-4.182

	HRH1
	36
	35.2
	46.8
	126.6
	138.3
	217
	-4.084

	COL1A2
	36.7
	39.4
	42.8
	149.8
	158.2
	173.2
	-4.047

	MT1A
	30.4
	21.2
	67.3
	143.7
	236.1
	101.2
	-4.045

	COL6A3
	37.7
	40.6
	41.4
	138.8
	133.1
	208.3
	-4.012

	CD44
	48.1
	35.5
	38.5
	149.9
	176.8
	151.2
	-3.914

	PF4
	37
	52.8
	35.8
	144.8
	161.8
	167.9
	-3.778

	PITX2
	42.6
	39.5
	44
	168
	158.8
	147.2
	-3.759

	SERPINB9
	39.3
	49.4
	39.2
	171.4
	106.6
	194
	-3.690

	DOK1
	42.3
	43.9
	41.8
	158
	175.4
	138.5
	-3.687

	NEXN
	44.2
	42.7
	41.2
	159.4
	150.4
	162
	-3.683

	LIMCH1
	37.7
	43.4
	47.1
	148
	190.7
	133.2
	-3.681

	MYL9
	48.1
	44
	36.1
	133.7
	150.3
	187.7
	-3.679

	CNRIP1
	39.4
	45
	44.3
	165.6
	158.4
	147.4
	-3.663

	CDH2
	44
	42.3
	42.4
	161
	153.8
	156.5
	-3.662

	POTEF
	38.8
	51.9
	38.4
	140.9
	142.9
	187
	-3.647

	BAG2
	40.5
	43.7
	45.9
	155.1
	159
	155.9
	-3.613

	MRC2
	42
	42.6
	45.5
	147.2
	159.9
	162.7
	-3.611

	TF
	41
	45
	44.6
	146.9
	161.2
	161.3
	-3.594

	CCDC185
	40.1
	45.5
	46
	151.2
	145.6
	171.6
	-3.559

	APOB
	42.4
	46
	45.4
	151.7
	133.8
	180.7
	-3.484

	CASP9
	40.9
	45.2
	49.4
	173.3
	149.9
	141.3
	-3.428

	HSPB6
	43.2
	46.3
	46.2
	194.5
	124.1
	145.7
	-3.422

	ALDH1L2
	45.4
	46.7
	44.3
	142.5
	138.2
	182.9
	-3.399

	COL6A2
	45.7
	47.3
	44.2
	152.8
	150.2
	159.7
	-3.372

	COL5A2
	46.9
	44.8
	45.6
	143.1
	148.3
	171.2
	-3.369

	LGALS1
	43.4
	49.8
	45
	155.2
	155.8
	150.9
	-3.342

	PAPSS2
	45.7
	44.1
	48.5
	137
	152.4
	172.3
	-3.338

	LIMS4
	49.4
	43.9
	46
	162
	159.2
	139.5
	-3.307

	C4A
	41.7
	44.9
	53.1
	149.5
	131.5
	179.4
	-3.296

	PKIA
	47
	48.4
	44.4
	155.8
	170.6
	133.9
	-3.293

	NRP2
	45.1
	49.6
	45.4
	170.3
	145.9
	143.7
	-3.283

	ACTG1
	40.9
	30.1
	69.8
	155.6
	154.2
	149.3
	-3.261

	FADS2
	48.9
	49.6
	44.1
	160.8
	130.8
	165.7
	-3.207

	SYNPO
	44.8
	49.6
	48.4
	133
	132
	192.1
	-3.201

	COL18A1
	46.1
	46.9
	52
	158.9
	150.6
	145.6
	-3.139

	ANTXR2
	47.3
	48.4
	49.4
	151
	158.2
	145.8
	-3.136

	AKAP12
	44.1
	45
	57.1
	146
	156.6
	151.3
	-3.105

	PLOD2
	44.6
	49.5
	52.2
	145.4
	185.4
	122.9
	-3.101

	ANPEP
	47.1
	50.7
	48.6
	150.7
	167
	135.9
	-3.098

	CNN1
	49
	48.2
	49.3
	129
	136.1
	188.4
	-3.096

	EDRF1
	45.3
	49.7
	51.7
	141.5
	154.8
	156.9
	-3.089

	ITGB3
	47.7
	47.8
	51.5
	150.8
	143.5
	158.7
	-3.082

	HMOX1
	49.6
	47.9
	49.8
	174
	155
	123.7
	-3.073

	TGFB1I1
	49.8
	47.4
	50.4
	141.6
	142
	168.7
	-3.064

	SPHK1
	44.8
	51
	52.1
	147.1
	155
	149.8
	-3.055

	NES
	47.6
	54
	47.1
	210.2
	128.7
	112.4
	-3.035

	CLDN11
	56.5
	54.9
	37.4
	175.1
	115.6
	160.5
	-3.032

	VIM
	47.7
	50.1
	51.4
	162.3
	148.4
	140.2
	-3.022

	MARCKSL1
	49.8
	47.9
	51.5
	160
	144
	146.8
	-3.021

	VAT1L
	47.4
	53.9
	48.2
	172.8
	138.6
	139.2
	-3.014

	TRPV2
	47.4
	54.3
	48.3
	141.4
	170
	138.6
	-3.000

	APOA1
	48.4
	51.8
	49.9
	150.6
	127
	172.3
	-2.997

	CLMP
	47.5
	47
	56.3
	138.3
	168.4
	142.4
	-2.978

	FAM129A
	47.5
	51.5
	52.4
	170.3
	144.9
	133.4
	-2.963

	CNN2
	58.3
	50.2
	44.1
	147.1
	135.2
	165
	-2.931

	CMTM6
	49
	53.7
	50.6
	144.2
	150.5
	152.1
	-2.915

	MMP14
	48.2
	53.5
	51.7
	145.3
	151.3
	150
	-2.911

	CENPV
	51.2
	50.2
	52.3
	158.6
	137.1
	150.5
	-2.903

	SERPINH1
	52
	54.3
	47.5
	136.8
	140.9
	168.5
	-2.901

	COL3A1
	41.6
	48.6
	63.8
	133.4
	149.7
	162.8
	-2.895

	CBS
	47.3
	57.2
	50.1
	150.2
	130.2
	165
	-2.881

	SAMHD1
	52.9
	53.2
	48.6
	158.6
	143.4
	143.3
	-2.878

	IFI16
	50.9
	54.6
	50
	158
	141.9
	144.6
	-2.859

	SULF1
	47.3
	54.3
	54.4
	148.6
	128
	167.4
	-2.846

	CSRP2
	52.2
	49.7
	56.3
	157.8
	139.6
	144.4
	-2.793

	SYNM
	48.2
	57.8
	52.5
	124.1
	162.1
	155.4
	-2.786

	MAP1A
	51.2
	55.9
	51.8
	143.7
	153.6
	143.7
	-2.775

	RBPMS
	58.8
	51.5
	49.2
	137.7
	146.7
	156.2
	-2.762

	NFIC
	49.3
	53.5
	56.8
	156.1
	146.6
	137.7
	-2.759

	COL11A1
	49.7
	53.8
	56.3
	150.1
	155.5
	134.7
	-2.755

	HPX
	50.5
	55.2
	54.3
	153.2
	143.2
	143.5
	-2.749

	MYO10
	47.4
	54.8
	57.8
	149.5
	165
	125.4
	-2.749

	PRKG1
	53.7
	53.2
	53.6
	133.8
	138.5
	167.2
	-2.738

	CEP170
	51.8
	53.5
	55.6
	155.4
	149.8
	134
	-2.730

	BGN
	54.4
	55.9
	51.2
	162.3
	131.7
	144.5
	-2.715

	MMP11
	47.8
	54.1
	59.7
	136.3
	161.7
	140.3
	-2.712

	GREM1
	50.2
	53.3
	58.3
	138.4
	152.1
	147.7
	-2.708

	PTPRK
	47
	56.8
	58.3
	142.3
	141.5
	154
	-2.701

	STAR
	42.8
	64.7
	56.6
	125.5
	165.8
	144.6
	-2.656

	PCOLCE
	52.5
	57.7
	54.2
	154.2
	147.1
	134.4
	-2.650

	ZNF703
	53.6
	65.8
	45.7
	131.9
	161.6
	141.4
	-2.634

	DOCK10
	49.5
	57.9
	58.2
	157.6
	131.2
	145.7
	-2.624

	SYNPO2
	51.4
	56.8
	57.5
	131.4
	139.2
	163.7
	-2.621

	TMOD2
	47.6
	57.6
	60.6
	155.9
	144.2
	134
	-2.618

	PTX3
	52.2
	54
	60
	130.7
	124.1
	178.9
	-2.610

	ITGA4
	51.8
	56.4
	58.6
	166.2
	132.1
	135
	-2.598

	POSTN
	51.8
	56.5
	59.7
	148.6
	120.5
	162.9
	-2.571

	ANK2
	50.8
	64.7
	53.4
	144.8
	99.3
	187
	-2.552

	TRIM22
	74
	48.4
	46.5
	139.2
	143.7
	148.2
	-2.552

	ABCC4
	58.6
	54.6
	56.5
	122.6
	157.1
	150.6
	-2.536

	PDLIM3
	56.3
	54.6
	59.6
	124
	165.6
	139.9
	-2.519

	EPS8
	48.8
	56.6
	65.8
	145.1
	131
	152.8
	-2.505

	BTBD11
	49.6
	58.1
	64.3
	165.6
	158.9
	103.5
	-2.488

	TLN1
	56.4
	57.1
	59.1
	142.3
	141
	144.1
	-2.476

	RUNX2
	58.8
	53.2
	61.1
	146.4
	142.8
	137.7
	-2.466

	A2M
	44.3
	49.2
	80
	135.4
	138.1
	153
	-2.458

	HMGA2
	70.6
	47.7
	55.2
	151
	147.1
	128.4
	-2.458

	TIMP1
	57.3
	58.2
	58.2
	105.1
	178.2
	142.9
	-2.454

	TRNAU1AP
	57.1
	61.4
	55.3
	145.7
	143.9
	136.6
	-2.452

	ZC3HAV1
	57.7
	56.9
	59.2
	149
	111.1
	166.1
	-2.452

	SMARCD3
	36.2
	66.6
	71.2
	133.4
	153.1
	139.5
	-2.448

	HDHD2
	47.3
	67.2
	60.3
	124.5
	149.2
	151.6
	-2.433

	THY1
	63
	55
	56.8
	142.7
	115.6
	166.8
	-2.432

	TNS2
	52.9
	62.4
	59.6
	145.5
	121.1
	158.6
	-2.431

	PRKAR1B
	54.4
	50.2
	70.3
	152.4
	128.4
	144.2
	-2.430

	NRP1
	58
	62.9
	54.5
	146.4
	137.1
	141.1
	-2.421

	LRCH2
	53
	64.1
	58.5
	139.5
	147.4
	137.5
	-2.417

	PRRX1
	52.1
	66.7
	56.9
	184.6
	138.6
	101.1
	-2.415

	STK39
	58.9
	56.1
	60.8
	141.4
	145.5
	137.3
	-2.413

	LOXL2
	57.2
	52.2
	66.6
	137.4
	138.8
	147.8
	-2.409

	SERPINE1
	61.7
	58.1
	58.1
	116
	167.5
	138.6
	-2.373

	MVP
	63.3
	67.6
	47.9
	138.4
	139.8
	143
	-2.356

	LDB1
	54.6
	63.5
	60.8
	149.2
	142.1
	129.8
	-2.354

	CSRP1
	68.4
	58.5
	52.1
	130.8
	145.8
	144.5
	-2.353

	FAM206A
	56.5
	68
	54.7
	162.4
	117.7
	140.8
	-2.349

	TMEM200A
	54
	65.9
	59.4
	143.5
	130
	147.2
	-2.346

	SLC34A3
	53.7
	58.1
	67.6
	133.1
	132.2
	155.4
	-2.345

	PRKAR2B
	46.8
	62.7
	70
	170.9
	125.1
	124.4
	-2.342

	ITGA5
	56.4
	59.1
	64.7
	142.7
	136.9
	140.1
	-2.329

	MAP1B
	62.8
	56.8
	61.1
	160.6
	127.6
	131.1
	-2.320

	RUNX3
	62.4
	54.5
	65.1
	141.8
	140.4
	135.8
	-2.297

	DDR2
	54
	66.6
	61.7
	139.3
	130.9
	147.6
	-2.292

	PLIN2
	63.6
	57.1
	61.8
	139.9
	142.4
	135.2
	-2.288

	ZNF516
	52.9
	63.1
	67
	138.8
	146.6
	131.7
	-2.279

	BCL3
	61
	60.1
	62.5
	140.5
	152
	124
	-2.269

	VASN
	62.6
	58.5
	62.6
	138.7
	136.9
	140.7
	-2.266

	CTGF
	60.4
	56
	67.5
	116.3
	126.5
	173.2
	-2.262

	FSD1
	58.5
	61.2
	64.3
	146.1
	131.3
	138.7
	-2.261

	CPNE2
	61
	48.1
	75
	146.7
	146.9
	122.2
	-2.259

	ECI2
	61.1
	62.6
	60.6
	154.6
	142.4
	118.6
	-2.255

	VCAN
	60.4
	61.5
	62.4
	141.6
	134.9
	139.1
	-2.255

	AMD1
	47.9
	42.3
	94.2
	139.7
	149.7
	126.1
	-2.253

	GK
	57.9
	64.2
	62.5
	115
	179.7
	120.7
	-2.250

	OTUD7A
	52.7
	60.9
	71
	142.8
	138.1
	134.5
	-2.250

	OR4C16
	51.2
	63.9
	69.9
	113.3
	157.4
	144.3
	-2.243

	IKBIP
	62.4
	58.9
	63.7
	128.1
	150.3
	136.5
	-2.243

	SYT1
	39.9
	76.7
	68.5
	127.4
	123.5
	163.8
	-2.240

	CCDC88A
	60.3
	60.1
	65.4
	141.3
	139.5
	133.4
	-2.229

	MAN1A1
	57.7
	66.2
	61.9
	141.8
	135.7
	136.6
	-2.229

	TXNRD1
	68
	61.8
	56.1
	129.6
	132.8
	151.8
	-2.228

	NOL4L
	56.3
	65.9
	63.7
	140.3
	137
	136.6
	-2.226

	SLC39A10
	63.1
	54.1
	68.8
	123.3
	160.3
	130.5
	-2.226

	ZMYND15
	56.7
	66.1
	63.3
	154.5
	151.5
	107.9
	-2.224

	AASS
	55.8
	63.9
	67
	117.4
	111.1
	184.8
	-2.214

	SPOCK1
	56.4
	62
	68.6
	130
	134.3
	148.7
	-2.209

	AFF4
	62.9
	62.2
	62
	124.5
	160
	128.4
	-2.207

	SIRPA
	58.7
	67.9
	60.5
	128.2
	156.4
	128.3
	-2.207

	RCN1
	65.4
	65.2
	56.6
	132.8
	149.3
	130.7
	-2.205

	LOX
	51
	69
	67.4
	121.9
	109.9
	180.9
	-2.202

	SELENOM
	62.4
	67.6
	57.6
	126.8
	146
	139.6
	-2.198

	TRUB1
	62.5
	60.1
	65.3
	129
	134.5
	148.6
	-2.193

	TPST1
	60.2
	63.3
	64.5
	114.2
	159.5
	138.3
	-2.191

	CLIP2
	55.8
	71.9
	60.4
	145.2
	130
	136.7
	-2.190

	KHDRBS3
	63.2
	58.9
	66.5
	137.1
	136.5
	137.8
	-2.181

	MSRB2
	58.5
	68.6
	61.8
	134.5
	148.4
	128.3
	-2.177

	GBP1
	74.4
	58.9
	55.8
	131.5
	131.9
	147.5
	-2.173

	MSRB3
	50.5
	92.9
	46.2
	126.7
	132.8
	150.8
	-2.164

	PHLDB1
	59.8
	66.4
	63.7
	134.2
	133.5
	142.5
	-2.160

	DOP1B
	60.4
	75.8
	54.1
	140.9
	119.4
	149.4
	-2.153

	PHLDA2
	62.8
	58.6
	69.4
	133.1
	130.4
	145.6
	-2.144

	GSTM2
	65.9
	64.2
	61.1
	137.5
	131.6
	139.7
	-2.138

	WLS
	59.4
	72.2
	59.9
	111.9
	152.9
	143.7
	-2.133

	MMP2
	64.8
	61.2
	65.5
	132.8
	144.6
	131
	-2.133

	CLEC11A
	59.4
	64
	68.3
	130.8
	139.8
	137.6
	-2.129

	FKBP14
	61.3
	63.9
	66.6
	127.9
	132.6
	147.7
	-2.128

	DMXL1
	66
	62.2
	63.7
	155.9
	142.5
	109.6
	-2.126

	PLAUR
	61.1
	64.6
	66.8
	138.5
	146.7
	122.3
	-2.117

	GPT2
	66.9
	71.7
	54.1
	133.6
	122
	151.7
	-2.114

	DCBLD2
	56.7
	63.8
	72.2
	147.5
	124
	135.7
	-2.113

	CEBPB
	61.5
	67.8
	63.8
	147.7
	133.9
	125.2
	-2.107

	F2
	59.2
	65.1
	69.6
	127.2
	125.2
	153.7
	-2.094

	CDH11
	61.9
	63.8
	68.2
	117.3
	149.1
	139.7
	-2.094

	CSPG4
	63.1
	62.7
	68.1
	140.4
	122.1
	143.6
	-2.094

	PRKCA
	57.3
	67.9
	68.7
	129.4
	133.6
	143
	-2.094

	TMEM272
	70.4
	70
	53.6
	129.6
	123.7
	152.8
	-2.093

	RFLNA
	80.5
	50.5
	64.1
	104.6
	131
	169.4
	-2.076

	FAM111B
	58.7
	56.5
	80.1
	135.3
	140.7
	128.6
	-2.072

	PKN1
	63.3
	69.7
	62.4
	134.1
	129.3
	141.2
	-2.071

	RAB3B
	63
	68.4
	64.3
	148.3
	128.1
	127.8
	-2.065

	SLC9A7
	54.2
	69.1
	72.8
	137
	132.9
	134
	-2.060

	TNS1
	65.3
	65.1
	66
	134.5
	134.4
	134.7
	-2.055

	ENG
	69.6
	60.8
	66.2
	128.5
	139
	135.9
	-2.052

	FHL3
	66
	68.8
	61.9
	132.6
	127.6
	143
	-2.050

	JMJD6
	61.2
	59.4
	76.2
	126.8
	141.5
	135
	-2.049

	CAP2
	61.7
	68.7
	66.5
	136.3
	115.5
	151.3
	-2.047

	GPSM1
	62.9
	66.2
	67.8
	134
	125.9
	143.1
	-2.047

	CAMK1
	58.2
	67.4
	71.6
	144.4
	126.9
	131.6
	-2.043

	BRPF3
	50.5
	80.4
	66.3
	121.7
	128.9
	152.2
	-2.043

	FST
	54
	73.9
	69.3
	117.1
	146.3
	139.4
	-2.043

	NEGR1
	65
	66.6
	65.8
	124.3
	156.2
	122.1
	-2.040

	CALD1
	71.6
	65.3
	60.6
	122
	131.6
	148.9
	-2.038

	ICAM1
	66.9
	67.9
	63.1
	105.8
	117.4
	178.9
	-2.032

	SNCA
	65.9
	67.6
	64.8
	133.3
	124.7
	143.8
	-2.026

	ACLY
	65.4
	64
	68.9
	129.8
	130.8
	141.1
	-2.026

	ALDH2
	73
	65.6
	59.9
	142.2
	120.2
	139.1
	-2.023

	FMNL3
	62.3
	68.9
	67.4
	137.6
	134.8
	129.1
	-2.022

	CREB3L1
	64.4
	71.1
	63.2
	120.3
	133
	148
	-2.020

	AGPAT3
	68.4
	66.1
	64.3
	133.7
	137.7
	129.7
	-2.018

	CDC42EP3
	60.8
	62.4
	76.2
	135.3
	128.2
	137
	-2.009





Supplementary Table 3. Primer sequences used for qRT-PCR Analysis
	Primer
	Sequence (5’-3’)

	hGAPDH-F
	[bookmark: RANGE!C9]CATTGCCCTCAACGACCACTTTGT

	hGAPDH-R
	TCTCTCTCTTCCTCTTGTGCTCTTGC

	hα-SMA-F
	GTGTTGCCCCTGAAGAGCAT

	hα-SMA-R
	GCTGGGACATTGAAAGTCTCA

	hCOL1A1-F
	GAGGGCCAAGACGAAGACATC

	hCOL1A1-R
	CAGATCACGTCATCGCACAAC

	hCTGF-F
	ACCGACTGGAAGACACGTTTG

	hCTGF-R
	CCAGGTCAGCTTCGCAAGG

	hFN1-F
	CGGTGGCTGTCAGTCAAAG

	hFN1-R
	AAACCTCGGCTTCCTCCATAA

	mGAPDH-F
	AGGTCGGTGTGAACGGATTTG

	mGAPDH -R
	GGGGTCGTTGATGGCAACA

	mIL-1β-F
	GAAATGCCACCTTTTGACAGTG

	mIL-1β-R
	TGGATGCTCTCATCAGGACAG

	mTNF-α-F
	CAGGCGGTGCCTATGTCTC

	mTNF-α-R
	CGATCACCCCGAAGTTCAGTAG

	mIL-6-F
	CTGCAAGAGACTTCCATCCAG

	mIL-6-R
	AGTGGTATAGACAGGTCTGTTGG
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