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	Genes
	P-value
	Gene description
	GENE UP Pval
	Log Fold change

	MMP13
	0.0003
	matrix metallopeptidase 13 (collagenase 3) (MMP13)
	1.08E-32
	2.63

	MMP1
	0.0002
	matrix metallopeptidase 1 (interstitial collagenase) (MMP1), transcript variant 1
	7.83E-24
	2.22

	MYH15
	0.0214
	myosin, heavy chain 15 (MYH15)
	1.03E-11
	1.76

	PSAT1
	0.0009
	phosphoserine aminotransferase 1 (PSAT1), transcript variant 1
	1.14E-11
	1.61

	ANKRD22
	0.0035
	ankyrin repeat domain 22 (ANKRD22)
	3.11E-11
	1.70

	MYO1E
	0.0001
	myosin IE (MYO1E)
	1.84E-08
	1.20

	ADAMTS6
	0.0067
	ADAM metallopeptidase with thrombospondin type 1 motif, 6 (ADAMTS6)
	3.67E-08
	1.12

	FERMT1
	0.0089
	fermitin family member 1 (FERMT1)
	3.93E-08
	1.39

	EGFR
	0.0005
	epidermal growth factor receptor (EGFR), transcript variant 1
	5.97E-08
	1.49

	EFNB2
	0.002
	ephrin-B2 (EFNB2)
	0.000000136
	1.06

	AGPAT9
	0.0115
	1-acylglycerol-3-phosphate O-acyltransferase 9 (AGPAT9), transcript variant 1
	0.000000144
	3.05

	SLC20A1
	0.0034
	solute carrier family 20 (phosphate transporter), member 1 (SLC20A1)
	0.000000388
	1.44

	STC2
	0.0131
	stanniocalcin 2 (STC2)
	0.000000727
	1.00

	XPOT
	0.003
	exportin, tRNA (XPOT)
	0.00000128
	0.98

	GARS
	0.0083
	glycyl-tRNA synthetase (GARS), transcript variant X1
	0.00000147
	0.97

	STC1
	0.0032
	stanniocalcin 1 (STC1)
	0.00000168
	1.11

	NQO1
	0.0055
	NAD(P)H dehydrogenase, quinone 1 (NQO1), transcript variant 1
	0.00000456
	1.33

	CD55
	0.0039
	CD55 molecule, decay accelerating factor for complement (Cromer blood group) (CD55), transcript variant 1
	0.00000608
	1.08

	SERPINB5
	0.0015
	serpin peptidase inhibitor, clade B (ovalbumin), member 5 (SERPINB5)
	0.00000683
	0.90

	TMTC2
	0.0446
	transmembrane and tetratricopeptide repeat containing 2 (TMTC2), transcript variant X1
	0.00000708
	1.68

	CD44
	0.041
	CD44 molecule (Indian blood group) (CD44), RefSeqGene on chromosome 11
	0.000014
	0.87

	NPAS2
	0.0031
	neuronal PAS domain protein 2 (NPAS2), transcript variant X7
	0.0000142
	3.36

	LAMC1
	0.0008
	laminin, gamma 1 (formerly LAMB2) (LAMC1)
	0.0000229
	0.87

	LAMC2
	0.0015
	laminin, gamma 2 (LAMC2), RefSeqGene on chromosome 1
	0.0000391
	0.85

	STK17A
	0.0138
	serine/threonine kinase 17a (STK17A)
	0.0000629
	0.80

	SLFN5
	0.0035
	schlafen family member 5 (SLFN5)
	0.0000699
	1.35

	GLS
	0.0255
	glutaminase (GLS), transcript variant X4, misc_RNA
	0.0000843
	0.79

	STRAP
	0.0068
	serine/threonine kinase receptor associated protein (STRAP)
	0.000107227
	0.80

	ZMPSTE24
	0.0237
	zinc metallopeptidase STE24 (ZMPSTE24)
	0.000127178
	0.81

	LAMA3
	0.0003
	laminin, alpha 3 (LAMA3), RefSeqGene on chromosome 18
	0.000189933
	0.77

	YARS
	0.0093
	tyrosyl-tRNA synthetase (YARS)
	0.000190255
	1.10

	EPRS
	0.0003
	glutamyl-prolyl-tRNA synthetase (EPRS)
	0.00020821
	0.81

	EREG
	0.0009
	epiregulin (EREG)
	0.000218804
	1.30

	BAZ1A
	0.0045
	bromodomain adjacent to zinc finger domain, 1A (BAZ1A), transcript variant 1
	0.000240111
	1.39

	SHCBP1
	0.0052
	SHC SH2-domain binding protein 1 (SHCBP1)
	0.00025613
	0.75

	EDEM1
	0.0423
	ER degradation enhancer, mannosidase alpha-like 1 (EDEM1)
	0.000368273
	0.79

	DCBLD2
	0.0072
	discoidin, CUB and LCCL domain containing 2 (DCBLD2)
	0.000443295
	0.81

	ATP1B3
	0.0427
	ATPase, Na+/K+ transporting, beta 3 polypeptide (ATP1B3)
	0.000495793
	0.72

	FAM20B
	0.0066
	family with sequence similarity 20, member B (FAM20B)
	0.000516802
	0.71

	ANXA10
	0.0032
	annexin A10 (ANXA10)
	0.000526355
	1.25

	MED10
	0.0122
	mediator complex subunit 10 (MED10)
	0.000574109
	0.83

	FAM83B
	0.0219
	family with sequence similarity 83, member B (FAM83B)
	0.00066914
	0.73

	HBEGF
	0.0332
	heparin-binding EGF-like growth factor (HBEGF)
	0.00076005
	2.09

	ITGA2
	0.0002
	integrin, alpha 2 (CD49B, alpha 2 subunit of VLA-2 receptor) (ITGA2), RefSeqGene on chromosome 5
	0.000782377
	0.66

	VPS53
	0.0472
	vacuolar protein sorting 53 homolog (S. cerevisiae) (VPS53), transcript variant X4
	0.000947971
	1.44




