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BEFHR & (Log,) BEFHR &% (Log,)

chemokine (C-X-C motif) ligand 5 (CXCL5), mRNA. 9.1 peroxide di 2, mitochondrial (SOD2), transcript variant 1, mRNA. 5.6
chemokine (C-X-C motif) ligand 1 (melanoma growth stimulating activity, alpha) (CXCL1), transcript variant 1, mRNA. 81 chemokine (C-X-C motif) ligand 5 (CXCL5), mRNA. 49
chemokine (C-C motif) ligand 2 (CCL2), mRNA. 73 chemokine (C-X-C motif) ligand 1 (melanoma growth stimulating activity, alpha) (CXCL1), transcript variant 1, mRNA, 39
matrix metallopeptidase 3 (MMP3), mRNA. 6.4 tetratricopeptide repeat and ankyrin repeat containing 1 (TRANK1), mRNA. 38
colony stimulating factor 3 (granulocyte) (CSF3), transcript variant 1, mRNA. 6.4 complement component 3 (C3), mRNA. 37
chemokine (C-X-C motif) ligand 6 (CXCL6), mRNA. 6.0 prostaglandin F receptor (FP) (PTGFR), transcript variant 1, mRNA. 37
chemokine (C-X-C motif) ligand 8 (CXCL8), mRNA. 5.8 prolyl 3-hydroxylase 2 (P3H2), transcript variant 2, mRNA. 36
interleukin 1, beta (IL1B), mRNA. 4.9 collagen and calcium binding EGF domains 1 (CCBE1), mRNA. 35
serpin peptidase inhibitor, clade B (ovalbumin), member 2 (SERPINB2), transcript variant 1, mRNA. 47 anillin actin binding protein (ANLN), transcript variant 2, mRNA. 35
chemokine (C-X-C motif) ligand 3 (CXCL3), mRNA. 4.1 tumor necrosis factor, alpha-induced protein 3 (TNFAIP3), transcript variant 2, mRNA. 34
chemokine (C-C motif) ligand 20 (CCL20), transcript variant 2, mRNA. 4.0 mannan-binding lectin serine peptidase 1 (C4/C2 activating component of Ra-reactive factor) (MASP1), transcript variant 3, mRNA. 33
zinc finger CCCH-type containing 12A (ZC3H12A), mRNA. 3.7 histone cluster 1, H2bm (HISTIH2BM), mRNA. 33
interleukin 6 (IL6), mRNA. 37 interleukin-1 receptor-associated kinase 3 (IRAK3), transcript variant 2, mRNA. 3.2
complement component 3 (C3), mRNA. 37 phospholipase D1, phosphatidylcholine-specific (PLD1), transcript variant 2, mRNA. 32
superoxide dismutase 2, mitochondrial (SOD2), transcript variant 1, mRNA. 36 chemokine (C-X-C motif) ligand 6 (CXCL6), mRNA. 32
tumor necrosis factor, alpha-induced protein 3 (TNFAIP3), transcript variant 2, mRNA. 35 ring finger protein 144B (RNF144B), mRNA. 3.1
SCL/TALL interrupting locus (STIL), transcript variant 1, mRNA. 35 chemokine (C-C motif) ligand 2 (CCL2), mRNA. 31
transmembrane protein 154 (TMEM154), mRNA. 32 centrosomal protein 128kDa (CEP128), mRNA. 3.1
ribonucleotide reductase M2 (RRM2), transcript variant 2, mRNA. 3.2 cytochrome P450, family 7, subfamily B, polypeptide 1 (CYP7B1), mRNA. 3.0
neuregulin 1 (NRG1), transcript variant HRG-betalc, mRNA. 31 solute carrier family 9, subfamily A (NHE9, cation proton antiporter 9), member 9 (SLCIA9), mRNA. 3.0

O3HBKT F7F /¥4 FAETTRRETLL7 747077 2 MEETF L2008

O6ERIT 7F /¥4 MRETCRRETFLE7 747077 2 MEEF L2008

BEFHR &% (Logy) BEFHR &% (Logy)
microfibrillar-associated protein 4 (MFAP4), transcript variant 1, mRNA. -6.6 insulin-like growth factor binding protein 3 (IGFBP3), transcript variant 2, mRNA. -1.2
insulin-like growth factor binding protein 3 (IGFBP3), transcript variant 2, mRNA. -6.1 proenkephalin (PENK), mRNA. 538
collagen, type XIV, alpha 1 (COL14A1), mRNA. -6.1 transforming growth factor, beta-induced, 68kDa (TGFBI), mRNA. -5.6
early growth response 2 (EGR2), transcript variant 1, mRNA. -5.3 early growth response 2 (EGR2), transcript variant 1, mRNA. -5.3
elastin (ELN), transcript variant 1, mRNA. -5.3 elastin (ELN), transcript variant 1, mRNA. -5.2
transforming growth factor, beta-induced, 68kDa (TGFBI), mRNA. -4.7 spar, in, cwev and kazal-like domains p! glycan (testican) 1 (SPOCK1), mRNA. -5.1
sulfotransferase family 1E, estrogen-preferring, member 1 (SULT1E1), mRNA. -4.5 LON peptidase N-terminal domain and ring finger 2 (LONRF2), mRNA. -4.7
osteoglycin (OGN), transcript variant 3, mRNA. -4.3 sushi domain containing 2 (SUSD2), mRNA. -47
par in, cwev and kazal-like domains p lycan (testican) 1 (SPOCK1), mRNA. -43 cholinergic receptor, nicotinic, alpha 1 (muscle) (CHRNAL), transcript variant 2, mRNA. -4.6
corin, serine peptidase (CORIN), transcript variant 2, mRNA. -4.3 insulin-like growth factor binding protein 2, 36kDa (IGFBP2), transcript variant 1, mRNA. -4.5
dermatopontin (DPT), mRNA. -43 peptidase inhibitor 15 (PI15), mRNA. -45
activating transcription factor 3 (ATF3), transcript variant 3, mRNA. -4.2 gamma-aminobutyric acid (GABA) A receptor, tho 1 (GABRR1), transcript variant 2, mRNA. -44
heme oxygenase 1 (HMOX1), mRNA. -4.0 collagen, type XIV, alpha 1 (COL14A1), mRNA. -4.0
periostin, osteoblast specific factor (POSTN), transcript variant 2, mRNA. -4.0 microfibrillar-associated protein 4 (MFAPA4), transcript variant 1, mRNA. -4.0
sushi domain containing 2 (SUSD2), mRNA. -4.0 uridine phosphorylase 1 (UPP1), transcript variant 3, mRNA. -38
sushi, nidogen and EGF-like domains 1 (SNED1), mRNA. -4.0 egl-9 family hypoxia-inducible factor 3 (EGLN3), transcript variant 2, mRNA. -38
regulator of G-protein signaling 4 (RGS4), transcript variant 1, mRNA. -4.0 proteoglycan 4 (PRG4), transcript variant B, mRNA. -37
neurofilament, medium polypeptide (NEFM), transcript variant 2, mRNA. -38 solute carrier family 5 (sodium/myo-inositol cotransporter), member 3 (SLC5A3), mRNA. -3.7
insulin-like growth factor binding protein 2, 36kDa (IGFBP2), transcript variant 1, mRNA. -37 ADAM metallopeptidase with thrombospondin type 1 motif, 9 (ADAMTS9), mRNA. -37
platelet derived growth factor D (PDGFD), transcript variant 1, mRNA. -3.7 matrix Gla protein (MGP), transcript variant 2, mRNA. -37
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Term Count Fold Enrichment FDR Term Count Fold Enrichment FDR
G0:0051301~cell division 37 12 17.E-25  GO:0007018~microtubule-based movement 7 16 1.9E-03
G0:0007052~mitotic spindle organization 14 31  289E-13 GO:0006954~inflammatory response 12 6 1.9E-03
GO:0007049~cell cycle 23 8 45E-11  GO:0007052~mitotic spindle organization 6 21 21E-03
GO:0006270~DNA replication initiation 10 45 17E-10 GO:0000281~mitotic cytokinesis 8 18 34E-03
60:0000278~mitotic cell cycle 16 13 32£.10 GO:0071222~cellular response to lipopolysaccharide 8 8 BAE-03
GO:0000070~mitetic sister chromatid segregation 10 3 11E-0p G0:0051301~celldivision 10 5 13g02
G0:0007059~chromeseme segregation 12 20 32800 G0:0006935~chemotaxis 6 o 3se
G0:0007094~mitotic spindle assembly checkpoint 9 35 16508 G0:0070098~chemokine-mediated signaling pathway 5 15 3.5E-02
GO0:0071222~cellular response to lipopolysaccharide 15 10 54g-0g G0:0000070~mitotic sister chromatid segregation ‘ = 51802
G0:0051310~metaphase plate congression 7 83 T2.E-08

@3B TSF/HA PAFTFCERETLAZ7 7 70752 MEGTHEORESE OG0B T 757 /¥4 PASFTTRRETLAZ 74 7B 752 MBETRORESE

Term Count Fold Enrichment FDR Term Count Fold Enrichment FDR
G0:0007155~cell adhesion 20 6 2.2E-06  GO:0071294~cellular response to zinc ion 7 43 1.1E-05
G0:0030198~extracellular matrix organization 10 9 39E-04  GO:0010273~detoxification of copper ion [ o7 2.3E-05
GO:0032870~cellular response to hormene stimulus 6 31 30E-04  GO:0045926-negative regulation of growth 6 48 34E-05
GO:0043065~pasitive regulation of apoptotic process 12 ] 22E-03  GO:0006882~cellular zinc ion homeostasis 7 29 3.4E-05
G0:0035914~skeletal muscle cell differentiation 6 19 25E-03  GO:0071280~cellular response to copper ion 6 31 2.3E-04
30:0030199~collagen fibril organization 6 16 64E-03 GO:0071276~cellular response to cadmium ion [ 22 L1503
30-0097435~supramolecular fiber organization . 4 1sE-0p  ©0:0030198~extracellular matrix organization 9 8  18E-03
G0:0032868~response to insulin 6 1 2pE-02  GO:0007165~signal transduction 23 3 2.8E-03
GO:0071456~cellular responss to hypoxia 7 ) 33E-02 G0:0097435~supramolecular fiber organization 4 a1 1.3E-02
G0:0045600~positive regulation of fat cell differentiation 5 14 43E-02
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