
[bookmark: _GoBack]Figure S1. Expression levels analysis and prognostic values of the hub genes for PC patients. Expression levels of (A) PLAU, (D) MET, (G) CLU, (J) APOL1 by GEPIA. Overall survival analysis of (B) PLAU, (E) MET, (H) CLU, (K) APOL1 by GEPIA. Overall survival analysis of (C) PLAU, (F) MET, (I) CLU, (L) APOL1 by Kaplan–Meier plotter. Note: * means the p-value < 0.01.

Figure S2. Establishment of modules and identified of hub genes from GSE59953. (A) PPI network of the module for control vs 21 d treatment. (B) PPI network of the module for control vs 48 h treatment. (C) PPI network of the module for control vs 21 d+48 h treatment. (D) Hub genes identified by Venn diagram from the three modules. Note: PPI: protein–protein interaction; " 21 d treatment " means cells exposure to 21 days hyperglycemia; " 48 h treatment " means cells with 48 hours TGF-β1 treatment;  " 21 d + 48 h treatment " means cells exposure to 21 days hyperglycemia + subsequent TGF-β1 treatment.




Table S1. Go and KEGG pathway enrichment analysis of the DEGs between DM and PC.



Table S2. The KEGG pathway enrichment analysis for the DEGs of different groups of GSE59953.


Table S3. Identified of the hub genes of different groups of GSE59953 by Degree and MCODE-score of Cytoscape sofeware.



Table S4. The top 20 significant genes correlated with MMP9 in pancreas cancer analyzed by LinkedOmics.
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Category Term Count % P-Value

Control vs 21d

treatment

hsa04512:ECM-receptor interaction 18 0.015 3.6E-07

hsa04151:PI3K-Akt signaling pathway 31 0.02583 0.00059

hsa04510:Focal adhesion 21 0.0175 0.00133

hsa05205:Proteoglycans in cancer 19 0.01583 0.00516

hsa05202:Transcriptional misregulation in cancer 16 0.01333 0.01043

hsa05222:Small cell lung cancer 10 0.00833 0.01642

hsa04068:FoxO signaling pathway 13 0.01083 0.02125

hsa05200:Pathways in cancer 28 0.02333 0.02517

hsa04668:TNF signaling pathway 11 0.00917 0.02613

Control vs 48h

treatment

hsa04510:Focal adhesion 14 0.04672 2.3E-06

hsa04668:TNF signaling pathway 10 0.03337 9.4E-06

hsa04512:ECM-receptor interaction 9 0.03004 1.6E-05

hsa05200:Pathways in cancer 17 0.05673 4.1E-05

hsa05202:Transcriptional misregulation in cancer 10 0.03337 0.00031

hsa05222:Small cell lung cancer 7 0.02336 0.00081

hsa04151:PI3K-Akt signaling pathway 13 0.04339 0.00167

hsa04115:p53 signaling pathway 6 0.02002 0.00175

hsa05205:Proteoglycans in cancer 9 0.03004 0.00447

hsa05219:Bladder cancer 4 0.01335 0.01613

hsa05166:HTLV-I infection 9 0.03004 0.01763

hsa04064:NF-kappa B signaling pathway 5 0.01669 0.02678

hsa04660:T cell receptor signaling pathway 5 0.01669 0.04157

hsa04145:Phagosome 6 0.02002 0.04624

hsa04210:Apoptosis 4 0.01335 0.04711

Control vs

21d+48h treatment

hsa04141:Protein processing in endoplasmic reticulum 30 0.01662 2.9E-06

hsa03013:RNA transport 26 0.0144 0.00023

hsa04966:Collecting duct acid secretion 9 0.00499 0.00031

hsa05120:Epithelial cell signaling in Helicobacter pylori infection 14 0.00776 0.00049

hsa04120:Ubiquitin mediated proteolysis 21 0.01163 0.00092

hsa03015:mRNA surveillance pathway 16 0.00886 0.00113

hsa04114:Oocyte meiosis 18 0.00997 0.00127

hsa05203:Viral carcinogenesis 26 0.0144 0.0031

hsa04721:Synaptic vesicle cycle 12 0.00665 0.00318

hsa05166:HTLV-I infection 29 0.01606 0.00753

hsa04152:AMPK signaling pathway 17 0.00942 0.00903

hsa04110:Cell cycle 17 0.00942 0.00974

hsa04666:Fc gamma R-mediated phagocytosis 13 0.0072 0.01102

hsa05212:Pancreatic cancer 11 0.00609 0.01188

hsa04144:Endocytosis 27 0.01496 0.01278

hsa04145:Phagosome 19 0.01053 0.0131

hsa05200:Pathways in cancer 39 0.0216 0.0171

hsa04662:B cell receptor signaling pathway 11 0.00609 0.01771

hsa05210:Colorectal cancer 10 0.00554 0.0236

hsa04810:Regulation of actin cytoskeleton 23 0.01274 0.02825

hsa05211:Renal cell carcinoma 10 0.00554 0.03392

hsa00130:Ubiquinone and other terpenoid-quinone biosynthesis 4 0.00222 0.03443

hsa00190:Oxidative phosphorylation 16 0.00886 0.03649

hsa00280:Valine, leucine and isoleucine degradation 8 0.00443 0.0384

hsa04510:Focal adhesion 22 0.01219 0.04076

hsa00020:Citrate cycle (TCA cycle) 6 0.00332 0.04994

Note. KEGG,Kyoto Encyclopedia of Genes and Genomes. " 21d treatment " means cells exposure to 21d

hyperglycemia; " 48h treatment " means cells with 48h TGF-β1 treatment;  " 21d + 48h treatment " means cells

exposure to 21d  hyperglycemia + subsequent TGF-β1 treatment.

KEGG_PATHWAY

Table S2. The KEGG pathway enrichment analysis for the DEGs of different groups of

GSE59953.
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		Table S2. The KEGG pathway enrichment analysis for the DEGs of different groups of GSE59953.

		Category		Term		Count		%		P-Value

		Control vs 21d treatment

		KEGG_PATHWAY		hsa04512:ECM-receptor interaction		18		0.014999625		0.0000003556

				hsa04151:PI3K-Akt signaling pathway		31		0.0258326875		0.0005907503

				hsa04510:Focal adhesion		21		0.0174995625		0.0013266077

				hsa05205:Proteoglycans in cancer		19		0.0158329375		0.0051583994

				hsa05202:Transcriptional misregulation in cancer		16		0.013333		0.010427995

				hsa05222:Small cell lung cancer		10		0.008333125		0.0164178854

				hsa04068:FoxO signaling pathway		13		0.0108330625		0.0212465373

				hsa05200:Pathways in cancer		28		0.02333275		0.0251650647

				hsa04668:TNF signaling pathway		11		0.0091664375		0.0261332721

		Control vs 48h treatment

		KEGG_PATHWAY		hsa04510:Focal adhesion		14		0.0467227339		0.0000022978

				hsa04668:TNF signaling pathway		10		0.0333733814		0.000009406

				hsa04512:ECM-receptor interaction		9		0.0300360433		0.0000157541

				hsa05200:Pathways in cancer		17		0.0567347484		0.0000411272

				hsa05202:Transcriptional misregulation in cancer		10		0.0333733814		0.000309046

				hsa05222:Small cell lung cancer		7		0.023361367		0.0008098443

				hsa04151:PI3K-Akt signaling pathway		13		0.0433853958		0.0016670523

				hsa04115:p53 signaling pathway		6		0.0200240288		0.0017487403

				hsa05205:Proteoglycans in cancer		9		0.0300360433		0.0044709064

				hsa05219:Bladder cancer		4		0.0133493526		0.01613316

				hsa05166:HTLV-I infection		9		0.0300360433		0.0176296962

				hsa04064:NF-kappa B signaling pathway		5		0.0166866907		0.0267816384

				hsa04660:T cell receptor signaling pathway		5		0.0166866907		0.0415685738

				hsa04145:Phagosome		6		0.0200240288		0.0462354264

				hsa04210:Apoptosis		4		0.0133493526		0.04710732

		Control vs 21d+48h treatment

		KEGG_PATHWAY		hsa04141:Protein processing in endoplasmic reticulum		30		0.0166189334		0.0000028917

				hsa03013:RNA transport		26		0.0144030756		0.0002343314

				hsa04966:Collecting duct acid secretion		9		0.00498568		0.0003070482

				hsa05120:Epithelial cell signaling in Helicobacter pylori infection		14		0.0077555023		0.00049147

				hsa04120:Ubiquitin mediated proteolysis		21		0.0116332534		0.0009164359

				hsa03015:mRNA surveillance pathway		16		0.0088634311		0.0011324652

				hsa04114:Oocyte meiosis		18		0.00997136		0.001274009

				hsa05203:Viral carcinogenesis		26		0.0144030756		0.0030960591

				hsa04721:Synaptic vesicle cycle		12		0.0066475734		0.0031786978

				hsa05166:HTLV-I infection		29		0.016064969		0.0075333662

				hsa04152:AMPK signaling pathway		17		0.0094173956		0.0090299765

				hsa04110:Cell cycle		17		0.0094173956		0.0097386664

				hsa04666:Fc gamma R-mediated phagocytosis		13		0.0072015378		0.0110246723

				hsa05212:Pancreatic cancer		11		0.0060936089		0.0118752854

				hsa04144:Endocytosis		27		0.0149570401		0.0127833288

				hsa04145:Phagosome		19		0.0105253245		0.0131028936

				hsa05200:Pathways in cancer		39		0.0216046134		0.0170988714

				hsa04662:B cell receptor signaling pathway		11		0.0060936089		0.0177053871

				hsa05210:Colorectal cancer		10		0.0055396445		0.0235978827

				hsa04810:Regulation of actin cytoskeleton		23		0.0127411823		0.0282466168

				hsa05211:Renal cell carcinoma		10		0.0055396445		0.0339228284

				hsa00130:Ubiquinone and other terpenoid-quinone biosynthesis		4		0.0022158578		0.0344266193

				hsa00190:Oxidative phosphorylation		16		0.0088634311		0.0364925809

				hsa00280:Valine, leucine and isoleucine degradation		8		0.0044317156		0.0383994259

				hsa04510:Focal adhesion		22		0.0121872178		0.0407610266

				hsa00020:Citrate cycle (TCA cycle)		6		0.0033237867		0.0499352024

		Note. KEGG,Kyoto Encyclopedia of Genes and Genomes. " 21d treatment " means cells exposure to 21d  hyperglycemia; " 48h treatment " means cells with 48h TGF-β1 treatment;  " 21d + 48h treatment " means cells exposure to 21d  hyperglycemia + subsequent TGF-β1 treatment.
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Name Degree Name

MCODE-

score

Name Degree Name

MCODE-

score

Name Degree Name

MCODE-

score

IL6 99 FGF2 9 FN1 49 VEGFA 9.8 SRSF1 32 PPP2R1B 2.7

FN1 78 CXCL8 9 VEGFA 45 THBS1 9 RAB11A 30 RPS6KB1 2.7

RPS27A 72 EGR1 9 MMP2 39 EDN1 9.8 RAB5A 29 SRSF1 2.7

CTNNB1 57 CTNNB1 9 FOS 34 FOS 9.8 UBE2N 27 PPP1CC 2.4

HSPA8 54 FN1 9 CTGF 33 EGR1 10 XPO1 26 RAB11A 3

FOS 54 FOS 9 SPP1 33 PPARG 9.8 RAB5C 26 XPO1 3.5

FGF2 53 PPARG 9 CXCL8 29 CXCL8 9.8 UBE2I 26 RAB5A 3

CXCL8 50 IL6 9 ICAM1 27 CTGF 9.8 PPP1CC 25 RAB10 3

PPARG 49 SPP1 9 SERPINE1 27 SERPINE1 9.8 YWHAZ 25 YWHAZ 3

HSPA5 43 PTGS2 9 PPARG 26 ICAM1 9.8 RAB10 24 YWHAB 3.5

SPP1 41 THBS1 25 SPP1 9.8 RPS6KB1 22 RAB5C 3

PTGS2 40 EGR1 25 FN1 9.8 PPP2R1B 22

EGR1 39 EDN1 23 MMP2 10 TXNRD1 21

THBS1 37 RUNX2 23 RUNX2 8 UBE2C 21

HIST2H2BE 37 MDM2 21 YWHAB 21

SRSF1 35 CSF2 20 RAB2A 20

HNRNPA2B1 35 CDC42 20 TOP2A 20

NCL 32 PLAU 20 RPS14 20

CYR61 32 SPARC 19 RRM1 19

MDM2 31 BMP2 19 UBQLN2 19

HSPD1 31 SMAD7 18 VAPA 19

HNRNPD 31 VCAN 17 RAB13 19

SRSF2 31 NFKBIA 16 RAC1 19

RBM8A 31 IGFBP7 16 PPP2R2A 19

LDLR 31 C3 16 SNAP23 19

RPL3 31 GJA1 15 RAB21 18

HIST1H2AD 30 COL4A1 15 SMAD2 18

PLAU 30 TGFBI 14 UBE2D2 18

HIST1H2BD 30 CD68 14 RNPS1 18

HIST1H2AC 30 COL4A2 14 UBE3C 17

Note. MOCDE, Molecular Complex Detection. " 21 d treatment " means cells exposure to 21 day  hyperglycemia; " 48 h treatment "

means cells with 48 hours TGF-β1 treatment;  " 21 d + 48 h treatment " means cells exposure to 21 days  hyperglycemia + subsequent

TGF-β1 treatment.

Table S3. Identified of the hub genes of different groups of GSE59953 by Degree and MCODE-score of

Cytoscape sofeware.

Control vs 21 d treatment Control vs 48 h treatment Control vs 21 d+48 h treatment
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		Table S3. Identified of the hub genes of different groups of GSE59953 by Degree and MCODE-score of Cytoscape sofeware.

		Control vs 21 d treatment								Control vs 48 h treatment								Control vs 21 d+48 h treatment

		Name		Degree		Name		MCODE-score		Name		Degree		Name		MCODE-score		Name		Degree		Name		MCODE-score

		IL6		99		FGF2		9		FN1		49		VEGFA		9.8		SRSF1		32		PPP2R1B		2.7

		FN1		78		CXCL8		9		VEGFA		45		THBS1		9		RAB11A		30		RPS6KB1		2.7

		RPS27A		72		EGR1		9		MMP2		39		EDN1		9.8		RAB5A		29		SRSF1		2.7

		CTNNB1		57		CTNNB1		9		FOS		34		FOS		9.8		UBE2N		27		PPP1CC		2.4

		HSPA8		54		FN1		9		CTGF		33		EGR1		10		XPO1		26		RAB11A		3

		FOS		54		FOS		9		SPP1		33		PPARG		9.8		RAB5C		26		XPO1		3.5

		FGF2		53		PPARG		9		CXCL8		29		CXCL8		9.8		UBE2I		26		RAB5A		3

		CXCL8		50		IL6		9		ICAM1		27		CTGF		9.8		PPP1CC		25		RAB10		3

		PPARG		49		SPP1		9		SERPINE1		27		SERPINE1		9.8		YWHAZ		25		YWHAZ		3

		HSPA5		43		PTGS2		9		PPARG		26		ICAM1		9.8		RAB10		24		YWHAB		3.5

		SPP1		41						THBS1		25		SPP1		9.8		RPS6KB1		22		RAB5C		3

		PTGS2		40						EGR1		25		FN1		9.8		PPP2R1B		22

		EGR1		39						EDN1		23		MMP2		10		TXNRD1		21

		THBS1		37						RUNX2		23		RUNX2		8		UBE2C		21

		HIST2H2BE		37						MDM2		21						YWHAB		21

		SRSF1		35						CSF2		20						RAB2A		20

		HNRNPA2B1		35						CDC42		20						TOP2A		20

		NCL		32						PLAU		20						RPS14		20

		CYR61		32						SPARC		19						RRM1		19

		MDM2		31						BMP2		19						UBQLN2		19

		HSPD1		31						SMAD7		18						VAPA		19

		HNRNPD		31						VCAN		17						RAB13		19

		SRSF2		31						NFKBIA		16						RAC1		19

		RBM8A		31						IGFBP7		16						PPP2R2A		19

		LDLR		31						C3		16						SNAP23		19

		RPL3		31						GJA1		15						RAB21		18

		HIST1H2AD		30						COL4A1		15						SMAD2		18

		PLAU		30						TGFBI		14						UBE2D2		18

		HIST1H2BD		30						CD68		14						RNPS1		18

		HIST1H2AC		30						COL4A2		14						UBE3C		17

		Note. MOCDE, Molecular Complex Detection. " 21 d treatment " means cells exposure to 21 day  hyperglycemia; " 48 h treatment " means cells with 48 hours TGF-β1 treatment;  " 21 d + 48 h treatment " means cells exposure to 21 days  hyperglycemia + subsequent TGF-β1 treatment.
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Gene

Spearman

Correlation

P-value Gene

Spearman

Correlation

P-value

C1QTNF6 0.547 1.00E-15 TMEM56 -0.401 2.92E-08

TWIST1 0.542 1.00E-15 FXC1 -0.401 3.74E-08

HK3 0.538 9.82E-15 SLC25A4 -0.402 2.56E-08

TGFB1 0.523 1.00E-15 ZNF396 -0.405 2.70E-08

ADAMTS7 0.514 1.00E-15 RUNDC1 -0.406 1.86E-08

IL4I1 0.513 1.00E-15 DCLRE1A -0.407 1.67E-08

BMP1 0.508 4.42E-13 FOXA2 -0.410 1.32E-08

FGF11 0.506 1.00E-15 PLA2G12A -0.412 1.56E-08

LOXL1 0.505 1.00E-15 SYBU -0.415 1.17E-08

BGN 0.501 1.00E-15 KIAA0895 -0.415 8.35E-09

ITGB2 0.499 1.00E-15 COQ7 -0.415 8.24E-09

MYO9B 0.499 1.38E-12 KIF3B -0.417 7.05E-09

OSCAR 0.498 1.00E-15 RIMKLA -0.419 7.94E-09

MXRA8 0.496 1.00E-15 COBL -0.422 6.42E-09

COL5A3 0.491 4.77E-14 PTPRN2 -0.422 6.12E-09

RELT 0.490 3.88E-12 RPRD1A -0.427 2.80E-09

KIAA1949 0.483 8.98E-12 ANKRD43 -0.433 2.39E-09

SLC11A1 0.482 8.03E-12 FAM47E -0.440 1.19E-09

LRRC15 0.480 1.17E-11 CASC2 -0.449 4.98E-10

COL6A2 0.478 1.49E-11 EPB41L4B -0.480 1.20E-11

Table S4. The top 20 significant genes correlated with

MMP9 in pancreas cancer analyzed by LinkedOmics.
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		Table S4. The top 20 significant genes correlated with MMP9 in pancreas cancer analyzed by LinkedOmics.

		Gene		Spearman Correlation		P-value		Gene		Spearman Correlation		P-value

		C1QTNF6		0.547		1.00E-15		TMEM56		-0.401		2.92E-08

		TWIST1		0.542		1.00E-15		FXC1		-0.401		3.74E-08

		HK3		0.538		9.82E-15		SLC25A4		-0.402		2.56E-08

		TGFB1		0.523		1.00E-15		ZNF396		-0.405		2.70E-08

		ADAMTS7		0.514		1.00E-15		RUNDC1		-0.406		1.86E-08

		IL4I1		0.513		1.00E-15		DCLRE1A		-0.407		1.67E-08

		BMP1		0.508		4.42E-13		FOXA2		-0.410		1.32E-08

		FGF11		0.506		1.00E-15		PLA2G12A		-0.412		1.56E-08

		LOXL1		0.505		1.00E-15		SYBU		-0.415		1.17E-08

		BGN		0.501		1.00E-15		KIAA0895		-0.415		8.35E-09

		ITGB2		0.499		1.00E-15		COQ7		-0.415		8.24E-09

		MYO9B		0.499		1.38E-12		KIF3B		-0.417		7.05E-09

		OSCAR		0.498		1.00E-15		RIMKLA		-0.419		7.94E-09

		MXRA8		0.496		1.00E-15		COBL		-0.422		6.42E-09

		COL5A3		0.491		4.77E-14		PTPRN2		-0.422		6.12E-09

		RELT		0.490		3.88E-12		RPRD1A		-0.427		2.80E-09

		KIAA1949		0.483		8.98E-12		ANKRD43		-0.433		2.39E-09

		SLC11A1		0.482		8.03E-12		FAM47E		-0.440		1.19E-09

		LRRC15		0.480		1.17E-11		CASC2		-0.449		4.98E-10

		COL6A2		0.478		1.49E-11		EPB41L4B		-0.480		1.20E-11
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Category Term Count % P-Value

GO:0009611~response to wounding 9 1.59011 5.75E-04

GO:0007155~cell adhesion 10 1.76678 8.05E-04

GO:0022610~biological adhesion 10 1.76678 8.13E-04

GO:0016477~cell migration 6 1.06007 0.003123

GO:0051674~localization of cell 6 1.06007 0.004909

GO:0048870~cell motility 6 1.06007 0.004909

GO:0006928~cell motion 7 1.23675 0.007064

GO:0006955~immune response 8 1.41343 0.011567

GO:0015718~monocarboxylic acid transport 3 0.53004 0.014095

GO:0046942~carboxylic acid transport 4 0.70671 0.016086

GO:0015849~organic acid transport 4 0.70671 0.016377

GO:0006952~defense response 7 1.23675 0.022897

GO:0007610~behavior 6 1.06007 0.026732

GO:0006954~inflammatory response 5 0.88339 0.029703

GO:0042060~wound healing 4 0.70671 0.031757

GO:0048514~blood vessel morphogenesis 4 0.70671 0.040795

GO:0007517~muscle organ development 4 0.70671 0.040795

GO:0042730~fibrinolysis 2 0.35336 0.042627

GO:0002526~acute inflammatory response 3 0.53004 0.049021

GO:0005576~extracellular region 22 3.88693 2.39E-06

GO:0005624~membrane fraction 14 2.4735 4.47E-06

GO:0005626~insoluble fraction 14 2.4735 6.65E-06

GO:0000267~cell fraction 15 2.65018 2.15E-05

GO:0044421~extracellular region part 14 2.4735 2.83E-05

GO:0005578~proteinaceous extracellular matrix 8 1.41343 1.54E-04

GO:0031012~extracellular matrix 8 1.41343 2.44E-04

GO:0005615~extracellular space 10 1.76678 7.53E-04

GO:0044420~extracellular matrix part 5 0.88339 8.78E-04

GO:0031091~platelet alpha granule 3 0.53004 0.017966

GO:0005887~integral to plasma membrane 10 1.76678 0.027113

GO:0031226~intrinsic to plasma membrane 10 1.76678 0.030806

GO:0005604~basement membrane 3 0.53004 0.033295

GO:0005539~glycosaminoglycan binding 5 0.88339 0.00137

GO:0005540~hyaluronic acid binding 3 0.53004 0.001935

GO:0030247~polysaccharide binding 5 0.88339 0.001944

GO:0001871~pattern binding 5 0.88339 0.001944

GO:0019838~growth factor binding 4 0.70671 0.005701

GO:0030246~carbohydrate binding 6 1.06007 0.007317

GO:0019842~vitamin binding 4 0.70671 0.010247

GO:0005275~amine transmembrane

transporter activity

3 0.53004 0.027095

hsa04512:ECM-receptor interaction 6 1.06007 2.91E-05

hsa04510:Focal adhesion 6 1.06007 0.001726

hsa05200:Pathways in cancer 6 1.06007 0.013886

hsa04920:Adipocytokine signaling pathway 3 0.53004 0.036216

KEGG_

PATHW

AY

Note.DM, diabetes mellitus; PC, Pancreatic cancer; DEGs, differentially expressed genes;

BP, biological process; CC, cellular component; MF, molecular function.

Table S1. Go and KEGG pathway enrichment analysis of the DEGs

between DM and PC.

BP

CC

MF
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		Table S1. Go and KEGG pathway enrichment analysis of the DEGs between DM and PC.

		Category		Term		Count		%		P-Value

		BP		GO:0009611~response to wounding		9		1.5901060071		5.75E-04

				GO:0007155~cell adhesion		10		1.7667844523		8.05E-04

				GO:0022610~biological adhesion		10		1.7667844523		8.13E-04

				GO:0016477~cell migration		6		1.0600706714		0.0031225813

				GO:0051674~localization of cell		6		1.0600706714		0.0049086115

				GO:0048870~cell motility		6		1.0600706714		0.0049086115

				GO:0006928~cell motion		7		1.2367491166		0.0070640126

				GO:0006955~immune response		8		1.4134275618		0.0115665765

				GO:0015718~monocarboxylic acid transport		3		0.5300353357		0.0140949124

				GO:0046942~carboxylic acid transport		4		0.7067137809		0.0160856838

				GO:0015849~organic acid transport		4		0.7067137809		0.0163773436

				GO:0006952~defense response		7		1.2367491166		0.022897149

				GO:0007610~behavior		6		1.0600706714		0.0267318

				GO:0006954~inflammatory response		5		0.8833922261		0.0297029372

				GO:0042060~wound healing		4		0.7067137809		0.0317570966

				GO:0048514~blood vessel morphogenesis		4		0.7067137809		0.040794928

				GO:0007517~muscle organ development		4		0.7067137809		0.040794928

				GO:0042730~fibrinolysis		2		0.3533568905		0.0426268622

				GO:0002526~acute inflammatory response		3		0.5300353357		0.049021433

		CC		GO:0005576~extracellular region		22		3.8869257951		2.39E-06

		GOTERM_CC_FAT		GO:0005624~membrane fraction		14		2.4734982332		4.47E-06

		GOTERM_CC_FAT		GO:0005626~insoluble fraction		14		2.4734982332		6.65E-06

		GOTERM_CC_FAT		GO:0000267~cell fraction		15		2.6501766784		2.15E-05

		GOTERM_CC_FAT		GO:0044421~extracellular region part		14		2.4734982332		2.83E-05

		GOTERM_CC_FAT		GO:0005578~proteinaceous extracellular matrix		8		1.4134275618		1.54E-04

		GOTERM_CC_FAT		GO:0031012~extracellular matrix		8		1.4134275618		2.44E-04

		GOTERM_CC_FAT		GO:0005615~extracellular space		10		1.7667844523		7.53E-04

		GOTERM_CC_FAT		GO:0044420~extracellular matrix part		5		0.8833922261		8.78E-04

		GOTERM_CC_FAT		GO:0031091~platelet alpha granule		3		0.5300353357		0.017965793

		GOTERM_CC_FAT		GO:0005887~integral to plasma membrane		10		1.7667844523		0.0271125717

		GOTERM_CC_FAT		GO:0031226~intrinsic to plasma membrane		10		1.7667844523		0.0308059496

		GOTERM_CC_FAT		GO:0005604~basement membrane		3		0.5300353357		0.0332948932

		MF		GO:0005539~glycosaminoglycan binding		5		0.8833922261		0.0013696774

		GOTERM_MF_FAT		GO:0005540~hyaluronic acid binding		3		0.5300353357		0.0019348667

		GOTERM_MF_FAT		GO:0030247~polysaccharide binding		5		0.8833922261		0.0019436941

		GOTERM_MF_FAT		GO:0001871~pattern binding		5		0.8833922261		0.0019436941

		GOTERM_MF_FAT		GO:0019838~growth factor binding		4		0.7067137809		0.005701053

		GOTERM_MF_FAT		GO:0030246~carbohydrate binding		6		1.0600706714		0.0073167311

		GOTERM_MF_FAT		GO:0019842~vitamin binding		4		0.7067137809		0.0102466732

		GOTERM_MF_FAT		GO:0005275~amine transmembrane transporter activity		3		0.5300353357		0.0270951816

		KEGG_PATHWAY		hsa04512:ECM-receptor interaction		6		1.0600706714		2.91E-05

		KEGG_PATHWAY		hsa04510:Focal adhesion		6		1.0600706714		0.0017255157

		KEGG_PATHWAY		hsa05200:Pathways in cancer		6		1.0600706714		0.0138857126

		KEGG_PATHWAY		hsa04920:Adipocytokine signaling pathway		3		0.5300353357		0.0362158471

		Note.DM, diabetes mellitus; PC, Pancreatic cancer; DEGs, differentially expressed genes; BP, biological process; CC, cellular component; MF, molecular function.
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