Supplementary Material
	SUPPLEMENTARY TABLE 1. Top 50 genes most relevant to the ITGA family

	Predicted Functional Partners
	Score
	Predicted Functional Partners
	Score
	Predicted Functional Partners
	Score
	Predicted Functional Partners
	Score
	Predicted Functional Partners
	Score

	ADAM28
	0.959
	COL1A2
	0.963
	ITGB2
	0.983
	LAMA3
	0.978
	PTP4A3
	0.976

	CAV1
	0.967
	COL4A1
	0.955
	ITGB3
	0.997
	LAMA4
	0.958
	PTPN2
	0.983

	CD151
	0.991
	CTLA4
	0.973
	ITGB4
	0.999
	LAMA5
	0.987
	PXN
	0.999

	CD28
	0.981
	EGF4
	0.959
	ITGB5
	0.984
	LAMB1
	0.961
	RELN
	0.963

	CD44
	0.960
	PLT4
	0.954
	ITGB6
	0.974
	LAMB3
	0.961
	SAT1
	0.991

	CD9
	0.98
	FN1
	0.999
	ITGB7
	0.999
	LAMC1
	0.958
	TLN1
	0.977

	CDH1
	0.965
	GJA1
	0.956
	ITGB8
	0.969
	LAMC2
	0.957
	TSPAN8
	0.966

	COL17A1
	0.986
	IGFBP2
	0.954
	JAM3
	0.955
	MADCAM1
	0.995
	VCAM1
	0.999

	COL18A1
	0.969
	ILK
	0.956
	LAMA1
	0.961
	NPNT
	0.997
	VEGFC
	0.965

	COL1A1
	0.966
	ITGB1
	0.999
	LAMA2
	0.966
	PTK2
	0.958
	YWHA2
	0.988


Supplementary Table




	SUPPLEMENTARY TABLE 2. GO analysis of top 50 genes closely related to ITGA family

	Category
	Term
	Description
	qvalue
	Gene Symbols

	BP
	GO:0007229
	integrin-mediated signaling pathway
	2.23E-40
	FN1,ILK,ITGA1,ITGA10,ITGA11,ITGA2,ITGA3,ITGA4,ITGA5,ITGA6,ITGA7,ITGA8,ITGA9,ITGB1,ITGB2,ITGB3,ITGB4,ITGB5,ITGB6,ITGB7,ITGB8,LAMA3,LAMA5,MADCAM1,PTK2,TLN1

	BP
	GO:0031589
	cell-substrate adhesion
	3.12E-36
	CD44,COL17A1,COL1A1,FN1,ILK,ITGA1,ITGA10,ITGA11,ITGA2,ITGA3,ITGA4,ITGA5,ITGA6,ITGA7,ITGA8,ITGB1,ITGB2,ITGB3,ITGB4,ITGB5,ITGB6,ITGB7,JAM3,LAMA5,LAMB1,LAMB3,LAMC1,MADCAM1,NPNT,PTK2,PXN,VCAM1

	BP
	GO:0007160
	cell-matrix adhesion
	1.50E-29
	CD44,COL17A1,FN1,ILK,ITGA1,ITGA10,ITGA11,ITGA2,ITGA3,ITGA4,ITGA7,ITGA8,ITGB1,ITGB2,ITGB3,ITGB4,ITGB5,ITGB6,ITGB7,JAM3,MADCAM1,NPNT,PTK2,PXN,VCAM1

	BP
	GO:0033627
	cell adhesion mediated by integrin
	2.29E-21
	ITGA11,ITGA2,ITGA4,ITGA5,ITGB1,ITGB2,ITGB3,ITGB4,ITGB5,ITGB6,ITGB7,ITGB8,JAM3,NPNT,PTK2

	BP
	GO:0001704
	formation of primary germ layer
	1.25E-19
	FN1,GJA1,ITGA2,ITGA3,ITGA4,ITGA5,ITGA7,ITGA8,ITGB1,ITGB2,ITGB3,ITGB4,ITGB5,LAMA3,LAMB1,LAMB3

	BP
	GO:0007369
	gastrulation
	1.16E-16
	FN1,GJA1,ITGA2,ITGA3,ITGA4,ITGA5,ITGA7,ITGA8,ITGB1,ITGB2,ITGB3,ITGB4,ITGB5,LAMA3,LAMB1,LAMB3

	BP
	GO:0034113
	heterotypic cell-cell adhesion
	1.06E-14
	CD44,ITGA4,ITGA5,ITGA7,ITGB1,ITGB2,ITGB3,ITGB7,JAM3,MADCAM1,VCAM1

	BP
	GO:0034446
	substrate adhesion-dependent cell spreading
	1.48E-13
	FN1,ILK,ITGA4,ITGA8,ITGB3,ITGB7,LAMA5,LAMB1,LAMB3,LAMC1,PTK2,PXN

	BP
	GO:0042060
	wound healing
	2.07E-12
	CAV1,CD151,CD44,CD9,COL1A1,FN1,GJA1,ILK,ITGA2,ITGA5,ITGA9,ITGB1,ITGB3,ITGB6,PTK2,TLN1,TSPAN8

	BP
	GO:0035987
	endodermal cell differentiation
	2.14E-12
	FN1,ITGA4,ITGA5,ITGA7,ITGB2,ITGB5,LAMA3,LAMB1,LAMB3

	CC
	GO:0098636
	protein complex involved in cell adhesion
	3.24E-46
	CD28,CTLA4,ITGA1,ITGA10,ITGA11,ITGA2,ITGA3,ITGA4,ITGA5,ITGA6,ITGA7,ITGA8,ITGA9,ITGB1,ITGB2,ITGB3,ITGB4,ITGB5,ITGB6,ITGB7,ITGB8,JAM3

	CC
	GO:0008305
	integrin complex
	6.52E-40
	ITGA1,ITGA10,ITGA11,ITGA2,ITGA3,ITGA4,ITGA5,ITGA6,ITGA7,ITGA8,ITGA9,ITGB1,ITGB2,ITGB3,ITGB4,ITGB5,ITGB6,ITGB7,ITGB8

	CC
	GO:0030055
	cell-substrate junction
	1.32E-27
	CAV1,CD151,CD44,CD9,COL17A1,GJA1,ILK,ITGA1,ITGA11,ITGA2,ITGA3,ITGA4,ITGA5,ITGA6,ITGA8,ITGB1,ITGB2,ITGB3,ITGB4,ITGB5,ITGB6,ITGB7,ITGB8,PTK2,PXN,TLN1,YWHAZ

	CC
	GO:0005925
	focal adhesion
	2.38E-26
	CAV1,CD151,CD44,CD9,GJA1,ILK,ITGA1,ITGA11,ITGA2,ITGA3,ITGA4,ITGA5,ITGA6,ITGA8,ITGB1,ITGB2,ITGB3,ITGB4,ITGB5,ITGB6,ITGB7,ITGB8,PTK2,PXN,TLN1,YWHAZ

	CC
	GO:0005604
	basement membrane
	9.23E-23
	CD151,COL17A1,COL18A1,COL4A1,FN1,ITGB4,LAMA1,LAMA2,LAMA3,LAMA4,LAMA5,LAMB1,LAMB3,LAMC1,LAMC2,NPNT

	CC
	GO:0098802
	plasma membrane signaling receptor complex
	6.88E-19
	ITGA1,ITGA10,ITGA11,ITGA2,ITGA3,ITGA4,ITGA5,ITGA6,ITGA7,ITGA8,ITGA9,ITGB1,ITGB2,ITGB3,ITGB4,ITGB5,ITGB6,ITGB7,ITGB8

	CC
	GO:0062023
	collagen-containing extracellular matrix
	5.79E-15
	CD151,COL17A1,COL18A1,COL1A1,COL1A2,COL4A1,FN1,ITGB4,LAMA1,LAMA2,LAMA3,LAMA4,LAMA5,LAMB1,LAMB3,LAMC1,LAMC2,NPNT

	CC
	GO:0043256
	laminin complex
	1.74E-14
	LAMA1,LAMA3,LAMA5,LAMB1,LAMB3,LAMC1,LAMC2

	CC
	GO:0005911
	cell-cell junction
	3.30E-07
	CDH1,COL17A1,GJA1,ILK,ITGA5,ITGA6,ITGB1,ITGB3,JAM3,LAMA1,PXN,TLN1

	CC
	GO:0009897
	external side of plasma membrane
	5.36E-06
	CD28,CD9,CTLA4,ITGA1,ITGA2,ITGA3,ITGB1,ITGB2,ITGB6,VCAM1

	MF
	GO:0005178
	integrin binding
	1.83E-37
	CD151,CD9,FN1,ILK,ITGA2,ITGA3,ITGA4,ITGB1,ITGB2,ITGB3,ITGB4,ITGB5,ITGB6,ITGB7,ITGB8,JAM3,LAMA3,LAMA5,LAMB1,MADCAM1,NPNT,PTK2,PTPN2,TLN1,TSPAN8,VCAM1

	MF
	GO:0005201
	extracellular matrix structural constituent
	1.38E-17
	COL17A1,COL18A1,COL1A1,COL1A2,COL4A1,FN1,LAMA1,LAMA2,LAMA3,LAMA4,LAMA5,LAMB1,LAMB3,LAMC1,LAMC2,NPNT

	MF
	GO:0005518
	collagen binding
	4.88E-11
	CD44,FN1,ITGA1,ITGA10,ITGA11,ITGA2,ITGA3,ITGA9,ITGB1

	MF
	GO:0098631
	cell adhesion mediator activity
	2.65E-08
	ITGA1,ITGA10,ITGA11,ITGA2,ITGB1,JAM3,MADCAM1

	MF
	GO:0001618
	virus receptor activity
	1.19E-07
	ITGA2,ITGA5,ITGB1,ITGB3,ITGB5,ITGB6,ITGB7

	MF
	GO:0140272
	exogenous protein binding
	1.19E-07
	ITGA2,ITGA5,ITGB1,ITGB3,ITGB5,ITGB6,ITGB7

	MF
	GO:0019838
	growth factor binding
	3.35E-07
	COL1A1,COL1A2,COL4A1,FLT4,IGFBP2,ITGA6,ITGB3,ITGB4

	MF
	GO:0050840
	extracellular matrix binding
	4.00E-07
	ITGA2,ITGA3,ITGA6,ITGA9,ITGB1,ITGB3

	MF
	GO:0043236
	laminin binding
	4.00E-07
	ITGA2,ITGA3,ITGA6,ITGA9,ITGB1

	MF
	GO:0031994
	insulin-like growth factor I binding
	8.75E-07
	IGFBP2,ITGA6,ITGB3,ITGB4




	SUPPLEMENTARY TABLE 3. KEGG pathway analysis of the top 50 genes closely related to ITGA family

	Term
	Description
	qvalue
	Symbols

	hsa04512
	ECM-receptor interaction
	1.45E-53
	CD44,COL1A1,COL1A2,COL4A1,FN1,ITGA1,ITGA1,ITGA11,ITGA2,ITGA3,ITGA4,ITGA5,ITGA6,ITGA7,ITGA8,ITGA9,ITGB1,ITGB,ITGB4,ITGB5,ITGB6,ITGB7,ITGB8,LAMA1,LAMA2,LAMA3,LAMA4,LAMA5,LAMB1,LAMB3,LAMC1,LAMC2,NPNT,RELN

	hsa04510
	Focal adhesion
	1.11E-51
	CAV1,COL1A1,COL1A2,COL4A1,EGF,FLT4,FN1,ILK,ITGA1,ITGA10,ITGA11,ITGA2,ITGA3,ITGA4,ITGA5,ITGA6,ITGA7,ITGA8,ITGA9,ITGB1,ITGB3,ITGB4,ITGB5,ITGB6,ITGB7,ITGB8,LAMA1,LAMA2,LAMA3,LAMA4,LAMA5,LAMB1,LAMB3,LAMC1,LAMC2,PTK2,PXN,RELN,TLN1,VEGFC

	hsa04151
	PI3K-Akt signaling pathway
	3.64E-36
	COL1A1,COL1A2,COL4A1,EGF,FLT4,FN1,ITGA1,ITGA10,ITGA11,ITGA2,ITGA3,ITGA4,ITGA5,ITGA6,ITGA7,ITGA8,ITGA9,ITGB1,ITGB3,ITGB4,ITGB5,ITGB6,ITGB7,ITGB8,LAMA1,LAMA2,LAMA3,LAMA4,LAMA5,LAMB1,LAMB3,LAMC1,LAMC2,PTK2,RELN,VEGFC,YWHAZ

	hsa05165
	Human papillomavirus infection
	4.58E-34
	COL1A1,COL1A2,COL4A1,EGF,FN1,ITGA1,ITGA10,ITGA11,ITGA2,ITGA3,ITGA4,ITGA5,ITGA6,ITGA7,ITGA8,ITGA9,ITGB1,ITGB3,ITGB4,ITGB5,ITGB6,ITGB7,ITGB8,LAMA1,LAMA2,LAMA3,LAMA4,LAMA5,LAMB1,LAMB3,LAMC1,LAMC2,PTK2,PXN,RELN

	hsa05412
	Arrhythmogenic right ventricular cardiomyopathy
	2.69E-28
	GJA1,ITGA1,ITGA10,ITGA11,ITGA2,ITGA3,ITGA4,ITGA5,ITGA6,ITGA7,ITGA8,ITGA9,ITGB1,ITGB3,ITGB4,ITGB5,ITGB6,ITGB7,ITGB8,LAMA1,LAMA2

	hsa05410
	Hypertrophic cardiomyopathy
	6.01E-25
	ITGA1,ITGA10,ITGA11,ITGA2,ITGA3,ITGA4,ITGA5,ITGA6,ITGA7,ITGA8,ITGA9,ITGB1,ITGB3,ITGB4,ITGB5,ITGB6,ITGB7,ITGB8,LAMA1,LAMA2

	hsa05414
	Dilated cardiomyopathy
	2.13E-24
	ITGA1,ITGA10,ITGA11,ITGA2,ITGA3,ITGA4,ITGA5,ITGA6,ITGA7,ITGA8,ITGA9,ITGB1,ITGB3,ITGB4,ITGB5,ITGB6,ITGB7,ITGB8,LAMA1,LAMA2

	hsa04810
	Regulation of actin cytoskeleton
	3.15E-21
	EGF,FN1,ITGA1,ITGA10,ITGA11,ITGA2,ITGA3,ITGA4,ITGA5,ITGA6,ITGA7,ITGA8,ITGA9,ITGB1,ITGB2,ITGB3,ITGB4,ITGB5,ITGB6,ITGB7,ITGB8,PTK2,PXN

	hsa05222
	Small cell lung cancer
	4.59E-18
	COL4A1,FN1,ITGA2,ITGA3,ITGA6,ITGB1,LAMA1,LAMA2,LAMA3,LAMA4,LAMA5,LAMB1,LAMB3,LAMC1,LAMC2,PTK2

	hsa05146
	Amoebiasis
	8.50E-16
	COL1A1,COL1A2,COL4A1,FN1,ITGB2,LAMA1,LAMA2,LAMA3,LAMA4,LAMA5,LAMB1,LAMB3,LAMC1,LAMC2,PTK2

	hsa04514
	Cell adhesion molecules
	5.44E-12
	CD28,CDH1,CTLA4,ITGA4,ITGA6,ITGA8,ITGA9,ITGB1,ITGB2,ITGB7,ITGB8,JAM3,MADCAM1,VCAM1

	hsa05145
	Toxoplasmosis
	1.16E-09
	ITGA6,ITGB1,LAMA1,LAMA2,LAMA3,LAMA4,LAMA5,LAMB1,LAMB3,LAMC1,LAMC2

	hsa05205
	Proteoglycans in cancer
	5.92E-08
	CAV1,CD44,COL1A1,COL1A2,FN1,ITGA2,ITGA5,ITGB1,ITGB3,ITGB5,PTK2,PXN

	hsa04640
	Hematopoietic cell lineage
	1.04E-07
	CD44,CD9,ITGA1,ITGA2,ITGA3,ITGA4,ITGA5,ITGA6,ITGB3

	hsa05100
	Bacterial invasion of epithelial cells
	2.22E-07
	CAV1,CDH1,FN1,ILK,ITGA5,ITGB1,PTK2,PXN

	hsa04670
	Leukocyte transendothelial migration
	5.51E-05
	ITGA4,ITGB1,ITGB2,JAM3,PTK2,PXN,VCAM1

	hsa05416
	Viral myocarditis
	0.000235
	CAV1,CD28,ITGB2,LAMA1,LAMA2

	hsa04933
	AGE-RAGE signaling pathway in diabetic complications
	0.000247
	COL1A1,COL1A2,COL4A1,FN1,VCAM1,VEGFC

	hsa04015
	Rap1 signaling pathway
	0.000338
	CDH1,EGF,FLT4,ITGB1,ITGB2,ITGB3,TLN1,VEGFC

	hsa04611
	Platelet activation
	0.000733
	COL1A1,COL1A2,ITGA2,ITGB1,ITGB3,TLN1

	hsa05135
	Yersinia infection
	0.001162
	FN1,ITGA4,ITGA5,ITGB1,PTK2,PXN

	hsa04672
	Intestinal immune network for IgA production
	0.001162
	CD28,ITGA4,ITGB7,MADCAM1

	hsa04145
	Phagosome
	0.001907
	ITGA2,ITGA5,ITGB1,ITGB2,ITGB3,ITGB5

	hsa04974
	Protein digestion and absorption
	0.002127
	COL17A1,COL18A1,COL1A1,COL1A2,COL4A1

	hsa05131
	Shigellosis
	0.004315
	CD44,ILK,ITGA5,ITGB1,PTK2,PXN,TLN1

	hsa05213
	Endometrial cancer
	0.021114
	CDH1,EGF,ILK

	hsa04926
	Relaxin signaling pathway
	0.032762
	COL1A1,COL1A2,COL4A1,VEGFC

	hsa05418
	Fluid shear stress and atherosclerosis
	0.039533
	CAV1,ITGB3,PTK2,VCAM1

	hsa05133
	Pertussis
	0.039533
	ITGA5,ITGB1,ITGB2

	hsa05140
	Leishmaniasis
	0.039573
	ITGA4,ITGB1,ITGB2
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SUPPLEMENTARY FIGURE 1. The expression of ITGA family in distinct types of cancer diseases (GEPIA).Black fonts, red fonts and green fonts on the top of each subpanel indicate no change, high expression and low expression, respectively
[image: FigureS1]
SUPPLEMENTARY FIGURE 2. The expression of ITGA family in different types of cancer diseases (GEPIA).
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SUPPLEMENTARY FIGURE 3. The mRNA expression of diverse ITGA family members in PAAD tissues and adjacent pancreatic tissues (ULCAN).
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