Comprehensive characterization of integrin subunit genes in

human cancers
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1T6AD ITGAE 1TGB18PL 1TGB18P1 ITGB1BP1 [ﬁmﬂ; ITGR3BP ITGB7
1TG8T ITGAL ITGB38P 1TGA3 ITGAE GA3 ITGBS ITGAL
ITGAE. 1TGBT ITGAG 11684 ITGB 3BP 1TGAG ITGALL 1762
ITGAL 1TGA4 1TGB6 ITGAG 1G6 11686 ITGA5 ITGAX
ITGAX ITGAX 1TGA2B ITGA2 ITGAG ITGAS ITGAL0 ITGAE
ITGB2 1TGB2 1TGA3 1188 ITGA2 TGl ITGAN ITGAD
ITGAN ITGAM 17684 ITGAS 1TGB4. ITGAV ITGB2 ITGAN
1TGA4 1768 18P1 17687 ITGAV. ITGAT 11685 ITGAL TG4
1TGA8 1TGBS 1TGAD 17681 ITGBS ITGBLL ITGAD ITGA3
1TGB4 1688 ITGAR 1185 ITGRL1 ITGALL ITGAX 1763
1TGAG 1684 ITGAL 1TGB6 ITGALL 1TGAL0 ITGAE 11686
ITGA3 ITGAY 1182 ITGB3BP ITGAS ITGAL ITGB 1BP1 1TGBS
ITGAS 11681 ITGAM ITGA2B ITGE1 11683 ITGA3 1TGA4
11681 1T6A5 ITGAX 1T6A9 ITGAL 1T6A2 el 1161
11686 ITGAT I1TGAS ITGB1BP2 1TGB5 1788 ITGB6 ITGAL
1TGA2 1TGAD 1683 1TGAS 1TGB3 ITGAM ITGA2 1TGA9
ITGAV 1768 18P2 1TGA4 ITGAT ITGA3 ITGAX ITGBL1 ITGAV
11685 ITGB3EP ITGAL 1183 ITGAV 1Tee2 Ieed 1TGA2
ITGALL ITGAZB ITGAV ITGAL 1mG7 ITGAL ITGAS ITGAG
ITGBLL 17648 161 1TGAG 1TGB2 11687 ITGAZB 11685
116A1 ITGALO 11685 ITGBLL 1TGAl 1T6A4 ITGB 1BP2 17645
17683 1TGA9 ITGBLL ITGAL0 ITGAL ITGAS ITGAT ITGAIL
1TGAL0 17643 ITGAIL ITGALL ITGAX 1TGA9 ITG8T ITGEL1
ITGAT 11683 ITGAT ITGAN ITGA2D ITGAR ITGE8 1TGAS
ITGAY 1TGA6 ITGB1BP2 ITGAX 1TGB 1BP2 ITGAD. ITGAS IT6A7
ITGB1BP2 1TGB6 1TGA9 11682 ITGAD ITGAZB ITGAV ITGA10
11688 ITGBL1 ITGAS ITGAL 1TGAY 1TGB38P ITGA4 ITGB1BP2
1TGB38P ITGAIL ITGA10 11687 1TGAB ITGB18P1 ITGE3 ITGBIEPL
ITGAZB 1TGA2 1TGA2 ITGAD ITGAL0 I1TGB1BP2 ITGAL ITCR3EN
1TGB1BP1 ITGAL ITees ITGAE ITGA4 ITGAT ITGA9 ITGAZB
ITGAE ITGAZB 1784 17688 1TGAZB ITGAN 1TGB3BP ITGAL
ITGAD  LTGE 1EP ITGA3 1TGA3 1TGB3BP ITGAK ITGBIBPL ITGB2
ITGAL |ITGB3BP 17686 1TGB1BP1 ITGAE 1162 ITGAT ITGAX
ITGRT ITGBIBPT 1TGA8 ITGAE 1TGR1BP1 1TGBT ITGBIBP2 ITGAN
[ITeax 11688 1T6A2 ITGAZB 1TGB1BP2 TTGAL ITGAZB 1TG87
ITGB2 ITGAG 1TGB8 ITGB3BP ITGAT ITGA4 ITGA10 ITGAD
ITGAM ITGB4 ITGAV ITGA® ITGAS ITGAE ITGA1 ITGAE
ITGA4 ITGAV 17681 17685 ITGAS ITGAD 1TGA8 ITGAZB
ITGAL ITGB1 1G85 ITGALL 1TGAY ITGB38P 1TGAS 1TG8 1BP1
ITGAY TG6 ITGAIL 1TGAd ITGAL ITGB1EP1 1TGAS 1TG8 38!
ITGAS ITGB3 ITGBLL ITGB1 17683 ITGA2S ITGAE ITGB1BP2
ITGA10 ITGAS 1TGAL ITGAV mea1L ITGALO 1TGAD ITGAL0
ITGAT ITGA3 1T6A9 17683 TGA2 11688 ITGAL ITGA9
ITGBL1 ITGA2 17683 ITGAL mGes 11686 ITGAX ITGAT
ITGALL 1G5 1T6GA5 1TGA5 1686 1TGA3 11682 17683
1TG5 ITGA1L 1TGB1BP1 1TGA2 1684 17634 ITGAM ITGB5
17688 ITGBL1 ITGAM 1TGA9 ITGA3 ITGAG 1TGA4 ITGB4
ITGAV ITGA4 1782 1TGB 1BP2 1TGAG ITGA2 1TGBS ITGA3
17642 ITGAL ITGAX 17684 ITGAY ITGAG 1TGA9 1TGA6
11686 ITGAS 17687 176410 ITGALL TGBL1 11683 17688
ITGA3 ITGAS 1TGAL ITGAT 1TGAL1 1165 1TGB1 ITGB1
17683 ITGAL0 1TGA4 1TGAS 1mees ITGALL ITGAV. ITGAV
17634 ITGAT ITGB 18P2 ITGAX ITGALO TTGAV 1TGA2 ITGA2
ITGAS ITGAD ITGAT 17682 TGAD ITGB1 11GB8 1G85
11681 ITGAE 1TGAS ITGAN 1TGA4 1163 11684 ITGAS
ITGAS ITGAL 1TGAD 17687 ITCAM ITGAS 1TGA3 ITGAL
ITGBIEPL ITGB7 ITGAE ITGAL ITGAX ITGAL 1TGBT ITGAY
ITGB38P ITGB2 ITGAZE ITGAD 1TGB2 TTGAY ITGBL1 ITGAS
ITGBIBP2 ITGAX ITGB3BP ITGRL1 ITGAL TTGAT ITGAI1 ITGAIL
1TCA2E ITGAN ITGA10 17686 mes? ITGB1BP2 11685 1TGL1

Figure. S1 Related to Figure. 1F

The gene list of gene trees in Figure.1F.
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Figure. S2 Related to Figure. 3
(A) Boxplot showing the expression of ITGA8 and ITGAX group by normal, wild-type and mutant
samples in LUAD. (B) Boxplot showing the expression of ITGAV and ITGB4 for normal, wild-type
and mutant samples in STAD. (C) Boxplot showing the expression of ITGA1, ITGA7 and ITGA8
grouped by normal, wild-type and mutant samples in UCEC. Boxplots show median, quartiles, min and
max. P values of boxplots are based on the Kruskal-Wallis test.
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Univariable Cox

P HR 95% CI
ITGA11 High vs Low 0.012 1.683 1.121-2.5625
T T4+T3vs T2+T1 0.040 1.517 1.020-2.257
N N3+N2+N1vs NO 0.008 1.709 1.153-2.533
M M1 vs MO 0.014 2.056 1.160-3.642
Stage IV vsli+l 0.003 1.669 1.190-2.340
Multivariable Cox
P HR 95% CI
ITGA11 High vs Low 0.01 1.713 1.137-2.581
T T4+T3vs T2+T1 0.637 1.116 0.708-1.757
N N3+N2+N1vs N0 0.169 1.426 0.860-2.365
M M1 vs MO 0.074 1.715 0.949-3.098
Stage IV vsli+l 043 1.214 0.750-1.966
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Figure. S3 Related to Figure. 5

(A) Cox survival models for ITGA11 and TNM staging indexes in TCGA STAD dataset. (B) Boxplot
showing the expression of ITGA11 grouped by T stage, N stage and tumor grade in STAD samples
from the TCGA dataset. Boxplots show median, quartiles, min and max. P values of boxplots are based
on the Kruskal-Wallis test.

4/6



HALLMARK EPITHELIAL HALLMARK INFLAMMATORY

KEGG PATHWAYS IN CANCER MESENCHYMAL TRANSITION 08 RESPONSE
0.5 TCGA STAD TCGA STAD ’ TCGA STAD
0.4
»n 03
w
0.2
0.1 ES=0.506 ES=0.834 . ES=0.669
0.0-_P<0.001 P<0.001 P=0.004
' LTI A Y B .. h
IGTA11 pos IGTA11 pos IGTA11 pos IGTA11 pos IGTA11 pos IGTA11 pos
HALLMARK EPITHELIAL HALLMARK INFLAMMATORY
KEGG PATHWAYS IN CANCER MESENCHYMAL TRANSITION RESPONSE

GSE66229 : GSE66229 GSE66229

ES=0.401 E ' ES=0.688
P=0.027

IGTAT1 pos IGTA11 pos IGTA11 pos ~IGTAT1 pos IGTAT1 pos ~ IGTAT1 pos

Figure. S4 Related to Figure. 5

GSEA plot for of KEGG PATHWAYS IN CANCER, HALLMARK EPITHELIAL MESENCHYMAL
TRANSITION and HALLMARK INFLAMMATORY RESPONSE signatures in tumor samples of
STAD from the TCGA and GSE66229 datasets based on ITGA11 expression.
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Figure. S5 Related to Figure. 5

Scatterplot for the correlation between expression of ITGA11 and representative EMT markers in
tumor samples of STAD from the TCGA and GSE66229 datasets.
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