Supplementary Figures

- B * e T + 3 p ol
“1 ¥ 5 i [ T . é I
5 —— 5 —_— | !_ = [ — = _& -
Integrin a1 Integrin a2 Integrin a2B Integrin a3 Integrin a4 Integrin a5
o e P RT e
Integrin a6 Integrin a7 Integrin a8 Integrin a9 Integrin a10 Integrin a11
E i . 5 3 i
2 !! e - i & - == P
Integrin aD Integrin aE Integrin aL Integrin aV Integrin aX
- : ° : i 7
SR o . i A = .

Integrin p1

Integ}in B2

o —
i

- 1
-

R

Integrin B7

Integrin B8

Integrin B3

Integ }in B4

Integrin B5

Integ}in B6

Figure S1. Expression profiling of integrins in esophageal carcinoma (data
extracted from TCGA and GTEXx datasets). The integrins mRNA expression profile
of 182 esophageal carcinoma tissues (Red box, TCGA tumors) and 286 normal

esophageal tissues (Grey box, matched TCGA normal and GTEx data) were analyzed



in Gene Expression Profiling Interactive Analysis (GEPIA). One-way ANOVA. *, P <

0.05.
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Figure S2. Expression profiling of integrins in ESCC. (A) The integrins mRNA
expression profile of paired cancer and adjacent normal tissues from 119 ESCC patients
(data extracted from GSE53624 dataset in GEO database). Mean =SD. Multiple t-tests.
** P <0.01, *** P < 0.001. (B) Venn diagram shows the intersection of integrins
differentially expressed in esophageal carcinoma and normal esophageal tissues in

GSE53625, TCGA/GTEXx and GSE53624 datasets.
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Figure S3. Integrin P1 silencing suppressed the proliferation, migration, and
invasion of ESCC cells. (A) KYSE150 was transfected with negative control sSiRNA
(siNC) or anti-Integrin f1 siRNA-2 (5’-ATCCCAGAGGCTCCAAAGATAT-3). The
knockdown of Integrin f1 was evaluated by qRT-PCR. (B) MTS assay was conducted
to measure the proliferation of KYSE150 cells after Integrin 1 knockdown by siRNA.
(C) Transwell Migration Assays and Transwell Invasion Assays were performed to
measure the migration and invasion of KYSE150 after Integrin 1 knockdown by
SiRNA. The independent sample t-test was used to determine the significance of
differences between groups and data was obtained in at least three independent
experiments in (B) and (C). Average values are given =£SD. **, P < 0.01; *** P <

0.001.



