Supplementary material

Table S1 Quantitative PCR primers and corresponding sequences

Gene Forward (5'-3") Reverse (5'-3")

SOX21-AS1  AGCTACGGAGGAAGAGGGTT TCAGCAGCGCATGTAAGTGA
miR-451a GCGCAAACCGTTACCATTAC GTGCAGGGTCCGAGGT

EREG CACCGAGAGAAGGATGGAGA GTGTCCATGCAAGCAGTAGC
GAPDH TCGACAGTCAGCCGCATCTTCTTT ACCAAATCCGTTGACTCCGACCTT
ué CTCGCTTCGGCAGCACA AACGCTTCACGAATTTGCGT

Table S2 Antibodies used in the present study

Protein WB IHC Product code

EREG 1:1000 Cell Signaling Technology, #12048
Kie7 1:200 Abcam, ab16667
E-cadherin 1:1000 1:400 Cell Signaling Technology, #3195
N-cadherin 1:1000 1:400 Cell Signaling Technology, #13116
Vimentin 1:1000 1:200 Cell Signaling Technology, #5741
GAPDH 1:1000 Cell Signaling Technology, #5174
VEGF 1:200 Abcam, ab32152
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Fig S1. Bioinformatics database predicted the data of SOX21-AS1/miR451a/EREG axis in
PDAC. A. The StarBase database predicted that SOX21-AS1 was associated with poor
outcomes in patients with PDAC. B. Predicted results of the expression of miR-451a in PDAC.
C. Correlation analysis data of of SOX21-AS1 and miR-451a in the database.



EREG with 178 cancer and 4 normal samples in PAAD 1.00 1 Overall Survival for EREG in PAAD Cancer
Data Source: starBase V3.0 project | Log-Rank p=0.034
Low Num=89
75 High Num=89
Hazard Ratio=1.58
e 0.75
: g group .
: > — hig
@ 0.50 IQW |
- Lo + (high, 1) |
: 3 | + (low, 1) |
5 |
] o
: - %1
Cancer log2(FPKM) Normal log2(FPKM)
0.00
0 25 50 75
Time(months)
c Overall Survival Disease Free Survival
2 4 —— Low EREG TPM 2 e — Low EREG TPM
— High EREG TPM The — High EREG TPM
Logrank p=0.031 L Logrank p=0.0023
© | HR(high)=1.6 o | Ly HR(high)=2
o p(HR)=0.033 o p(HR)=0.003
% n(high)=89 = . n(high)=89
= n(low)=89 2 | P B S n(low)=89
z @ > <o | ;
=T I L g s
o | TR0 TYZaeewevenss 2]
- -
0:) < g <
S 7 g S
) o)
a | HmTTEmea. o
~ | N
o o
o | o =
o o
T T T T T T T T
0 20 40 60 80 0 20 40 60 80
Months Months
D
EREG EREG
o | o
- HR =2.29 (1.49 - 3.52) -~ 7 HR =7.26 (1.6 — 32.99)
\ logrank P = 1e-04 logrank P = 0.0038
o | . . -
»w © 0 o |
o 5 ‘L
Sz8- g z 9
£8 a8 Y
wo v | 29 < \—y
ED. o "E a o H+—+h
$ g
o o Q o~
S | Expression 8  © 7 Expression =
— low — low
St = hah o | — high
X I y | 4 = T T T T T T T T
0 20 40 60 80 0 10 20 30 40 50 60 70
Time (months) Time (months)
Number at risk Number at risk
low 126 46 16 8 1 low 16 13 8 7 5 5 3 0
high 51 12 1 0 0 high B3 35 18 8 4 1 0 0

Fig S2. Bioinformatics database predicted the data of SOX21-AS1/miR451a/EREG axis in
PDAC. A. The expression of EREG in PDAC and normal tissues provided by the StarBase
database. B, C and D. The StarBase, GEPIA and Kaplan-Meier databases shown the
outcomes of PDAC patients with different EREG expression.



