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Figure S1 Data preprocessing. (A) All 160 common DEGs (154 upregulated genes and 6 downregulated genes). (B1) 89 DEGs are selected

PRKCB CYP1B1

from 160 genes following a module analysis of the PPI network. (B2) The Cytoscape MCODE plug-in selected 19 genes. The red-gene
models denote the selected genes. (B3) The prognostic information of the 19 key candidate genes. (C) Validation of 8 genes via R package.
(D) 2 DEGs (PRKCB and CYP1BI) were identified and significantly enriched in the microRNAs in the cancer pathway. DEG, differentially

expressed gene; PPI, protein-protein interaction; SKCM, skin cutaneous malignant melanoma.

© Annals of Translational Medicine. All rights reserved. https://dx.doi.org/10.21037/atm-22-1163



MicroRNAs IN CANCER

Lung cancer
. Down- ted (Targets
(UE re}sﬂated {Targets) (D by gegu.he {Targets)
Lung epithelial cell
|
TSR
| Cdc25
frR-17.92— [ PTEN | :
riR-221] I Cdkf
it | [R1516— [Cyelins]
|
| [Ro126— | crx |
|
Angaii !
|
| e
Ni:m-smallcell : | Pim-1 I
ung cancer
|
| [miR-20— [DNMTY
¥
Turaorigenesis
|
| [miR133
Lt T |
|
[ur221— [PrEn] |  [miReias— [EcFR]
|
. i
v
Survlival
: baiR-126— [VEGF-A|
L 4
Angiogenesis

|
|
|
|
7T
227 |
|
|
|

[raR-200:— | ZEB1 |
[miR-141—] | TGFb2 |

[ 13— [Cezrin |
[miR-125— | EGFR |
[ miR-1 [ c-Met |
v
Irvasion f metastasis

Esophageal cancer
(Up.rgalted (Tuets) (ST avited. (Tangels}
Esophageal epithelial cell
|
(g2} [ocpa] |
143145 |
| [iR-203]
|
baRe194— [EP300] |  [EEZS
riR-215 |
¥
Banett's esophagus
|
| [ret?  [EMGAd
|
[riR-21 — [PDCD4| }
e
S | -
I 1iR-99
~774
= y—
[1eiR-157] I RPTOR,
[e1od— [EP3o0] | CYP24
- — | [mR12%K [EREED]
| [aBL1 |
|~ ]
| [R-205— [ZEE1R]
Esophageal adenocarcinoma
Esophageal epithelial cell
|
| [Let-7c | [HMGAZ
[PTEN ]
o !
I 1iR-99
-99a
[PDCD4] I
riR-21 raR-100
I
- I [rR-173a— [Fscni |
g—
: } viR-203— [ANp63 |
miR-155 I ETrT
¥
Esophageal squarmous

cell carcinoma

Figure S2 PRKCB and CYPI1BI were enriched in microRNAs in the cancer pathway. PKC refers to PRKCB.
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