Pakistan J. Zool., vol. 55(4), pp 1553-1563, 2023 DOI: https://dx.doi.org/10.17582/journal.pjz/20211129131153

Supplementary Material

Identification of SET7/9-E2F1 as Novel
Therapeutic Biomarkers in Hepatocellular
Carcinoma et

Lu Xie'***, Ye Gu'**, Qiang Liu'***, Hongzhang Shen'**, Yifeng Zhou'?*%,
Jiangfeng Yang'>*4, Xiaofeng Zhang'**** and Jinyu Huang"**

The Affiliated Hangzhou Hospital of Nanjing Medical University.

’Department of Gastroenterology, Key Laboratory of Clinical Cancer Pharmacology
and Toxicology Research of Zhejiang Province, Affiliated Hangzhou First People's
Hospital, Zhejiang University School of Medicine, Hangzhou, Zhejiang 310006, P.R.
China.

SHangzhou Hospital and Institute of Digestive Diseases, Hangzhou, Zhejiang 310006,
PR. China.

“Key Laboratory of Integrated Traditional Chinese and Western Medicine for Biliary
and Pancreatic Diseases of Zhejiang Province, Hangzhou, Zhejiang 310006, PR. China.
*Department of Cardiology, Key Laboratory of Clinical Cancer Pharmacology and
Toxicology Research of Zhejiang Province, Affiliated Hangzhou First People s Hospital,
Zhejiang University School of Medicine, Hangzhou, Zhejiang 310006, PR. China.

GO enrichment of SET7/9-correlated genes based on GESA (Molecular Function) Go E2F (Molecular Function)
FoR> 005 R <005 FoR> 005

K 13
Normalized Enrichment Score

of SET7/ lated genes based on GESA (Biological Process) co P Biological Process)

‘‘‘‘‘‘‘‘‘‘‘

s oo s En 35 00 [
Normalized Enrichment Score Normalized Enrichment Score

of SET7/ Jated genes based on GESA (Celluar Component) GO enrichment of E2F Component)
FOR > 005

———0R < 005

To ds )
A Normalized Enrichment Scor

Supplementary Fig. S1. GO enrichment analysis of SE77/9- and E2F[-correlated genes in HCC. (A) Top enriched GO terms of
SET7/9-correlated genes based on Gene Set Enrichment Analysis (GSEA). (B) Top enriched GO terms of E2F [-correlated genes
based on Gene Set Enrichment Analysis (GSEA). GO terms of positively and negatively correlated genes of SE77/9 and E2F1 are
shown by blue and yellow bars, respectively.
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Supplementary Fig. S2. Correlation analyses between SET7/9 and E2F1 mRNA expression levels with their co-expressed genes
in HCC. (A) Correlation between SET7/9 and the top five significant correlated genes RBLI, E2F3, SP1, RB1, and FOXO3. (B)
Correlation between E2F1 and the top five significant correlated genes RBL1, E2F1, TFDP1, CCNEI, and DNMT]I.

Supplementary Table SI. A list of SET7/9 and E2F1-
correlated proteins in PPI networks for functional
enrichment analyses.

Supplementary Table SII. All the significantly enriched
KEGG and GO terms of SET7/9- and E2F1-correlated
proteins identified in the PPI network.



