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Construction of prognostic hub gene network of esophageal adenocarcinoma by weighted gene co-expression network analysis
CHEN Chao, TONG Guojun, ZHANG Jianbin, et al. Department of A nesthesiology, Huzhou Central Hospital, Huzhou 313000, China

[ Abstract ] Objective To construct a prognostic hub gene network for esophageal adenocarcinoma with weighted gene
co—expression analysis (WGCNA). Methods We extracted the specimen data of esophageal adenocarcinoma in the TCGA
database, and used the WGCNA method matching, the 'gene expression data with clinical prognostic data to construct a gene
co—expression network module for esophageal adenocarcinoma. The modules and hub genes most relevant to prognosis were
screened out, and then visualized according.to the size of expression weights in Cytoscape software. Results Nice normal
esophageal tissue specimens and 78 esophageal adenocarcinoma specimens were obtained from 67 males and 11 females patients
aged 28.0~ 86.6 [68.4 (58.0, 77.1)] years;;among whom there were 10 cases in stage |, 9 cases in stage Il A, 16 cases in stage Il B, 33
cases in stage Il and 10 cases in stage IV . The midnight blue module in multiple modules screenings was the most relevant to
prognosis. Nineteen hub genes-were identified in the midnight blue module(PAQR8, MAMDC4, CEP44, SCRG1, UGT2B15, NUDTO9,
FOLH1, SFTPB, FBXQ8,. TENM1, CASR, NEB, SMIM19, SLC20A2, RNF170, SCN2A, GOLIM4, ICK, DNAH2), and a co—expression
network of hub genes was constructed. The three pairs of genes with the largest co—expression weight coefficient were FOLH1
and SCRG1, EOLH1 rand UGT2B15, FOLH1 and SFTB. Conclusion WGCNA can be used to identify the hub genes associated
with the prognosis of esophageal adenocarcinoma, providing a new target for the treatment of esophageal adenocarcinoma.
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