©
2016 2019

Terashima, Masanori

Classification of gastric cancer by molecular profiling
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Whole-exome sequencing and comprehensive gene expression analysis were
performed using bold sample, gastric cancer tissue and non-cancerous mucosa in 599 patients with
gastric cancer. In gene mutation analysis, TMB high was observed in 14% of the patients. Most
Trequent gene mutation was observed in TP53 (48 %). TCGA classification was adopted in 250 patients,

resulting in EBV in 10 patients (1 %), MSI in 34 patients (14 %), CIN 10 119 patients (48 %), GS in
87 patients (35 %). There were significant differences of relapse-free survival among the subgroup.
In patients received adjuvant chemotherapy, immune regulatory genes were identified as prognostic
factor. In addition, over expression of MAGEALO was observed in patients with liver metastasis and
MAGEA10 was identified as prognostic factor for relapse-free survival.
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4 . Hierarchical clustering analysis and survival curves 5 Impact of upregulation of immune-related genes on

survival in the non-S-1 group
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