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Effect of the NBS 1 gene on gene expression in gastric
cancer
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Abstract

The dynamic changes of early response genes in gastric cancer (Gastric cancer, GC) were investigated by reducing the expression of
NBS 1 in HGC-27 cell lines. Total mRNA was extracted from cell line samples before, 24 hours after, and 48 hours after HGC-27 cell
line inhibition. The expression of 48 gastric cancer related genes was monitored using the Fluidigm Biomark platform and functional
pathways were analyzed. Compared with pre-inhibition, 12 genes were up-regulated and 6 genes were downregulated after 24h; 16
genes were up-regulated and 8 genes were downregulated after 48h; 10 genes were differentially expressed at both time points. These
genes mainly regulate cell migration and angiogenesis, and the functional pathways mainly involved in the regulation include cancer
pathway, gastric cancer and MAPK signaling pathway. Inhibition of NBS 1 expression may lead to a reduced rate of cell proliferation
and eventually lead to apoptosis, and overexpression of NBS 1 may promote cancer cell proliferation.
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hsa04010 MAPK {55 il 1.85E-05 NTRK1, TGFBI, IGF2, MET, TGFBR2
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