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Patients with high FTO expression exhibited markedly worse 0S. Then we
observed that FTO expression was frequently upregulated in GC cell lines, with
epithelial-mesenchymal-transition (EMT) features. FTO knockdown in HGC27 and AGS cells inhibited
cell proliferation and migratory potential, while its overexpression in MKN28 cells resulted in
enhanced proliferation and migration. Finally, confirming our in-vitro findings, FTO suppression led

to significant tumor growth inhibition in a HGC27 xenograft model.
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