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Identification of a novel molecule relevant to development of peritoneal
metastasis from gastric cancer

KANDA, Mitsuro
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Advanced gastric cancer (GC) frequently recurs because of undetected
micrometastases even after curative resection. Peritoneal metastasis has been the most frequent
recurrent pattern after gastrectomy and is incurable. We conducted a recurrence pattern-specific
transcriptome analysis and synaptotagmin VII1 (SYT8) was identified as a candidate biomarker
specific to peritoneal metastasis. Expression levels of SYT8 mRNA in GC tissues were elevated in
patients with peritoneal recurrence or metastasis. SYT8 levels served as an independent prognostic
marker for peritoneal recurrence-free survival of patients with stage 11/111 GC. Inhibition of SYT8
by GC cells correlated with decreased invasion, migration, and fluorouracil resistance.
Intraperitoneal administration of SYT8-siRNA inhibited the growth of peritoneal nodules and
prolonged survival of mice engrafted with GC cells. SYT8 represents a promising target for the
detection, prediction and treatment of peritoneal metastasis of GC.
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