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Analysis of microRNA in gastric cancer with peritoneal dissemination

Iwai, Naoto
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Paired samples of cancerous and non-cancerous tissues were obtained by
biopsy using esophagogastroduodenoscopy regarding six cases of advanced gastric cancer with
peritoneal dissemination. A genome-wide miRNA gene expression analysis was performed to identify
miRNAs associated with development of peritoneal dissemination in gastric cancer. We found that 7
miRNAs are upregulated in cancerous tissues and 16 miRNAs are downregulated in cancerous tissues.
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miRNA T/NT fold-change
hsa-miR-Q 3.107943
hsa-miR-R 3.254091
hsa-miR-S 3.378728
hsa-miR-T 3.631811
hsa-miR-U 4.03606
hsa-miR-V 4.351994
hsa-miR-W 5.988909
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miRNA T/NT fold-change

hsa-miR-A -4.356798
hsa-miR-B -4_.355637
hsa-miR-C -4.299135
hsa-miR-D -4.153966
hsa-miR-E -4.107827
hsa-miR-F -3.915413
hsa-miR-G -3.721519
hsa-miR-H -3.368661
hsa-miR-1 -3.336113
hsa-miR-J -3.298319
hsa-miR-K -3.18458
hsa-miR-L -3.165943
hsa-miR-M -3.118725
hsa-miR-N -3.061204
hsa-miR-0 -3.049645

hsa-miR-P -3.025631
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