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ABSTRACT Objective: To investigate the microRNAs associated with multidrug resistance in gastric cancer and analyze the predi-
cted target genes of the multidrug resistance associated miRNAs. Methods: microRNA expression profiling of multidrug resistant gastric
cancer subline SGC7901/ADR and its parental SGC7901 were detected by using the latest microRNA microarray. Quantitative RT-PCR
was used to validate the differentially expressed miRNAs between SGC7901/ADR and SGC7901. Then target prediction were performed
on the differentially expressed miRNAs, followed by GO and KEGG pathway analyses of the predicted target genes. Results: The total of
6 miRNAs up-regulated in SGC7901/ADR cells compared with SGC7901 and 11 miRNAs down-regulated in SGC7901/ADR cells
compared with SGC7901. Quantitative RT-PCR results displayed a good response to the results of the microRNA array. And KEGG
pathway analysis of the predicted target genes showed that pathway in cancer, MAPK signaling pathway and Focal adhesion were
enriched pathways. Conclusions: A list of multidrug resistance associated miRNAs in gastric cancer was obtained and bioinformatics
analyses were performed on them. The results above should be the foundation for more profound mechanism research.
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Table 1 List of differentially expressed miRNAs in SGC7901/ADR compared to its parental SGC7901( fold change =2 or fold change<0.5)

Down-regulated miRNAs Fold change Up-regulated miRNAs Fold change
Hsa-miR-181b-5p 0.171128 Hsa-miR-1273g-3p 8.310887
Hsa-miR-148a-3p 0.265084 Hsa-miR-4430 3.77216
Hsa-miR-181a-5p 0.300802 Hsa-miR-378a-3p 2.807043
Hsa-miR-99b-5p 0.367347 Hsa-miR-3676-5p 2.371583
Hsa-miR-125a-5p 0.388757 Hsa-miR-425-5p 2.127548

Hsa-miR-1268a 0.416802
Hsa-miR-342-3p 0.435987
Hsa-miR-100-5p 0.437052
Hsa-let-7e-5p 0.456328
Hsa-miR-7-5p 0.495628
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Fig.l Quantitative RT-PCR validation of selected up-regulated miRNAs in
SGC7901 and SGC7901/ADR. *P<0.05, **P<0.01, SGC7901 versus
SGC7901/ADR
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Fig.2 Quantitative RT-PCR validation of selected down-regulated
miRNAs in SGC7901 and SGC7901/ADR. *P<0.05, **P<0.01,
***P<0.001, SGC7901 versus SGC7901/ADR
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