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Supplementary Figure S1. Relative miR-204 expression in KATO III and SNUT1 cell lines. miRNA
expression level was normalized to U6 miRNA and calculated from the triplicates data.
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Supplementary Figure S2. Venn diagram showing the intersection of genes obtained from RNA-seq
analysis that were down-regulated when miR-204 was over-expressed in AGS cells and the target of
miR-204 predicted by miRanda, PITA and RNAhybrid.

Additional file 1: Table S1. Up-regulated genes in gastric cancer in GPL570. Table S2.
Down-regulated genes in gastric cancer in GPL570. Table S3. Up-regulated genes in gastric cancer in
TCGA STAD datasets. Table S4. Down-regulated genes in gastric cancer in TCGA STAD datasets.
Table S5. Differentially expressed genes in gastric cancer that were common in GPL570 and TCGA
STAD datasets.

Additional file 2: Table S1. Up-regulated miRNAs in gastric cancer in GSE33743. Table S2.
Down-regulated miRNAs in gastric cancer in GSE33743. Table S3. Up-regulated miRNAs in gastric
cancer in GSE30070. Table S4. Down-regulated miRNAs in gastric cancer in GSE30070. Table S5.
Up-regulated miRNAs in gastric cancer in GSE23739. Table S6. Down-regulated miRNAs in gastric



cancer in GSE23739. Table S7. Up-regulated miRNAs in gastric cancer in TCGA STAD datasets.
Table S8. Down-regulated miRNAs in gastric cancer in TCGA STAD datasets. Table S9.
Differentially expressed miRNAs in gastric cancer in at least three datasets.

Additional file 3: Table S1. Total miRNA target genes interactions from correlation analysis and
four target prediction tools. Table S2. Total miRNA target genes interactions predicted by miRanda,
PITA and RNAhybrid.

Additional file 4: Table S1. Gene ontology analysis of miRNA target genes predicted by three

prediction tools; miRanda, PITA and RNAhybrid.

Additional file 5: Table S1. Up-regulated target genes from RNA-seq when miR-204 was
over-expressed. Table S2. Down-regulated target genes from RNA-seq when miR-204 was
over-expressed.

Additional file 6: Table S1. miR-204-5p targets in miRTarBase.



