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The bile acid receptor GPBAR1 (TGR5) is expressed in human
gastric cancers and promotes epithelial-mesenchymal transition
in gastric cancer cell lines

SUPPLEMENTARY INFORMATION
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Supplementary Figure S1: MKN-45 cells were plated at 1x10°cells/well, and pre-treated with TDCA (0.5 uM) for 3 hours
and then challenged with Cisplatin (10 pg/ml) or Docetaxel (10 pg/ml) for 24 hr. Cells were stained with propidium-iodide solution and
percentage of apoptotic cells assessed by flow cytometry.
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Supplementary Figure S2: MKN45 cells (1x10°) were plated, serum starved for 24 hours and then treated for 72 hours
with TLCA 100pM. The cDNA obtained from this cells was used to analyze the expression of genes related to tumor metastasis by a gne
array. Array analysis was carried out with the online software RT2 Profiler PCR Array Data Analysis (http://pcrdataanalysis.sabiosciences.

com/pcr/arrayanalysis.php). Up-regulated/down-regulated genes
fold.

were those genes whose expressions had been altered by more than 1,9
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Supplementary Figure S3: MKN45 cells (1x10°) were plated, serum starved for 24 hours and then treated for 72 hours
with OA 25pM. The cDNA obtained from this cells was used to analyze the expression of genes related to tumor metastasis by a gne array.
Array analysis was carried out with the online software RT2 Profiler PCR Array Data Analysis (http://pcrdataanalysis.sabiosciences.com/
pcr/arrayanalysis.php). Up-regulated/down-regulated genes were those genes whose expressions had been altered by more than 1,9 fold.



