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samples were analyzed by HPLC MS/MS to investigate the
metabolic difference of the host cells with or without addition of
phenolic compounds.
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The purpose of this study was to find out if polyphenols can
influence the gut bacteria and host cells interaction. We
investigated this topic via a combination of microbiology and
metabolomics approaches.

10. Streptomycin biosynthesis
11. Nitrogen metabolism

Metabolic pathway
Analysis

Discussion and Future Directions

This project is still in progress, we have only the results of bacteria adhesion
assay of Escherichia coli 0157:H7 to Caco-2 cells treated with EGCG. The result
shows that the bacteria colony number decrease from 4.5x10° to 2x10° cfu/ml
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* Polyphenol solutions were prepared
into 9 different concentrations included
3.5, 3, 25, 2,1, 0.5, 0.25, 0.125 and
0.0625 mg/mL.

e 100uL of polyphenol solution was
added to all wells in the plate.

e 100puL of diluted bacteria culture of
each strain was added to all wells in the
plate

* Every treatment include 3 replicates

Figure 1: Adhesion of Escherichia
coli 0157:H7 culture to Caco-2 cells
hour. after 1 hour of pretreatment with
(left) and without (right) EGCG.

group, red) and Caco-2 cells to Escherichia coli
0157:H7 with EGCG treated culture (left group,
blue). The plot shows 14 significantly different
metabolites to the separation of the two testing
culture groups.
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