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SUPPLEMENTARY DATA

Table S1. BMI of human subjects in 4 sample groups

05% Confidence Interval
Treatment Time Mean 5td. Error |Lower Bound |[Upper Bound
Control PO 25.549 0.438 D4.685 6.413
P12 25.585 0.435 04.728 6.442
greentea  TO 25.666 0.450 24.780 26.552
T12 25.667 0.454 04.774 6.561

Table S2. Dietary intake of human subjects in 4 sample groups.»

Dietary Variables Control Green Tea P-valueb
PO P12 T0 T12
Calories (kcals) 1545 + 74 1413 £ 74 1532 £ 76 1434 =77 0.963
Carbohydrates (g)  193.1+9.3 1745+9.3 188.7+£9.5 171.2+9.6 0.682
Protein (g) 60.4+3.2 57.1+32 62.6+3.3 584+33 0.592
Fat (g) 58.5+3.6 52.7+3.6 57.4+3.7 571+3.8 0.656
Saturated Fat (g) 182+1.2 164+1.2 182+1.2 179+1.2 0.548
Cholesterol (mg) 159 =10 152 +10 159 +11 154 + 11 0.930
Alcohol (g) 6.7+1.0 71+1.0 76+1.1 6.2+1.1 0.975
Fiber (g) 16.6 +1.0 153+1.0 17.0+1.0 16.5+1.0 0.455
Glycemic Load 91.4+45 82.0+45 87.9+4.6 794 +4.6 0.509
Added sugar (g) 46.6+3.2 38.6+32 41.4+33 36.0+33 0.229

a Values are mean + standard error.

b P-values are for the comparison between placebo and GTP groups.
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Figure S1. The scores plot from a PCA model on 4 groups of human fecal samples, including PO (before placebo
treatment), P12 (after 12-month placebo treatment), TO (before GTP treatment), and T12 (after 12-month GTP
treatment). The t[1] and t[2] are the projection values of each sample in the first and second principal

components of the model, respectively.
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Figure S2. Representative chromatogram of GTP-derived bacterial metabolites in human feces (A) and urine

(B).
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Figure S3. The scores plot from a PCA model on 4 groups of human urine samples, including PO (before placebo
treatment), P12 (after 12-month placebo treatment), TO (before GTP treatment), and T12 (after 12-month GTP
treatment). The t[1] and t[2] are the projection values of each sample in the first and second principal

components of the model, respectively.
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