Microorganisms 2020, 8, x FOR PEER REVIEW

Table S1. Abdominal fat areas and anthropometric parameters.

Values
Parameters Treatment
0 weeks 4 weeks 8 weeks 12 weeks
Abdominal total fat CP1563-10- 335.0 =
339.7+7.1 3354+72 332.0+7.3
area (cm?) HOA 6.7
340.1 +
Placebo o 345.6+69 346.1+69 349.6+7.0
pvalue(vs. 0 0.55 0.29 0.08
placebo)
Abdominal visceral CP1563-10-
£at area (e Hoa 920235 93135 892:32 888134
Placcbo  90.8+37 903+34 89.6+35 924438
pvalue(vs. o) 0.55 0.92 0.49
placebo)
Abdominal
P1563-10-  242.9 +
subcutaneous fat 120010 Ot 165+66 2462+67 2431+656
HOA 6.5
area (cm?)
Placebo 2469:' T 0553468 2564+69 2572468
I .
pvalue(vs. ) o 0.35 0.29 0.14
placebo)
P1563-10-
Body weight (kg) ¢ H5 gi O 05409 725109 724+09 72310
Placebo  745+1.0 748+10 750+1.0 75.1+1.0
pvalue(vs. 0, 0.097 0.06 0.045
placebo)
BMI (kg/m?) Cpggilo- 270402 271+02 27.0+02 269+0.2
Placcbo  27.1+02 272+02 273+02 273402
pvalue(vs. o 0.58 0.26 0.18
placebo)
Body fat percentage = CP1563-10-
s Hoa | 342207 34408 34608 34307
Placcbo  339+07 340+08 34008 341+0.8
pvalue(vs. g 0.67 0.57 0.81
placebo)
Waist circumference  CP1563-10- o) 1 00 914407  91.8+06 922406
(cm) HOA
Placebo  91.4+07 91.8+07 922+07 92.6+0.7
pvalue(vs. ., 0.61 0.69 0.64
placebo)

Values are the mean + SEM. The p value was calculated by Student’s t-test.
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Table S2. The a-diversity indices.

2 of 7

CP1563-10-HOA Placebo p value (vs. placebo)

0 weeks

Chaol 1089.7 +35.8 1081.9 +35.5 0.88
Shannon 5.9+0.1 5.8+0.1 0.43

PD whole tree 27.7+0.9 27.0+0.8 0.55

12 weeks

Chaol 1267.7 + 44.1 1349.0 £42.5 0.19
Shannon 6.2+0.1 6.1+0.1 0.85

PD whole tree 314+1.0 323+09 0.49

Values are the mean + SEM (the CP1563-10-HOA group at 0 weeks: n=83, at 12 weeks: n=82; the placebo
group at 0 weeks: n=84, at 12 weeks: n=83). The p values were calculated by Student’s ¢-test.
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Figure S1. Plots of the placebo and CP1563-10-HOA groups at 0 (a) and 12 (b) weeks were visualized
by principal coordinate analysis (PCoA) based on the weighted UniFrac distance (the CP1563-10-
HOA group at 0 weeks: n=83, at 12 weeks: n=82; the placebo group at 0 weeks: n=84, at 12 weeks:
n=83). The p values were calculated by permutational MANOVA based on the weighted UniFrac

distance.
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Figure S2. Plots of the placebo and CP1563-10-HOA groups at 0 (a) and 12 (b) weeks were visualized
by principal coordinate analysis (PCoA) based on the unweighted UniFrac distance (the CP1563-10-
HOA group at 0 weeks: n=83, at 12 weeks: n=82; the placebo group at 0 weeks: n=84, at 12 weeks:

n=83). The p values were calculated by permutational MANOVA based on the unweighted UniFrac
distance.
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Table S3. Components of the fecal microbiota at the genus level.

Genus Composition (%)
Blautia 19.5+0.5
Bifidobacterium 10.3+0.6
Faecalibacterium 10.7+0.5
Coprococcus 91+0.3
Lachnospiraceae;g_[ Ruminococcus] 6.3+0.3
Lachnospiraceae;g 57+0.2
Roseburia 5.8+0.4
Bacteroides 55+04
Streptococcus 26+0.2
Ruminococcus 2.6+0.2
Dorea 22+0.1
Erysipelotrichaceae;g_[ Eubacterium] 1.3+0.2
Lachnospiraceae; Other 1.3+0.1
Butyricicoccus 1.1+0.1
Collinsella 1.1+£0.1

Values are the mean + SEM (n=332).
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Table S4. Summary of the characteristics of subjects and gut microbial composition of this study at week 0 and other studies.

CP1563-10-HOA Placebo Nishijima et al. [1] Hisada et al. [2] Oki et al. [3]

BMI (kg/m?) 27 27 22 25 22
Age (years) 44 42 32 38 52
Genus (%)

Blautia 219+1.2 184+1.0 16.7 14.8 44
Bifidobacterium 8.0+1.1 11.8+1.4 17.9 4.6 2.8
Faecalibacterium 10.9+1.0 9.4+0.7 5.8 5.3 7.5
Coprococcus 9.5+0.8 9.9+0.8 1.4 1.4 2.2
Lachnospiraceae;g_[Ruminococcus] 6.5+0.6 7.0+0.7 - - 0.4
Lachnospiraceae;g 47+04 6.5+0.5 - - 0.4
Roseburia 57+0.7 6.2+0.8 22 1 1.2
Bacteroides 58+0.6 33+0.5 11.4 17.7 28.2
Streptococcus 3.0+0.5 24+0.5 2.2 2.5 1.1
Ruminococcus 23+03 28+0.4 5.6 7.1 3.3
Dorea 23+03 23+0.2 2.1 1.4 0.7
Erysipelotrichaceae;g_[ Eubacterium] 1.6+0.4 1.1+0.3 - - 0.6
Lachnospiraceae; Other 1.2+0.2 1.3+0.1 - - 6.5
Butyricicoccus 1.1+0.1 1.3+0.1 - - 0.01
Collinsella 1.0+0.1 1.3+0.2 3.0 2.7 0.6

Values of characteristics of subjects are the mean. Values of gut microbial composition are the mean + SEM (this study) or the mean (other studies).
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