53 Participants assessed for eligibility

4 Discontinued
3 Did not meet inclusion criteria

A

y

49 Randomized

A 4

Wgroup |

32 Assigned to receive
acarbose and WTP diet

5 Discontinued
2 Adverse events
2 Protocol violation
1 Declined further participation

h 4

27 Completed and
included in analysis

1 Declined further screening

{ U group

17 Assigned to receive
acarbose and usual care

1 Discontinued

1 Unrelated iliness

A

16 Completed and
included in analysis
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Day 0

Day 28
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Streptococeus salivarius CAG0125
Streptococcus salivarius CAG0449
CAGO0419

Lachnospiraceae bacterium CAG0045
Lactobacillus delbrueckii CAG0236
Ruminococcus sp. CAG0033
Clostridiales bacterium CAG0043
CAG0042

Clostridiales bacterium CAG0023
Clostridium leptum CAG0155
Eubacterium rectale CAGO079
Lachnospiraceae bacterium CAG0161
Lachnospiraceae bacterium CAG0409
Eubacterium eligens CAG0037
Eubacterium rectale CAG0153
Butyrate producing bacterium CAG0224
Bifidobacterium pseudocatenulatum CAGO046
Sutterella sp. CAG0133
Bifidobacterium longum CAG0064
Lactobacillus reuteri CAG0207
Faecalibacterium prausnitzii CAG0106
Escherichia coli CAG0009
Ruminococcus gnavus CAGO07S
CAG0145

Bacteroides fragilis CAG0035
Clostridium bolteae CAG0015
Flavonifractor plautii CAG0028
Clostridiales bacterium CAG0080
Ruminococcus sp. CAG0104
Bacteroides vulgatus CAG0021
Bacteroides dorei CAG0365
Bacteroides stercoris CAG0022
Bacteroides thetaiotaomicron CAG0032
Bacteroides xylanisolvens CAG0086
Bacteroides uniformis CAGO031
Eggerthella lenta CAGD093
Phascolarctobacterium succinatutens CAG0100
Dorea longicatena CAG0010
Roseburia inulinivorans CAG0087
CAGO0267

Roseburia intestinalis CAG0048
Clostridium sp. CAG0017

Clostridium sp. CAG0131
Lachnospiraceae bacterium CAG0057
CAGO0394

Lachnospiraceae bacterium CAG0138
CAG0453

Clostridiales bacterium CAG0246
Oscillospiraceae bacterium CAG0221
Clostridiales bacterium CAG0380
Oscillospiraceae bacterium CAG0255
CAG0052

Bacteroides vulgatus CAGO067
CAG0226

CAGO117

CAG0404

Subdoligranulum variabile CAG0331
CAGO0164

CAG0259

Odoribacter splanchnicus CAG0058
Bilophila wadsworthia CAG0076
Bacteroides cellulosilyticus CAG0063
Subdoligranulum sp. CAG0434
Ruminococcaceae bacterium CAGO0281
CAG0326

Bacteroides xylanisolvens CAG0178
CAG0291

Paraprevotella clara CAG0095
Clostridiales bacterium CAG0111
Oscillospiraceae bacterium CAG0202
CAG0380

Alistipes putredinis CAG0116
Odoribacter sp. CAG0128
Adlercreutzia sp. CAG0122
Clostridiales bacterium CAGO0134
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Streptococcus salivarius CAG0125
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Clostridium sp. CAG0131
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| | B | Faecalibacterium prausnitzii CAG0292
Clostridiales bacterium CAG0246
Oscillospiraceae bacterium CAG0221
Eubacterium eligens CAGO0090
Oscillospiraceae bacterium CAG0255
Clostridiales bacterium CAGO0134
Roseburia hominis CAG0173
Lachnospiraceae bacterium CAG0138
Clostridiales bacterium CAG0111
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Lachnospiraceae bacterium CAGO057
Oscillospiraceae bacterium CAG0312
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Bacteroides plebeius CAG0018
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Bacteroides xylanisolvens CAG0086
CAGD380
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Bilophila wadsworthia CAG0076
Oscillospiraceae bacterium CAG0202
Odoribacter splanchnicus CAG0058
Klebsiella pneumoniae subsp. pneumonia CAG0051
Bacteroides intestinalis CAG0461
Bacteroides cellulosilyticus CAG0063
Oscillospiraceae bacterium CAG0034
Bacteroides caccae CAG0012
Clostridiales bacterium CAG0080
Bacteroides thetaiotaomicron CAG0032
Bacleroides uniformis CAG0031

| | Bacteroides dorei CAG0365
] [ | B | Bacteroides vulgatus CAG0021
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Lactobacillus reuteri CAG0207
Bifidobacterium longum CAG0064
Bifidobacterium pseudocatenulatum CAG0046
Faecalibacterium prausnitzii CAG0292
Clostridiales bacterium CAG0246
Oscillospiraceae bacterium CAG0312
Clostridiales bacterium CAG0134
Adlercreutzia CAG0122
Oscillospiraceae bacterium CAG0255
Subdoligranulum variabile CAG0082
Roseburia hominis CAG0173
Lachnospiraceae bacterium CAG0138
Oscillospiraceae bacterium CAG0221
Clostridiales bacterium CAG0111
Alistipes sp. CAG0185
Oscillospiraceae bacterium CAG0202
Alistipes putredinis CAG0116
Odoribacter splanchnicus CAG0058
Clostridium sp. CAG0264
Clostridiales bacterium CAG0390
Odoribacter sp. CAG0128
Eubacterium ventriosum CAG0248
Clostridium sp. CAG0131

Roseburia inulinivorans CAG0341
Lachnospiraceae bacterium CAG0057
Klebsiella pneumoniae subsp. pneumonia CAG0051
Eubacterium eligens CAG0090
Bacteroides plebeius CAG0018
Bacteroides cellulosilyticus CAG0063
Bilophila wadsworthia CAG0076
Oscillospiraceae bacterium CAG0034
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Clostridiales bacterium CAG0080
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_| Bacteroides thetaiotaomicron CAG0032

Bacteroides uniformis CAG0031
Bacteroides dorei CAG0365
Bacteroides vulgatus CAG0021
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