Supplementary Materials:

Figure S1. Identified phyla from three fecal donors microbiota at 0, 12 and 24 h of fermentation for five

prebiotic dietary fibers analyzed based on percent of sequence reads.
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Figure S2. Identified abundant families for three fecal donors at 0, 12 and 24 h of fermentation for five prebiotic

dietary fibers analyzed based on percent of sequence reads.

Percent of Sample

100 -
75- l
50-

25 -
0_---

12 3
Donor

[E1:le) uinuj 100y A1001y0 paLa ueon|9-ejeg

SOX

Family
. Bacteroidaceae

. Ruminococcaceae

- Lachnospiraceae

. Rikenellaceae

. Other_Clostridiales

. Veillonellaceae
Verrucomicrobiaceae
Enterobacteriaceae

. Coriobacteriaceae
Barnesiellaceae
Porphyromonadaceae

. Alcaligenaceae

- Erysipelotrichaceae

. Other



3 0of 9

Figure S3. Identified abundant genera for three fecal donors at 0, 12 and 24 h of fermentation for five prebiotic

dietary fibers analyzed based on percent of sequence reads.
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Figure S4. Six metrics of analysis for alpha-diversity among samples at 0, 12 and 24 h of analysis, grouped by

donor for all five prebiotic dietary fibers analyzed.
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Figure S5. Six metrics of analysis for alpha-diversity among samples at 0, 12 and 24 h of analysis, grouped by
treatment for all three fecal donors.
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Figure S6. Bray-Curtis -diversity principal component analysis of technical replicates among each treatment

group between microbiota analysis of three fecal donors.
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Figure S7. Bray-Curtis 3-diversity principal component analysis among microbiota of three fecal donors at 0, 12

and 24 h of analysis.
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Figure S8. Variations in abundant phyla among three donors analyzed.

Percent

Donor $1 Ez 3

Firmicutes Bacteroidetes
0.54
¢}
0.5
0.4+
0.4 - $
0.34 g
0.3 T T T .I ? T
Oh 12h 24h Oh 12h 24 h
Actinobacteria Lentisphaerae
0.005 4
245 0.004 -
0.10 - 0.003 4 °
0.002
- °
05 ﬂ.i 0.001 - éE
0.00 - .I T T 0.000 - T T T
Oh 12h 24h Oh 12h 24 h
Fusobacteria Synergistetes
° °
9e-04
2e-04 -
6e-04
1e-04 -
3e-04 -
0e+00 o == emm e | Q@ +(00 o s e e
Oh 12h 24h Oh 12h 24 h

\errucomicrobia

0.15+

0.10 -

0.05 4

0.00 -

:

i

Oh 12h24h

Tenericutes

0.0015 -

0.0010 -

0.0005 -

0.0000 -

X

Oh 12h24h

T™M7

2e-04 -

1e-04

0e+00 -

Time

Proteobacteria

0.15 4

0.10 -

0.05

0.00

.

¢'*j’é

Oh 12h24h

Cyanobacteria

0.0075 -

0.0050 -

0.0025 -

0.0000 -

g | 3
ol

Oh 12h24h
Other

0.15

0.10 -

0.05 -

4

Oh 12h24h

8 of 9



Figure S9. Variations in treatment groups and pooled donors analyzed.
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