Supplementary Figures

A CTRL FM WEM

ﬁ_
[

100

50

Number of observed ASVs

0Ok 20k 40k 60k Ok 20k 40k 60k Ok 20k 40k 60k
Sequencing depth (reads)

B WEM FMPF WFMPF

100

Number of observed ASVs

o

0Ok 20k 40k 60k Ok 20k 40k 60k Ok 20k 40k 60k
Sequencing depth (reads)

C WFMPF FMB WFMB

ASVs

100

N o ~
fe)} o (9]

Number of observed

0k 20k 40k 60k Ok 20k 40k 60k Ok 20k 40k 60k
Sequencing depth (reads)

Figure S1. Observation of ASVs in relation to the number of sampled sequences. The
stabilization of the curves indicates the decrease in finding new sequence variants. CTRL:
control; FM: fermented milk without fruit pulp; WFM: washout of fermented milk
without fruit pulp; FMPF: fermented milk with passion fruit pulp; WFMPF: washout of
fermented milk with passion fruit pulp; FMB: fermented milk with buriti pulp; WFMB:
washout of fermented milk with buriti pulp.
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Figure S2. Relative abundance of communities at the phyla level associated with
fermented milk without the addition of fruit pulp (A) and with passion fruit pulp (B) or
buriti pulp (C) addition. CTRL: control; FM: fermented milk without fruit pulp; WFM:
washout of fermented milk without fruit pulp; FMPF: fermented milk with passion fruit
pulp; WFMPF: washout of fermented milk with passion fruit pulp; FMB: fermented milk
with buriti pulp; WFMB: washout of fermented milk with buriti pulp.
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Figure S3. Differential abundant (DA) taxa among FM formulations against their control,
as follows: control period vs. FMC (A), washout of FMC vs. FMPF (B) and washout of
FMPF vs. FMB (C). The dotplots represent the mean intensity of the difference (fold-
change) complemented by the standard error. The taxa are preceded by letters, that which
represent the taxonomic level, namely, Phylum (p), Class (c), Order (o), Family (f), Genus
(g), and Species (s).
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Figure S4. Relative abundance of communities at the family level associated with
fermented milk without the addition of fruit pulp (A) and with passion fruit pulp (B) or
buriti pulp (C) addition. CTRL: control; FM: fermented milk without fruit pulp; WFM:
washout of fermented milk without fruit pulp; FMPF: fermented milk with passion fruit
pulp; WFMPF: washout of fermented milk with passion fruit pulp; FMB: fermented milk
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Family
. p: Bacteroidetes; f: Bacteroidaceae
B p: Firmicutes; f: Ruminococcaceae

p: Proteobacteria; f: Enterobacteriaceae
. p: Firmicutes; f: Lachnospiraceae
- p: Firmicutes; f: Veillonellaceae

p: Actinobacteria; f: Bifidobacteriaceae
. p: Firmicutes; f: Lactobacilfaceae
B p: Firmicutes; f: Enterococcaceae

p: Firmicutes: f: Erysipelotrichaceae
B p: Bacteroidetes; f: Porphyromonadaceae
B p: Actinobacteria; f: Coriobacteriaceae

p: Proteobacteria; f: Pseudomonadaceae
. p: Actinobacteria; f: Eggerthellaceae
B p: Bacteroidetes; f: Rikenellaceae

p: Unclassified; f: Unclassified
B Others

with buriti pulp; WFMB: washout of fermented milk with buriti pulp.



