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Abstract: Probiotic supplementation has been shown to modulate the gut–skin axis. The goal of this
study was to investigate whether oral spore-based probiotic ingestion modulates the gut microbiome,
plasma short-chain fatty acids (SCFAs), and skin biophysical properties. This was a single-blinded,
8-week study (NCT03605108) in which 25 participants, 7 with noncystic acne, were assigned to take
placebo capsules for the first 4 weeks, followed by 4 weeks of probiotic supplementation. Blood
and stool collection, facial photography, sebum production, transepidermal water loss (TEWL), skin
hydration measurements, and acne assessments were performed at baseline, 4, and 8 weeks. Probiotic
supplementation resulted in a decreasing trend for the facial sebum excretion rate and increased TEWL
overall. Subanalysis of the participants with acne showed improvement in total, noninflammatory,
and inflammatory lesion counts, along with improvements in markers of gut permeability. The gut
microbiome of the nonacne population had an increase in the relative abundance of Akkermansia, while
the subpopulation of those with acne had an increase in the relative abundance of Lachnospiraceae
and Ruminococcus gnavus. Probiotic supplementation augmented the circulating acetate/propionate
ratio. There is preliminary evidence for the use of spore-based probiotic supplementation to shift
the gut microbiome and augment short-chain fatty acids in those with and without acne. Further
spore-based supplementation studies in those with noncystic acne are warranted.

Keywords: probiotics; short-chain fatty acids; gut microbiome; acne; sebum; TEWL

1. Introduction

The use of antibiotic treatment courses is common for several inflammatory dermatol-
ogy conditions, such as acne vulgaris, rosacea, and hidradenitis suppurativa. The chronic
use of antibiotics increases the development of drug-resistant bacteria, such as Cutibacterium
acnes or Staphylococcus aureus [1,2]. Apart from drug-resistant bacteria, long-term antibiotic
use can lead to gut dysfunction and the emergence of antibiotic-resistant gut bacteria [3].

There is growing interest in understanding how the gut microbiome may communicate
with the skin. Specifically, gut bacteria are thought to engage different modes of communi-
cation with the skin and to comprise the gut–skin axis [4]. Previous investigations have

J. Clin. Med. 2023, 12, 895. https://doi.org/10.3390/jcm12030895 https://www.mdpi.com/journal/jcm

https://doi.org/10.3390/jcm12030895
https://doi.org/10.3390/jcm12030895
https://creativecommons.org/
https://creativecommons.org/licenses/by/4.0/
https://creativecommons.org/licenses/by/4.0/
https://www.mdpi.com/journal/jcm
https://www.mdpi.com
https://orcid.org/0000-0003-4191-547X
https://orcid.org/0000-0003-4070-5171
https://orcid.org/0000-0001-9632-6571
https://orcid.org/0000-0001-7205-8162
https://doi.org/10.3390/jcm12030895
https://www.mdpi.com/journal/jcm
https://www.mdpi.com/article/10.3390/jcm12030895?type=check_update&version=2


J. Clin. Med. 2023, 12, 895 2 of 21

reported that the gut microbiome may influence the immune system and inflammation
in conditions such as psoriasis [5–7], acne [8,9], rosacea [10], and atopic dermatitis [11].
Accordingly, there is more interest in understanding how oral probiotics may modulate the
skin. Probiotics have been shown to exhibit anti-inflammatory effects locally and distally
from the gut [12–14].

Several studies indicate that oral probiotic intake may be beneficial to the skin. For
example, probiotics may improve atopic dermatitis [15]. A probiotic consisting of Lacto-
bacillus acidophilus, Lactobacillus delbrueckii subspecies bulgaricus, and Bifidobacterium bifidum
was shown to be similarly effective to minocycline 100 mg daily for acne [16]. Oral supple-
mentation with Bifidobacterium breve can attenuate UV-induced decreases in skin hydration
and increases in transepidermal water loss (TEWL) [17,18]. Another study with ingestion
of B. breve fermented milk improved skin hydration in human volunteers [19].

Despite this emerging evidence, it still remains unclear how probiotics are mech-
anistically communicating with the skin and how they may globally affect the skin’s
biomechanical properties, such as sebum production, transepidermal water loss, and skin
hydration. Although fermented foods have been shown to increase skin hydration [19],
human studies that assess how probiotic supplementation influences sebum production
and skin barrier properties are sparse.

The purpose of this study was to prospectively evaluate how oral spore-based probi-
otics may alter skin biomechanical properties and sebum production. In particular, acne is
a multifactorial disease that is driven by the hyperproliferation of epidermal keratinocytes,
sebum production by sebocytes, inflammation that is believed to be secondary to the over-
growth of Cutibacterium acnes, and scarring that results from ongoing inflammation [20–22].
Accordingly, we included the recruitment of participants with noncystic acne to further
stratify the population. Finally, we assessed changes in the gut microbiome and plasma
short-chain fatty acids to correlate these factors to changes in the skin.

2. Materials and Methods
2.1. Study Participants

This 8-week single-blinded, placebo-controlled study was conducted from June to Oc-
tober 2018. The Institutional Review Board at the University of California, Davis, approved
this study (Protocol #1242039), and it was registered on ClinicalTrials.gov (NCT03605108).
All participants provided written informed consent prior to participation and received
financial compensation. Twenty-five healthy participants (mean age: 30.8 years; range:
19–62 years) were screened and enrolled through the UC Davis Dermatology clinic. Clinical
research coordinators enrolled and assigned the interventions. Exclusion criteria included
any topical antibiotic or benzoyl-peroxide-containing product within one month of partici-
pation, individuals with BMI higher than 30 kg/m2, subjects that started a new hormonal
birth control agent or switched to a different hormonal birth control within the previous
two months, individuals who had used a systemic antibiotic or systemic antifungal within
1 month of study participation, individuals who were exposed to oral isotretinoin, indi-
viduals who were using or had used a topical retinoid during the previous 14 days, and
subjects who were using medications that alter blood lipids such as statins and antihy-
perlipidemic medications. Participants with cystic acne were excluded, but subjects with
noncystic acne (n = 7) were eligible. Finally, subjects were excluded if they were current
smokers, had smoked tobacco over the past year, or had a 5 pack/year smoking history.
Participants were allowed to use their current facial regimen so long as the regimen was
not changed during the study. Participants were directed to avoid any facial cosmetic
procedures while participating.

2.2. Study Design and Intervention

The study consisted of three visits (baseline, week 4, and week 8), as shown in Figure 1.
Twenty-five subjects received placebo pills for the first four weeks, and the same twenty-five
subjects then received spore-based probiotics (Megasporebiotic, Microbiome Labs, Saint
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Augustine, FL) consisting of 4 billion spores from Gram-positive, spore-forming strains
(Bacillus indicus (HU36), Bacillus subtilis (HU58), Bacillus coagulans, Bacillus licheniformis, and
Bacillus clausii) for the next four weeks. Subjects were instructed to take two capsules per
day. Subjects were instructed not to wash their faces or body or apply any products to their
faces on the day of their study visit.
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Figure 1. CONSORT diagram for the clinical study.

2.3. Blood Collection

Fasting blood samples were collected at baseline, week 4, and week 8 to assess baseline
and endpoint values of short-chain fatty acids and cytokines related to inflammation and
intestinal barrier permeability (TNFa, LPS, FABP-2, zonulin) to correlate this with the
microbiome assessments.

2.4. Cytokine Measurement ELISA

Blood collected from participants was centrifuged at 1200 rpm at room temperature for
10 min, and then plasma was collected in methanol-washed Eppendorf tubes, aliquoted, and
stored in a −80 ◦C freezer. Freeze–thaw cycles were avoided, and each sample was thawed
only once prior to use. ELISA assays were performed according to the manufacturer’s
protocol for FABP2 and TNFa (Thermo Fisher Scientific, Frederick, MD, USA) and LPS and
zonulin (MyBioSource, San Diego, CA, USA). All cytokine measurements were performed
in triplicate.
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2.5. Facial Photography

High-resolution photographs were taken at baseline, week 4, and week 8 with the use
of the BTBP 3D Clarity Pro Facial Modeling and Analysis System (Brigh-Tex BioPhotonics,
San Jose, CA, USA). The photographic instrumentation takes automated photographs in
zero extraneous ambient lighting with reproducible placement of the face and identical
photographic exposures. This system has been validated in comparison to clinical grading
of multiple facial features [23–26].

2.6. Facial Grading and Analysis

Photographic grading was performed by a board-certified dermatologist in a blinded
fashion. Subjects with acne were assessed for changes in the acne by quantifying the
inflammatory and noninflammatory lesions.

2.7. Skin Barrier Function

The investigators assessed skin barrier function by measuring sebum production
(Sebumeter SM 815; Courage and Khazaka, Cologne, Germany), transepidermal water loss
(TEWL, Vapometer; Delfin Technologies, Stamford, CT, USA), and hydration (MoistureMe-
terSC; Delfin Technologies, Stamford, CT, USA) at baseline, 4, and 8 weeks.

2.8. Skin Microbiome Collection

Nasolabial and glabellar skin was swabbed under sterile conditions with sterile swabs
to collect specimens for microbiome analysis at baseline, 4, and 8 weeks. Copan-e swabs
(480C) were used to collect microbiome samples. Swabs were collected into 300 µL Copan-e
buffer in sterile DNase-free microfuge tubes in order to minimize sample volume. Swabs
were stored at −80 ◦C until DNA was extracted. At each visit, a noninvasive adhesive pore
cleansing strip (Biore, Cincinnati, OH, USA) was applied along with sebutapes (Cuderm,
Dallas, TX, USA).

2.9. Gut Microbiome Collection

Fecal stool samples were collected to determine how the gut microbiome and lipidome
shifts at baseline, 4, and 8 weeks. Subjects were given at-home stool collection kits. Kits
were expected to be used within 24 h of the weeks 0, 4, and 8 visits. The subjects were
instructed to keep the stool in their at-home freezer until their clinical visit. Stool collection
kits included ice packs to keep the sample cool upon transport. Once received, stool
samples were kept at −80 ◦C until processing.

2.10. Microbiome Analysis

Fecal samples were defrosted on ice, and sterile spatulas were used to transfer
0.25 ± 0.05 g fecal material into Qiagen PowerSoil (12888-100) bead tubes. After bead-
beating, samples were sterilized by heating at 80 ◦C for 3 min, frozen, then thawed, and
treated with 10 mg/mL lysozyme for 2 h at 42 ◦C. DNA was eluted in 60 µL instead
of 100 µL. Skin swabs were processed in the same manner, except that heat killing and
lysozyme steps were performed prior to bead-beating.

The V3-V4 region of the 16S rRNA gene was amplified for sequencing. The V3 F
primer was the same for both fecal and skin samples:

5′-TCGTCGGCAGCGTCAGATGTGTATAAGAGACAG.
For the fecal samples, previously published V4 R primers were used [27]. V4 F skin

microbiome-specific primer was:
5′-GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAG.
Phusion high-fidelity DNA polymerase (ThermoFisher F530L) was used for library

preparation: 1 U polymerase, 2 mM MgCl2, 5% DMSO, 0.5 µM each primer, 0.2 mM dNTPs
in a final reaction volume of 25 µL. A total of 3 µL fecal DNA or 5 µL swab DNA was used
per reaction. For reactions that did not result in bands, PCR was retried with more DNA
(5 µL for fecal and 10 µL for swab).
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The PCR program included a 2 min hot start (98 ◦C), followed by 30 cycles of 98 ◦C for
30 s, 62 ◦C for 30 s, and 72 ◦C for 15 s, with a final extension at 72 ◦C for 30 s before pausing
at 4 ◦C. All samples were run on a gel to ensure the PCR was successful and quantified
using the Qubit Fluorometer system. Samples were sent to the University of California
Berkeley for barcoding and sequencing. A 300-cycle paired-end sequencing was performed
on the Illumina MiSeq platform (Illumina, San Diego, CA USA).

Sequencing data were processed in Qiime2 [28]. A variety of PCoA plots were con-
structed, Shannon diversity was calculated and compared by group and treatment, and
t-tests, fold-changes, and ∆ relative abundances were calculated for each taxon and com-
pared across groups/treatments. Trends were also visualized, and variances were calculated
per taxon. For abundant operational taxonomic units (OTUs) not well-resolved using the
Qiime2 classifier, phylogenies were constructed to better place them and to further parse
or clump OTUs. Type sequences were pulled from the Ribosomal Database Project (RDP)
website [29]; MEGA7 was used to align sequences and construct phylogenies [30].

2.11. Short-Chain Fatty Acid Quantification

Plasma SCFAs were isolated and quantified as dimethyl-tert-butylsilane (DiMTBS)
derivatives by GC-MS. Specifically, plasma samples (250 µL) isolated from EDTA containing
sampling tubes and aqueous calibration solutions, and procedural LC-MS water blanks
were enriched with 5 µL of 5.24 mM d3-acetate and 0.259 mM d5-propionate (CDN),
acidified with 15 µL 6 N hydrochloric acid, and extracted with 1 mL of MTBE. Samples
were centrifuged for 5 min at 10,000 rcf, and 0.5 mL of the supernatant was dried with
~100 mg of sodium sulfate for 10 min. A 100 µL subaliquot was incubated with 15 µL
of MTBSTFA +1% TBDMS (Sigma-Aldrich, St. Louis, MO, USA) at 50 ◦C for 90 min
and allowed to sit at room temperature overnight. Samples were then enriched with
10 µL of 272 µM 15:1n5 methyl ester internal standard. Residues were separated on
6890 GC equipped with a 30 m × 0.25 mm, 0.25µm DB-5 ms, and 5973N MSD (Agilent
Technologies, Santa Clara, CA, USA) using a 1:10 split of a 2 µL injection, electron impact
ionization, and selected ion monitoring/full scan mass spectra generation. GC parameters:
injection port—280 ◦C; oven program—100 ◦C (hold 2 min), 35 ◦C/min to 280 ◦C; carrier
gas—1.5 mL/min helium; total flow—19 mL/min. Data were acquired and processed with
MassHunter v B.08. Acetate was corrected for d3-acetate recoveries, while propionate and
butyrate were corrected for d5-propionate recoveries.

2.12. Statistical Analysis

The primary outcome measures were to assess whether probiotics could reduce sebum
production after 4 weeks of probiotic supplementation. Secondary outcome measures
included shifts in the gut microbiome, changes in skin barrier biophysical properties, skin
microbiome changes, and changes in blood SCFAs. The study participants were analyzed
as an overall group and then subdivided into two groups, Acne and No Acne. The data
were analyzed at baseline, 4, and 8 weeks. The alpha was set to 0.05, and a repeated
measure Wilcoxon test was used to perform statistical analysis. In addition, p-values
were considered significant if they were less than 0.05 and are reported as approaching
significance if between 0.05 and 0.2. Prism v.9 (GraphPad Software LLC, San Diego, CA,
USA) was utilized to analyze the data.

3. Results
3.1. Skin Biophysical Properties

Changes in the skin barrier and the sebum production rate were assessed. The placebo
intervention induced no change in the sebum excretion rate, but the probiotic intervention
had a decreasing trend in the sebum excretion rate by 13% (Figure 2, p = 0.18). The sebum
excretion rate remained unchanged with placebo or probiotic exposure after stratifying
for those without acne. However, when stratifying for those with acne, there was a
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marked 28% decrease in the sebum excretion rate after probiotic exposure that approached
significance (Figure 2, p = 0.125), while there was no change during the placebo intervention.
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Figure 2. Sebum excretion rate. Forehead (FRHD) measurements are depicted for the overall
population as well as those without and with acne. (A) Overall, sebum excretion had a decreasing
trend after probiotic ingestion. (B) Sebum excretion was unchanged with placebo or probiotic
ingestion in the no acne group (n = 18). (C) A decreasing trend for sebum excretion was noted after
probiotic exposure in those with acne (n = 7, p = 0.125), whereas there was no change in the placebo
treatment period. Error bars represent mean + SEM.

Skin hydration on the cheek had an increasing trend with probiotic supplementation
(Figure 3, p = 0.18) but not with placebo. Forehead hydration was not found to have
any differences.
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Figure 3. Skin hydration. After supplementation with 4 weeks of placebo and 4 weeks of probiotics,
skin hydration was measured on the cheek and forehead. (A) Skin hydration trended toward an
increase (p = 0.18) after probiotic supplementation on the cheeks, but there was no difference noted
on the forehead (B). Subanalysis in those without acne did not show any differences on the cheeks
(C) or forehead (D). Subanalysis among those in the acne group did not show any differences on the
cheek (E) or the forehead (F). Error bars represent mean + SEM.

After probiotic supplementation, cheek transepidermal water loss (TEWL) was in-
creased overall and in those with and without acne (Figure 4). Similarly, the forehead had
an increasing trend in the overall population (p = 0.14) and in those with acne (p = 0.08).
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Figure 4. Skin transepidermal water loss (TEWL). TEWL was measured after placebo and probiotics
supplementation for 4 weeks. Probiotic treatment increased TEWL on the cheek (A) and trended up
on the forehead (B). In the no acne group, probiotic supplementation increased TEWL on the cheek (C)
but not on the forehead (D). In the group with acne, probiotic supplementation increased the TEWL
on the cheek (E) and the forehead (F). Error bars represent mean + SEM, * p ≤ 0.05, ** p ≤ 0.01.

3.2. Gut-Derived Proteins and TNF-Alpha

Several blood markers offer insight into inflammation and intestinal permeability
(“leaky gut”), and we sought to understand how probiotic interventions may impact these
markers. At baseline, there was no difference between those with and without acne for
TNF-alpha, zonulin, or LPS. However, FABP-2 levels were elevated in those with acne
relative to those without acne (Figure 5, p = 0.088) prior to any interventions.
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Figure 5. Baseline plasma markers for “leaky gut” and inflammation. Plasma concentrations were
measured after participants were divided into two groups based on the presence or absence of acne.
(A) Mean human FABP-2 concentration had an increasing trend within the acne group compared
to the no acne group (p = 0.088). (B) Mean overall lipopolysaccharides (LPS), zonulin (C), or TNF-
alpha (D) concentrations were different among the groups. Error bars represent mean + SEM.

Supplementation with the placebo did not shift the plasma levels of FABP-2 (Figure 6),
zonulin (Figure 7), or TNF-alpha (Figure 8). The lipopolysaccharides (LPSs) level increased
by 9.2% in those with acne after placebo exposure but not in the group without acne
(Figure 9, p < 0.05). Exposure to the probiotic led to a normalization of LPS (Figure 9),
while the levels of zonulin and TNF-alpha remained unchanged. When comparing the acne
group against the no acne group, there was a trend toward a decrease in FABP-2 (p =0.14)
and a trend toward an increase in zonulin (p = 0.099) after probiotic exposure. When the
data were evaluated for shifts from probiotic exposure in those with acne, there were no
significant shifts in FABP-2 (Figure 6C), TNF-alpha (Figure 8C), or LPS (Figure 9C), but
there was a trend toward an increase in zonulin (Figure 7C, p = 0.052).
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Figure 6. FABP-2 levels. Participants received placebo for the first 4 weeks and probiotics for the
next 4 weeks. (A) Placebo supplementation did not lead to differences between the acne and no acne
groups. (B) Probiotic exposure led to a decreasing trend in FABP-2 in the acne group compared with
the no acne group. (C) There was no significant change after probiotic exposure within the acne
subpopulation. Error bars represent mean + SEM.
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Figure 7. Zonulin levels. Participants received placebo for the first 4 weeks and probiotics for the
next 4 weeks. (A) Placebo supplementation did not lead to differences between the acne and no acne
groups. (B) Probiotic exposure led to an increasing trend in zonulin in the acne group compared with
the no acne group. (C) There was a trend toward an increase within the acne subpopulation. Error
bars represent mean + SEM.
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Figure 8. TNF-alpha levels. Participants received placebo for the first 4 weeks and probiotics for
the next 4 weeks. (A) Placebo supplementation did not lead to differences between the acne and no
acne groups. (B) Probiotic exposure did not lead to differences in the acne group compared with
the no acne group. (C) There was no significant change after probiotic exposure within the acne
subpopulation. Error bars represent mean + SEM.
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Figure 9. LPS levels. Participants received placebo for the first 4 weeks and probiotics for the next
4 weeks. (A) Placebo supplementation did not lead to differences between the acne and no acne
groups. (B) Probiotic exposure did not lead to differences in the acne group compared to the no acne
group. (C) There was no significant change after probiotic exposure within the acne subpopulation.
Error bars represent mean + SEM, ** p ≤ 0.05.
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3.3. Acne Response to Probiotic Intervention

Acne was graded by lesion counting. Placebo supplementation did not lead to any
significant changes in the lesion counts (Figure 10). However, probiotic supplementation
significantly decreased the noninflammatory lesions and the total lesion counts, while the
decrease in inflammatory lesions approached significance (p = 0.054).
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Figure 10. Acne lesion counting. Acne lesions were counted at each visit in participants with
noncystic acne (n = 7). Placebo supplementation for 4 weeks did not lead to any change in the
lesion counts. However, the total lesion (TL) and noninflammatory lesion (NIL) count decreased
with 4 weeks of probiotic supplementation. The inflammatory lesion (IL) decreased and approached
significance (p = 0.054). Error bars represent mean + SEM, ** p ≤ 0.01.

3.4. Changes in the Gut and Skin Microbiome

Gut and skin microbiome diversity was assessed by the Shannon diversity. Neither
the skin nor the gut microbiome Shannon diversity significantly changed after the placebo
or probiotic interventions (Figure 11) in either the acne or nonacne populations.

Despite the lack of shifts in overall diversity, several patterns emerged when stratifying
the gut microbiome by those with and without acne. The largest bacterial changes in the
fecal genera after 4 weeks on the probiotic in the no acne group are depicted in Figure 12
and include Alloprevotella (42-fold increase), Lactococcus (18-fold increase), Rhodospirillales
(11-fold increase), and Prevotella (9.7-fold increase). The largest relative abundance changes
were in Akkermansia (2.8-fold increase), Prevotellacae NK3B31 group (2.9-fold increase), Lacto-
bacillus (13-fold decrease), Ruminococcus torques group (3.5-fold decrease), and Streptococcus
(12-fold decrease).

A similar analysis among those with acne (Figure 13) showed that the fecal bacterial
genera with the largest bacterial changes after 4 weeks on the probiotic included Selenomon-
adales (16-fold increase), Ruminococcus gnavus group (15-fold increase), Erysipelatodostridium
(13-fold increase), Ruminidostridium (7.0-fold decrease), Erysipelotrichaceae (9.0-fold decrease)
Butyricoccus (8.6-fold decrease), Ruminiococcus (10-fold decrease), and Clostridium sensu stricto
(34-fold decrease). The largest relative abundance changes were in Streptococcus (6.2-fold in-
crease), Ruminococcus gnavus group (15-fold increase), and Veilonella (5.3-fold decrease).
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Figure 11. Shannon diversity of microbiome. Skin and gut microbiome Shannon diversities did not
change with probiotic supplementation in either the acne or the no acne group. (A) Skin Shannon
diversity; (B) Fecal Shannon diversity.
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3.5. Changes in the Blood Short-Chain Fatty Acids

Prior to any supplementation, we noted that those with acne had a trend toward
lower acetate levels (p = 0.15) without differences in butyrate and propionate levels in the
blood (Figure 14). Probiotic supplementation led to an increasing trend in acetate levels
(Figure 4B, p = 0.13) and a significant increase in the acetate/propionate ratio. Subanalysis
of the no acne group showed increasing acetate levels approaching significance (Figure 4D,
p = 0.11) and an increase in the acetate/propionate ratio (p = 0.05). Subanalysis of the acne
group showed a 2.6-fold increase in the acetate/propionate ratio, but this difference was
not statistically significant (p = 0.33).
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Figure 14. Shift in plasma short-chain fatty acids. (A) Short-chain fatty acids were measured at
baseline for the entire study population (n = 25), acne subpopulation (n = 7), and no acne subpopu-
lation (n = 18). There was a trend toward a decrease in acetate levels in those with acne (p = 0.15).
(B) Probiotic supplementation led to an increasing trend in acetate levels (p = 0.13) and a significant
increase in the acetate/propionate ratio in the overall population. (C) When stratifying for those
with acne, probiotic supplementation led to a 2.6-fold increase in the acetate/propionate ratio that
was not statistically significant (p = 0.33). (D) When stratifying for those without acne, probiotic
supplementation led to an increasing trend in acetate levels (p = 0.11) and in the acetate/propionate
ratio (p = 0.05). * p ≤ 0.05.

4. Discussion

Our study shows that spore-based probiotic supplementation can modulate the skin’s
biophysical properties and the sebum excretion rate. A gut–skin connection has long been
postulated in other traditions such as traditional Chinese medicine, naturopathic medicine,
and Ayurvedic medicine. Our work contributes clinical evidence for such a connection.

Acne-related clinical studies are typically carried out over 8 to 12 weeks, and our
study was a pilot study with 4 weeks of supplementation. Nevertheless, our findings of a
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37% reduction in the total lesion count at 4 weeks of supplementation are in agreement with
another probiotic clinical study of acne that showed a 38% reduction in total lesion counts
after 4 weeks [16]. Therefore, even though this study is pilot in nature, the improvement in
acne, along with a trend toward a reduction in sebum, suggest that modulation of sebum
may contribute to acne improvement. One of the advantages of our study is that each person
served as their own control and received a placebo prior to probiotic supplementation to
decrease interindividual differences with acne assessments.

The results indicated evidence for the presence of “leaky gut”, especially among those
with acne. Although LPS did not have any changes in the overall population, LPS levels
increased with placebo supplementation in the acne subpopulation, which normalized
with probiotic supplementation. Furthermore, the FABP-2 marker was elevated at baseline
for those with acne and had a reducing trend after probiotic supplementation in this group.
FABP-2 is reported to be a marker of gut permeability [31], but it is additionally involved
in fatty acid transport and lipid absorption [32], and high-fat diets may increase the levels
of FABP-2 [33]. Therefore, it is possible that the elevated FABP-2 may represent a higher fat
intake or a greater sensitivity to fat at the gut level of those with acne. Regardless, there was
a trend toward reducing the FABP-2 levels after probiotic supplementation, suggesting that
the probiotics may normalize or reduce FABP-2 levels in those with acne. This reduction in
FABP-2 also correlates with a decrease in sebum production and with an improvement in
clinical acne.

The LPS and FABP-2 results suggest that “leaky gut” may be present in those with
acne and that probiotic exposure may normalize intestinal barrier function. However, when
considering zonulin, a protein thought to also be reflective of intestinal permeability [34],
the acne group did not demonstrate a trend toward elevated levels. Furthermore, probiotic
exposure did not statistically shift zonulin levels in the acne group (p = 0.052). It is not
clear why zonulin remained unchanged while LPS and FABP-2 shifted, but it may reflect
their differential abilities in assessing the state of the gut barrier. It is important to note
that while LPS, FABP-2, and zonulin are convenient measures that can be used to assess
intestinal permeability, they are not considered the gold standard approach. Instead, future
studies may consider measurements of the ratio of lactulose to mannitol excretion to assess
intestinal permeability [35].

Several interesting shifts in the gut and skin microbiome were noted even in the
absence of shifts in the overall Shannon diversity measures. The mix of five probiotic
bacteria used in this study (Bacillus species) is composed of spore-forming bacteria that
are typically abundant in the small intestine. Our sampling method was focused on fecal
collection that is enriched for colonic and rectal organisms and may not directly reflect
the state of the distal small intestine or the proximal large intestine. Regardless, bacterial
shifts in the distal small intestine and proximal large intestine may still have “downstream”
impacts that could be observed as significant shifts upon fecal collections.

Among the population without acne, supplementation with probiotics led to an
increase in Akkermansia, in agreement with previous supplementation studies with Bacil-
lus-based probiotics [36], along with an increase in Lactococcus and Prevotella abundance.
Interestingly, Lactococcus may have an anti-inflammatory effect [37], while Prevotella is
associated with a non-Western diet that is higher in complex fibers [38,39] and the produc-
tion of short-chain fatty acids [40]. Both Akkermansia and Prevotella are known to produce
short-chain fatty acids [40], which may be associated with the increasing trend in blood
acetate levels and the acetate/propionate ratio after probiotic supplementation.

Among those with acne, probiotic supplementation increased in the presence of the
Lachnospiraceae and Ruminococcus gnavus group and a decrease in the Butyricicoccus species.
The Lachnospiraceae family of bacteria, which includes Ruminococcus gnavus, are short-chain
fatty-acid-producing bacteria, especially acetate and propionate. This is especially notable
in the acne group, which had a large effect size in the acetate/propionate ratio with a
2.6-fold increase, although it did not reach statistical significance. The acne subanalysis is
underpowered due to only seven subjects for analysis, and our findings warrant future
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studies in a larger study population. While it is still not clear how the gut may communicate
with the skin in those with acne, our findings suggest that short-chain fatty acids deserve
further scrutiny.

The skin biophysical assessments showed no change in skin hydration and an increase
in TEWL after supplementation with probiotics. However, there were no instances of dry or
irritated skin that were noticed as a complaint or objectively noted among the participants.
Therefore, TEWL may reflect that sebum is a contributor to skin barrier function since there
was a trend toward a reduction in the sebum excretion rate.

This study had several limitations. This was a pilot study with a low number of
subjects with acne. However, this study relied on validated measures such as total lesion
count, and our findings were in agreement with a previous report of oral probiotic effects
on acne [16]. Moreover, the lesion counts were associated with a decreasing trend in sebum
production, further supporting our observations. A second limitation is that our fecal
collections were more representative of the distal colonic microbiome rather than reflecting
the entire GI tract. However, this is a common limitation in most gut microbiome analyses.
To mitigate this limitation, we included plasma assessments for gut-derived markers and
short-chain fatty acids so that we could make secondary assessments to augment our gut
microbiome findings. A third limitation is that supplementation was only conducted for
4 weeks. Four weeks is typically sufficient to assess for changes in the gut, but changes
in acne are better assessed over an 8- to 12-week period. Our study served as a pilot and
was strengthened by the serial exposure to a placebo and then a probiotic. Therefore, each
person served as their own control, and this increased the overall power of the study. Future
studies with acne should build upon the pilot results here to conduct a study over an 8- or
12-week period. Finally, we did not place any restrictions on the diet of the participants,
and this may have contributed to any variability in our results. However, we elected to
perform this study in a real-world setting and directed people to eat as they regularly
would. Moreover, each person served as their own control, which controls for the influence
of diet and strengthens our findings.

In conclusion, spore-based probiotic supplementation led to shifts in the gut micro-
biome and a trend toward decreased sebum production, especially among those with acne.
In those with acne, total, noninflammatory, and inflammatory lesion counts were improved
after 4 weeks of probiotic supplementation. Akkermansia increased in the gut microbiome
of those without acne, and Lachnospiraceae and Ruminococcus gnavus increased in the gut
microbiome of those with acne. Probiotic supplementation increased the circulating ac-
etate/propionate ratio. This study warrants further research into spore-based probiotics,
and future studies will better delineate the role of oral probiotics in modulating short-chain
fatty acids such as acetate, facial sebum production, and acne.
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