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Bifidobacterium longum subsp. longum BG-L47 boosts growth 
and activity of Limosilactobacillus reuteri DSM 17938 and its 
extracellular membrane vesicles
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ABSTRACT The aim of this study was to identify a Bifidobacterium strain that improves 
the performance of Limosilactobacillus reuteri DSM 17938. Initial tests showed that 
Bifidobacterium longum subsp. longum strains boosted the growth of DSM 17938 during 
in vivo-like conditions. Further characterization revealed that one of the strains, BG-L47, 
had better bile and acid tolerance compared to BG-L48, as well as mucus adhesion 
compared to both BG-L48 and the control strain BB536. BG-L47 also had the capacity 
to metabolize a broad range of carbohydrates and sugar alcohols. Mapping of glycoside 
hydrolase (GH) genes of BG-L47 and BB536 revealed many GHs associated with plant-
fiber utilization. However, BG-L47 had a broader phenotypic fiber utilization capacity. In 
addition, B. longum subsp. longum cells boosted the bioactivity of extracellular mem­
brane vesicles (MV) produced by L. reuteri DSM 17938 during co-cultivation. Secreted 
5′-nucleotidase (5′NT), an enzyme that converts AMP into the signal molecule adenosine, 
was increased in MV boosted by BG-L47. The MV exerted an improved antagonistic effect 
on the pain receptor transient receptor potential vanilloid 1 (TRPV1) and increased the 
expression of the immune development markers IL-6 and IL-1ß in a peripheral blood 
mononuclear cell (PBMC) model. Finally, the safety of BG-L47 was evaluated both by 
genome safety assessment and in a human safety study. Microbiota analysis showed that 
the treatment did not induce significant changes in the composition. In conclusion, B. 
longum subsp. longum BG-L47 has favorable physiological properties, can boost the in 
vitro activity of L. reuteri DSM 17938, and is safe for consumption, making it a candidate 
for further evaluation in probiotic studies.

IMPORTANCE By using probiotics that contain a combination of strains with synergis­
tic properties, the likelihood of achieving beneficial interactions with the host can 
increase. In this study, we first performed a broad screening of Bifidobacterium longum 
subsp. longum strains in terms of synergistic potential and physiological properties. 
We identified a superior strain, BG-L47, with favorable characteristics and potential 
to boost the activity of the known probiotic strain Limosilactobacillus reuteri DSM 
17938. Furthermore, we demonstrated that BG-L47 is safe for consumption in a human 
randomized clinical study and by performing a genome safety assessment. This work 
illustrates that bacteria–bacteria interactions differ at the strain level and further 
provides a strategy for finding and selecting companion strains of probiotics.

KEYWORDS Bifidobacterium longum, Limosilactobacillus reuteri, extracellular mem­
brane vesicles, synergism, host interactions, randomized clinical trial, fiber utilization, 
bioactivity
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I n nature, microorganisms usually coexist in complex ecosystems (1), allowing for 
many potential interactions that can be either synergistic, neutral, or antagonistic 

(2). Similarly, increased efficacy of a probiotic bacterium can potentially be achieved 
by co-producing or co-administering it with partner strains. Synergistic and mutualis­
tic interactions between the strains can potentially give rise to increased tolerance 
and ecological fitness, as well as potentiate host development and shape host fitness, 
ultimately improving interactions with the host (3–5). Olsson and colleagues demonstra­
ted that Bifidobacterium longum stabilizes the human microbiota, which underlines that 
bacterial interactions in the intestine can have implications for human health (6).

Synergistic effects among lactobacilli and bifidobacteria have previously been 
investigated. Zhuge and colleagues (7) demonstrated that Lactobacillus salivarius and 
Bifidobacterium longum subsp. longum (B. longum subsp. longum is hereafter refer­
red to as B. longum unless another subspecies is specified) acted synergistically to 
reduce proinflammatory cytokines and alleviate gut dysbiosis in rats with experimen­
tally induced liver injury. Combination treatment using both Lactobacillus acidophilus 
and Bifidobacterium animalis subsp. lactis has been successful in relieving symptoms 
of bloating in individuals with functional bowel disorders (8). Cheng and colleagues 
showed that Bifidobacterium breve can provide Limosilactobacillus reuteri with 1,2-pro­
panediol that L. reuteri can use as an electron acceptor, ultimately resulting in better 
energy yield during growth (9). Other approaches, such as evaluation of the combined 
protective effect of conditioned medium from L. acidophilus, B. longum subsp. infantis, 
and Lactobacillus plantarum on necrotizing enterocolitis in a rodent model, have also 
been tested. It was demonstrated that the incidence of intestinal injury was significantly 
reduced in a synergistic manner by the added supernatants (10). Synergy between 
separately cultivated lactobacilli and bifidobacteria was demonstrated by Li et al. (11), 
who observed a greater anti-inflammatory effect in HT-29 cells when they combined the 
two bacteria (11). Furthermore, in a randomized controlled trial (RCT) in patients with 
cystic fibrosis, a fecal microbiota dominated by Bifidobacterium was more likely to occur 
in patients receiving a strain of Lacticaseibacillus rhamnosus (12).

L. reuteri DSM 17938 is a well-studied probiotic strain that has shown positive clinical 
effects in alleviating various disorders such as constipation, infantile colic, and functional 
abdominal pain (13–17). The mechanisms by which L. reuteri mediates these effects are 
largely unknown but are likely to be multifactorial in nature. However, several preclin­
ical observations have been linked to the probiotic action of L. reuteri DSM 17938: 
e.g., exerting a modulatory effect on the immune system (18), enhancing the epithe­
lial integrity (19), antagonizing pain receptor signaling via the pain receptor transient 
receptor potential vanilloid 1 (TRPV1) (20), and affecting gut motility (21).

Bifidobacteria are early colonizers of the human gut and are often used in probi­
otic products (22). Continuously accumulating evidence highlights bifidobacteria as 
important inhabitants of the gut throughout life (23, 24). They are known stimulators of 
the immune system and producers of short-chain fatty acids (SCFA) and other metabo­
lites, which together contribute to intestinal and immune homeostasis (25). Bifidobacte-
ria can also stimulate the growth of other microorganisms (23, 26). Early colonization 
of Bifidobacterium strains is important for the infant immunological maturation (27). 
Furthermore, disturbance or absence of Bifidobacterium in the gut has been associated 
with elevated levels of intestinal inflammation markers (28), as well as with diseases (29) 
such as celiac disease (30) and allergic dermatitis (31). So, naturally occurring bifidobac-
teria are undeniably important members of the microbiota, but this group of bacteria has 
also shown promising probiotic capability. For example, supplementation with B. longum 
subsp. infantis EVC001 showed potential to correct systemic inflammation and altered 
immune regulation by silencing intestinal T helper 2 and T helper 17 as well as inducing 
IFN-ß in infants (28). Fang et al. have demonstrated that B. longum CCFM1029 can 
upregulate tryptophan metabolism and produce indole-3-carbaldehyde, which activated 
the aryl hydrocarbon receptor (ahr)-mediated immune response and alleviated atopic 

Full-Length Text Applied and Environmental Microbiology

July 2024  Volume 90  Issue 7 10.1128/aem.00247-24 2

D
ow

nl
oa

de
d 

fr
om

 h
ttp

s:
//j

ou
rn

al
s.

as
m

.o
rg

/jo
ur

na
l/a

em
 o

n 
23

 A
ug

us
t 2

02
4 

by
 1

93
.1

0.
10

3.
22

2.

https://doi.org/10.1128/aem.00247-24


dermatitis symptoms (32). Products with bifidobacteria have also been successfully used 
as agents to treat diarrhea (33) and infantile colic (34).

In recent decades, it has been revealed that bacteria release extracellular membrane 
vesicles (MV), which are potent mediators of various types of signals (35). Although 
MV from pathogens may carry virulence factors or toxins, there is increasing evidence 
that MV derived from mutualistic and probiotic bacteria exhibit beneficial effects on 
the host and participate in the probiotic action (36–38). L. reuteri DSM 17938 also 
produces MV (39) that can modulate intestinal motility in an ex vivo mice model (40) 
and exhibit immunomodulatory effects in a peripheral blood mononuclear cell (PBMC) 
model (41). Furthermore, we recently demonstrated the multifunctionality of these 
vesicles, including attenuation of immune responses in PBMCs, antagonism of TRPV1 
in dorsal root ganglia, and protection of epithelial cells from enterotoxigenic Escherichia 
coli (ETEC)-induced leakage (42). It was also shown that the MV from L. reuteri DSM 17938 
and BG-R46 carry a surface-anchored 5′-nucleotidase (5′NT) that can convert AMP to the 
signaling molecule adenosine. Accordingly, Liu et al. (43) showed that new-born mice 
supplemented with L. reuteri had increased levels of adenosine in plasma after treatment. 
Additionally, Liu et al. (44) showed that DSM 17938 and BG-R46 can prolong the survival 
of scurfy mice by anti-inflammatory adenosine signaling.

Thus, strains of both L. reuteri and B. longum can be potent regulators of gastrointes­
tinal functions and have been described to mediate multiple health-promoting effects. 
We sought to find a strain of bifidobacteria that enhances the probiotic activity of L. 
reuteri DSM 17938. To reduce the number of strains to evaluate, we initially screened 
several strains of Bifidobacterium for their basic properties and selected two B. longum 
strains for further characterization in search of a synergistic partner strain. The strains 
were benchmarked against the well-studied B. longum strain BB536 by assessing the 
growth-stimulating effect on L. reuteri DSM 17938 and evaluating their basic probiotic 
characteristics and carbohydrate utilization capacity. One strain, BG-L47, was selected, 
and its ability to stimulate the bioactivity of DSM 17938-derived MV was evaluated 
in several models. BG-L47 was finally evaluated from a safety perspective, both by 
assessment of the genome sequence and in a clinical safety and tolerability study.

RESULTS

Isolation and identification of B. longum strains

Seven Bifidobacterium isolates from infant feces collected in a study in Tampere, Finland 
(45), were screened by assessing their antibiotic resistance profiles and cultivability, and 
two B. longum were selected for further characterization (Table S1). Due to heterogenous 
colony morphologies when cultivated on De Man, Rogosa, and Sharpe (MRS) agar plates, 
the two isolates were subjected to repeated cultivation and re-isolation procedures that 
resulted in strains with stable colony morphology and growth. The strains were named 
BG-L47 and BG-L48, and were deposited to the German Collection of Microorganisms 
and Cell Cultures (DSMZ) where they were assigned DSM identity numbers DSM 32947 
and DSM 32948, respectively. The strains were identified as B. longum subsp. longum by 
16S rRNA gene sequencing (GenBank accession numbers MZ411576 and MZ411575) and 
by subspecies-specific PCR assays.

B. longum stimulates growth of L. reuteri DSM 17938 in simulated intestinal 
medium

We previously observed that L. reuteri DSM 17938 cannot grow in a simplified simulated 
intestinal medium (SIM; Table S2) without the addition of electron acceptors such as 
fructose or 1,2-propanediol. The initial aim of the study was to investigate whether 
specific bifidobacteria could support the growth of L. reuteri in SIM without the addition 
of an electron acceptor. The ability of the two new B. longum strains BG-L47 and BG-L48, 
as well as the reference strain BB536, to support the growth of L. reuteri DSM 17938 was 
assessed. Co-cultivation with either of the B. longum strains stimulated the growth of L. 
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reuteri DSM 17938 (Fig. 1) more than the fructose control. The average starting optical 
density at 600 nm (OD600) was 0.14 for 4%, 0.26 for 10%, and 0.66 for 25% B. longum 
inoculation (Table S3), and the average final OD600 values varied between 0.96 (4% 
BG-L48) and 2.24 (25% BG-L47). No significant differences were seen between different 
strains and concentrations (Fig. 1). In addition, the co-cultured bacteria were analyzed on 
homofermentative-heterofermentative differential (HHD) diagnostic agar plates, Bifidus 
selective medium (BSM) agar, and MRS + mupirocin (50 µg/mL) to quantify bifidobac-
teria, and it was revealed that none of the B. longum strains had grown in the SIM 
medium. In fact, all three strains of B. longum were reduced more than 100-fold during 
the incubation period ( Table S4). Thus, the increased OD was a result of L. reuteri growth. 
High-performance liquid chromatography (HPLC) analysis showed that supernatants 
from both B. longum-stimulated and fructose-control cultures contained acetate ( Table 
S5), indicating that B. longum provides L. reuteri with an electron acceptor. Metabolites 
produced by the bifidobacteria were analyzed by nuclear magnetic resonance (NMR), but 
none of the known electron acceptors of L. reuteri, including fructose, glycerol, pyruvate, 
citrate, nitrate, oxygen, and 1,2-propanediol, could be detected.

Characterization of the B. longum strains

Scanning electron microscopy showed that both BG-L47 and BG-L48 grown in MRS 
and freeze-dried displayed bulgy morphological appearances. The images reveal smaller 
particles, which may be vesicular structures appearing on the surface of bacteria as well 
as in the surrounding space (Fig. 2A and B). BG-L47 showed a less bulgy appearance 
compared to BG-L48. Images of BG-L47 also show larger amounts of web-like structures.

Physiological properties of relevance to probiotic bacteria were characterized and 
compared with the reference strain B. longum BB536. The mucus binding of the strains 
was evaluated by quantifying bacteria adhered to a mucus-coated surface. BG-L47 
adhered significantly better (P < 0.01) than the other two strains, whose adhesion was 
below the detection limit (Fig. 2C). The bile tolerance assay showed that after 90 min of 
exposure to 0.3% bovine bile, BG-L47 and BB536 had survived more than 2.5 log CFU/mL 
better (P < 0.001) than BG-L48 (Fig. 2D). There were no significant differences between 
the strains at earlier timepoints. In the low-pH tolerance assay performed in synthetic 
gastric juice at pH 3, BG-L47 decreased by three logs after 90 min, which was three logs 

FIG 1 The ability of B. longum strains to stimulate the growth of L. reuteri DSM 17938 by co-cultivation in SIM was tested. 

Bifidobacterial cell suspension (4%, 10%, and 25%) was added, and the L. reuteri DSM 17938 cultures were grown for 48 h 

followed by an OD600 measurement. The significance level used was *P < 0.05.
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FIG 2 Physiological characterization of the B. longum strains. Scanning electron microscope images showing the morphology 

of BG-L47 (A) and BG-L48 (B). The samples were sputtered with gold before imaging. Adhesion of the B. longum strains to 

mucus (C). After allowing the strains to adhere to mucus-coated microtiter wells, the number of bacteria was determined 

by trypsin release and plating. Detection limit marked with a dotted red line. Bile tolerance of the B. longum strains (D) was 

determined by exposing the bacteria to 0.3% bovine bile for 90 min, after which CFU was measured. Low pH survival of the B. 

longum strains (E) was assessed by exposing the bacteria to synthetic gastric juice at pH 3.0. CFU was measured after 0, 20, 50, 

and 90 min of exposure. The significance level for all statistical analyses was *P < 0.05.
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better than BG-L48 (P < 0.01). No significant difference between BG-L48 and BB536, nor 
between BG-L47 and BB536, was observed (Fig. 2E).

The minimum inhibitory concentration (MIC) of a panel of relevant antibiotics was 
evaluated for BG-L47 and BG-L48. Both strains had MIC values below the cutoff values 
defined by the European Food Safety Authority (EFSA) concerning susceptibility to 
antimicrobials of human and veterinary importance (46) (Table S6). BG-L47, BG-L48, and 
BB536 were shown to be non-hemolytic (Fig. S1).

Sugar fermentation profiles of BG-L47, BG-L48, and BB536 were determined under 
strictly anaerobic conditions. The results revealed a clear difference between the three 
strains, as BG-L47 was able to metabolize a broad repertoire of sugars (20 different 
sugars), and BG-L48 and BB536 were less versatile in their sugar metabolizing abilities (11 
different sugars) (Table 1). Tests were performed in five biological replicates and in case 
of deviations between the results, the fermentation capacity was denoted as variable.

Identification of glycoside hydrolase genes and analysis of the fiber degrada­
tion capacity of BG-L47 and BB536

The results presented so far resulted in the selection of one B. longum strain, BG-L47, 
for further characterization. The strain was further compared with the control strain 
BB536. A genomic comparison of the presence of glycoside hydrolase (GH) genes in 
available B. longum subsp. longum genomes revealed that BG-L47 and BB536 are well 
classified within the traditional clade of B. longum subsp. longum. BG-L47 encoded a 
total of 41 GHs, and BB536 encoded 42. BG-L47 did not carry any unique GH compared 
to BB536 and the three strains DJO10A, ATCC 15707, and NCC 2705 previously descri­
bed by Vatanen et al. (47) (Fig. 3A). The analysis of glycoside hydrolase genes showed 
extensive similarities between BB536 and BG-L47, but growth on fiber types associated 
with the identified GHs differed between the strains. BG-L47 was able to grow on most 
fibers for which there were one or more corresponding GH gene (except fructan and 
ß-glucan), whereas BB536 largely did not grow on fibers associated with the GH genes 

TABLE 1 API of B. longum BG-L47, BG-L48, and BB536 under strictly anaerobic conditionsa

BG-L47 BG-L48 BB536

Total 20 11 11
L-arabinose 5 5 5
D-ribose 1b 5 0
D-xylose 5 0 5
D-galactose 5 5 5
D-glucose 5 5 5
D-fructose 5 2 5
D-mannitol 5 0 0
D-sorbitol 5 0 0
Methyl-α-D-glucopyranoside 1b 0 0
N-acetylglucosamine 3b 0 0
Arbutin 3b 0 0
D-maltose 5 5 5
D-lactose (bovine origin) 5 5 5
D-melibiose 5 5 5
D-saccharose 5 5 5
D-melezitose 5 0 0
D-raffinose 5 5 5
Starch (amidon) 1b 0 0
Glycogen 1b 0 0
D-turanose 3 0 3
Potassium gluconate 0 3 0
aGrowth was assessed by color change, which was estimated manually on a scale of 0–5.
bIndicates that the results varied between the five biological replicates.
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FIG 3 (A) Glycoside hydrolases (GH) in B. longum BG-L47 and four control strains. The GHs are sorted into four categories according to the origin of the substrate: 

human milk glycans, host glycans, dietary glycans, and microbially derived glycans. The number of genes within a particular GH family is illustrated by a color 

scheme representing 0–5. (B) Fiber utilization in BG-L47 and BB536 presented together with GHs predicted to be involved in utilization of that specific fiber. 

Growth was determined by measuring the pH drop when cultured in mMRS with the fibers as carbon source. The explanation of the scale is 0 = pH drop 0–0.1; 

1 = pH drop 0.2–0.5; 2 = pH drop 0.5–1; 3 = pH drop 1–1.5. (C) Predicted extracellular localization of BG-L47 glycoside hydrolases. The protein sequences were 

analyzed with SignalP, TMHMM, and BLAST, and were subjected to manual annotation. The method for classification of cell surface localization described by Båth 

et al. (48) was used.
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FIG 4 Bioactivities of MV isolated from L. reuteri DSM 17938 co-cultured with B. longum BG-L47 (MV47), BB536 (MV536), or 

grown in SIM with fructose as electron acceptor (MVu). (A) Protein concentrations of MV preparations. Data are presented as 

boxplots with min to max (n = 3). (B) 5’NT activity of MV preparations. Values are presented as means with SD (n = 5).

(Continued on next page)
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in its genome (Fig. 3B). A potential explanation could be differences in gene expression 
between the two strains.

In BG-L47, 16 of the enzymes were predicted to be secreted or membrane localized 
(Fig. 3C). A majority of the proteins were predicted to be sortase dependently anch­
ored to the cell wall, but lipoproteins, N-terminal membrane-anchored, and classical 
membrane proteins were also identified.

Stimulation of L. reuteri DSM 17938 membrane vesicle bioactivity

We have previously shown that extracellular MVs can play an important role for the in 
vitro bioactivity of L. reuteri DSM 17938 (41, 42). In the present study, we have shown that 
the B. longum strains support the growth of DSM 17938, and therefore we investigated 
whether B. longum also stimulated the activity of MV from this strain. Membrane vesicles 
were isolated from DSM 17938 grown together with BG-L47 (MV47), BB536 (MV536), 
and a control culture with fructose as electron acceptor (MVu). The concentrations of 
the MV preparations were determined to 1010 particles/mL by NanoSight analysis. MV47 
contained ~5 times as much protein as MVu and ~2 times as much protein as MV536 (Fig. 
4A). We have previously observed that altered production of MV can be linked to altered 
activity of 5′-nucleotidase (5′NT) (42), and we therefore tested whether co-cultivation 
with the B. longum strains also affected the 5’NT activity of MV produced by DSM 17938. 
This analysis showed that MV47 had a higher 5’NT activity than both MV536 and MVu (Fig. 
4B).

It is known that L. reuteri and its MV can antagonize the TRPV1 receptor on dorsal 
root ganglia and stimulate IL-6 and IL-1ß in naïve PBMCs (41, 42). In this study, all 
vesicle preparations including MVu showed antagonistic effects on TRPV1 upon capsaicin 
stimulation, but MV47 had a higher antagonistic effect than MVu (Fig. 4C). In addition, 
all MV preparations stimulated the production of IL-6 and IL-1ß, but MV47 and MV536 
induced a stronger response than the control vesicles MVu (Fig. 4D and E).

Genome characteristics and safety assessment of BG-L47

The genome sequencing of B. longum BG-L47 resulted in a closed chromosome, and 
no plasmid was identified. The genome consists of 2,378,960 base pairs and has a GC 
content of 60.1% and a total of 1,941 coding sequences. The average nucleotide identity 
(ANI) analysis showed that BG-L47 is phylogenetically closest to subsp. longum. The ANI 
scores for the different subspecies were 98.1% for B. longum subsp. longum ATCC 15707, 
96.3% for B. longum subsp. suis LMG 21814, and 94.4% for B. longum subsp. infantis 
NCTC11817 (Table S7). The genetic comparison between BG-L47 and CF15-4C revealed 
that a cryptic plasmid of 3,624 base pairs had been lost during the selection procedure 
(plasmid accession number OR817922).

The genome safety assessment showed that BG-L47 has a cluster of orthologous 
groups (COG) profile comparable to BB536 (Table S8). There was no production of any 
biogenic amines or of D-lactate (Table S9). The total number of assigned COGs in BG-L47 
was 1,565, which corresponds to 80.6% of the whole genome. BB536 had a total of 
1,556 COGs assigned, corresponding to 76.9% of the genome. Interestingly, compared 
to BB536, BG-L47 encodes an additional 11 proteins belonging to the COG group G 
(carbohydrate transport and metabolism) in accordance with its broader sugar utilization 
capacity. None of the strains carry any antibiotic resistance gene. BG-L47 has 45 genomic 
islands (GI), and BB536 has 48, and there were no gene encoding resistance or virulence 

FIG 4 (Continued)

(C) TRPV1 antagonizing effects of MV preparations in a rat dorsal root ganglion (DRG) model. Vesicles were incubated with 

DRGs, and calcium flux were monitored after addition of the agonist capsaicin, n = 6. Boxplots with min to max and average 

value representation. (D) and (E) MV stimulation of IL-6 and IL-1ß secretion in PBMCs from healthy donors measured by ELISA 

(n = 6). The significance level in all graphs is *P < 0.05.
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factors on these (Table S10). In conclusion, there were no safety concerns in the genome 
of B. longum subsp. longum BG-L47.

Clinical safety and tolerability study of BG-L47

Finally, we evaluated BG-L47 in a clinical safety and tolerability study. There were no 
clinically significant differences in any of the groups in the primary endpoints vital 
signs, physical examination and frequency, intensity, or seriousness of adverse events 
(AEs) ( Table 2). There was one severe AE in the low-dose group, but after analysis by 
the clinical investigator, it was deemed unlikely to be related to the treatment. Blood 
samples showed no significant differences in hematocrit, hemoglobin, platelets, and 
leukocytes at day 28 compared to day 1. The total mean of gastrointestinal symptom 
rating score (GSRS) showed no clear differences between either treatment group at any 
of the timepoints (day 1, 7, 14, and 28). Likewise, there were no clear differences in 
the mean total gastrointestinal symptom rating score over time within the treatment 
groups. Of 36 participants, 32 had 100% compliance, meaning that the study product 
was consumed every day as directed. Four subjects, three in the placebo group and one 
in the high-dose group, missed one dose each. In conclusion, BG-L47 at a dose of up to 
1010 CFU/day was safe and well tolerated during the study.

The effect of the intervention on the microbiota composition was investigated by 
16S rRNA gene amplicon sequencing of fecal samples from the clinical study. The 
analysis showed that there were no significant changes in alpha diversity at the phylum 
and family levels (Fig. 5A, data not shown). At the genus level, alpha diversity scores 
were significantly reduced in the high-dose group with Simpson, inverted Simpson, 
and Shannon correction (Fig. S2). Interestingly, the dispersion of beta diversity at the 
genus level (Table S11) showed that there was a strong time-dependent effect that was 
significant for all comparisons between pre- and post-intervention groups. This indicates 
either an overtime effect or a matrix effect.

The microbial composition at the phylum level was found to be similar when 
comparing day 1 to day 28 (Fig. 5B). There were no clear differences in relative abun­
dance at the group level, although some participants differed (Fig. 5C). A total of 
25 different genera changed significantly after treatment with the high-dose product 
(Table S12). Further investigation revealed that the genera that decreased in abundance 
in a majority of participants in the high-dose group were Solobacterium (S. moorei) 
and Gracilibacteraceae (unknown species). However, the most distinct difference was 
an increase of Odoribacter (O. splanchnicus) observed among all participants in the 
high-dose group (Fig. S3). None of these genera were significantly changed in the 

TABLE 2 Overview of adverse eventsa

B. longum
1 × 108 CFU

N = 12

B. longum
1 × 1010 CFU

N = 12

Placebo
N = 12

Total
N = 36

n m n m n m n m

Any AE 7 12 5 7 5 8 17 27
Any SAE 0 0 0 0 0 0 0 0
Any AE leading to withdrawal 0 0 0 0 0 0 0 0
Causality
  Unlikely related 7 10 4 4 3 5 14 19
  Possibly related 1 2 2 3 1 1 4 6
  Probably related 0 0 0 0 2 2 2 2
Severity
  Mild 6 8 5 7 4 6 15 21
  Moderate 3 3 0 0 2 2 5 5
  Severe 1 1 0 0 0 0 1 1
an, number of subjects; m, number of events; AE, adverse event; SAE, serious adverse event.
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placebo or low-dose groups. There were 19 genera that changed in the low-dose group, 
and 20 in the placebo group (Table S12). Finally, no apparent increase in Bifidobacterium 
or Lactobacillus was observed when assessing the relative abundance.

The presence of BG-L47 was quantified by qPCR targeting a strain-specific gene 
encoding a protein containing InlB B repeats, and the levels detected corresponded 
well with the doses administered (Table 3). The median number of BG-L47 (or naturally 
occurring similar strains) after 28 d of intervention was 7.7 log10 CFU g−1 for the high-
dose group, 5.5 log10 CFU g−1 for the low-dose group, and 2.9 log10 CFU g−1 for the 
placebo group. At day 0, all three groups had 2.0–2.7 log10 CFU g−1. Two participants 

FIG 5 (A) Alpha diversity at the phylum level. (B) Principal coordinate analysis (PCoA) plot of treatment groups at the phylum level. (C) Heatmap showing the 

relative abundance at phylum level for all participants. Data are displayed as relative abundance. White color indicates not detected. HA denotes high dose 

after treatment, HB denotes high-dose group before treatment, LA denotes low dose after treatment, LB denotes low-dose group before treatment, PA denotes 

placebo group after treatment, and PB denotes placebo group before treatment.

TABLE 3 Median fecal levels of B. longum BG-L47 in participants receiving either high or low dose BG-L47 
or placebod

Day 0 Day 28

BG-L47 high dose 2.0 (0.0–3.3) 7.7 (7.1–8.2)a,c

BG-L47 low dose 2.7 (0.0–3.1) 5.5 (4.6–6.8)b,c

Placebo 2.3 (0.0–3.4) 2.9 (2.5–3.9)c

aHigh dose vs low dose: (estimate = 2.1335 [95% confidence interval {CI} 3.7704; 0.4966], P ≤ 0.01); high dose vs 
placebo: (estimate = 4.9144 [95% CI 6.5709; 3.2579], P ≤ 0.0001).
bLow dose vs placebo: (estimate = 2.78 [95% CI 1.12; 4.44], P ≤ 0.001).
cDenotes significance against both other groups on day 28. ANOVA with Tukey’s adjustment and baseline 
correction.
dValues are median (interquartile range) of samples shown in log10 CFU g−1.
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in the placebo group had detectable levels of the target gene at both timepoints (6.2 
to 9.0 log10 CFU g−1). Analysis of variance (ANOVA) with baseline correction and Tukey’s 
adjustment showed that the high-dose group had significantly more BG-L47 compared 
to the low-dose and placebo groups. The low-dose group had significantly more BG-L47 
compared to the placebo group.

DISCUSSION

Lactobacillaceae and Bifidobacteriaceae are two abundant bacterial families in the infant 
gut and are also common in adults. Both bacteria have been associated with multiple 
health benefits and incidence-preventive effects (29, 49). Although there are many 
commercial probiotic products on the market containing multiple strains that lack 
support for synergistic interactions, we sought to investigate a potentially synergistic 
effect of combining two species that may encounter each other in the gut. Bifidobac-
teria and lactobacilli have been shown to co-localize in the human neonatal gut and 
may likely interact there (50). By growing them in a substrate with similarities to the 
content of the intestine (simulated intestinal medium, SIM), we aimed to mimic some 
of the interactions that occur in the gut with a potential benefit for the probiotic 
activity. Combinations of lactobacilli and bifidobacteria have been explored by others, 
but bacterial interactions in an intestinal-like environment, resulting in both increased 
growth and bioactivity, have not, to our knowledge, been previously studied.

We first showed that strains of B. longum stimulated the growth and later also 
the bioactivity of L. reuteri DSM 17938 membrane vesicles. Previously, Adamberg et 
al. (51) showed that specific strains of Bifidobacterium and Lactobacillus could grow 
synergistically after passage through a gastrointestinal tract simulator. We found that 
the addition of B. longum provides an electron acceptor required by L. reuteri to grow in 
SIM. This type of symbiotic relationship has been previously described, and the authors 
showed that 1,2-propanediol, a potential electron acceptor for L. reuteri, was produced 
and secreted by B. breve and then increased the growth of L. reuteri (9). The electron 
acceptor produced by the bifidobacteria in this study was not one of the known electron 
acceptors of L. reuteri (fructose, glycerol, pyruvate, citrate, nitrate, oxygen, and 1,2-pro­
panediol), and the identity of the molecule remains unknown.

Survival in the gastrointestinal tract is a desirable probiotic trait, and therefore 
tolerance to gastric pH and bile was evaluated. BG-L47 showed the strongest tolerance 
profile of the tested strains. Tolerance to these stressors has previously been evaluated 
for B. longum BB536, a strain capable of deconjugating bile salts (52), and our results 
show that BG-L47 is as tolerant as BB536. Analysis of the genome sequence of BG-L47 
revealed that the strain carries a bile salt hydrolase gene (cholylglycine hydrolase; EC 
3.5.1.24; “R8G07_04930”). It has previously been shown that BB536 is sensitive to acidic 
pH (52), an observation that was valid for all three B. longum strains tested in our study. 
The sensitivity to acidic pH in B. longum (and many other bifidobacteria) in contrast to 
B. animalis has been suggested to originate in the inability of the susceptible species 
to upregulate the activity of H+-ATPase (53), making them unable to pump out enough 
protons in this stressful environment. However, here, we show that BG-L47 tolerates 
an acidic environment better than BG-L48, making it a potential better probiotic strain 
candidate. Furthermore, adhesion to the mucosa is a requirement for transient coloniza­
tion of the intestine (54), and the mucus layer represents one of the most prominent 
sites for microbe–host interactions (55). Interestingly, we show that BG-L47 was the only 
strain for which mucus binding could be detected. In another type of adhesion assay, 
BB536 has been shown to bind HT-29 epithelial cells (52). However, intestinal epithelial 
cells are covered with mucus, and in a healthy intestine, bacteria usually do not come in 
direct contact with the epithelium, and therefore the ability to adhere to mucus may be a 
prerequisite for effective interactions with the host.

A versatile carbohydrate metabolism is an important characteristic for bacterial 
colonization of the intestine (23, 56), and interestingly, there was a clear difference in 
the number of sugars that BG-L47 could metabolize (20 in total) compared to BB536 and 
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BG-L48 (11 in total). Degradation of polysaccharides is a hallmark of bifidobacteria, and 
BG-L47 and BB536 encode a total of 41 and 42 glycoside hydrolases, respectively, which 
is comparable to a number of other B. longum subsp. longum strains (Fig. 3A). Vatanen 
and colleagues (47) refer to transitional B. longum subsp. suis/suillum as strains that can 
utilize both substrates present in breast milk and in solid foods of plant origin. Also, 
BG-L47 can utilize substrates of breast milk and plant origin. Interestingly, BB536 encodes 
multiple human milk oligosaccharide (HMO)-associated GHs but was unable to grow on 
any of the HMOs, while BG-L47 encodes fewer GH families of the HMO utilization cluster 
but grew well on lacto-N-tetraose (LNT). It has previously been described that BB536 is 
unable to ferment HMOs (57), although LNT was not evaluated. Both BG-L47 and BB536 
are genetically equipped with an ABC transporter operon predicted to be involved in 
LNT, lacto-N-biose (LNB), and galacto-N-biose degradation. In BG-L47, the transporter is 
encoded by R8G07_08360, R8G07_08365, and R8G07_08370, and by an ortholog of the 
operon in BB536 (HCBKAFLH_01753, HCBKAFLH_01754, HCBKAFLH_01755). However, 
the inability of BB536 to grow on LNT indicates that the ortholog is not expressed or 
unable to transport LNT, a phenomenon that has been observed in other B. longum 
strains with orthologs of the Blon_2177–2175 operon (58). Yamada and colleagues 
further showed that B. longum subsp. longum JCM1217, which has an ortholog with 
99% sequence identity to the BB536 Blon_2177 ortholog (HCBKAFLH_01755), is unable 
to transport LNT. Instead, the orthologs were shown to transport only LNB released from 
LNT degradation by the extracellular GH136 lacto-N-biosidase LnbX, an enzyme also 
found in BB536 (58). Overall, the reason for the absence of growth of BB536 on LNT is not 
known but may be due to expression of LNT metabolism-associated genes.

Another interesting finding was that several GH enzymes had motifs typical of 
sortase-dependent cell-wall anchored proteins. These motifs have been described as 
indicators of important host interaction proteins, often involved in adhesion (59, 60). 
Sortase-dependent cell-wall anchored enzymes involved in fiber degradation on the 
surface of B. longum BG-L47 potentially indicates an ecological role in facilitating 
cross-feeding in the intestine by degrading fibers into less complex sugars that can 
be used by other intestinal inhabitants. Similarly, extracellular degradation of xylans has 
been described in Bifidobacterium pseudocatenulatum, emphasizing the role bifidobac-
teria as primary fiber degraders in the human gut (61). All three B. longum strains 
were relatively tolerant to oxygen and could grow under semi-aerobic conditions 
(substrate covered by oil) but exhibited variable sugar metabolism profiles when grown 
under these conditions (Table S13). The apical mucosa closest to the lumen maintains 
approximately 0.1%–1% oxygen diffusing into the lumen (62), but the intestine of a 
newborn is known to be more oxygenated than that of adults (63). Thus, a B. longum 
strain with a favorable tolerance profile and a versatile carbohydrate metabolism could 
be ecologically favored in the infant gut.

L. reuteri DSM 17938 expresses and secretes 5′-nucleotidase (5′NT), an enzyme that 
converts AMP to the potent signal molecule adenosine (64). We have previously used 
the activity of 5’NT to evaluate biological activity in MV (42). Interestingly, the lactobacil­
ligenic effect of BG-L47 was stronger than that of BB536 because the 5’NT activity in L. 
reuteri DSM 17938 MV stimulated by BG-L47 (MV47) was significantly higher than when 
stimulated with BB536 (MV536). Similarly, we observed that the antagonistic effect on 
the pain receptor TRPV1 increased significantly in response to MV47. The increased 5’NT 
activity in MV47 could potentially partially explain the increased antagonistic effect on 
TRPV1 as inhibitory interactions of adenosine on TRPV1 have been suggested previously 
(65). TRPV1 interactions have many clinical implications (66) including irritable bowel 
syndrome (IBS) and abdominal pain (67), atopic dermatitis (68), airway inflammation 
(69), and potentially infantile colic (70). TRPV1 is also involved in shaping the immune 
system (71) as well as the microbiota (72), and may be a key site of interaction for 
further exploration. In contrast, MV47 induced a slightly lower cytokine secretion from 
PBMC compared to MV536. This is interesting because adenosine causing IL-6 induction 
has been reported by others (73), suggesting that it is not adenosine alone that causes 
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IL-6 release from PBMCs in this model. Early colonization and increased abundance of 
Bifidobacterium early in life have been correlated with an increased immune responsive­
ness and the ability to produce higher levels of both IL-6 and IL-1β (27).

Qualified presumption of safety (QPS)-listed B. longum BG-L47 was well tolerated by 
healthy adults with no clinically significant differences in adverse events, vital signs, 
physical examinations, or biochemical markers, and no differences in GSRS scores 
between groups given a high-dose BG-L47, low-dose BG-L47, or placebo. Analysis of fecal 
samples showed that the number of BG-L47 found by strain-specific qPCR corresponded 
well with the high- and low-dose treatment groups as well as the placebo treatment. The 
16S rRNA gene sequencing revealed no differences at higher taxonomic levels. However, 
at the genus level, there were differences in alpha diversity in the participants who 
received the high dose of BG-L47. High diversity is often considered beneficial, but it has 
previously been described that fiber intervention can result in reduced alpha diversity 
(74). Possibly, interventions with potent fiber degraders or just fibers may produce similar 
effects on microbial diversity. As a final note, larger studies would be required to verify 
the findings in altered alpha diversity. There were changes in the composition in all 
groups at the genus level, and in the high-dose group, we observed a reduction of S. 
moorei, which has been described as a pathogen that can be a cause of halitosis and 
invasive infections such as bacteremia (75, 76). Gracilibacteraceae, a commensal in the 
oral cavity (77), was also reduced in the high-dose group. Another interesting observa­
tion in the high-dose group at the genus level was the increased relative abundance of 
Odoribacter splanchnicus, a bacterial species that produces acetic acid, propionic acid, 
succinic acid, and low levels of butyric, isovaleric, and isobutyric acids. It is a common 
inhabitant of a healthy microbiota and interestingly, O. splanchnicus and its MV have 
shown anti-inflammatory effects on the gut epithelium (78).

At the genus level, there were also differences in beta diversity between all groups 
before and after treatment, suggesting that either/both the intervention vector...or/and 
the time of the study influenced the microbiota composition. The study was conducted 
between December and January, a time when many people change their nutritional 
habits.

We have focused on MV secreted from L. reuteri DSM 17938, but upon co-incubation 
of the B. longum strains with L. reuteri, there is a possibility that some of the MV were 
released from the bifidobacteria. To address this, we performed an additional experiment 
in which B. longum was incubated in SIM for 48 h. From these cultures, we extracted 
MV and measured their 5’NT activity. No pellet could be seen and no 5’NT activity 
was detected, indicating that the bioactivity of the co-cultures was indeed derived 
from L. reuteri. Evaluation of interactions within bacterial consortia is very complex, but 
increased understanding of MV may be important for future studies of these types of 
interactions (35).

In summary, the search of a partner strain that stimulates L. reuteri resulted in the 
selection of BG-L47. The strain was initially selected for its processability, superiority in 
tolerances and mucus binding, and ability to utilize a broad range of carbon sources. 
In addition, BG-L47 has the ability to boost the activity of L. reuteri DSM 17938 and its 
derived MV. The strain was considered safe, but future clinical studies should investigate 
the probiotic effect in specific groups of subjects. In addition, more research is needed to 
elucidate the mechanisms by which B. longum affects L. reuteri or acts as a stand-alone 
probiotic strain.

MATERIALS AND METHODS

Strains and strain development

Multiple Bifidobacterium isolates were previously isolated from infant (15 d old) feces 
(45), of which two were selected for this study (Table S1). These bifidobacteria were 
modified through a selection procedure in which they were repeatably subcultured 
from single colonies until culture reproducibility and homogeneity in appearance and 
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behavior were obtained. The strains were identified by 16S rRNA gene sequencing and 
subspecies-specific PCR (see below), and were named B. longum subsp. longum BG-L47 
and BG-L48 (trademarks of BioGaia AB, GenBank accession numbers MZ411576 and 
MZ411575). After being deposited to the German Collection of Microorganisms and Cell 
Cultures (DSMZ), the strains were designated DSM 32947 and DSM 32948. The mother 
strain of BG-L47, B. longum subsp. longum CF15-4C, was used for genetic comparisons. 
The abovementioned strains were obtained from BioGaia AB (Stockholm, Sweden). 
B. longum subsp. longum strain BB536 (https://morinagamilk-ingredients.com/probiot­
ics/bb536/) was isolated from infant feces in 1969 and has been used in probiotic 
products since 1971. BB536 was used as a comparison strain because it is a well-studied 
probiotic strain of B. longum. The strain was obtained from Arla AB (Stockholm, Sweden).

PCR for identification of B. longum subspecies

Subspecies-specific PCR for differentiation between B. longum subsp. longum and B. 
longum subsp. infantis was performed. Primer pairs used were inf_2348_F (ATA CAG 
AAC CTT GGC CT) and inf_2348_R (GCG ATC ACA TGG ACG AGA AC) for subsp. infantis 
detection, and lon_0274_F (GAG GCG ATG GTC TGG AAG TT) and lon_0274_R (CCA CAT 
CGC CGA GAA GAT TC) for subsp. longum detection (79). The PCR program was 95°C, 
5 min; 35× (95°C, 30 s; 62°C, 30 s; 72°C, 30 s), 72°C, 10 min, and held at 16°C. B. longum 
subsp. longum BB536 and B. longum subsp. infantis CCUG 30512B were used as controls. 
The PCR products were visualized by standard agarose gel electrophoresis.

Growth stimulation of L. reuteri by co-cultivation with B. longum

L. reuteri DSM 17938 was co-incubated with the bifidobacterial strains. The B. longum 
strains were grown anaerobically at 37°C in 10 mL MRS (Oxoid, Basingstoke, Hampshire, 
UK) for 42–48 h, and L. reuteri DSM 17938 was cultivated in 10 mL MRS at 37°C for 
18 h. The bacteria were thereafter centrifuged at 10,000 × g for 10 min, followed by 
resuspension in an equal volume of phosphate-buffered saline (PBS). In the following 
cultivation, 2 mL of L. reuteri DSM 17938 suspension was inoculated into 400 mL of 
substrate, and the volume of bifidobacterial suspension was 16 mL (4%), 40 mL (10%), or 
100 mL (25%). The cultures were incubated anaerobically for 48 h. For this co-cultivation 
of the two types of bacteria, we used a simple substrate that simulates the conditions in 
the upper part of the intestine, SIM, containing glucose as carbon source, and that has a 
relatively low nutrient content and contains bile (Table S2). L. reuteri DSM 17938 grown 
in SIM supplemented with 15 mM fructose was used as a control in all experiments. 
The co-cultured bacteria were analyzed on HHD diagnostic agar plates (80), BSM agar 
(Sigma), and MRS + mupirocin (50 µg/mL) to quantify the presence of bifidobacteria. 
Plates were incubated anaerobically for 48 h at 37°C.

High-performance liquid chromatography

Acetate production was analyzed by HPLC using an Agilent 1100 Series (Agilent, Santa 
Clara, CA, USA), with a refractive index detector and an ion exclusion column (Rezex 
ROA-Organic Acid H+, 300 × 7.80 mm, Phenomenex). The mobile phase consisted of 
5 mM H2SO4; a flow rate of 0.6 mL min−1. Samples were prepared by mixing 700 µL of 
sample with 70 µL of 5 M H2SO4 before being centrifuged at 14,000 × g for 15 min. 
The supernatants were filtered through a 0.2-µm syringe filter into HPLC glass vials. Two 
internal references containing approximately 0.5 and 4 g/L of acetate were used.

NMR spectroscopy

The BG-L47-supplemented SIM medium was evaluated by NMR where 600 µL was 
transferred to 5-mm NMR tubes, and spectra were recorded on a Bruker Avance III 
600 MHz spectrometer (Bruker Biospin, Billerica, MA, USA) with a 5-mm broadband 
observe detection SmartProbe equipped with z-gradient. The obtained 1H spectra were 
compared to the spectra of known electron acceptors of L. reuteri DSM 17938, including 
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fructose, glycerol, pyruvate, citrate, nitrate, oxygen, and 1,2-propanediol, using a local 
database with the software ChenomX and data collected from the online database 
Human Metabolome Database (https://hmdb.ca). TopSpin, version 4.0.9 (Bruker), was 
used for data processing.

Characterization of B. longum strains

Scanning electron microscopy

The scanning electron microscopy was performed at the Centre for Cellular Imaging, 
Core Facilities, the Sahlgrenska Academy, University of Gothenburg in Sweden. Bacteria 
were lyophilized as described by Pang et al. (42). The lyophilized bacteria were rehydra­
ted in 0.1 M PBS for 20 min. Coverslips were coated with 0.1% poly-L-lysine for 10 min, 
followed by drying for 5 min, after which they were incubated in cell suspension for 
30 min at room temperature. Excess medium was removed, and the cells were washed 
and allowed to incubate in 2.5% glutaraldehyde in 0.1 M piperazine-N,N'-bis(2-ethanesul­
fonic acid) (PIPES) for 30 min at room temperature. The samples were post-fixated in 
1% osmium tetroxide in 0.1 M PIPES for 1 h at 4°C in the dark. After post-fixation, the 
samples were successively dehydrated in a series of ethanol solutions with increasing 
ethanol concentration (35%–100%). The samples were suspended in hexamethyldisila­
zane (HMDS) solution and then allowed to air dry. The samples were sputtered with gold 
(Emitech, Taunusstein, Germany) before visualization with a Zeiss Gemini 450 II scanning 
electron microscope (Carl Zeiss, Ontario, Canada).

Bile and acid tolerance assays

The bacteria were cultivated anaerobically in MRS broth for 48 h and were centrifuged 
for 10 min at 3,500 × g. The supernatants were removed, and the bacterial pellets were 
resuspended and aliquoted in MRS containing 0.3% (wt/vol) bovine bile (Sigma, St. Louis, 
MO, USA) for the bile tolerance assay, and in synthetic gastric juice (pH 3; described by 
Wall et al. [81]) for the acid tolerance assay. The bacterial suspensions were incubated at 
37°C, and samples were taken at 0, 30, and 90 min for the bile acid tolerance, and at 0, 20, 
50, and 90 min for the acid tolerance assay. Samples were serially diluted and plated on 
MRS agar (Merck, Darmstadt, Germany) plates, which were incubated anaerobically for 
48 h at 37°C, after which colonies were counted and survival rate was calculated.

Mucus binding assay

The mucus binding assay performed here was an adaptation of a previous method 
(82). Briefly, mucus was scraped off from a porcine small intestine, followed by two 
centrifugations at 11,000 × g and 26,000 × g for 10 and 15 min, respectively. The crude 
mucus preparation was diluted to OD280 0.1 in PBS and added to each well of a Nunc 
Maxisorb plate (Nalgene-Nunc, Thermo Fisher Scientific, Rochester, NY, USA), which was 
then incubated at 4°C overnight under slow rotation. Wells containing mucus were 
washed three times with PBS (pH 6.0) and 0.05% Tween 20 (PBST), and were blocked for 
60 min with PBS + 1% Tween 20 (pH 6.0). The bacterial suspension was diluted to OD600 
0.5, followed by two additional washes with PBST, after which the bacteria were added 
to the wells (suspended in PBST [pH 6.0]). A timepoint 0 reference was taken before the 
bacteria were added to the wells. The plates were incubated for 4 h at 37°C with slow 
agitation, after which the wells were washed four times with PBST (pH 6.0). Adherent 
bacteria were treated with trypsin EDTA (0.25%) for 30 min at 37°C to detach them from 
the wells, followed by serial dilutions and plating on MRS plates. The reference sample 
was also plated. The plates were incubated anaerobically for 48 h at 37°C before viable 
count was assessed.

Antibiotic resistance evaluation

Microdilutions in broth were performed at the Department of Biomedical Science 
and Veterinary Public Health, Swedish University of Agricultural Sciences, according 
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to ES ISO 10932:2012. Antibiotics tested were gentamycin, kanamycin, streptomycin, 
neomycin, tetracycline, erythromycin, chloramphenicol, ampicillin, penicillin, vancomy­
cin, quinupristin-dalfopristin, virginiamycin, linezolid, trimethoprim, ciprofloxacin, and 
rifampicin. The control strain B. longum ATCC 15707 was used as internal control as 
described by the ISO method. Reference values were collected from the EFSA guidance 
on characterization of microorganisms used as feed additives or as production organisms 
(46).

Hemolysis assessment

Hemolytic assessment was performed using 5% sheep blood on Brain Heart Infusion 
agar. BG-L47, BG-L48, and BB536 were inoculated onto agar plates from frozen stocks 
by gently tapping the inoculation loop onto the agar. Staphylococcus aureus S151:2 
(alpha-hemolytic) (83) and Streptococcus sanguis Kx126C2 (beta-hemolytic, human origin, 
strain collection at Department of Molecular Sciences, University of Agricultural Sciences) 
were used as positive controls. Plates were incubated at 37°C for 72 h. Plates containing 
bifidobacteria were incubated anaerobically at 37°C for 72 h. Plates containing S. aureus 
and S. sanguis were incubated aerobically at 37°C for 72 h.

Analysis of biogenic amines and lactate isomers

The analyses were carried out at the Research Institutes of Sweden (RISE). Using 10% 
inoculum, BG-L47 was inoculated into MRS, and an enriched MRS broth containing 
histidine, lysine, ornithine, and tyrosine (0.25% wt/vol) was incubated anaerobically at 
37°C for 48 h. The bacterial suspensions were centrifugated at 3,000 × g for 15 min, 
after which the supernatants were collected and filtered through a 3-kDa filter. Polymeric 
substances were removed by precipitation using 1% formic acid in acetonitrile, after 
which the samples were derivatized with AcqTAG and analyzed by liquid chromatogra­
phy/mass spectrometry (LC/MS). Histamine, tyramine, putrescine, and cadaverine were 
quantified against external standards.

For the D- and L-lactate analysis, the solvents were evaporated from the samples, 
which were then derivatized with DATAN-reagent. The labeled lactates were separated 
and analyzed by LC/MS. D- and L-lactate were quantified against external standards.

Sugar metabolism

The B. longum strains were cultivated in MRS broth for 48 h under anaerobic conditions 
at 37°C. The cultures were thereafter streaked on MRS plates (Merck) and incubated for 
48 h under anaerobic conditions at 37°C. An ampule of API (bioMérieux, Marcy-l'Étoile, 
Frankrike) Suspension Medium was opened, and a suspension with a turbidity equivalent 
to 2 McFarland was prepared by transferring a certain number of drops of the bacterial 
suspension. An ampule of API 50 CHL Medium was opened and immediately inoculated 
by transferring twice that number of drops of suspension to the ampule. API 50CH strips 
were inoculated with the API 50 CHL Medium and covered with mineral oil. The strips 
were either incubated for 48 h at 37°C in an anaerobic chamber (anaerobic conditions) or 
for 48 h at 37°C (aerobic conditions).

Analysis of glycoside hydrolase genes and fiber utilization

The presence of GHs was investigated with dbCAN2 (84) using DIAMOND and HMMER. In 
cases where HMMER did not identify a GH but DIAMOND did, the DIAMOND annotations 
were considered dominant. For the phenotypic fiber utilization assay, a loop of B. longum 
culture was inoculated into 10 mL of MRS broth and incubated anaerobically at 37°C 
for 48 h. Modified MRS (mMRS; Table S14) medium with various polysaccharides (1% wt/
vol) was prepared, 1% B. longum culture was inoculated, and the tubes were incubated 
anaerobically at 37°C for 48 h. Polysaccharides used were fructan (Raftiline HP, ORAFTI 
s.a. Oreye, Belgium), arabinoxylan (Chamtor S.A., Bazancourt, France), arabinogalactan 
(Sigma, St. Louis, MO, USA), β-glucan (Kerry, Tralee, Kerry, Ireland), starch (Sigma cat. 
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1.01253.500), LNT (Glycom A/S, Hørsholm, Denmark), lacto-N-neotetraose (LNnT; Glycom 
A/S), 3′-fucosyllactose (3′FL; Glycom A/S), 2′-fucosyllactose (2′FL; Glycom A/S), 3′-sialyllac­
tose (3′SL; Glycom A/S), and 6′-sialyllactose (6′SL; Glycom A/S). mMRS with glucose was 
used as a control. Final pH was measured after the incubation.

The cellular localization of GH-family enzymes was predicted by analysis 
with SignalP 5.0 (https://services.healthtech.dtu.dk/services/SignalP-5.0/) and TMHMM 
(https://services.healthtech.dtu.dk/services/TMHMM-2.0/). The cell surface localization 
was denoted according to Båth et al. (48). Anchor type was determined by identifying 
specific domains in the protein sequence.

Isolation of extracellular MV

L. reuteri was co-incubated and grown for 48 h with 25% of bifidobacterial cells (as 
described in section “Growth stimulation of L. reuteri by co-cultivation with B. longum”) 
as a stimulator. After cultivation, the bacterial cells were removed in three steps, all at 
4°C: (i) centrifugation at 4,000 rpm for 10 min, removing the majority of intact cells; (ii) 
centrifugation at 10,000 × g for 10 min, removing the remaining cells and cell debris; and 
(iii) filtration of the supernatant through a 0.45-µm sterile filter (Millipore, Burlington, MA, 
USA) to ensure that no cells were left in the supernatant.

The MV-containing cell-free supernatant was concentrated using Vivaspin Ultra 
filtration unit (Sartorius, Göttingen, Germany) with a 100 kDa MwCO until the desired 
volume of supernatant was achieved. The supernatants were ultracentrifuged at 118,000 
× g using an 80XP ultracentrifuge (Beckman Coulter, Brea, CA, USA) at 4°C for 3  h, 
followed by resuspension in PBS and ultracentrifuged for an additional 3 h. The pellet 
was suspended in cell culture medium Neurobasal A or in PBS depending on the 
subsequent application. The MV preparations were aliquoted and stored at –20°C for 
later analyses.

The vesicles were sized and quantified using Nanoparticle tracking analysis (NTA). 
The samples were first diluted to an appropriate volume in PBS and then tracked using 
NanoSight NS300 (NanoSight Technology, Malvern, UK). The tracking was performed 
with 488 nm blue laser accompanied by a sCMOS camera. The NTA software (version 3.2) 
was used to record and capture the particles in Brownian motion, and calculated the 
hydrodynamic diameter through the Stokes-Einstein equation, which gives the number 
of particles per milliliter.

MV samples derived from L. reuteri DSM 17938 co-cultured with bifidobacterial cells 
were designated “MV47” for BG-L47, and “MV536” for BB536 (Table 4). MV derived from 
L. reuteri DSM 17938 grown in SIM with fructose as electron acceptor, without any 
bifidobacteria, was designated “MVu.”

Protein concentration and 5′-nucleotidase activity assays

The protein concentrations of MV preparations were quantified using Qubit protein kit 
(Invitrogen, Carlsbad, CA, USA) according to the manufacturer’s instructions.

The 5’NT activity of the MV preparations was measured using a 5′-nucleotidase Assay 
kit (CrystalChem, Elk Grove Village, IL, USA) with slight modifications. Briefly, 10 µL of the 
samples was added to a 96-well plate containing 180 µL of reagent CC1. After 5 min of 
incubation at 37°C, 90 µL of reagent CC2 was added, and the quinone dye was measured 
at 550 nm after 3, 5, 9, and 13 min. The obtained absorbance differences were used for 
calculations of 5’NT activities according to the manufacturer’s instructions.

TABLE 4 MV sample names derived from L. reuteri DSM 17938 when B. longum strain was used as 
stimulant

Name B. longum strain

MV47 BG-L47
MV536 BB536
MVu None

Full-Length Text Applied and Environmental Microbiology

July 2024  Volume 90  Issue 7 10.1128/aem.00247-2418

D
ow

nl
oa

de
d 

fr
om

 h
ttp

s:
//j

ou
rn

al
s.

as
m

.o
rg

/jo
ur

na
l/a

em
 o

n 
23

 A
ug

us
t 2

02
4 

by
 1

93
.1

0.
10

3.
22

2.

https://services.healthtech.dtu.dk/services/SignalP-5.0/
https://services.healthtech.dtu.dk/services/TMHMM-2.0/
https://doi.org/10.1128/aem.00247-24


Evaluation of TRPV1 antagonism

The TRPV1 antagonism assay was performed at Cellectricon, Gothenburg, Sweden. 
Primary rat dorsal root ganglion (DRG) cultures were extracted from 6-wk-old Sprague 
Dawley rats and were grown in 384-well plates with the addition of nerve growth factor 
to mimic peripheral sensitization for 2 d prior to the experiment. The cells were stained 
with the FLIPR calcium indicator Calcium 5 Assay Kit (Molecular Devices Corp., Sunnyvale, 
CA, USA) to image the Ca2+-transients evoked by capsaicin addition. One hour prior to 
the capsaicin/TRPV1 experiments, MV samples were administered at six concentrations 
(1:3 dilutions in Neurobasal A [Hyclone, GE Healthcare, Chicago, IL, USA] containing 
Glutamax [Hyclone, GE Healthcare] and supplement B27 [Hyclone, GE Healthcare]). After 
1 h of incubation with the MV or the reference compound AMG517 (Tocris Bioscience, 
Bristol, UK), transient receptor potential cation channel subfamily V member 1 (TRPV1) 
evaluations were performed. The 384-well plates were incubated in the Cellaxess Elektra 
discovery platform (Cellectricon, Gothenburg, Sweden), and the response was continu­
ously measured by capturing changes in the calcium probe fluorescence intensity. The 
experiments were performed on two separate 384-well plates, using separate compound 
dilutions. The highest final concentration was 10% of the membrane vesicle stock, 
corresponding to approximately 109 particles/mL. All concentrations were tested in 
triplicates and in two biological replicates.

Secretion of IL-6 and IL-1ß from peripheral blood mononuclear cells

PBMCs (250,000) were seeded in a 96-well plate at a concentration of 1 × 106 cells/mL 
and were stimulated with 5 × 108 MV/mL, corresponding to a multiplicity of MV (MOM) 
500, for 48 h at 37°C in 5% CO2. The culture supernatants were collected by centrifuga­
tion and were stored at −20°C. Secreted levels of IL-1ß and IL-6 were quantified using 
sandwich enzyme-linked immunosorbent assay (ELISA) according to the manufacturer’s 
instruction (MabTech AB, Nacka, Sweden). Absorbance was measured at a wavelength of 
405 nm using a microplate reader (Molecular Devices Corp.), and results were analyzed 
using SoftMax Pro 5.2 rev C (Molecular Devices Corp.).

Whole genome sequencing and genome risk assessment of BG-L47

DNA extraction and preparation of BG-L47 and CF15-4C DNA for whole genome 
sequencing were performed as described by Sun et al. (85). Sequencing was performed 
at the Swedish Veterinary Agency, Uppsala, Sweden, and was accomplished by parallel 
long-read sequencing with Oxford Nanopore (Oxford Nanopore Technologies, Oxford, 
UK) and short-read sequencing with Illumina (Illumina Inc., San Diego, CA, USA). 
DNA for Oxford Nanopore was prepared using the Nanopore Ligation Sequencing 
kit (SQK-LSK109) with the Oxford Native barcoding genomic DNA kit (EXP-NBD104). 
The DNA was sequenced using the Oxford Nanopore MinION with a SpotOn flow 
cell (FLO-MIN106) for 72 h. Base calling was performed using Guppy with the High-
Accuracy algorithm. DNA for Illumina sequencing was prepared using the Nextera 
XT DNA library prep kit (Illumina FC-131-1096) with the Nextera XT v2 Index Kit 
B (Illumina FC-131-2002) and then subsequently sequenced on an Illumina MiSeq 
instrument using a MiSeq Reagent kit v3 600 cycle (Illumina MS-102-3033) with a 
301 bp read length. The assembly was performed by quality filtering of nanopore 
reads using Filtlong v0.2.1 (https://github.com/rrwick/Filtlong), and all reads <1 kb were 
removed as well as 5% of the reads with the lowest quality scores. Illumina reads 
were quality trimmed using fastp v0.20.1 with the default settings (https://github.com/
OpenGene/fastp). Trycycler v.0.5.3 (https://github.com/rrwick/Trycycler) was used for 
assembly, and 12 random read subsamples were generated using trycycler subsam­
ple at 75× depth. Each reads subsample was assembled with different assemblers, 
whereas four subsamples were assembled using Flye v2.8.3-b1695 (https://github.com/
fenderglass/Flye), four subsamples were assembled using miniasm v0.3-r179 (https://
github.com/lh3/miniasm) and minipolish v0.1.2 (https://github.com/rrwick/Minipolish), 
and four subsamples were assembled using raven v1.4.0 (https://github.com/lbcb-sci/
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raven). Clusters were subsequently generated using “trycycler cluster.” Clusters of good 
quality were selected manually for downstream analyses, whereas other clusters were 
discarded. Said quality-assured clusters were reconciled using “trycycler reconcile.” 
Multiple sequence alignment for the contigs in each cluster was performed using 
“trycycler msa,” raw reads were partitioned between clusters with “trycycler partition.” 
Using the reconciled clusters, the contig multiple sequence alignment (MSA), and the 
partitioned reads, trycycler consensus was used to generate a consensus sequence, 
which were polished using the long-read data using Medaka v1.4.4 (https://github.com/
nanoporetech/medaka). Finally, the sequences were further polished with the short-read 
data using Polypolish v0.5.0 (https://github.com/rrwick/Polypolish) and POLCA, which 
is part of the MaSuRCA toolkit v4.0.5 (https://github.com/alekseyzimin/masurca). The 
genome of BB536 (ATCC BAA-999) was readily available at https://genomes.atcc.org/
genomes/.

The genomic risk assessment consisted of mapping of clusters of orthologous groups 
of protein, antibiotic resistance genes, genomic islands (GI), and virulence factors.

The mapping of COGs was performed using the eggnog-mapper tool v. 2 (http://
eggnog-mapper.embl.de) (86). Settings were left unchanged with the exception of 
SMART annotation. The antibiotic resistance gene search was performed using the 
CARD database (https://card.mcmaster.ca) and resistance gene identifier (RGI) v. 6.0.1 
using the strict setting. In addition, potential acquired resistance genes were searched 
using ResFinder v. 4.1 (https://cge.food.dtu.dk/services/ResFinder/). The mapping of 
GIs and potential GI-borne antibiotic resistance and virulence factors was performed 
using IslandViewer 4 (https://www.pathogenomics.sfu.ca/islandviewer). The ANI analysis 
was mapped using JSpeciesWS ANI calculator (https://jspecies.ribohost.com/jspeciesws/
#home) against the reference strains B. longum subsp. longum ATCC 15707 (KCTC 3128), 
B. longum subsp. suis LMG 21814, and B. longum subsp. infantis NCTC11817.

Clinical safety and tolerability study

A randomized, double-blind, placebo-controlled clinical study with a parallel-group 
design was conducted in healthy subjects. The aim of the study was to evaluate the 
safety and tolerability of B. longum BG-L47.

The study was conducted by Clinical Trial Consultants AB in Uppsala, Sweden, 
between December 2020 and February 2021. The study was approved by the independ­
ent Swedish Ethical Review Authority (Dnr 2020-05404) and was registered at Clinical­
Trials.gov (NCT04692506) prior to the start of the study. The study was conducted in 
accordance with ethical principles originating in the Declaration of Helsinki (87), and 
was compliant with the International Conference of Harmonization (ICH)/Good Clinical 
Practice (GCP). Applicable parts of the European Union Clinical Trials Directive and 
applicable local regulatory requirements were followed. All participants gave verbal and 
written informed consent before being included in the study. Inclusion and exclusion 
criteria can be found in (Tables S15 and S16).

The study was comprised of one screening visit and four study visits: at baseline 
(day 1), day 7, day 14, and day 28. Thirty-six healthy subjects (24 female) with a mean 
age of 35.9 ± 13.2 yr and a mean BMI of 24.3 ± 3.3 kg/m2 were included in the study. 
Subjects were randomly assigned, at a ratio of 1:1:1, to receive treatment at a low dose 
(1 × 108 CFU), high dose (1 × 1010 CFU), or placebo (n = 12/group) for a total of 28 d. 
The study products were sealed one-dose sachets containing lyophilized powder with 
the strain BG-L47 mixed with maltodextrin. The placebo contained only maltodextrin. 
Study products in sachets were identical, and the contents were similar in appearance. 
The study product was tested and shown to be stable during storage for the duration of 
the trial.

The subjects were instructed to mix the content of the sachet with a glass of 
lactose-free milk before oral consumption in the morning. To be included in the 
per-protocol set, >80% of the study product should have been taken according to 
instructions without any major deviations that were judged to compromise the analysis 
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of the data. Fecal samples were collected at baseline and after the treatment period at 
day 28. Evaluation of vital signs in the form of systolic and diastolic blood pressure test 
after 10 min of rest was conducted. Physical examination included general appearance 
including skin, auscultations of lungs and heart, and by abdomen palpation of liver and 
spleen. Blood samples were collected through venous puncture, and in vitro assessments 
of clinical safety were evaluated. This included measurement of chemical parameters 
such as alanine aminotransferase, alkaline phosphatase, aspartate aminotransferase, 
bilirubin (total and conjugated), creatinine, and glucose (non-fasting). Hematological 
parameters including hematocrit, hemoglobin (Hb), platelet count, and white blood cell 
count with differential count including leukocytes, lymphocytes, monocytes, neutrophils, 
eosinophils, and basophils were also evaluated. Follicle stimulating hormone (FSH), 
serum, and urine pregnancy tests were also conducted. To evaluate GI symptoms, we 
used the GSRS, which consists of 15 items that cluster into five symptom clades: reflux, 
abdominal pain, indigestion, diarrhea, and constipation (88).

DNA extraction, PCR, and 16S rRNA gene sequencing of fecal samples from 
the clinical study

Subjects were provided with a sampling instruction manual and were instructed to 
collect stool samples in a sterile stool tube and bring it to the baseline visit (day 1) and 
final visit (day 28). Briefly, samples of approximately 120 mg were put in Lysis Matrix 
E tubes (MP Biomedicals) and were extracted twice in stool lysis buffer ASL (Qiagen, 
Hilden, Germany). Bead beating at a speed of 5 m/s for 60 s (x2) in a FastPrep-24 (MP 
Biomedicals, Santa Ana, CA, USA), after which each sample was incubated at 90°C and 
centrifuged for 5 min at full speed at 4°C. Extractions were pooled and subjected to 
precipitation in isopropanol (volume 1:1). The precipitated DNA was resuspended in TE 
buffer (VWR, Radnor, PE, USA) and was purified using QIAamp DNA Mini Kit (Qiagen). 
The purified DNA was tested for purity with a nanophotometer (Implen NP80, Munich, 
Germany), for integrity with a Tapestation 4150 (Agilent, Santa Clara, CA, USA), and 
the final concentration was determined by fluorometric analysis using the Quant-iT 
dsDNA HS Assay Kit (Invitrogen) on a Fluoroscan plate reader (Thermo Fisher Scientific, 
Rochester, NY, USA), according to the manufacturers’ instructions.

PCR and 16S rRNA gene amplicon sequencing were performed at NovoGene 
(Cambridge, UK). PCR to amplify the V4 region was performed using primers 515F 
(GTGYCAGCMGCCGCGGTAA) and 806R (GGACTACNVGGGTWTCTAAT) (89); 20 ng of 
template DNA was used, and the PCR was limited to 25 cycles (98°C for 1 min, 25 cycles 
at 98°C [10 s], 50°C [30 s], and 72°C [30 s], and a final 5-min extension at 72°C). The 
amplicons were sequenced on an Illumina NovaSeq 6000 instrument (paired end reads 
250 bp long, 100 K tags per sample). Q30 values varied between 98.30 and 98.79, and the 
observed operational taxonomic units (OTU’s) varied between 611 and 1,415 among the 
samples.

Strain-specific primer design and qPCR

A short-read-based whole genome sequence was acquired for BG-L47 that was draft 
annotated using RAST (https://rast.nmpdr.org). The genome was blasted against three B. 
longum genomes (B. longum DJO10A, B. longum NCC2705, and B. longum subsp. infantis 
ATCC 15697), sorted on genes unique for BG-L47, and all sequences longer than 500 bp 
were translated and analyzed with NCBI BLAST. Unique regions were evaluated, and 
primer sequences were identified by using Primer3 and Primer BLAST software. Ten 
20 bp primers targeting unique regions in a InlB B-repeat-containing protein (accession: 
“R8G07_03735”) were designed. The primers and qPCR were optimized by running a 
gradient qPCR with annealing temperatures between 58°C and 62°C, determining that 
58°C gave the best result. Primers L47F (ATGGCGATTTCTCCTACCCC) (forward) and L47R 
(GTACTGGACCATGCGAACCT) (reverse) were able to detect BG-L47 but not BB536, and 
were chosen for quantification of BG-L47 in fecal samples from the clinical study. The 
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qPCR protocol was 95°C for 3 min followed by 39 cycles of 95°C for 10 s, 58°C for 30 s, and 
72°C for 10 s.

The log DNA concentration was calculated from Cq values according to the following 
calculation, given by the standard curve:

y = − 3.503x + 20.131
Copy number was calculated using the equation:

Amount of  DNA  ×  Avogadro′s constant
Length of  DNA  ×  Conversion factor  ×  Average mass of  1 bp of  dsDNA

The copy number was then converted to the number of bacteria per gram feces with 
the assumption that the number of copies was equal to the number of bacteria.

R2 value was 0.977, and efficiency was 93%.

Analysis of microbiota by 16S rRNA gene amplicon sequencing

The DADA2 pipeline (version 1.20, https://benjjneb.github.io/dada2/) was used to clean 
and filter the raw sequence data, and FLASH (90) was used to merge the paired reads. 
Chimeras were removed, and sequences with clean tags were used for subsequent 
analysis. Amplicon sequence variants (ASVs) were generated after being processed 
by DADA2 to represent de-duplicated unique feature sequences from each sample. 
After applying QIIME2’s classifier algorithm, each ASV was annotated by a pre-trained 
scikit-learn Naïve Bayes classifier (90). Based on the annotation of the ASVs, abundances 
for different bacteria were assigned on kingdom, phyla, class, order, family, genus, and 
species levels.

The analysis of microbiota composition was carried out using phyloseq and 
ANCOMBC packages integrated within the Bioconductor (version 3.14, https://bio­
conductor.org/) project and vegan (version 2.6, https://github.com/vegandevs/vegan) 
package. The abundances for all the ASVs were treated by rarefaction method to adjust 
library differences prior to relative abundance analysis.

The analysis was performed under the R environment (https://www.r-project.org/).

Statistical analyses

Prism GraphPad version 9.0 (GraphPad Software, Boston, MA, USA) was used in all 
statistical data interpretations unless otherwise stated. For the growth stimulation, 
bile tolerance assay, mucus binding assay, and TRPV1 antagonism data, ANOVA with 
Tukey’s post hoc statistical analysis was performed. Values below detection limit were 
set to the detection limit. For the acid tolerance, a mixed-effects model with Tukey’s 
post hoc statistical analysis was performed. Paired t-tests were performed for the 
5’NT activity analysis. Kruskal-Wallis test with Dunn’s multiple comparisons test was 
performed for the MV protein concentration data. Wilcoxon matched-pairs rank test 
was performed for the cytokine secretion assay. Statistical analysis of the 16S rRNA 
gene amplicon sequencing data was performed in RStudio (version 1.4.1717). Alpha 
diversity was assessed using four correction methods: observed, Shannon, Simpson, 
and InvSimpson. Student t-test was used to compare differences among samples for 
alpha diversity. Bray-Curtis dissimilarity method was used to assess beta diversity, and 
principal coordinate analysis (PCoA) was used to reduce dimensionality. Permutational 
multivariate analysis of variance was used on Bray-Curtis distances for group-wise (HA, 
HB, LA, LB, PA, and PB) and timewise (day 1, 7, 14, and 28) comparisons. A permutation 
test and Tukey’s honestly significant difference (Tukey’s HSD) test were then performed 
on the multivariate homogeneity of group dispersions. Different expression analysis was 
performed using ANCOMBC, and significantly changed ASV feature sequences were then 
obtained at different taxonomic levels.
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For qPCR, the data were baseline corrected and analyzed by ANOVA with Tukey’s post 
hoc test using SAS software version 9.4 (SAS Institute Inc, Cary, NC, USA).

ACKNOWLEDGMENTS

We would like to thank Jonas Faijerson Säljö and Pernilla Garberg for their support 
during this work; Hans Jonsson (Department of Molecular Sciences, Swedish University 
of Agricultural Sciences) for valuable input and discussions; Helena Bysell for her active 
involvement in the early stages of the project; Cellectricon for providing the TRPV1 
model; and Anna Pielach at the Center for Cellular Imaging (University of Gothenburg) 
for aiding with SEM imaging. We further thank Roger Karlsson (Nanoxis Consulting 
AB), Anders Karlsson (Nanoxis Consulting AB), and Beatriz Piñeiro Iglesias (Department 
of Infectious Diseases, Sahlgrenska Academy, University of Gothenburg) for fruitful 
discussions and preparations before the SEM imaging; Erik Rein-Hedin (CTC Clinical Trial 
Consultants AB) for supervising and aiding with the clinical safety study; Simon Isaksson 
(SLU) for help with the HPLC analysis; and Aldina Pivodic (APNC Sweden AB) for help with 
statistical interpretations.

This research was supported by BioGaia AB (Stockholm, Sweden); LivsID (food 
science-related industrial PhD program), financed by the Swedish Government 
(Governmental decision N2017/03895); The Swedish Research Council (2020-01839); and 
The Swedish Cancer Foundation (20 1117 PjF 01 H).

AUTHOR AFFILIATIONS

1Department of Molecular Sciences, Uppsala BioCenter, Swedish University of Agricul­
tural Sciences, Uppsala, Sweden
2BioGaia, Stockholm, Sweden
3MetaboGen, Gothenburg, Sweden
4The Department of Molecular Biosciences, The Wenner-Gren Institute, Stockholm 
University, Stockholm, Sweden
5Division of Applied Microbiology, Department of Chemistry, Lund University, Lund, 
Sweden
6Department of Food Technology, Engineering and Nutrition, Lund University, Lund, 
Sweden

AUTHOR ORCIDs

Ludwig Ermann Lundberg  http://orcid.org/0000-0001-5983-1771
Stefan Roos  http://orcid.org/0000-0002-1606-1794

FUNDING

Funder Grant(s) Author(s)

Vetenskapsrådet (VR) 2020-01839 Manuel Mata Forsberg

Eva Sverremark-Ekström

Cancerfonden (Swedish Cancer Society) 20 1117 PjF 01 H Manuel Mata Forsberg

Eva Sverremark-Ekström

DATA AVAILABILITY

Data not presented in their raw data format are publicly available on Open Science 
Framework (https://osf.io/jrvq9/?view_only=87d37dd164a749b18b55c40dc429a932). 
The complete genome of BG-L47, as well as the 16S rRNA genes for BG-L47 and BG-L48, 
has been uploaded to GenBank with the accession numbers CP137763, MZ411576, and 
MZ411575, respectively. The plasmid sequence of the mother strain of BG-L47, denoted 
CF15-4C, has been deposited with the accession number OR817922.

Full-Length Text Applied and Environmental Microbiology

July 2024  Volume 90  Issue 7 10.1128/aem.00247-2423

D
ow

nl
oa

de
d 

fr
om

 h
ttp

s:
//j

ou
rn

al
s.

as
m

.o
rg

/jo
ur

na
l/a

em
 o

n 
23

 A
ug

us
t 2

02
4 

by
 1

93
.1

0.
10

3.
22

2.

https://doi.org/10.13039/501100004359
https://osf.io/jrvq9/?view_only=87d37dd164a749b18b55c40dc429a932
https://www.ncbi.nlm.nih.gov/nuccore/CP137763.1/
https://www.ncbi.nlm.nih.gov/nuccore/MZ411576.1/
https://www.ncbi.nlm.nih.gov/nuccore/MZ411575.1/
https://www.ncbi.nlm.nih.gov/nuccore/OR817922.1/
https://doi.org/10.1128/aem.00247-24


ADDITIONAL FILES

The following material is available online.

Supplemental Material

Supplemental material (AEM00247-24-S0001.docx). Tables S1 to S16; Figures S1 to S3.

REFERENCES

1. Mataigne V, Vannier N, Vandenkoornhuyse P, Hacquard S. 2021. 
Microbial systems ecology to understand cross-feeding in microbiomes. 
Front Microbiol 12:780469. https://doi.org/10.3389/fmicb.2021.780469

2. Marsh PD, Zaura E. 2017. Dental biofilm: ecological interactions in health 
and disease. J Clinic Periodontol 44:S12–S22. https://doi.org/10.1111/
jcpe.12679

3. Yao S, Hao L, Zhou R, Jin Y, Huang J, Wu C. 2021. Co-culture with 
Tetragenococcus halophilus improved the ethanol tolerance of 
Zygosaccharomyces rouxii by maintaining cell surface properties. Food 
Microbiol 97:103750. https://doi.org/10.1016/j.fm.2021.103750

4. Pande S, Merker H, Bohl K, Reichelt M, Schuster S, de Figueiredo LF, 
Kaleta C, Kost C. 2014. Fitness and stability of obligate cross-feeding 
interactions that emerge upon gene loss in bacteria. ISME J 8:953–962. 
https://doi.org/10.1038/ismej.2013.211

5. Gould AL, Zhang V, Lamberti L, Jones EW, Obadia B, Korasidis N, 
Gavryushkin A, Carlson JM, Beerenwinkel N, Ludington WB. 2018. 
Microbiome interactions shape host fitness. Proc Natl Acad Sci U S A 
115:E11951–E11960. https://doi.org/10.1073/pnas.1809349115

6. Olsson LM, Boulund F, Nilsson S, Khan MT, Gummesson A, Fagerberg L, 
Engstrand L, Perkins R, Uhlén M, Bergström G, Tremaroli V, Bäckhed F. 
2022. Dynamics of the normal gut microbiota: a longitudinal one-year 
population study in Sweden. Cell Host Microbe 30:726–739. https://doi.
org/10.1016/j.chom.2022.03.002

7. Zhuge A, Li S, Yuan Y, Li B, Li L. 2021. The synergy of dietary supplements 
Lactobacillus salivarius LI01 and Bifidobacterium longum TC01 in 
alleviating liver failure in rats treated with D-galactosamine. Food Funct 
12:10239–10252. https://doi.org/10.1039/d1fo01807h

8. Ringel-Kulka T, Palsson OS, Maier D, Carroll I, Galanko JA, Leyer G, Ringel 
Y. 2011. Probiotic bacteria Lactobacillus acidophilus NCFM and 
Bifidobacterium lactis Bi-07 versus placebo for the symptoms of bloating 
in patients with functional bowel disorders: a double-blind study. J Clin 
Gastroenterol 45:518–525. https://doi.org/10.1097/MCG.-
0b013e31820ca4d6

9. Cheng CC, Duar RM, Lin X, Perez-Munoz ME, Tollenaar S, Oh J-H, van 
Pijkeren J-P, Li F, van Sinderen D, Gänzle MG, Walter J. 2020. Ecological 
importance of cross-feeding of the intermediate metabolite 1,2-
propanediol between bacterial gut symbionts. Appl Environ Microbiol 
86:e00190-20. https://doi.org/10.1128/AEM.00190-20

10. Shiou S-R, Yu Y, Guo Y, He S-M, Mziray-Andrew CH, Hoenig J, Sun J, 
Petrof EO, Claud EC. 2013. Synergistic protection of combined probiotic 
conditioned media against neonatal necrotizing enterocolitis-like 
intestinal injury. PLoS One 8:e65108. https://doi.org/10.1371/journal.
pone.0065108

11. Li S-C, Hsu W-F, Chang J-S, Shih C-K. 2019. Combination of Lactobacillus 
acidophilus and Bifidobacterium animalis subsp. lactis shows a stronger 
anti-inflammatory effect than individual strains in HT-29 cells. Nutrients 
11:969. https://doi.org/10.3390/nu11050969

12. Ray KJ, Santee C, McCauley K, Panzer AR, Lynch SV. 2022. Gut 
Bifidobacteria enrichment following oral Lactobacillus-supplementation 
is associated with clinical improvements in children with cystic fibrosis. 
BMC Pulm Med 22:287. https://doi.org/10.1186/s12890-022-02078-9

13. Mu Q, Tavella VJ, Luo XM. 2018. Role of Lactobacillus reuteri in human 
health and diseases. Front Microbiol 9:757. https://doi.org/10.3389/
fmicb.2018.00757

14. Sung V, D’Amico F, Cabana MD, Chau K, Koren G, Savino F, Szajewska H, 
Deshpande G, Dupont C, Indrio F, Mentula S, Partty A, Tancredi D. 2018. 
Lactobacillus reuteri to treat Infant colic: a meta-analysis. Pediatrics 
141:e20171811. https://doi.org/10.1542/peds.2017-1811

15. Riezzo G, Chimienti G, Orlando A, D’Attoma B, Clemente C, Russo F. 2019. 
Effects of long-term administration of Lactobacillus reuteri DSM-17938 

on circulating levels of 5-HT and BDNF in adults with functional 
constipation. Benef Microbes 10:137–147. https://doi.org/10.3920/
BM2018.0050

16. Baù M, Moretti A, Bertoni E, Vazzoler V, Luini C, Agosti M, Salvatore S. 
2020. Risk and protective factors for gastrointestinal symptoms 
associated with antibiotic treatment in children: a population study. 
Pediatr Gastroenterol Hepatol Nutr 23:35–48. https://doi.org/10.5223/
pghn.2020.23.1.35

17. Romano C, Ferrau’ V, Cavataio F, Iacono G, Spina M, Lionetti E, Comisi F, 
Famiani A, Comito D. 2014. Lactobacillus reuteri in children with 
functional abdominal pain (FAP). J Paediatr Child Health 50:E68–71. 
https://doi.org/10.1111/j.1440-1754.2010.01797.x

18. Liu Y, Fatheree NY, Mangalat N, Rhoads JM. 2010. Human-derived 
probiotic Lactobacillus reuteri strains differentially reduce intestinal 
inflammation. Am J Physiol Gastrointest Liver Physiol 299:G1087–96. 
https://doi.org/10.1152/ajpgi.00124.2010

19. Karimi S, Jonsson H, Lundh T, Roos S. 2018. Lactobacillus reuteri strains 
protect epithelial barrier integrity of IPEC‐J2 monolayers from the 
detrimental effect of enterotoxigenic Escherichia coli. Physiol Rep 
6:e13514. https://doi.org/10.14814/phy2.13514

20. Perez-Burgos A, Wang L, McVey Neufeld K-A, Mao Y-K, Ahmadzai M, 
Janssen LJ, Stanisz AM, Bienenstock J, Kunze WA. 2015. The TRPV1 
channel in rodents is a major target for antinociceptive effect of the 
probiotic Lactobacillus reuteri DSM 17938. J Physiol 593:3943–3957. 
https://doi.org/10.1113/JP270229

21. Wu RY, Pasyk M, Wang B, Forsythe P, Bienenstock J, Mao Y –K., Sharma P, 
Stanisz AM, Kunze WA. 2013. Spatiotemporal maps reveal regional 
differences in the effects on gut motility for Lactobacillus reuteri and 
rhamnosus strains. Neurogastroenterol Motil 25:e205–14. https://doi.
org/10.1111/nmo.12072

22. Milani C, Duranti S, Bottacini F, Casey E, Turroni F, Mahony J, Belzer C, 
Delgado Palacio S, Arboleya Montes S, Mancabelli L, Lugli GA, Rodriguez 
JM, Bode L, de Vos W, Gueimonde M, Margolles A, van Sinderen D, 
Ventura M. 2017. The first microbial colonizers of the human gut: 
composition, activities, and health implications of the infant gut 
microbiota. Microbiol Mol Biol Rev 81:e00036-17. https://doi.org/10.
1128/MMBR.00036-17

23. Alessandri G, van Sinderen D, Ventura M. 2021. The genus Bifidobacte­
rium: from genomics to functionality of an important component of the 
mammalian gut microbiota. Comput Struct Biotechnol J 19:1472–1487. 
https://doi.org/10.1016/j.csbj.2021.03.006

24. Arboleya S, Watkins C, Stanton C, Ross RP. 2016. Gut bifidobacteria 
populations in human health and aging. Front Microbiol 7:1204. https://
doi.org/10.3389/fmicb.2016.01204

25. Tan J, McKenzie C, Potamitis M, Thorburn AN, Mackay CR, Macia L. 2014. 
The role of short-chain fatty acids in health and disease. Adv Immunol 
121:91–119. https://doi.org/10.1016/B978-0-12-800100-4.00003-9

26. Alessandri G, Ossiprandi MC, MacSharry J, van Sinderen D, Ventura M. 
2019. Bifidobacterial dialogue with its human host and consequent 
modulation of the immune system. Front Immunol 10:2348. https:/​/​doi.
org/​10.3389/​fimmu.2019.02348

27. Rabe H, Lundell A-C, Sjöberg F, Ljung A, Strömbeck A, Gio-Batta M, 
Maglio C, Nordström I, Andersson K, Nookaew I, Wold AE, Adlerberth I, 
Rudin A. 2020. Neonatal gut colonization by Bifidobacterium is 
associated with higher childhood cytokine responses. Gut Microbes 
12:1–14. https://doi.org/10.1080/19490976.2020.1847628

28. Henrick BM, Rodriguez L, Lakshmikanth T, Pou C, Henckel E, Olin A, 
Wang J, Mikes J, Tan Z, Chen Y, Ehrlich AM, Bernhardsson AK, Mugabo 
CH, Ambrosiani Y, Gustafsson A, Chew S, Brown HK, Prambs J, Bohlin K, 
Mitchell RD, Underwood MA, Smilowitz JT, German JB, Frese SA, Brodin 

Full-Length Text Applied and Environmental Microbiology

July 2024  Volume 90  Issue 7 10.1128/aem.00247-2424

D
ow

nl
oa

de
d 

fr
om

 h
ttp

s:
//j

ou
rn

al
s.

as
m

.o
rg

/jo
ur

na
l/a

em
 o

n 
23

 A
ug

us
t 2

02
4 

by
 1

93
.1

0.
10

3.
22

2.

https://doi.org/10.1128/aem.00247-24
https://doi.org/10.3389/fmicb.2021.780469
https://doi.org/10.1111/jcpe.12679
https://doi.org/10.1016/j.fm.2021.103750
https://doi.org/10.1038/ismej.2013.211
https://doi.org/10.1073/pnas.1809349115
https://doi.org/10.1016/j.chom.2022.03.002
https://doi.org/10.1039/d1fo01807h
https://doi.org/10.1097/MCG.0b013e31820ca4d6
https://doi.org/10.1128/AEM.00190-20
https://doi.org/10.1371/journal.pone.0065108
https://doi.org/10.3390/nu11050969
https://doi.org/10.1186/s12890-022-02078-9
https://doi.org/10.3389/fmicb.2018.00757
https://doi.org/10.1542/peds.2017-1811
https://doi.org/10.3920/BM2018.0050
https://doi.org/10.5223/pghn.2020.23.1.35
https://doi.org/10.1111/j.1440-1754.2010.01797.x
https://doi.org/10.1152/ajpgi.00124.2010
https://doi.org/10.14814/phy2.13514
https://doi.org/10.1113/JP270229
https://doi.org/10.1111/nmo.12072
https://doi.org/10.1128/MMBR.00036-17
https://doi.org/10.1016/j.csbj.2021.03.006
https://doi.org/10.3389/fmicb.2016.01204
https://doi.org/10.1016/B978-0-12-800100-4.00003-9
https://doi.org/10.3389/fimmu.2019.02348
https://doi.org/10.1080/19490976.2020.1847628
https://doi.org/10.1128/aem.00247-24


P. 2020. Bifidobacteria-mediated immune system imprinting early in life. 
bioRxiv. https://doi.org/10.1101/2020.10.24.353250

29. O’Callaghan A, van Sinderen D. 2016. Bifidobacteria and their role as 
members of the human gut microbiota. Front Microbiol 7:925. https://
doi.org/10.3389/fmicb.2016.00925

30. Collado MC, Donat E, Ribes-Koninckx C, Calabuig M, Sanz Y. 2008. 
Imbalances in faecal and duodenal Bifidobacterium species composition 
in active and non-active coeliac disease. BMC Microbiol 8:232–239. 
https://doi.org/10.1186/1471-2180-8-232

31. Akay HK, Bahar Tokman H, Hatipoglu N, Hatipoglu H, Siraneci R, Demirci 
M, Borsa BA, Yuksel P, Karakullukcu A, Kangaba AA, Sirekbasan S, Aka S, 
Mamal Torun M, Kocazeybek BS. 2014. The relationship between 
bifidobacteria and allergic asthma and/or allergic dermatitis: a 
prospective study of 0–3 years-old children in Turkey. Anaerobe 28:98–
103. https://doi.org/10.1016/j.anaerobe.2014.05.006

32. Fang Z, Pan T, Li L, Wang H, Zhu J, Zhang H, Zhao J, Chen W, Lu W. 2022. 
Bifidobacterium longum mediated tryptophan metabolism to improve 
atopic dermatitis via the gut-skin axis. Gut Microbes 14:2044723. https://
doi.org/10.1080/19490976.2022.2044723

33. Escribano J, Ferré N, Gispert-Llaurado M, Luque V, Rubio-Torrents C, 
Zaragoza-Jordana M, Polanco I, Codoñer FM, Chenoll E, Morera M, 
Moreno-Muñoz JA, Rivero M, Closa-Monasterolo R. 2018. Bifidobacterium 
longum subsp infantis CECT7210-supplemented formula reduces 
diarrhea in healthy infants: a randomized controlled trial. Pediatr Res 
83:1120–1128. https://doi.org/10.1038/pr.2018.34

34. Nocerino R, De Filippis F, Cecere G, Marino A, Micillo M, Di Scala C, de 
Caro C, Calignano A, Bruno C, Paparo L, Iannicelli AM, Cosenza L, 
Maddalena Y, Della Gatta G, Coppola S, Carucci L, Ercolini D, Berni 
Canani R. 2020. The therapeutic efficacy of Bifidobacterium animalis 
subsp. lactis BB-12 in infant colic: a randomised, double blind, placebo-
controlled trial. Aliment Pharmacol Ther 51:110–120. https://doi.org/10.
1111/apt.15561

35. Caruana JC, Walper SA. 2020. Bacterial membrane vesicles as mediators 
of microbe – microbe and microbe – host community interactions. Front 
Microbiol 11:432. https://doi.org/10.3389/fmicb.2020.00432

36. Domínguez Rubio AP, D’Antoni CL, Piuri M, Pérez OE. 2022. Probiotics, 
their extracellular vesicles and infectious diseases. Front Microbiol 
13:864720. https://doi.org/10.3389/fmicb.2022.864720

37. Molina-Tijeras JA, Gálvez J, Rodríguez-Cabezas ME. 2019. The immuno­
modulatory properties of extracellular vesicles derived from probiotics: a 
novel approach for the management of gastrointestinal diseases. 
Nutrients 11:1038. https://doi.org/10.3390/nu11051038

38. Haas-Neill S, Forsythe P. 2020. A budding relationship: bacterial 
extracellular vesicles in the microbiota-gut-brain axis. Int J Mol Sci 
21:8899. https://doi.org/10.3390/ijms21238899

39. Grande R, Celia C, Mincione G, Stringaro A, Di Marzio L, Colone M, Di 
Marcantonio MC, Savino L, Puca V, Santoliquido R, Locatelli M, Muraro R, 
Hall-Stoodley L, Stoodley P. 2017. Detection and physicochemical 
characterization of membrane vesicles (Mvs) of Lactobacillus reuteri DSM 
17938. Front Microbiol 8:1040. https://doi.org/10.3389/fmicb.2017.
01040

40. West CL, Stanisz AM, Mao YK, Champagne-Jorgensen K, Bienenstock J, 
Kunze WA. 2020. Microvesicles from Lactobacillus reuteri (DSM-17938) 
completely reproduce modulation of gut motility by bacteria in mice. 
PLoS One 15:e0225481. https://doi.org/10.1371/journal.pone.0225481

41. Mata Forsberg M, Björkander S, Pang Y, Lundqvist L, Ndi M, Ott M, 
Escribá IB, Jaeger M-C, Roos S, Sverremark-Ekström E. 2019. Extracellular 
membrane vesicles from lactobacilli dampen IFN-γ responses in a 
monocyte-dependent manner. Sci Rep 9:1–13. https://doi.org/10.1038/
s41598-019-53576-6

42. Pang Y, Ermann Lundberg L, Mata Forsberg M, Ahl D, Bysell H, Pallin A, 
Sverremark-Ekström E, Karlsson R, Jonsson H, Roos S. 2022. Extracellular 
membrane vesicles from Limosilactobacillus reuteri strengthen the 
intestinal epithelial integrity, modulate cytokine responses and 
antagonize activation of TRPV1. Front Microbiol 13:1032202. https://doi.
org/10.3389/fmicb.2022.1032202

43. Liu Y, Tian X, He B, Hoang TK, Taylor CM, Blanchard E, Freeborn J, Park S, 
Luo M, Couturier J, Tran DQ, Roos S, Wu G, Rhoads JM. 2019. Lactobacil­
lus reuteri DSM 17938 feeding of healthy newborn mice regulates 
immune responses while modulating gut microbiota and boosting 

beneficial metabolites. Am J Physiol Gastrointest Liver Physiol 317:G824–
G838. https://doi.org/10.1152/ajpgi.00107.2019

44. Liu Y, Armbrister SA, Okeugo B, Mills TW, Daniel RC, Oh J-H, van Pijkeren 
J-P, Park ES, Saleh ZM, Lahiri S, Roos S, Rhoads Jm. 2023. Probiotic-
derived Ecto-5′-nucleotidase produces anti-inflammatory adenosine 
metabolites in treg-deficient scurfy mice. Probiotics Antimicro Prot 
15:1001–1013. https://doi.org/10.1007/s12602-023-10089-z

45. Karvonen A-V, Vesikari T, Casas IA. 1998. Lactobacillus and Lactobacillus 
reuteri: mother-child vinculum at birth and during early age of infants. 
Int. Symp. World Congress Anaerobic Bacteria and Infections, Nice, 
France.

46. Rychen G, Aquilina G, Azimonti G, Bampidis V, Bastos M de L, Bories G, 
Chesson A, Cocconcelli PS, Flachowsky G, Gropp J, et al. 2018. Guidance 
on the characterisation of microorganisms used as feed additives or as 
production organisms. EFSA J 16:e05206. https://doi.org/10.2903/j.efsa.
2018.5206

47. Vatanen T, Ang QY, Siegwald L, Sarker SA, Le Roy CI, Duboux S, 
Delannoy-Bruno O, Ngom-Bru C, Boulangé CL, Stražar M, et al. 2022. A 
distinct clade of Bifidobacterium longum in the gut of Bangladeshi 
children thrives during weanin. Cell 185:4280–4297. https://doi.org/10.
1016/j.cell.2022.10.011

48. Båth K, Roos S, Wall T, Jonsson H. 2005. The cell surface of Lactobacillus 
reuteri ATCC 55730 highlighted by identification of 126 extracellular 
proteins from the genome sequence. FEMS Microbiol Lett 253:75–82. 
https://doi.org/10.1016/j.femsle.2005.09.042

49. Kerry RG, Patra JK, Gouda S, Park Y, Shin H-S, Das G. 2018. Benefaction of 
probiotics for human health: a review. J Food Drug Anal 26:927–939. 
https://doi.org/10.1016/j.jfda.2018.01.002

50. Wall R, Hussey SG, Ryan CA, O’Neill M, Fitzgerald G, Stanton C, Ross RP. 
2008. Presence of two Lactobacillus and Bifidobacterium probiotic strains 
in the neonatal ileum. ISME J 2:83–91. https://doi.org/10.1038/ISMEJ.
2007.69

51. Adamberg S, Sumeri I, Uusna R, Ambalam P, Kondepudi KK, Adamberg K, 
Wadström T, Ljungh A. 2014. Survival and synergistic growth of mixed 
cultures of bifidobacteria and lactobacilli combined with prebiotic 
oligosaccharides in a gastrointestinal tract simulator. Microb Ecol Health 
Dis 25:99. https://doi.org/10.3402/mehd.v25.23062

52. Toscano M, De Vecchi E, Gabrieli A, Zuccotti GV, Drago L. 2015. Probiotic 
characteristics and in vitro compatibility of a combination of Bifidobacte­
rium breve M-16 V, Bifidobacterium longum subsp. infantis M-63 and 
Bifidobacterium longum subsp. longum BB536. Ann Microbiol 65:1079–
1086. https://doi.org/10.1007/s13213-014-0953-5

53. Matsumoto M, Ohishi H, Benno Y. 2004. H+-ATPase activity in 
Bifidobacterium with special reference to acid tolerance. Int J Food 
Microbiol 93:109–113. https://doi.org/10.1016/j.ijfoodmicro.2003.10.009

54. Valeriano VD, Parungao-Balolong MM, Kang D-K. 2014. In vitro 
evaluation of the mucin‐adhesion ability and probiotic potential of 
Lactobacillus mucosae LM1. J Appl Microbiol 117:485–497. https://doi.
org/10.1111/jam.12539

55. Mays ZJS, Chappell TC, Nair NU. 2020. Quantifying and engineering 
mucus adhesion of probiotics. ACS Synth Biol 9:356–367. https://doi.org/
10.1021/acssynbio.9b00356

56. Bottacini F, Ventura M, van Sinderen D, O’Connell Motherway M. 2014. 
Diversity, ecology and intestinal function of bifidobacteria. Microb Cell 
Fact 13:S4–15. https://doi.org/10.1186/1475-2859-13-S1-S4

57. Thongaram T, Hoeflinger JL, Chow J, Miller MJ. 2017. Human milk 
oligosaccharide consumption by probiotic and human-associated 
bifidobacteria and lactobacilli. J Dairy Sci 100:7825–7833. https://doi.
org/10.3168/jds.2017-12753

58. Yamada C, Gotoh A, Sakanaka M, Hattie M, Stubbs KA, Katayama-
Ikegami A, Hirose J, Kurihara S, Arakawa T, Kitaoka M, Okuda S, Katayama 
T, Fushinobu S. 2017. Molecular insight into evolution of symbiosis 
between breast-fed infants and a member of the human gut micro­
biome Bifidobacterium longum. Cell Chem Biol 24:515–524. https://doi.
org/10.1016/j.chembiol.2017.03.012

59. von Ossowski I. 2017. Novel molecular insights about lactobacillar 
sortase-dependent piliation. Int J Mol Sci 18:1551. https://doi.org/10.
3390/ijms18071551

60. von Ossowski I, Satokari R, Reunanen J, Lebeer S, De Keersmaecker SCJ, 
Vanderleyden J, de Vos WM, Palva A. 2011. Functional characterization of 
a mucus-specific LPXTG surface adhesin from probiotic Lactobacillus 

Full-Length Text Applied and Environmental Microbiology

July 2024  Volume 90  Issue 7 10.1128/aem.00247-2425

D
ow

nl
oa

de
d 

fr
om

 h
ttp

s:
//j

ou
rn

al
s.

as
m

.o
rg

/jo
ur

na
l/a

em
 o

n 
23

 A
ug

us
t 2

02
4 

by
 1

93
.1

0.
10

3.
22

2.

https://doi.org/10.1101/2020.10.24.353250
https://doi.org/10.3389/fmicb.2016.00925
https://doi.org/10.1186/1471-2180-8-232
https://doi.org/10.1016/j.anaerobe.2014.05.006
https://doi.org/10.1080/19490976.2022.2044723
https://doi.org/10.1038/pr.2018.34
https://doi.org/10.1111/apt.15561
https://doi.org/10.3389/fmicb.2020.00432
https://doi.org/10.3389/fmicb.2022.864720
https://doi.org/10.3390/nu11051038
https://doi.org/10.3390/ijms21238899
https://doi.org/10.3389/fmicb.2017.01040
https://doi.org/10.1371/journal.pone.0225481
https://doi.org/10.1038/s41598-019-53576-6
https://doi.org/10.3389/fmicb.2022.1032202
https://doi.org/10.1152/ajpgi.00107.2019
https://doi.org/10.1007/s12602-023-10089-z
https://doi.org/10.2903/j.efsa.2018.5206
https://doi.org/10.1016/j.cell.2022.10.011
https://doi.org/10.1016/j.femsle.2005.09.042
https://doi.org/10.1016/j.jfda.2018.01.002
https://doi.org/10.1038/ISMEJ.2007.69
https://doi.org/10.3402/mehd.v25.23062
https://doi.org/10.1007/s13213-014-0953-5
https://doi.org/10.1016/j.ijfoodmicro.2003.10.009
https://doi.org/10.1111/jam.12539
https://doi.org/10.1021/acssynbio.9b00356
https://doi.org/10.1186/1475-2859-13-S1-S4
https://doi.org/10.3168/jds.2017-12753
https://doi.org/10.1016/j.chembiol.2017.03.012
https://doi.org/10.3390/ijms18071551
https://doi.org/10.1128/aem.00247-24


rhamnosus GG. Appl Environ Microbiol 77:4465–4472. https://doi.org/10.
1128/AEM.02497-10

61. Drey E, Kok CR, Hutkins R. 2022. Role of Bifidobacterium pseudocatenula­
tum in degradation and consumption of xylan-derived carbohydrates. 
Appl Environ Microbiol 88:e0129922. https://doi.org/10.1128/aem.
01299-22

62. Schwerdtfeger LA, Nealon NJ, Ryan EP, Tobet SA. 2019. Human colon 
function ex vivo: dependence on oxygen and sensitivity to antibiotic. 
PLoS One 14:e0217170. https://doi.org/10.1371/journal.pone.0217170

63. Singhal R, Shah YM. 2020. Oxygen battle in the gut: hypoxia and 
hypoxia-inducible factors in metabolic and inflammatory responses in 
the intestine. J Biol Chem 295:10493–10505. https://doi.org/10.1074/jbc.
REV120.011188

64. Liu H, Xia Y. 2015. Beneficial and detrimental role of adenosine signaling 
in diseases and therapy. J Appl Physiol (1985) 119:1173–1182. https://
doi.org/10.1152/japplphysiol.00350.2015

65. Puntambekar P, Van Buren J, Raisinghani M, Premkumar LS, Ramkumar 
V. 2004. Direct interaction of adenosine with the TRPV1 channel protein. 
J Neurosci 24:3663–3671. https://doi.org/10.1523/JNEUROSCI.4773-03.
2004

66. Brito R, Sheth S, Mukherjea D, Rybak LP, Ramkumar V. 2014. TRPV1: a 
potential drug target for treating various diseases. Cells 3:517–545. 
https://doi.org/10.3390/cells3020517

67. Akbar A, Yiangou Y, Facer P, Walters JRF, Anand P, Ghosh S. 2008. 
Increased capsaicin receptor TRPV1-expressing sensory fibres in irritable 
bowel syndrome and their correlation with abdominal pain. Gut 57:923–
929. https://doi.org/10.1136/gut.2007.138982

68. Song PI, Armstrong CA. 2019. Novel therapeutic approach with 
PAC-14028 cream, a TRPV1 antagonist, for patients with mild-to-
moderate atopic dermatitis. Br J Dermatol 180:971–972. https://doi.org/
10.1111/bjd.17777

69. Choi JY, Lee HY, Hur J, Kim KH, Kang JY, Rhee CK, Lee SY. 2018. TRPV1 
blocking alleviates airway inflammation and remodeling in a chronic 
asthma murine model. Allergy Asthma Immunol Res 10:216–224. https:/
/doi.org/10.4168/aair.2018.10.3.216

70. Sung V. 2018. Infantile colic. Aust Prescr 41:105–110. https://doi.org/10.
18773/austprescr.2018.033

71. Fernandes ES, Brito CXL, Teixeira SA, Barboza R, dos Reis AS, Azevedo-
Santos APS, Muscará M, Costa SKP, Marinho CRF, Brain SD, Grisotto MAG. 
2014. TRPV1 antagonism by capsazepine modulates innate immune 
response in mice infected with Plasmodium berghei ANKA. Mediators 
Inflamm 2014:506450. https://doi.org/10.1155/2014/506450

72. Nagpal R, Mishra SK, Deep G, Yadav H. 2020. Role of TRP channels in 
shaping the gut microbiome. Pathogens 9:753. https://doi.org/10.3390/
pathogens9090753

73. Feng W, Song Y, Chen C, Lu ZZ, Zhang Y. 2010. Stimulation of adenosine 
A2B receptors induces interleukin-6 secretion in cardiac fibroblasts via 
the PKC-δ–P38 signalling pathway. Br J Pharmacol 159:1598–1607. https:
//doi.org/10.1111/j.1476-5381.2009.00558.x

74. Cantu-Jungles TM, Hamaker BR. 2023. Tuning expectations to reality: 
don't expect increased gut microbiota diversity with dietary fiber. J Nutr 
153:3156–3163. https://doi.org/10.1016/j.tjnut.2023.09.001

75. Barrak I, Stájer A, Gajdács M, Urbán E. 2020. Small, but smelly: the 
importance of Solobacterium moorei in halitosis and other human 
infections. Heliyon 6:e05371. https://doi.org/10.1016/j.heliyon.2020.
e05371

76. Liu W-J, Xiao M, Yi J, Li Y, Kudinha T, Xu Y-C. 2019. First case report of 
bacteremia caused by Solobacterium moorei in China, and literature 

review. BMC Infect Dis 19:730. https://doi.org/10.1186/s12879-019-4359-
7

77. Maitre Y, Micheneau P, Delpierre A, Mahalli R, Guerin M, Amador G, 
Denis F. 2020. Did the brain and oral microbiota talk to each other? A 
review of the literature. J Clin Med 9:3876. https://doi.org/10.3390/
jcm9123876

78. Hiippala K, Barreto G, Burrello C, Diaz-Basabe A, Suutarinen M, 
Kainulainen V, Bowers JR, Lemmer D, Engelthaler DM, Eklund KK, 
Facciotti F, Satokari R. 2020. Novel Odoribacter splanchnicus strain and its 
outer membrane vesicles exert Immunoregulatory effects in vitro. Front 
Microbiol 11. https://doi.org/10.3389/fmicb.2020.575455

79. Lawley B, Munro K, Hughes A, Hodgkinson AJ, Prosser CG, Lowry D, et al. 
2017. Differentiation of Bifidobacterium longum subspecies longum and 
infantis by quantitative PCR using functional gene targets. PeerJ PeerJ 
Inc 5:e3375.

80. McDonald LC, McFeeters RF, Daeschel MA, Fleming HP. 1987. A 
differential medium for the enumeration of homofermentative and 
heterofermentative lactic acid bacteria. Appl Environ Microbiol 53:1382–
1384. https://doi.org/10.1128/aem.53.6.1382-1384.1987

81. Wall T, Båth K, Britton RA, Jonsson H, Versalovic J, Roos S. 2007. The early 
response to acid shock in Lactobacillus reuteri involves the ClpL 
chaperone and a putative cell wall-altering esterase. Appl Environ 
Microbiol 73:3924–3935. https://doi.org/10.1128/AEM.01502-06

82. Roos S, Karner F, Axelsson L, Jonsson H. 2000. Lactobacillus mucosae sp. 
nov., a new species with in vitro mucus-binding activity isolated from pig 
intestine. Int J Syst Evol Microbiol 50 Pt 1:251–258. https://doi.org/10.
1099/00207713-50-1-251

83. Rosengren A, Fabricius A, Guss B, Sylvén S, Lindqvist R. 2010. Occurrence 
of foodborne pathogens and characterization of Staphylococcus aureus 
in cheese produced on farm-dairies. Int J Food Microbiol 144:263–269. 
https://doi.org/10.1016/j.ijfoodmicro.2010.10.004

84. Zhang H, Yohe T, Huang L, Entwistle S, Wu P, Yang Z, Busk PK, Xu Y, Yin Y. 
2018. dbCAN2: a meta server for automated carbohydrate-active 
enzyme annotation. Nucleic Acids Res 46:W95–W101. https://doi.org/10.
1093/nar/gky418

85. Sun H, Brandt C, Schnürer A. 2020. Long-read DNA preparation for 
bacterial isolates. https://doi.org/10.17504/protocols.io.64ghgtw

86. Cantalapiedra CP, Hernández-Plaza A, Letunic I, Bork P, Huerta-Cepas J. 
2021. eggNOG-mapper V2: functional annotation, orthology assign­
ments, and domain prediction at the metagenomic scale. Mol Biol Evol 
38:5825–5829. https://doi.org/10.1093/molbev/msab293

87. Association WM. 2013. World medical association declaration of helsinki: 
ethical principles for medical research involving human subjects. JAMA 
310:2191–2194. https://doi.org/10.1001/jama.2013.281053

88. Svedlund J, Sjödin I, Dotevall G. 1988. GSRS—a clinical rating scale for 
gastrointestinal symptoms in patients with irritable bowel syndrome 
and peptic ulcer disease. Dig Dis Sci 33:129–134. https://doi.org/10.
1007/BF01535722

89. Walters W, Hyde ER, Berg-Lyons D, Ackermann G, Humphrey G, Parada A, 
Gilbert JA, Jansson JK, Caporaso JG, Fuhrman JA, Apprill A, Knight R. 
2016. Improved bacterial 16S rRNA gene (V4 and V4-5) and fungal 
internal transcribed spacer marker gene primers for microbial 
community surveys. mSystems 1:e00009-15. https://doi.org/10.1128/
mSystems.00009-15

90. Magoč T, Salzberg SL. 2011. FLASH: fast length adjustment of short 
reads to improve genome assemblies. Bioinformatics 27:2957–2963. 
https://doi.org/10.1093/bioinformatics/btr507

Full-Length Text Applied and Environmental Microbiology

July 2024  Volume 90  Issue 7 10.1128/aem.00247-2426

D
ow

nl
oa

de
d 

fr
om

 h
ttp

s:
//j

ou
rn

al
s.

as
m

.o
rg

/jo
ur

na
l/a

em
 o

n 
23

 A
ug

us
t 2

02
4 

by
 1

93
.1

0.
10

3.
22

2.

https://doi.org/10.1128/AEM.02497-10
https://doi.org/10.1128/aem.01299-22
https://doi.org/10.1371/journal.pone.0217170
https://doi.org/10.1074/jbc.REV120.011188
https://doi.org/10.1152/japplphysiol.00350.2015
https://doi.org/10.1523/JNEUROSCI.4773-03.2004
https://doi.org/10.3390/cells3020517
https://doi.org/10.1136/gut.2007.138982
https://doi.org/10.1111/bjd.17777
https://doi.org/10.4168/aair.2018.10.3.216
https://doi.org/10.18773/austprescr.2018.033
https://doi.org/10.1155/2014/506450
https://doi.org/10.3390/pathogens9090753
https://doi.org/10.1111/j.1476-5381.2009.00558.x
https://doi.org/10.1016/j.tjnut.2023.09.001
https://doi.org/10.1016/j.heliyon.2020.e05371
https://doi.org/10.1186/s12879-019-4359-7
https://doi.org/10.3390/jcm9123876
https://doi.org/10.3389/fmicb.2020.575455
https://doi.org/10.1128/aem.53.6.1382-1384.1987
https://doi.org/10.1128/AEM.01502-06
https://doi.org/10.1099/00207713-50-1-251
https://doi.org/10.1016/j.ijfoodmicro.2010.10.004
https://doi.org/10.1093/nar/gky418
https://doi.org/10.17504/protocols.io.64ghgtw
https://doi.org/10.1093/molbev/msab293
https://doi.org/10.1001/jama.2013.281053
https://doi.org/10.1007/BF01535722
https://doi.org/10.1128/mSystems.00009-15
https://doi.org/10.1093/bioinformatics/btr507
https://doi.org/10.1128/aem.00247-24

	Bifidobacterium longum subsp. longum BG-L47 boosts growth and activity of Limosilactobacillus reuteri DSM 17938 and its extracellular membrane vesicles
	RESULTS
	Isolation and identification of B. longum strains
	B. longum stimulates growth of L. reuteri DSM 17938 in simulated intestinal medium
	Characterization of the B. longum strains
	Identification of glycoside hydrolase genes and analysis of the fiber degradation capacity of BG-L47 and BB536
	Stimulation of L. reuteri DSM 17938 membrane vesicle bioactivity
	Genome characteristics and safety assessment of BG-L47
	Clinical safety and tolerability study of BG-L47

	DISCUSSION
	MATERIALS AND METHODS
	Strains and strain development
	PCR for identification of B. longum subspecies
	Growth stimulation of L. reuteri by co-cultivation with B. longum
	High-performance liquid chromatography
	NMR spectroscopy
	Characterization of B. longum strains
	Analysis of glycoside hydrolase genes and fiber utilization
	Isolation of extracellular MV
	Protein concentration and 5′-nucleotidase activity assays
	Evaluation of TRPV1 antagonism
	Secretion of IL-6 and IL-1ß from peripheral blood mononuclear cells
	Whole genome sequencing and genome risk assessment of BG-L47
	Clinical safety and tolerability study
	DNA extraction, PCR, and 16S rRNA gene sequencing of fecal samples from the clinical study
	Strain-specific primer design and qPCR
	Analysis of microbiota by 16S rRNA gene amplicon sequencing
	Statistical analyses



