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Abstract: The bile resistance of intestinal bacteria is among the key factors responsible for their
successful colonization of and survival in the mammalian gastrointestinal tract. In this study, we
demonstrated that lactate-producing Atopobiaceae bacteria (Leptogranulimonas caecicola TOC12T and
Granulimonas faecalis OPF537) isolated from mouse intestine showed high resistance to mammalian
bile extracts, due to significant bile salt hydrolase (BSH) activity. We further succeeded in isolating
BSH proteins (designated LcBSH and GfBSH) from L. caecicola TOC12T and G. faecalis OPF53T,
respectively, and characterized their enzymatic features. Interestingly, recombinant LcBSH and
GfBSH proteins exhibited BSH activity against 12 conjugated bile salts, indicating that LcBSH and
GfBSH have much broader substrate specificity than the previously identified BSHs from lactic
acid bacteria, which are generally known to hydrolyze six bile salt isomers. Phylogenetic analysis
showed that LcBSH and GfBSH had no affinities with any known BSH subgroup and constituted
a new BSH subgroup in the phylogeny. In summary, we discovered functional BSHs with broad
substrate specificity from Atopobiaceae bacteria and demonstrated that these BSH enzymes confer
bile resistance to L. caecicola TOC12T and G. faecalis OPF53T.
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1. Introduction

Probiotics are defined as “live microbial feed supplements which beneficially affect the
host animal by improving its intestinal microbial balance” [1]. A diverse array of probiotics,
especially lactic acid bacteria, have been reported to confer beneficial effects on human
health [2], such as improvement in the health of individuals who are overweight [3], the al-
leviation of diarrhea [4], treatment for lactose intolerance [5], treatment for dyslipidemia [6],
and relief from constipation [7]. Among the criteria for selecting probiotics, candidate
strains are first evaluated for resistance against several stress conditions, including sali-
vary/gastric enzymes, low pH, gastric juice, and bile [8]. In particular, bile resistance
is considered essential for the survival and retention of the activity of probiotic bacteria
in the mammalian gastrointestinal tract [8]. As bile acids are strong surfactants that are
ubiquitously present in gut ecosystems, bile exposure in the gastrointestinal tract is highly
toxic to gut bacteria. Previous studies have reported that bile concentrations of 0.3% to
2.0% are considered critical for the selection of probiotic candidates [8-10].

Bile resistance is primarily mediated by bile salt hydrolase (BSH) enzymes (EC3.5.1.24),
which deconjugate glycine and/or taurine-conjugated bile acids [11-13], thereby leading
to the detoxification of conjugated bile acids, although alternative stress tolerance mech-
anisms (e.g., efflux transporter and cell wall modification [14]) might also be involved
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in bile resistance. BSH enzymes have been known to confer further beneficial effects on
human health, including antimicrobial [15-17] and cholesterol-lowering activities [12]. In
general, BSH enzymes have been identified in probiotic candidates within the phylum
Firmicutes (i.e., genera Clostridium [18], Christensenella [19], Enterococcus [20], Lacticaseibacil-
lus [21], Lactiplantibacillus [22], Lactobacillus [23-25], Ligilactobacillus [26], Listeria [27], and
Lysinibacillus [28]). Although gut bacteria belonging to the phylum Actinobacteria have
also been widely recognized as beneficial probiotic candidates [29], previous research
related to BSH has been limited to members of the genus Bifidobacterium within the family
Bifidobacteriaceae [30-34].

Members of the Atopobiaceae family (phylum Actinobacteria) have recently been
recognized as potentially beneficial microbes in the mammalian gastrointestinal tract [35].
Ducarmon et al. reported that gut microbes within the Atopobiaceae family may be
associated with protection against multidrug-resistant bacterial colonization in elderly
individuals [36]. Furthermore, most Atopobiaceae bacteria have been reported to produce
beneficial lactate and short-chain fatty acids, including acetate and butyrate, as fermentation
products [37-39]. Selle et al. demonstrated that the relative abundance of operational
taxonomic units related to the Atopobiaceae family significantly increased after prebiotic
(galacto-oligosaccharides/inulin) supplementation in a mouse gut model [40]. Despite
these probiotic potentials, Atopobiaceae bacteria have not yet been used practically, due
to the lack of a genetic/enzymatic characterization of their probiotic properties. Some
Atopobiaceae bacteria have been reported to exhibit high bile resistance ability [41,42];
however, their bile resistance mechanism has not yet been elucidated.

To elucidate the correlation between bile resistance and BSH enzymes in gut Atopobi-
aceae bacteria, we investigated whether two novel probiotic candidates within the Atopo-
biaceae family, Leptogranulimonas caecicola TOC12T and Granulimonas faecalis OPF53T, rep-
resent bile resistance ability in different mammalian bile extracts. We previously demon-
strated that L. caecicola TOC12" and G. faecalis OPF53" were isolated from mouse intestines
and produced relatively high level of lactate as the predominant fermentation product [43].
In general, lactate-producing bacteria have been recognized as beneficial microorganisms
and are widely used as probiotic agents to maintain host health by reducing gut pH and,
thereby, growth inhibition of gut pathogens [44-46]. Furthermore, we explored new gene
candidates encoding BSH from L. caecicola TOC12T and G. faecalis OPF53" and characterized
their biochemical properties and phylogeny.

2. Results and Discussion
2.1. Bile Resistance in L. caecicola TOC12" and G. faecalis OPF53"

We first investigated whether L. caecicola TOC12" and G. faecalis OPF53T could resist
bile extracts, using a standard plate assay. We observed that both strains were able to
grow and form colonies on GAM agar plates containing 2.0% oxgall (cow bile extract),
clearly indicating that L. caecicola TOC12T and G. faecalis OPF53T possess bile resistance.
Considering that the average bile concentration in mammalian intestines has been estimated
to be 0.3% w/v [47], both strains TOC12T and OPF53T have a high bile resistance capability.
Furthermore, we determined the minimal inhibitory concentrations (MICs) of cow and
porcine bile extracts against both strains. As shown in Table 1, strain TOC12T showed high
MIC values for both cow and porcine bile extracts (MICs of 4.0%). Interestingly, strain
OPF53T also displayed a 4.0% MIC value for cow bile extract; however, this organism
exhibited a much lower MIC value (MIC of 0.1%) for porcine bile extract (Table 1).

We assumed that the different MIC profiles of strain OPF53T could be attributed to the
different bile salt compositions of cow and porcine bile extracts. Porcine bile extracts have
been reported to be mainly composed of glyco/tauro-hyodeoxycholic acids (GHDCA and
THDCA) and glyco/tauro-chenodeoxycholic acids (GCDCA and TCDCA) [48]. In contrast,
cow bile extracts are primarily composed of glyco/tauro-cholic acids (GCA and TCA) and
glyco/tauro-deoxycholic acids (GDCA and TDCA) [48]. Thus, our findings, together with
a previous report by Watanabe et al. [48], suggested that strain TOC12T resists various
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bile salts, including GCA, TCA, GDCA, TDCA, GHDCA, THDCA, GCDCA, and TCDCA,
whereas strain OPF53T may be susceptible to porcine-specific bile salts (i.e., GHDCA,
THDCA, GCDCA, and TCDCA).

Table 1. Minimum inhibitory concentrations of bile extracts against strains TOC12T and OPF53".

Minimum Inhibitory Concentrations (%)

Strain Bile Extracts
Cow Bile (Difco) Porcine Bile (Sigma)
L. caecicola TOC12T 4.0 4.0
G. faecalis OPF53T 4.0 0.1

To verify the bile resistance mechanism of strains TOC12T and OPF53", we exam-
ined whether both strains showed BSH activity. We observed that visible deconjugated
deoxycholic acid (DCA) precipitates surrounding colonies (a well-known indicator of
bacterial BSH activity [12,27]) only when both strains were cultured on GAM agar plates
supplemented with glycodeoxycholic acid (GDCA), one of the major conjugated bile salts
present in oxgall (Figure 1). Hence, we attributed the high bile resistance observed in
strains TOC12T and OPF53T to their BSH activity. Interestingly, some recent studies have
demonstrated that BSH-producing gut bacteria (Lactobacillus gasseri CNCM 1-4884 and
Lactobacillus johnsonii Lal) show significant anti-parasitic activity against the well-known
intestinal protozoan parasite Giardia duodenalis [15,49]. Furthermore, Yoon et al. reported
that BSH-producing Bacteroides ovatus SNUG 40239 exhibited a strong growth inhibitory
effect on Clostridium difficile, one of the major causes of nosocomial diarrheal diseases [17].
More importantly, the anti-Giardia and anti-Clostridium activities of gut bacteria have been
reported to be correlated with their BSH-producing activities (i.e., deconjugated-DCA
compounds produced by BSH activity can inhibit the growth of G. duodenalis and C. difficile).
Although further investigations are required, two BSH-producing Atopobiaceae bacteria
may have anti-pathogenic activities.

GAM GAM with 0.1% GDCA

L. caecicola TOC12" |

G. faecalis OPF53" |

Figure 1. Bile salt hydrolase (BSH) activity in Leptogranulimonas caecicola TOC12T and Granulimonas fae-
calis OPF53T. Full-grown cultures were streaked on a Gifu anaerobic medium (GAM) agar plate (left)
and a GAM agar plate supplemented with 0.1% glycodeoxycholic acid (right). All plates were
anaerobically incubated at 37 °C for 5 days. The visible precipitates surrounding colonies are the
well-known indicators of bacterial BSH activity [12,27].
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2.2. Screening and Sequence Analyses of Putative BSH Genes

We explored putative BSH genes from the whole genome sequences of L. caecicola
TOC12" and G. faecalis OPF53T. Based on sequence analyses, we identified putative BSH
gene candidates (designated IcBSH and gfBSH) in L. caecicola TOC12" and G. faecalis OPF53T,
respectively. Signal peptides were not predicted by SignalP program. The putative IcBSH
and gfBSH genes comprised 948 and 954 bp, respectively. The conserved domain search
revealed that the amino acid sequences of both LcBSH (315 amino acids) and GfBSH
(317 amino acids) were associated with the cholylglycine hydrolase family proteins of the
Ntn-hydrolase superfamily proteins. Our three-dimensional modeling analyses further
showed that the overall structures of LcBSH and GfBSH constituted the well-known o33 -
sandwich folds of cholylglycine hydrolase proteins (Figure 2A), as well as structurally
characterized BSH (CpBSH) from Clostridium perfringens 13 [50]. Multiple alignments
and structural superposition analyses indicated that five amino acid residues (Cys, Arg,
Asp, Asn, and Arg) responsible for the catalytic active site were highly conserved in
both the LcBSH and GfBSH proteins (Figure 2B,C). Therefore, these sequence analyses
strongly suggest that these putative BSHs (LcBSH and GfBSH) could serve as functional
BSH enzymes.

LcBSH 2

GFBSH 1
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Figure 2. Sequence analyses of the putative LcBSH and GfBSH. (A) Overall and (B) catalytic active site
superposition images of LcBSH (blue) and GfBSH (green) with CpBSH from Clostridium perfringens
(gray; PDB accession number 2RLC). The degradation products (glycine and cholic acid) of glycocholic
acid by CpBSH are shown in magenta sticks. (C) Multiple alignment analysis of the putative LcBSH
and GfBSH. Amino acid sequences of LcBSH and GfBSH were compared with characterized bile salt
hydrolases (BSHs) from gut bacteria. The black and gray backgrounds indicate identical and similar
amino acid residues, respectively. The conserved residues (Cys, Arg, Asp, Asn, and Arg) related to
the catalytic active site are boxed in red lines. Abbreviated as: BIBSH (AAF67801) from Bifidobacterium
longum SBT2928; CpBSH (P54965) from Clostridium perfringens 13; LgBSH (WP_020806888) from
Lactobacillus gasseri FR4.

2.3. Enzymatic Activity of Heterologously Expressed LcBSH and GfBSH Proteins

We cloned and overexpressed the putative genes encoding IcBSH and gfBSH in Es-
cherichia coli. The IcBSH and gfBSH genes were commercially synthesized with codon
optimization for E. coli, then subcloned into expression vectors (see Section 3). The recom-
binant LcBSH and GfBSH proteins were purified by Ni-affinity chromatography and their
molecular weights were approximately 35.0 kDa, as determined by SDS-PAGE analyses
(Figure 3), which were nearly identical to their theoretical molecular weights according to
their amino acid sequences.
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Figure 3. Sodium dodecyl sulfate polyacrylamide gel electrophoresis (SDS-PAGE) analysis of purified
LcBSH and GfBSH. The purified proteins were loaded onto 12% SDS-PAGE gels. The single protein
bands of purified Hisg-LcBSH and Hisg-GfBSH proteins were observed to be around 35 kDa. Lane M,
molecular size-marker (3-color prestained XL-Ladder, APRO Science, Tokushima, Japan).

To investigate the enzymatic activities of LcBSH and GfBSH, we performed a BSH
activity assay and determined the substrate specificity of the recombinant proteins. As
shown in Figure 4A, recombinant LcBSH and GfBSH proteins hydrolyzed all the tested
conjugated bile salts, indicating that LcBSH and GfBSH are functional BSH proteins. Fur-
thermore, LcBSH and GfBSH proteins showed similar substrate specificity and hydrolyzed
both glycine-conjugated bile salts and taurine-conjugated bile salts, although previously
identified BSHs from gut bacteria have been widely known to preferentially hydrolyze
glycine-conjugated bile salts rather than taurine-conjugated bile salts [18,33,51]. In ad-
dition, most of the characterized BSHs from the Lactobacillus and Bifidobacterium species
have been reported to hydrolyze six major conjugated bile salts (GCA, GCDCA, GDCA,
TCA, TCDCA, and TDCA). However, the hydrolytic activity of known BSHs toward the
remaining six minor bile salts (GUDCA, GLCA, GHDCA, TUDCA, TLCA, and THDCA)
has not been fully demonstrated. With a few exceptions, BSHs from Bifidobacterium longum
SBT2928 and Lactobacillus paragasseri JCM 53437 have been reported to hydrolyze minor
conjugated bile salts, in addition to the major ones [24,25,33]. Therefore, our findings clearly
indicate that LcBSH and GfBSH are novel BSH enzymes with broad substrate specificity.

We further found that LcBSH exhibited much higher BSH activity toward GHDCA
than toward GfBSH (Figure 4A), although both proteins displayed similar substrate speci-
ficity toward residual eleven substrates. The different substrate specificities of GHDCA
correlated well with the MIC values of their host organisms toward bile extracts (Table 1). In
fact, strain TOC12T with LcBSH showed a high MIC value (4%) toward GHDCA-containing
porcine bile extract, whereas strain OPF53" with GfBSH displayed a much lower MIC value
(0.1%) toward porcine bile extract, suggesting that the LcBSH enzyme mainly contributes
to resistance to porcine bile extract in strain TOC12T.

2.4. Biochemical Characterization of LcBSH and GfBSH

We investigated the effects of temperature and pH on the enzymatic activity of LcBSH
and GfBSH. The effects of temperature on the enzyme activity of the LcBSH protein were
similar to those of GfBSH, and the highest BSH activities of LcBSH and GfBSH were
commonly observed at 37 °C (Figure 4B). Both proteins exhibited stable activity and
retained more than 80% of their original activity under mesophilic conditions (30-50 °C),
whereas significant decreases in enzyme activity were observed at 20 °C and temperatures
higher than 60 °C. We previously demonstrated that both strains grew well at temperatures
between 30 °C and 45 °C (optimum at 37 °C and 37-40 °C for strains TOC12T and OPF53T,
respectively) [43], indicating that the optimum temperatures of LcBSH and GfBSH are
closely consistent with the growth conditions of L. caecicola TOC12T and G. faecalis OPF53T.
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Figure 4. Bile salt hydrolase (BSH) activity and biochemical characterization of recombinant LcBSH
and GfBSH proteins. (A) BSH activity and substrate specificity of LcBSH and GfBSH. The tested
substrates were glycocholic acid (GCA), glycochenodeoxycholic acid (GCDCA), glycodeoxycholic acid
(GDCA), glycoursodeoxycholic acid (GUDCA), glycohyodeoxycholic acid (GHDCA), glycolithocholic
acid (GLCA), taurocholic acid (TCA), taurochenodeoxycholic acid (TCDCA), taurodeoxycholic acid
(TDCA), tauroursodeoxycholic acid (TUDCA), taurohyodeoxycholic acid (THDCA), and taurolitho-
cholic acid (TLCA). Values represent the mean of three independent experiments (each 1 = 3). Error bars
represent standard deviation (SD). (B) Effect of temperature (20-80 °C) and (C) pH (pH 3.0-pH 10.0) on
BSH activity of LcBSH and GfBSH. Each value represents the mean of six technical replicates (each
n = 6). Maximum activity was defined as 100%. Error bars indicate SD.

However, the effects of pH on enzyme activity varied considerably between LcGSH
and GfBSH proteins (Figure 4C). The maximum BSH activity of LcBSH was observed
at pH 7.0, whereas that of GfBSH was observed at pH 6.0. The optimum pH values of
previously identified BSHs were relatively acidic (e.g., the optimum pH values of BSHs from
L. jounsonii strains and C. perfringens are 3.8-4.5 and 4.5, respectively [13]). Furthermore,
LcBSH was functionally stable with above 80% of its residual activity over a broad pH
range (pH 5.0-8.0), although GfBSH showed pH-sensitive properties with below 80% of its
residual activity at pH 3.0-5.0 and pH 7.0-10.0.

2.5. Sequence Comparison and Phylogenetic Analyses

A BLASTP (protein—protein BLAST) search revealed that LcBSH and GfBSH exhibited
relatively low amino acid sequence similarity to characterized BSHs. Moreover, even the
highest amino acid sequence similarities of LcBSH and GfBSH were only 43.97% and 50.49%,
respectively, with BSH from Bifidobacterium adolescentis ATCC 15705 [31]. In contrast, LcBSH
and GfBSH shared a higher sequence similarity (61.46% similarity), indicating that LcBSH
and GfBSH are new BSHs with low sequence similarity to previously identified BSHs from
gut bacteria.

We performed phylogenetic analysis using the amino acid sequences of LcBSH, GfBSH,
and the characterized BSHs. As shown in Figure 5, previously isolated BSH proteins were
subdivided into six major groups, based on bacterial taxonomy (i.e., Lactobacillus group A,
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Lactobacillus group B, Ligilactobacillus group, Lactiplantibacillus group A, Lactiplantibacillus
group B, Bifidobacterium group). We found that LcBSH and GfBSH constituted a new
Atopobiaceae BSH subgroup (Figure 5, yellow background), and the new BSH group was
clearly distinguishable from other BSH groups with high bootstrap values, suggesting that
LcBSH and GfBSH are phylogenetically novel BSHs.
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BsPVA (P12256)

Figure 5. Phylogenetic analysis of LcBSH and GfBSH. Amino acid sequences of LcBSH and GfBSH
proteins were aligned with previously identified bile salt hydrolases (BSHs). The phylogenetic
tree was constructed with MEGA X software, using the neighbor-joining method (1000 bootstrap
replications) [52]. The evolutionary distances were computed using the Poisson correction method
and are in the units of the number of amino acid substitutions per site. The phylogenetic tree was
displayed and customized using the online tool Interactive Tree Of Life (iTOL v6) [53]. Bootstrap
values are shown by circle symbols whose size correlates with the bootstrap values. BsPVA from
Lysinibacillus sphaericus was used as an outgroup.

To date, most characterized BSHs have been isolated from lactic acid bacteria within
the phylum Firmicutes (Figure 5). As for members of the phylum Actinobacteria, BSHs
have been found only in Bifidobacterium species. In the present study, we discovered
two novel BSHs from Atopobiaceae bacteria (phylum Actinobacteria) and demonstrated
their phylogenetic novelty. This result suggested that a diverse array of gut bacteria
within the phylum Actinobacteria would possess BSH activity and the corresponding
BSH enzyme to resist high concentrations of conjugated bile acids and, therefore, be
able to colonize the mammalian digestive tract. Our extended metagenomic database
search clarified that putative BSHs were broadly present in the genomes of the phylum
Actinobacteria, suggesting that the yet-to-be cultured BSH-producing Actinobacteria is a
potential candidate for future probiotic research.
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3. Materials and Methods
3.1. Bacterial Strains and Their Culture Conditions

Two strictly anaerobic, Gram-positive, and lactate-producing bacteria, Leptogran-
ulimonas caecicola TOC12T (JCM 35017T = KCTC 25472") and Granulimonas faecalis OPF53T
(JCM 35015T = KCTC 25474T), were previously isolated from the gastrointestinal tract of
mice [43]. These strains were cultivated in a modified Gifu anaerobic medium (GAM,;
Nissui Pharmaceutical Co., Ltd., Tokyo, Japan) with headspace gas of N, /CO, (80:20, v/v)
at 37 °C under anaerobic conditions. Escherichia coli strain BL.21 (DE3) Champion™21
(SMOBIO Technologies, Hsinchu City, Taiwan) was used as the host strain for heterologous
expression experiments. E. coli strains were cultured in Luria-Bertani broth (LB broth,
Nacalai Tesque, Kyoto, Japan) supplemented with 50 pg/mL kanamycin (FUJIFILM Wako
Pure Chemical Corporation, Osaka, Japan) or 100 ug/mL ampicillin (Sigma-Aldrich, Saint
Louis, MO, USA) at 37 °C with vigorous shaking.

3.2. Screening and Heterologous Expression of Putative Bile Salt Hydrolase (BSH) Genes

We screened putative BSH genes from the whole genome sequences of strains TOC12T
(accession number AP025285) and OPF53T (accession number BQKC01000001), based on ho-
mology and domain searches using the NCBI BLAST program (https:/ /blast.ncbi.nlm.nih.
gov/Blast.cgi, accessed on 8 May 2022), UniProt BLAST tool (https://www.uniprot.org/
blast/, accessed on 8§ May 2022), InterProScan (http:/ /www.ebi.ac.uk/interpro/search/
sequence-search, accessed on 8 May 2022), and Pfam (http:/ /pfam.xfam.org/, accessed on
8 May 2022). The presence of signal peptides was predicted using the SignalP-6.0 server
(https:/ /services.healthtech.dtu.dk/service.php?SignalP, accessed on 8 May 2022). Puta-
tive bsh genes from strains TOC12T and OPF53" (named IcBSH and gfBSH, respectively)
were commercially synthesized with codon optimization for heterologous expression in
E. coli (Genscript, Piscataway, NJ, USA) (see Supplementary Materials). The IcBSH and
gfBSH genes were cloned into the Ndel and EcoRlI sites of the pET28b (kanamycin resistance;
Novagen, Madison, WI, USA) and pColdll (ampicillin resistance; TaKaRa, Tokyo, Japan)
expression vectors, respectively. We designed the Hisg-tags to be attached to the N-terminus
of the recombinant LcBSH and GfBSH proteins.

We performed heterologous gene expression and protein purification experiments, as
described in our previous studies [23-25,54]. In brief, the constructed plasmids (pET28b-IcBSH
and pColdlIl-gfBSH) were transformed into competent E. coli BL21 (DE3) Champion™?21
cells. E. coli strains were cultured in LB broth at 37 °C until the optical density (ODgg)
reached approximately 0.5. Isopropyl-f3-D-thiogalactopyranoside (IPTG; Nacalai Tesque)
was added to the culture media at a final concentration of 100 uM. E. coli cells were further
incubated at 20 °C or 15 °C overnight with shaking. The cells were centrifuged at 5800x g
for 10 min and suspended in lysis buffer (20 mM Tris, 150 mM NaCl, 5% glycerol, and 5 mM
imidazole, pH 7.0). The cells were disrupted by sonication using an ultrasonic disintegrator
(Sonicator BRANSON Sonifer 250, Branson, Danbury, CT, USA; output control:5, duty
cycle:50) in an ice-water bath (five times for 1 min each). After sonication, cell-free soluble
protein fractions were purified by Ni-affinity chromatography on Ni-NTA agarose HP
(FUJIFILM Wako Pure Chemical Corporation). To remove imidazole, the purified protein
solutions were dialyzed with buffer (20 mM Tris, 150 mM NaCl, and 5% glycerol) using
a semipermeable membrane (Spectra/Por 3 membrane MWCO:3500, Repligen, Waltham,
MA, USA), then concentrated using Vivaspin centrifugal concentrators (30,000 MWCO PES;
Sartorius Stedim Biotech GmbH, Goettingen, Germany).

3.3. Sodium Dodecyl Sulfate Polyacrylamide Gel Electrophoresis (SDS-PAGE) Analysis

The purified recombinant proteins (LcBSH and GfBSH) were treated with 4 x premixed
sample buffer solution (Bio-Rad, Hercules, CA, USA) and heat-denatured at 95 °C for 5 min
using a thermal cycler (TaKaRa). The resulting protein solutions were analyzed by sodium
dodecyl sulfate polyacrylamide gel electrophoresis (SDS-PAGE) using Mini-PROTEAN
TGX precast polyacrylamide gels (Bio-Rad), according to the methods described in previous
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studies [23-25,54]. The gels were stained overnight with QC Colloidal Coomassie Stain
(Bio-Rad), with gentle agitation, then decolorized with deionized water.

3.4. Enzymatic Activity

The bile salt hydrolase activity of the recombinant LcBSH and GfBSH proteins was as-
sayed, as previously described [16,24,25,55]. Purified proteins were mixed with 0.24 mg/100 uL
of conjugated bile salt solutions and incubated at 37 °C. In addition, each bile salt solution
was mixed with a buffer solution (20 mM Tris, 150 mM NacCl, and 5% glycerol) instead of
purified proteins and used as a negative control. The enzymatic reactions were terminated
by the addition of 15% trichloroacetic acid (FUJIFILM Wako Pure Chemical Corporation).
The denatured proteins were removed by centrifugation at 10,000 x g for 15 min at 20 °C.
The supernatant was then reacted with 300 mM borate buffer containing 1% SDS (pH 9.5)
and 0.3% 2,4,6-trinitrobenzenesulfonic acid solution (Tokyo Kasei Kogyo Co., Ltd., Tokyo,
Japan). The reaction mixtures were statically incubated for 30 min at room temperature
under dark conditions; finally, 0.6 mM HCl was added to stop the reaction. Absorbance
at 416 nm was measured using a SPARK 10M multimode microplate reader (TECAN,
Miénnedorf, Switzerland). The assays were performed in triplicate. The Student’s t-test was
used to assess the presence of statistically significant differences using GraphPad Prism
software (version 8.0; GraphPad Software, San Diego, CA, USA).

3.5. Biochemical Characterization

The effects of temperature and pH on the enzymatic activity of the LcBSH and GfBSH
proteins were evaluated, as previously described [24,25,55]. The purified proteins were
mixed with taurodeoxycholic acid (TDCA) at selected ranges of temperature (20 °C to
80 °C, in intervals of 10 °C) and pH (pH 3.0 to pH 10.0, in intervals of pH 1.0). After
incubation for 6 h, released taurine was detected, as described above. All experiments
were performed in six technical replicates. The following Good’s buffer solutions were
used to adjust the pH values by replacing the buffer in the reaction mixture according
to a previous study [55]: acetate buffer (CH3COONa-3H,0) for pH 3.0-4.0; MES buffer
(CeH13NO4S-H,0) for pH 5.0-6.0; HEPES buffer (CsH;sN»O4S) for pH 7.0-8.0; CAPS
buffer (CoH19NO3S) for pH 9.0-10.0.

3.6. Bile Resistance Tests

The bile resistance of L. caecicola TOC12T and G. faecalis OPF53T was assayed, as
previously described [9,56]. Strains TOC12T and OPF53" were cultivated in GAM broth
and inoculated on GAM agar plates containing 2.0% oxgall (Difco Laboratories, Detroit,
MI, USA). Plates were anaerobically incubated at 37 °C for 4 days using an AnaeroPack
system with an oxygen absorber (Mitsubishi Gas Chemical America, Inc., Tokyo, Japan).
Minimum inhibitory concentrations (MICs) were determined as the lowest concentration of
bile extracts that prevented visible growth of L. caecicola TOC12" and G. faecalis OPF53T on
GAM agar plates. Oxgall and porcine bile extract (Sigma-Aldrich) were used as substrates.
The final concentrations of the bile extracts were 0.05%, 0.1%, 1.0%, 2.0%, 4.0%, and 6.0%.
All experiments were performed in triplicate.

3.7. Structural Modeling, Multiple Alignment, and Phylogenetic Analyses

Three-dimensional modeling analyses of LcBSH and GfBSH were performed using the
Swiss-Model workspace (https://swissmodel.expasy.org/, accessed on 8 May 2022) [57]. A
BSH from Bifidobacterium longum [58] (PDB ID:2HF() was used as a template for structural
modeling. Superposition modeling analyses were performed and visualized using UCSF
Chimera software [59]. Structurally characterized BSH from Clostridium perfringens (PDB
ID:2RLC) was obtained from the Protein Data Bank (http:/ /www.rcsb.org/pdb/home/
home.do, accessed on 8 May 2022). Multiple amino acid sequence alignment analysis
was performed using GENETYX-MAC software version 20.1.1 (GENETYX, Tokyo, Japan)
and the CLUSTAL W2 program. In addition, a neighbor-joining phylogenetic tree was
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constructed with 1000 bootstrap replications using MEGA X software [52] and visualized
using the online tool Interactive Tree Of Life (iTOL v6) (https:/ /itol.embl.de/, accessed on
8 May 2022) [53].

4. Conclusions

In this study, we discovered that two Atopobiaceae intestinal bacteria, L. caecicola
TOC12" and G. faecalis OPF53T, showed high resistance to bile toxicity, due to significant
BSH activity. Although some Atopobiaceae bacteria have been reported to show bile
resistance ability, we demonstrated for the first time that BSH enzymes critically mediate
the high resistance to bile extracts in Atopobiaceae bacteria by isolating and characterizing
their functional BSH enzymes (designated as LcBSH and GfBSH). We assumed that these
BSH enzymes would provide survival advantages for strains TOC12T and OPF53T to resist
bile toxicity and thereby colonize the host digestive tract. BSH activity has been reported to
confer further ecological advantages on human health, such as pathogen killing, weight
reduction, and cholesterol-lowering activities [12]; therefore, further study is required to
verify the in vivo probiotic effects of BSH-producing Atopobiaceae species using mouse
model experiments.

The present study further demonstrated the enzymatic and phylogenetic uniqueness
of LcBSH and GfBSH proteins. Both BSH proteins showed functional BSH activity toward
12 different conjugated bile salts, clearly indicating that these new BSHs have broader sub-
strate specificity than the well-known BSHs from probiotic Lactobacillus and Bifidobacterium
species. Phylogenetic analysis further clarified that the LcBSH and GfBSH proteins were
affiliated with distinct BSH phylogroups which have low amino acid sequence similarity to
previously identified BSHs.

Overall, this study expands the current understanding of the phylogenetic diversity
of BHS-producing probiotic candidates in mammalian digestive tract. Furthermore, our
findings suggest that BSH-producing Atopobiaceae bacteria and their BSH enzymes with
broad substrate specificity could be regarded as new targets for future probiotic research.

Supplementary Materials: The following supporting information can be downloaded at: https:
/ /www.mdpi.com/article/10.3390/ijms231810980/s1.

Author Contributions: Conceptualization, H.K. and H.T.; data curation, H.K,; formal analysis, HK,,
KM. and H.T,; investigation, H.K. and H.T.; funding acquisition, HK. and H.T.; supervision, H.T.; project
administration, H.T.; writing—original draft, HK., KM. and H.T.; writing—review and editing, HK.,
KM. and H.T. All authors have read and agreed to the published version of the manuscript.

Funding: This work was partially supported by JSPS KAKENHI (Grant numbers JP19K16633,
JP19H05683 and JP19H05679), JST ERATO (Grant Number JPMJER1502), and AMED (Grant num-
ber JP18gm6010019).

Institutional Review Board Statement: Not applicable.
Informed Consent Statement: Not applicable.
Data Availability Statement: Not applicable.

Conflicts of Interest: The authors declare no conflict of interest.

1. Fuller, R. History and development of probiotics. In Probiotics; Springer: Berlin, Germany, 1992; pp. 1-8.

2. Zommiti, M.; Feuilloley, M.G.].; Connil, N. Update of Probiotics in Human World: A Nonstop Source of Benefactions till the End
of Time. Microorganisms 2020, 8, 1907. [CrossRef] [PubMed]

3. Kadooka, Y,; Sato, M.; Imaizumi, K.; Ogawa, A.; Ikuyama, K.; Akai, Y.; Okano, M.; Kagoshima, M.; Tsuchida, T. Regulation of
abdominal adiposity by probiotics (Lactobacillus gasseri SBT2055) in adults with obese tendencies in a randomized controlled trial.
Eur. ]. Clin. Nutr. 2010, 64, 636—643. [CrossRef]

4. Goldenberg, ]J.Z.; Lytvyn, L.; Steurich, J.; Parkin, P.; Mahant, S.; Johnston, B.C. Probiotics for the prevention of pediatric
antibiotic-associated diarrhea. Cochrane Database Syst. Rev. 2015, CD004827. [CrossRef]


https://itol.embl.de/
https://www.mdpi.com/article/10.3390/ijms231810980/s1
https://www.mdpi.com/article/10.3390/ijms231810980/s1
http://doi.org/10.3390/microorganisms8121907
http://www.ncbi.nlm.nih.gov/pubmed/33266303
http://doi.org/10.1038/ejcn.2010.19
http://doi.org/10.1002/14651858.CD004827.pub4

Int. ]. Mol. Sci. 2022, 23, 10980 110f13

10.

11.

12.

13.

14.

15.

16.

17.

18.

19.

20.

21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

Hertzler, S.R.; Clancy, S.M. Kefir improves lactose digestion and tolerance in adults with lactose maldigestion. |. Am. Diet. Assoc.
2003, 103, 582-587. [CrossRef]

Bordoni, A.; Amaretti, A.; Leonardi, A.; Boschetti, E.; Danesi, F.; Matteuzzi, D.; Roncaglia, L.; Raimondi, S.; Rossi, M. Cholesterol-
lowering probiotics: In vitro selection and in vivo testing of bifidobacteria. Appl. Microbiol. Biotechnol. 2013, 97, 8273-8281.
[CrossRef]

Dimidji, E.; Christodoulides, S.; Fragkos, K.C.; Scott, S.M.; Whelan, K. The effect of probiotics on functional constipation in
adults: A systematic review and meta-analysis of randomized controlled trials. Am. |. Clin. Nutr. 2014, 100, 1075-1084. [CrossRef]
de Melo Pereira, G.V.; de Oliveira Coelho, B.; Magalhaes Junior, A.I; Thomaz-Soccol, V.; Soccol, C.R. How to select a probiotic? A
review and update of methods and criteria. Biotechnol. Adv. 2018, 36, 2060-2076. [CrossRef]

Psani, M.; Kotzekidou, P. Technological characteristics of yeast strains and their potential as starter adjuncts in Greek-style black
olive fermentation. World |. Microbiol. Biotechnol. 2006, 22, 1329-1336. [CrossRef]

Ogunremi, O.; Sanni, A.; Agrawal, R. Probiotic potentials of yeasts isolated from some cereal-based N igerian traditional
fermented food products. J. Appl. Microbiol. 2015, 119, 797-808. [CrossRef] [PubMed]

Foley, M.H.; O’Flaherty, S.; Barrangou, R.; Theriot, C.M. Bile salt hydrolases: Gatekeepers of bile acid metabolism and host-
microbiome crosstalk in the gastrointestinal tract. PLoS Pathog. 2019, 15, e1007581. [CrossRef] [PubMed]

Begley, M.; Hill, C.; Gahan, C.G. Bile salt hydrolase activity in probiotics. Appl. Environ. Microbiol. 2006, 72, 1729-1738. [CrossRef]
[PubMed]

Dong, Z.; Lee, B.H. Bile salt hydrolases: Structure and function, substrate preference, and inhibitor development. Protein Sci.
2018, 27, 1742-1754. [CrossRef] [PubMed]

Bustos, A.Y.; Font de Valdez, G.; Fadda, S.; Taranto, M.P. New insights into bacterial bile resistance mechanisms: The role of bile
salt hydrolase and its impact on human health. Food Res. Int. 2018, 112, 250-262. [CrossRef] [PubMed]

Travers, M.A.; Sow, C.; Zirah, S.; Deregnaucourt, C.; Chaouch, S.; Queiroz, R.M.; Charneau, S.; Allain, T.; Florent, I.; Grellier, P.
Deconjugated bile salts produced by extracellular bile-salt hydrolase-like activities from the probiotic Lactobacillus johnsonii Lal
inhibit Giardia duodenalis in vitro growth. Front. Microbiol. 2016, 7, 1453. [CrossRef] [PubMed]

Allain, T.; Chaouch, S.; Thomas, M.; Vallee, L; Buret, A.G.; Langella, P; Grellier, P.; Polack, B.; Bermudez-Humaran, L.G.; Florent, L.
Bile-salt-hydrolases from the probiotic strain Lactobacillus johnsonii Lal mediate anti-giardial activity in vitro and in vivo. Front.
Microbiol. 2018, 8, 2707. [CrossRef]

Yoon, S.; Yu, J.; McDowell, A.; Kim, S.H.; You, H.J.; Ko, G. Bile salt hydrolase-mediated inhibitory effect of Bacteroides ovatus on
growth of Clostridium difficile. |. Microbiol. 2017, 55, 892-899. [CrossRef]

Coleman, ].P.; Hudson, L.L. Cloning and characterization of a conjugated bile acid hydrolase gene from Clostridium perfringens.
Appl. Environ. Microbiol. 1995, 61, 2514-2520. [CrossRef]

Dejean, G.; Tudela, H.; Bruno, L.; Kissi, D.; Rawadi, G.; Claus, S.P. Identifying a Novel Bile Salt Hydrolase from the Keystone Gut
Bacterium Christensenella minuta. Microorganisms 2021, 9, 1252. [CrossRef]

Chand, D.; Panigrahi, P.; Varshney, N.; Ramasamy, S.; Suresh, C.G. Structure and function of a highly active Bile Salt Hydrolase
(BSH) from Enterococcus faecalis and post-translational processing of BSH enzymes. Biochim. Biophys. Acta Proteins Proteom. 2018,
1866, 507-518. [CrossRef]

Kaya, Y.; Kok, M.S,; Oztiirk, M. Molecular cloning, expression and characterization of bile salt hydrolase from Lactobacillus
rhamnosus E9 strain. Food Biotechnol. 2017, 31, 128-140. [CrossRef]

Ren, J.; Sun, K.; Wu, Z.; Yao, J.; Guo, B. All 4 Bile salt hydrolase proteins are responsible for the hydrolysis activity in Lactobacillus
plantarum ST-IIL ]. Food Sci. 2011, 76, M622-M628. [CrossRef] [PubMed]

Kusada, H.; Morinaga, K.; Tamaki, H. Identification of bile salt hydrolase and bile salt resistance in a probiotic bacterium
Lactobacillus gasseri jcMm11317T. Microorganisms 2021, 9, 1011. [CrossRef]

Kusada, H.; Arita, M.; Tohno, M.; Tamaki, H. Isolation of a highly thermostable bile salt hydrolase with broad substrate specificity
from Lactobacillus paragasseri. Front. Microbiol. 2022, 13, 810872. [CrossRef] [PubMed]

Kusada, H.; Arita, M.; Tohno, M.; Tamaki, H. Bile salt hydrolase degrades 3-lactam antibiotics and confers antibiotic resistance on
Lactobacillus paragasseri. Front. Microbiol. 2022, 13, 858263. [CrossRef]

Wang, Z.; Zeng, X.; Mo, Y.; Smith, K; Guo, Y,; Lin, J. Identification and characterization of a bile salt hydrolase from Lactobacillus
salivarius for development of novel alternatives to antibiotic growth promoters. Appl. Environ. Microbiol. 2012, 78, 8795-8802.
[CrossRef] [PubMed]

Sue, D.; Boor, K.J.; Wiedmann, M. cB-dependent expression patterns of compatible solute transporter genes opuCA and Imo1421
and the conjugated bile salt hydrolase gene bsh in Listeria monocytogenes. Microbiology 2003, 149, 3247-3256. [CrossRef]

Daly, ] W,; Keely, S.J.; Gahan, C.G.M. Functional and phylogenetic diversity of BSH and PVA enzymes. Microorganisms 2021, 9, 732.
[CrossRef]

Binda, C.; Lopetuso, L.R.; Rizzatti, G.; Gibiino, G.; Cennamo, V.; Gasbarrini, A. Actinobacteria: A relevant minority for the
maintenance of gut homeostasis. Dig. Liver Dis. 2018, 50, 421-428. [CrossRef]

Kim, G.B.; Lee, B. Genetic analysis of a bile salt hydrolase in Bifidobacterium animalis subsp. lactis KL612. J. Appl. Microbiol. 2008,
105, 778-790. [CrossRef]

Kim, G.B.; Brochet, M.; Lee, B.H. Cloning and characterization of a bile salt hydrolase (bsh) from Bifidobacterium adolescentis.
Biotechnol. Lett. 2005, 27, 817-822. [CrossRef]


http://doi.org/10.1053/jada.2003.50111
http://doi.org/10.1007/s00253-013-5088-2
http://doi.org/10.3945/ajcn.114.089151
http://doi.org/10.1016/j.biotechadv.2018.09.003
http://doi.org/10.1007/s11274-006-9180-y
http://doi.org/10.1111/jam.12875
http://www.ncbi.nlm.nih.gov/pubmed/26095794
http://doi.org/10.1371/journal.ppat.1007581
http://www.ncbi.nlm.nih.gov/pubmed/30845232
http://doi.org/10.1128/AEM.72.3.1729-1738.2006
http://www.ncbi.nlm.nih.gov/pubmed/16517616
http://doi.org/10.1002/pro.3484
http://www.ncbi.nlm.nih.gov/pubmed/30098054
http://doi.org/10.1016/j.foodres.2018.06.035
http://www.ncbi.nlm.nih.gov/pubmed/30131136
http://doi.org/10.3389/fmicb.2016.01453
http://www.ncbi.nlm.nih.gov/pubmed/27729900
http://doi.org/10.3389/fmicb.2017.02707
http://doi.org/10.1007/s12275-017-7340-4
http://doi.org/10.1128/aem.61.7.2514-2520.1995
http://doi.org/10.3390/microorganisms9061252
http://doi.org/10.1016/j.bbapap.2018.01.003
http://doi.org/10.1080/08905436.2017.1303778
http://doi.org/10.1111/j.1750-3841.2011.02431.x
http://www.ncbi.nlm.nih.gov/pubmed/22416715
http://doi.org/10.3390/microorganisms9051011
http://doi.org/10.3389/fmicb.2022.810872
http://www.ncbi.nlm.nih.gov/pubmed/35250928
http://doi.org/10.3389/fmicb.2022.858263
http://doi.org/10.1128/AEM.02519-12
http://www.ncbi.nlm.nih.gov/pubmed/23064348
http://doi.org/10.1099/mic.0.26526-0
http://doi.org/10.3390/microorganisms9040732
http://doi.org/10.1016/j.dld.2018.02.012
http://doi.org/10.1111/j.1365-2672.2008.03825.x
http://doi.org/10.1007/s10529-005-6717-3

Int. ]. Mol. Sci. 2022, 23, 10980 12 0f13

32.

33.

34.

35.

36.

37.

38.

39.

40.

41.

42.

43.

44.

45.

46.

47.

48.

49.

50.

51.

52.

53.

54.

Kim, G.B.; Miyamoto, C.M.; Meighen, E.A.; Lee, B.H. Cloning and characterization of the bile salt hydrolase genes (bsh) from
Bifidobacterium bifidum strains. Appl. Environ. Microbiol. 2004, 70, 5603-5612. [CrossRef] [PubMed]

Tanaka, H.; Hashiba, H.; Kok, J.; Mierau, L. Bile salt hydrolase of Bifidobacterium longum-biochemical and genetic characterization.
Appl. Environ. Microbiol. 2000, 66, 2502-2512. [CrossRef] [PubMed]

Jarocki, P; Targonski, Z. Genetic diversity of bile salt hydrolases among human intestinal bifidobacteria. Curr. Microbiol. 2013, 67,
286-292. [CrossRef] [PubMed]

Zhao, X.; Zhou, S,; Yan, R.; Gong, C.; Gui, Q.; Zhang, Q.; Xiang, L.; Chen, L.; Wang, P;; Li, S.; et al. Parishin From Gastrodia
Elata Ameliorates Aging Phenotype in Mice in a Gut Microbiota-Related Manner. Front. Microbiol. 2022, 13, 877099. [CrossRef]
[PubMed]

Ducarmon, Q.R.; Terveer, E.M.; Nooij, S.; Bloem, M.N.; Vendrik, K.E.W.; Caljouw, M.A.A.; Sanders, I.; van Dorp, S.M.; Wong, M.C,;
Zwittink, R.D.; et al. Microbiota-associated risk factors for asymptomatic gut colonisation with multi-drug-resistant organisms in
a Dutch nursing home. Genome Med. 2021, 13, 54. [CrossRef] [PubMed]

Li, X.; Jensen, R.L.; Hojberg, O.; Canibe, N.; Jensen, B.B. Olsenella scatoligenes sp. nov., a 3-methylindole- (skatole) and
4-methylphenol- (p-cresol) producing bacterium isolated from pig faeces. Int. |. Syst. Evol. Microbiol. 2015, 65, 1227-1233.
[CrossRef]

Collins, M.D.; Wallbanks, S. Comparative sequence analyses of the 165 rRNA genes of Lactobacillus minutus, Lactobacillus rimae
and Streptococcus parvulus: Proposal for the creation of a new genus Atopobium. FEMS Microbiol. Lett. 1992, 74, 235-240. [CrossRef]
Olsen, L; Johnson, J.L.; Moore, L.V.; Moore, W.E. Lactobacillus uli sp. nov. and Lactobacillus rimae sp. nov. from the human gingival
crevice and emended descriptions of lactobacillus minutus and Streptococcus parvulus. Int. J. Syst. Bacteriol. 1991, 41, 261-266.
[CrossRef]

Selle, A.; Brosseau, C.; Dijk, W.; Duval, A.; Bouchaud, G.; Rousseaux, A.; Bruneau, A.; Cherbuy, C.; Mariadassou, M.; Cariou,
V.; et al. Prebiotic Supplementation During Gestation Induces a Tolerogenic Environment and a Protective Microbiota in Offspring
Mitigating Food Allergy. Front. Immunol. 2021, 12, 745535. [CrossRef]

Sakamoto, M,; lino, T.; Hamada, M.; Ohkuma, M. Parolsenella catena gen. nov., sp. nov., isolated from human faeces. Int. J. Syst.
Evol. Microbiol. 2018, 68, 1165-1172. [CrossRef]

Kraatz, M.; Wallace, R.J.; Svensson, L. Olsenella umbonata sp. nov., a microaerotolerant anaerobic lactic acid bacterium from
the sheep rumen and pig jejunum, and emended descriptions of Olsenella, Olsenella uli and Olsenella profusa. Int. ]. Syst. Evol.
Microbiol. 2011, 61, 795-803. [CrossRef] [PubMed]

Morinaga, K.; Kusada, H.; Sakamoto, S.; Murakami, T.; Toyoda, A.; Mori, K.; Meng, X.Y.; Takashino, M.; Murotomi, K.; Tamaki, H.
Granulimonas faecalis gen. nov., sp. nov., and Leptogranulimonas caecicola gen. nov., sp. nov., novel lactate-producing Atopobiaceae
bacteria isolated from mouse intestines, and an emended description of the family Atopobiaceae. Int. |. Syst. Evol. Microbiol. 2022,
in press.

Ammor, S.; Tauveron, G.; Dufour, E.; Chevallier, I. Antibacterial activity of lactic acid bacteria against spoilage and pathogenic
bacteria isolated from the same meat small-scale facility: 1—Screening and characterization of the antibacterial compounds. Food
Control 2006, 17, 454-461. [CrossRef]

Fayol-Messaoudi, D.; Berger, C.N.; Coconnier-Polter, M.H.; Lievin-Le Moal, V.; Servin, A.L. pH-, Lactic acid-, and non-lactic
acid-dependent activities of probiotic Lactobacilli against Salmonella enterica Serovar Typhimurium. Appl. Environ. Microbiol. 2005,
71, 6008-6013. [CrossRef] [PubMed]

Hutt, P; Shchepetova, J.; Loivukene, K.; Kullisaar, T.; Mikelsaar, M. Antagonistic activity of probiotic lactobacilli and bifidobacteria
against entero- and uropathogens. J. Appl. Microbiol. 2006, 100, 1324-1332. [CrossRef] [PubMed]

Prasad, J.; Gill, H.; Smart, J.; Gopal, PK. Selection and characterisation of Lactobacillus and Bifidobacterium strains for use as
probiotics. Int. Dairy J. 1998, 8, 993-1002. [CrossRef]

Watanabe, S.; Tsuneyama, K. Cattle bile but not bear bile or pig bile induces lipid profile changes and fatty liver injury in
mice: Mediation by cholic acid. J. Toxicol. Sci. 2012, 37, 105-121. [CrossRef]

Allain, T.; Chaouch, S.; Thomas, M.; Travers, M.A ; Valle, I.; Langella, P.; Grellier, P.; Polack, B.; Florent, I.; Bermudez-Humaran,
L.G. Bile salt hydrolase activities: A novel target to screen anti-Giardia Lactobacilli? Front. Microbiol. 2018, 9, 89. [CrossRef]
Rossocha, M.; Schultz-Heienbrok, R.; von Moeller, H.; Coleman, ].P.; Saenger, W. Conjugated bile acid hydrolase is a tetrameric
N-terminal thiol hydrolase with specific recognition of its cholyl but not of its tauryl product. Biochemistry 2005, 44, 5739-5748.
[CrossRef]

Kim, G.B.; Yi, S.H,; Lee, B.H. Purification and characterization of three different types of bile salt hydrolases from Bifidobacterium
strains. J. Dairy Sci. 2004, 87, 258-266. [CrossRef]

Kumar, S.; Stecher, G.; Li, M.; Knyaz, C.; Tamura, K. MEGA X: Molecular evolutionary genetics analysis across computing
platforms. Mol. Biol. Evol. 2018, 35, 1547-1549. [CrossRef] [PubMed]

Letunic, I.; Bork, P. Interactive Tree Of Life (iTOL) v4: Recent updates and new developments. Nucleic Acids Res. 2019, 47,
W256-W259. [CrossRef] [PubMed]

Kusada, H.; Tamaki, H.; Kamagata, Y.; Hanada, S.; Kimura, N. A novel quorum-quenching N-acylhomoserine lactone acylase
from Acidovorax sp. strain MR-S7 mediates antibiotic resistance. Appl. Environ. Microbiol. 2017, 83, e00080-17. [CrossRef]
[PubMed]


http://doi.org/10.1128/AEM.70.9.5603-5612.2004
http://www.ncbi.nlm.nih.gov/pubmed/15345449
http://doi.org/10.1128/AEM.66.6.2502-2512.2000
http://www.ncbi.nlm.nih.gov/pubmed/10831430
http://doi.org/10.1007/s00284-013-0362-1
http://www.ncbi.nlm.nih.gov/pubmed/23591474
http://doi.org/10.3389/fmicb.2022.877099
http://www.ncbi.nlm.nih.gov/pubmed/35547139
http://doi.org/10.1186/s13073-021-00869-z
http://www.ncbi.nlm.nih.gov/pubmed/33827686
http://doi.org/10.1099/ijs.0.000083
http://doi.org/10.1016/0378-1097(92)90435-q
http://doi.org/10.1099/00207713-41-2-261
http://doi.org/10.3389/fimmu.2021.745535
http://doi.org/10.1099/ijsem.0.002645
http://doi.org/10.1099/ijs.0.022954-0
http://www.ncbi.nlm.nih.gov/pubmed/20435744
http://doi.org/10.1016/j.foodcont.2005.02.006
http://doi.org/10.1128/AEM.71.10.6008-6013.2005
http://www.ncbi.nlm.nih.gov/pubmed/16204515
http://doi.org/10.1111/j.1365-2672.2006.02857.x
http://www.ncbi.nlm.nih.gov/pubmed/16696680
http://doi.org/10.1016/S0958-6946(99)00024-2
http://doi.org/10.2131/jts.37.105
http://doi.org/10.3389/fmicb.2018.00089
http://doi.org/10.1021/bi0473206
http://doi.org/10.3168/jds.S0022-0302(04)73164-1
http://doi.org/10.1093/molbev/msy096
http://www.ncbi.nlm.nih.gov/pubmed/29722887
http://doi.org/10.1093/nar/gkz239
http://www.ncbi.nlm.nih.gov/pubmed/30931475
http://doi.org/10.1128/AEM.00080-17
http://www.ncbi.nlm.nih.gov/pubmed/28455333

Int. ]. Mol. Sci. 2022, 23, 10980 13 0f 13

55.

56.

57.

58.

59.

Rani, R.P; Anandharaj, M.; Ravindran, A.D. Characterization of bile salt hydrolase from Lactobacillus gasseri FR4 and demon-
stration of its substrate specificity and inhibitory mechanism using molecular docking analysis. Front. Microbiol. 2017, 8, 1004.
[CrossRef]

Begley, M.; Gahan, C.G.; Hill, C. Bile stress response in Listeria monocytogenes LO28: Adaptation, cross-protection, and identification
of genetic loci involved in bile resistance. Appl. Environ. Microbiol. 2002, 68, 6005-6012. [CrossRef]

Waterhouse, A.; Bertoni, M.; Bienert, S.; Studer, G.; Tauriello, G.; Gumienny, R.; Heer, ET.; de Beer, T.A.P.; Rempfer, C.; Bordoli, L.
SWISS-MODEL: Homology modelling of protein structures and complexes. Nucleic Acids Res. 2018, 46, W296-W303. [CrossRef]
Kumar, R.S.; Brannigan, J.A.; Prabhune, A.A.; Pundle, A.V,; Dodson, G.G.; Dodson, E.J.; Suresh, C.G. Structural and functional
analysis of a conjugated bile salt hydrolase from Bifidobacterium longum reveals an evolutionary relationship with penicillin V
acylase. J. Biol. Chem. 2006, 281, 32516-32525. [CrossRef]

Pettersen, E.F.; Goddard, T.D.; Huang, C.C.; Couch, G.S.; Greenblatt, D.M.; Meng, E.C.; Ferrin, T.E. UCSF Chimera—A visualiza-
tion system for exploratory research and analysis. ]. Comput. Chem. 2004, 25, 1605-1612. [CrossRef]


http://doi.org/10.3389/fmicb.2017.01004
http://doi.org/10.1128/AEM.68.12.6005-6012.2002
http://doi.org/10.1093/nar/gky427
http://doi.org/10.1074/jbc.M604172200
http://doi.org/10.1002/jcc.20084

	Introduction 
	Results and Discussion 
	Bile Resistance in L. caecicola TOC12T and G. faecalis OPF53T 
	Screening and Sequence Analyses of Putative BSH Genes 
	Enzymatic Activity of Heterologously Expressed LcBSH and GfBSH Proteins 
	Biochemical Characterization of LcBSH and GfBSH 
	Sequence Comparison and Phylogenetic Analyses 

	Materials and Methods 
	Bacterial Strains and Their Culture Conditions 
	Screening and Heterologous Expression of Putative Bile Salt Hydrolase (BSH) Genes 
	Sodium Dodecyl Sulfate Polyacrylamide Gel Electrophoresis (SDS-PAGE) Analysis 
	Enzymatic Activity 
	Biochemical Characterization 
	Bile Resistance Tests 
	Structural Modeling, Multiple Alignment, and Phylogenetic Analyses 

	Conclusions 
	References

