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Abstract: Paeoniflorin is a glycoside compound found in Paeonia lactiflora Pall that is used in tradi-
tional herbal medicine and shows various protective effects on the cardio-cerebral vascular system.
It has been reported that the pharmacological effects of paeoniflorin might be generated by its
metabolites. However, the bioavailability of paeoniflorin by oral administration is low, which greatly
limits its clinical application. In this paper, a paeoniflorin-converting enzyme gene (G6046, Gen-
Bank accession numbers: OP856858) from Cunninghamella blakesleeana (AS 3.970) was identified
by comparative analysis between MS analysis and transcriptomics. The expression, purification,
enzyme activity, and structure of the conversion products produced by this paeoniflorin-converting
enzyme were studied. The optimal conditions for the enzymatic activity were found to be pH 9,
45 ◦C, resulting in a specific enzyme activity of 14.56 U/mg. The products were separated and
purified by high-performance counter-current chromatography (HPCCC). Two main components
were isolated and identified, 2-amino-2-p-hydroxymethyl-methyl alcohol-benzoate (tirs-benzoate)
and 1-benzoyloxy-2,3-propanediol (1-benzoyloxypropane-2,3-diol), via UPLC-Q-TOF-MS and NMR.
Additionally, paeoniflorin demonstrated the ability to metabolize into benzoic acid via G6046 enzyme,
which might exert antidepressant effects through the blood–brain barrier into the brain.

Keywords: biotransformation; Cunninghamella blakesleeana; paeoniflorin

1. Introduction

Paeonia lactiflora Pall is widely used in Chinese herbal medicine, with a long history
of good safety [1]. Herbal formulations containing it, such as the patented Chinese drugs,
“Xiaoyao-wan” and “Xiaoyao-san,” are prescribed for the treatment of depression-like
disorders [2,3]. The pharmacological activities of the dried roots of Paeonia lactiflora Pall
include alleviating pain, tonifying blood, and regulating menstruation [4]. Paeoniflorin
is an important component of Paeonia lactiflora Pall that shows various protective effects
on the cardio-cerebral vascular system, particularly in diabetes mellitus (DM)-associated
macrovascular complications [5]. In addition, from a mouse study, it was postulated that the
mechanism of the neuroprotective and antidepressant effects of paeoniflorin is to activate
neuronal FGF-2/FGFR1 signal by inhibiting the hippocampal microglia [6]. Paeoniflorin is
potentially an important drug candidate for antiapoptosis [7], anti-inflammation [8], the
treatment of Parkinson’s and Alzheimer’s disease [9–12], and antioxidantation [13] and
antidepressant activities [6,14,15].

Low bioavailability is a common limitation for many natural compounds with useful
pharmacological effects [16]. Paeoniflorin, which can be mainly extracted from Paeonia
lactiflora Pall, has a poor absorption when administrated orally. The kinetic parameters
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of paeoniflorin in plasma proved that it could rarely be transformed and absorbed in the
stomach, liver, and intestinal wall [17–19]. Previous studies also show that paeoniflorin
is mainly metabolized by gut flora, and the pharmacological effect of paeoniflorin may
be produced by the resultant metabolites [20]. Therefore, the clinical applicability of
paeoniflorin is greatly limited due to its low bioavailability and unrevealed pharmacological
mechanism [19,21].

A study displayed that the degradation by gut microbiota enzymes may be one of
the main reasons for the low bioavailability of paeoniflorin [14]. Another study of the
absorption and transformation of paeoniflorin and other active components in Guizhi
Decoction, a traditional Chinese herbal formula containing paeniflorin, in rat gastrointesti-
nal flora showed that paeoniflorin was completely transformed in rat cecum and colon
within 24 h [18]. This confirmed that the intestinal flora metabolizes paeoniflorin. It is
therefore possible that paeoniflorin has a regulatory effect on gut microbiota that helps
to alleviate depression [14]. The study of paeoniflorin metabolites and their intestinal
bacterial metabolism is therefore of great significance for an in-depth understanding of its
pharmacodynamic mechanisms.

Some microbial enzymes were found to possess relative substrate specificities. They
usually catalyze reactions with a chemical bond type or stereo specificity. Due to the similar-
ity between microbial metabolites and mammalian metabolites, microbial transformation
has been used as an effective auxillary method to study the metabolism of some drugs or
natural products in mammals [22–24]. Some studies have shown that some microorganisms
can convert paeoniflorin, such as Cunninghamella blakesleeana (AS 3.970) [25], but no detailed
mechanism has been reported so far.

To further study the mechanism underlying the conversion activity of Cunning-
hamella blakesleeana (AS 3.970), here, we describe a key synthetase found in Cunninghamella
blakesleeana, which can convert paeoniflorin into its metabolites. In this study, the Cun-
ninghamella blakesleeana (AS 3.970) synthetase genem, G6046, was identified and sequenced
using transcriptomics. In order to verify whether G6046 possesses the converting activ-
ity of paeoniflorin, we cloned, expressed, and roughly purified G6046 protein, and the
enzymatic activity was evaluated in vitro. We confirmed that G6046 protein can indeed
convert paeoniflorin into several metabolites, and the further purification of G6046 greatly
improved the efficiency of the conversion of paeoniflorin. The converted products were
separated and purified by high performance counter-current chromatography (HPCCC),
and their structures were identified by UPLC-Q-TOF-MS and NMR analysis. In this study,
we identified a novel paeoniflorin-converting enzyme and its products from Cunninghamella
blakesleeana, which may provide a clue to study the microbial metabolism of paeoniflorin.

2. Results
2.1. MS Analysis to Determine Exoenzyme for Paeoniflorin Transformation

Cunninghamella blakesleeana (AS 3.970) has been reported to convert paeoniflorin [25].
The endoenzymes and exoenzymes from paeoniflorin-induced Cunninghamella blakesleeana
(AS 3.970) were separated and compared against the uninduced cultures to investigate
the effects on paeoniflorin. The extent of paeoniflorin-converting activity of the endoge-
nous and exogenous fractions was measured via high performance liquid chromatography
(HPLC) and compared to determine which enzymes have more paeoniflorin-converting
activity. The results showed that both the induced endoenzyme and exoenzyme by paeoni-
florin had comparable conversion effects (Figure 1A). Therefore, the enzyme or enzymes
that convert paeoniflorin were determined to be inducible enzymes that distribute both
intracellularly and extracellularly.
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Figure 1. The conversion effects of the key enzymes. (A) 100 mL of the Cunninghamella blakesleeana
(AS 3.970) medium was poured off and induced by adding 1.5 mL of paeoniflorin solution (1 mg/mL).
The peak area of paeoniflorin was measured via HPLC. The endoenzyme was obtained from the
supernatant after cell fragmentation and subsequent centrifugation, and the exoenzyme was the
supernatant medium. Both the induced endoenzyme (green diamond) and exoenzyme (black triangle)
by paeoniflorin had comparable conversion effects. (B) HPLC analysis of the conversion activity of
the induced exoenzyme, obtained on an Agilent ZORBAX SB-C18 (4.6 × 250 mm, 5 µm); column
temperature, 30 ◦C; mobile phase, H2O (0.2% phosphoric acid):methanol = 70:30 (v/v); flow rate,
1.0 mL/min; injection volume, 10 µL; detection wavelength, 230 nm. After 8 days of reaction, the
paeoniflorin was converted by the induced exoenzyme.

To identify the key enzymes involved in the biotransformation of paeoniflorin, the
proteins in AS 3.970 and culture medium with or without paeoniflorin induction were
analyzed by SDS-polyacrylamide gel electrophoresis (SDS-PAGE). No difference could be
observed in the bands of the gels between the two conditions due to the density of intra-
cellular protein. Intriguingly, the extracellular proteins were relatively simple (Figure 2),
and it was easy to observe the difference. Three distinctive bands were observed between
the uninduced exoenzyme and the induced exoenzyme, designated B1, B2, and B3. The
three bands were then cut and analyzed using MS (Tables S1–S3 Supplementary Material).
MS analysis of B1, B2, and B3 indicated several candidates, including a phosphoesterase
family-domain-containing protein, hypothetical protein, and rhizopuspepsin 4 precursor.
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Figure 2. SDS-PAGE comparison of Cunninghamella blakesleeana (AS 3.970) exoenzyme with and
without paeoniflorin induction. M: marker. Lane 1: induced exoenzyme with paeoniflorin.
Lane 2: uninduced exoenzyme without paeoniflorin. B1, B2, and B3 were analyzed by MS.

2.2. Transcriptomics Analysis of the Paeoniflorin-Induced Cunninghamella blakesleeana

A transcriptomics analysis was performed on Cunninghamella blakesleeana (AS3.970)
to analyze the induction effect of paeoniflorin. The results of AS3.970 before and after
induction are shown in Table S4. Three samples were left uninduced U1, U2, and U3,
and three, I1, I2, and I3, were induced with paeoniflorin. CleanReads was the total reads
number of CleanReads after data quality control (one read represented two sequences,
PE). The total number of bases of CleanReads after data quality control was represented as
CleanBase. CleanQ20 (%) represented the proportion of bases with a base quality value
greater than 20 (error rate less than 1%) in the total number of bases in CleanReads after
data quality control. The ratio of bases with a base quality value greater than 30 (error rate
less than 0.1%) to the total bases in CleanReads after data quality control was expressed
as CleanQ30 (%). CleanGC (%) represented the ratio of bases G and C to total bases in
CleanReads after data quality control. Particularly, all the values of CleanQ20 (%) were
higher than 96 and all the values of CleanQ30 (%) were over 91. The small error rate
indicated that the results were reliable.

Compared to uninduced AS3.970, a total of 3051 genes were changed at the transcription
level in paeoniflorin-induced AS3.970, of which 1975 genes were up-regulated and 1076 genes
were down-regulated (Table S5). As the key enzyme was produced after paeoniflorin induction
(Figure 1A), the following research was focused on the 1975 up-regulated genes.

2.3. Comparative Analysis between Protein MS and Transcriptomics

Comparing the MS results of the paeoniflorin-induced bands and transcriptomics
results of the up-regulated genes after paeoniflorin induction found the NR_ID in common
to be ORZ19634.1 (phosphoesterase family-domain-containing protein (Absidia repens),
Table S2). Transcriptomics results encode NR_ID as ORZ19634.1 and its GeneID was
G6046_c0_g1. In order to verify the accuracy of the analysis results, the G6046_c0_g1-
encoded amino acid sequence was compared with the amino acid sequence of ORZ19634.1
(Figure 3A). One amino acid sequence, VVIFIFENNDYAK, was identified in the mass
spectrum result of ORZ19634.1. The sequence was matched with the amino acid se-
quence encoded by the G6046_c0_g1 gene (Figure 3B). Therefore, the gene with GeneID of
G6046_c0_g1 may code the key enzyme for paeoniflorin transformation in AS3.970, and
we designated this enzyme G6046. The calculated molecular weight and theoretical pI of
G6046 were 34 KD and 9.17, respectively.
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Figure 3. Amino acid sequence alignment. (A) Comparison of the amino acid sequence of ORZ19634.1
and G6046_c0_g1. (B) One amino acid sequence, VVIFIFENNDYAK, of MS results was matched with
the amino acid sequence encoded by the G6046_c0_g1 gene. * indicates positions which have a single,
fully conserved residue, : indicates that one of the following “strong” groups is fully conserved.

2.4. Cloning of Full-Length G6046 and Its Truncations

As shown in Figure 4, secondary structure prediction of G6046 revealed a signal pep-
tide and a pore-lining helix domain at the N-terminus. Based on this, recombinant vectors
for full-length and truncated G6046 were designed. Among them, G6046 truncations were
designed by deleting the 57 or 82 N-terminal residues. To achieve better gene expression
in E. coli, full-length and truncated constructs were fused with N-terminal MBP or T4L
tags, producing the following constructs: thus constructed the MBP-G6046, T4L-G6046,
MBP-G6046-N∆57, T4L-G6046-N∆57, MBP-G6046-N∆82, and T4L-G6046-N∆82 clones.
pET22b and pET28b were selected as the gene vectors to achieve better expression of G6046
and its truncations. The details of recombinant G6046 are listed in Table 1.
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Figure 4. A schematic drawing of the functional domain of G6046. G6046 possesses a signal peptide
and a pore-lining helix domain at its N-terminus.

Table 1. Constructs of G6046.

Clone Vector Restriction Site Cell Strain Expression

G6046-22b pET22b NdeI XhoI BL21 (DE3) Inclusion body
G6046-28b pET28b NdeI XhoI BL21 (DE3) Inclusion body

MBP-G6046 pET28b NcoI NdeI XhoI BL21 (DE3) Inclusion body
T4L-G6046 pET28b NcoI BamHI XhoI BL21 (DE3) Inclusion body

G6046-N∆57-22b pET22b NdeI XhoI BL21 (DE3) Inclusion body
G6046-N∆57-28b pET28b NdeI XhoI BL21 (DE3) Inclusion body

MBP-G6046-N∆57 pET28b NcoI NdeI XhoI BL21 (DE3) Inclusion body
T4L-G6046-N∆57 pET28b NcoI BamHI XhoI BL21 (DE3) Inclusion body
G6046-N∆82-22b pET22b NdeI XhoI BL21 (DE3)

√

G6046-N∆82-28b pET28b NdeI XhoI BL21 (DE3) Inclusion body
MBP-G6046-N∆82 pET28b NcoI NdeI XhoI BL21 (DE3) Inclusion body
T4L-G6046-N∆82 pET28b NcoI BamHI XhoI BL21 (DE3) Inclusion body



Molecules 2023, 28, 1289 6 of 21

2.5. Expression and Purification of G6046 from E. coli

Vectors containing full-length and truncated G6046 genes were expressed in E. coli
BL21 (DE3) strains. However, full-length G6046 was expressed as an inclusion body in
E. coli, both when using pET22b and pET28b vectors. The T4L- and MBP-tagged constructs
also expressed as inclusion bodies. This may have occurred because the signal peptide and
the pore-lining helix domain in G6046 did fold correctly in E. coli, however, G6046-N∆57,
which lacked these domains, still expressed as an inclusion body whether recombined
into different vectors or fused with MBP or T4L tags. The only construct that successfully
expressed a G6046 truncation was G6046-N∆82 in pET22b (Figure 5).
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Figure 5. SDS-PAGE analysis of expression and purification of G6046-N∆82-22b. Lanes S and Ft: the
supernatant and flowthrough of G6046-N∆82-22b; lanes W1 and W2: samples from the buffer wash;
lane E: the eluted samples from the resin; lane M: molecular weight marker.

2.6. Activity Assay

The secondary and tertiary structures of G6046 were predicted using PSIPRED 4.0
and Phyre2, followed by computer-aided docking analysis. The model of G6046 was
built based on chain B of Acid phosphatase A (ApcA, PDB code: 2d1g [26]), which had a
match confidence of 100% and 28% sequence identity. Figure 6A shows the virtual docking
principle between paeoniflorin and G6046. When paeoniflorin was in contact with G6046,
the two molecules exhibited strong docking capabilities with a binding free energy of
−3.25 kcal/mol. Figure 6B shows a catalytic triad formed by Ser-87, His-150, and Glu-235,
in which three hydrogen bonds are formed between glutamate and the benzoate bonds
in paeoniflorin. It was speculated that the grooved part, which is close to 7 fold domains,
may be the activity center of G6046 since it strongly matches the activity domain in 2d1g
(Figure 6C). Therefore, G6046 may be a phosphatase or phosphoesterase.

High performance liquid chromatography (HPLC) analysis was performed to inves-
tigate the paeoniflorin-converting activity of G6046-N∆82-22b. HPLC analysis of G6046-
N∆82-22b found it was able to convert paeoniflorin into three new substances, (Figure 6D)
P1, P2, and P3. The G6046 enzyme expressed and purified in E. coli has the same activity
and exerts the same conversion on paeoniflorin as the induced exoenzyme of Cunning-
hamella blakesleeana (Figures 1B and 6D). Enzyme activity was determined at pH 9, 45 ◦C,
with the specific enzyme activity of 14.56 U/mg.
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Figure 6. Transformation of paeoniflorin to P1, P2, and P3 mediated by G6046. (A) Molecule docking
between G6046 and paeoniflorin produced using PSIPRED 4.0 and Phyre2; (B) surface topography of
the active site entrance, Ser-87 is in red, His-150 is in green, and Glu-235 is in yellow; (C) sequence
alignment of ApcA 2d1g and G6046 Ser-87, His-150, and Glu-235 in G6046 corresponding to Ser-
175, His-288, and Asp-388 in ApcA 2d1g are indicated in the red boxes; (D) HPLC analysis of the
conversion activity of G6046, obtained on an Agilent ZORBAX SB-C18 (4.6 × 250 mm, 5 µm); column
temperature, 30 ◦C; mobile phase, H2O (0.2% phosphoric acid):methanol = 70:30 (v/v); flow rate,
1.0 mL/min; injection volume, 10 µL; detection wavelength, 230 nm. After 28 h of reaction, the main
conversion products were labelled P1, P2, and P3. * indicates positions which have a single, fully
conserved residue, : indicates that one of the following “strong” groups is fully conserved.
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2.7. Selection of Solvent System and CCC Separation

Several prerequisites should be considered. Partition coefficients of different solvent
systems in the range of 0.5–2 are important for successful separation by CCC [27]. More-
over, the separation factor between two constituents (α = K1/K2, K1 > K2) is at least 1.5.
Solubility and stability of the analytes in solvent should be considered at the same time,
as is the same case in the rapid and clear separation of solvent system into phases. It has
been reported that paeoniflorin had been separated by an ethyl acetate/n-butanol/water
(3/2.5/5, v/v) solvent system [28]. We found that the P2 product obtained by using the
ethyl acetate/n-butanol/water (3/2.5/5, v/v) solvent system may contain unconverted
paeoniflorin. However, our optimization, based on the determination of the K and α values
of the convert products, as shown in Table 2, revealed that ethyl acetate/n-butanol/water
(1/4/5, v/v) could be a potential solvent system to produce a satisfactory separation.

Table 2. Partition coefficients (K) and separation factors (α) of the four components in four solvent
systems.

Solvent System Ethyl
Acetate/n-Butanol/Water (v/v)

P1
(K1)

Paeoniflorin
(Kp)

P2
(K2)

P3
(K3)

α

Kp/K1 K2/Kp

3/2.5/5 0.35 0.68 0.73 2.76 1.94 1.07
3/2/5 0.24 0.54 0.59 2.94 2.25 1.09
2/3/5 0.43 1.03 1.18 3.52 2.39 1.14
1/4/5 0.68 1.22 1.89 7.35 1.79 1.54

Therefore, 1/4/5 ethyl acetate/n-butanol/water was used to separate the components
converted by G6046 on an HPCCC instrument. Based on P3′s high K values, most of it
was likely partitioned to the upper phase and was hard to elute in the lower phase. The
CCC elution was operated in L-I-H [29] (lower phase as mobile phase, eluted from inner
head) mode followed by the upper phase as mobile phase in the tail-to-head mode (U-O-T).
Figure 7A,B illustrates the CCC separation of the conversion products from analytical to
semi-preparative scale. As the system equilibrium was maintained during the two-mode
elution process, the repetitive injection of the sample can be performed right after one run.
Four injections were performed over 320 min (Figure 7C). For semi-preparative separation,
97 mg of the sample was loaded onto a 133.5 mL column and the three peak fractions
could be baseline separated (Figure 7B). The purity of each fraction corresponding to each
chromatographic peak was analyzed by HPLC. The results showed that the diode array
detection (DAD)-purity of P2 was 99.81%, and the purity of P3 was 95.39% (Figure 8). After
concentration and drying, 8.7 mL of P1 as an oily liquid, and 25.23 mg of P2 and 34.17 mg
of P3 as amorphous white powder were obtained.

2.8. UPLC-Q-TOF-MS Analysis of the Conversion Products

After HPCCC separation, ultra-performance liquid chromatography coupled with
quadrupole time-of-flight mass spectrometry (UPLC-Q/TOF-MS) was used to identify
the P1, P2, and P3. Although the DAD-purity of P1 was high, the mass spectrometry
results indicated that it was a mixture. P1 was not investigated for identification, given
that it was a mixture of compounds (Figure S5). As shown in Figure 9B, the compound
P2 showed in its ESI− mass spectra ion fragments at m/z 224.0916 and m/z 270.0974 that
were assigned to molecular ion [M-H]− and [M-H+HCOOH]−, respectively. Additionally,
the positive ion fragments at m/z 248.0892, m/z 226.1074, and m/z 208.0968 were assigned to
[M+Na]+, [M+H]+, and [M+H-H2O]+, respectively, as shown in Figure 9C. Therefore, P2 was
determined to have a molecular formula of C11H15O4N, with a molecular weight of 225.
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Figure 7. HPCCC separation of the paeoniflorin conversion products from analytical (A) to
semi-preparative (B) to continuous injection in semi-preparative (C). (A) Analytical scale: sam-
ple, 30 mg/0.5 mL; column, Spectrum HPCCC-22.5 mL; flow rate, 1.0 mL/min; rotational speed,
250 g; retention of the stationary phase, 58.4%; (B) Semi-preparative scale: sample, 97 mg/2 mL;
Spectrum HPCCC-133.5 mL; flow rate, 4.0 mL/min; rotational speed, 250 g; retention of the stationary
phase, 56.7%; (C) Continuous injection in semi-preparative; other conditions are the same for (A–C),
elution time: 60 min for L-I-H mode (reversed phase elution) and 20 min for U-O-T mode (normal
phase elution); detection wavelength, 230 nm.
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Figure 8. HPLC-DAD chromatograms of paeoniflorin conversion products. Conditions are the same
as in Figure 6. (A–D) are DAD chromatograms of P1, paeoniflorin, P2, and P3, respectively. The
purity of P2 was 99.81%, and the purity of P3 was 95.39%.
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Figure 9. The mass spectra of component P2. (A) is the total ion flow diagram; (B,C) are the primary
mass spectrum in negative and positive ion modes.

The mass spectra of component P3 can be seen in Figure 10. Its ESI+ mass spectra ion
fragments at m/z 219.0628, m/z 179.0709, and m/z 123.0444 were assigned to molecular ion
[M+Na]+, [M+H-H2O]+, and [M+H-C3H4O-H2O]+, respectively. The ion fragment at m/z
123 was assigned to benzoic acid after a loss of glycerin. The mass pattern showed a loss of
glycerin from m/z 197 to m/z 123, corresponding to C3H6O2 group elimination. Therefore,
P3 was determined to have a molecular formula of C10H12O4 with a molecular weight of
196. Almost no signal was observed in negative ion mode.
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mass spectrum in positive ion mode.

2.9. Structural Identification by NMR

The structure of component P2 was determined using 13C NMR spectrum (Figure
S1), and 1H NMR spectrum (Figure S2). The buffer used to purify G6046 contains Tris
(C4H11NO3), so the reaction system contained Tris. 13C NMR δC 135.64 (CH), 131.57 (C),
128.63 (CH), 127.72 (CH) and 1H NMR δH 7.77 (m, 2H), 7.50 (t, 1H), 7.44 (t, 2H) show the
presence of monosubstituted benzene ring fragments in compound P2. With the catalysis
of G6046, the paeoniflorin was converted to benzoic acid fragment and then the carboxyl
group on the benzoic acid fragment reacted with the hydroxyl group on Tris (See Table 3).
Accordingly, we determined the structural formula of P2 to be 2-amino-2-p-hydroxymethyl-
methyl alcohol benzoate (Figure 11).

Table 3. 13C NMR and 1H NMR data for P2.

No. δC (J in Hz) δH (J in Hz)

1 131.57
2 128.63 7.77 (m, 2H)
3 127.72 7.44 (t, J = 7.5 Hz, 2H)
4 135.64 7.50 (t, J = 7.3 Hz, 1H)
5 127.72 7.44 (t, J = 7.5 Hz, 2H)
6 128.63 7.77 (m, 2H)
7 167.76
8 72.94 3.67 (s, 2H)
9 60.99
10 63.08 3.67 (s, 2H)
11 63.56 3.67 (s, 2H)
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Figure 11. Structure of P2.

The 13C NMR spectrum and 1H NMR spectrum of component P3 are shown in Figures
S3 and S4. The corresponding relationship between hydrocarbons is shown in Table 4.
13C NMR δC 133.64 (CH), 130.38 (C), 129.64 (CH), 129.09 (CH) and 1H NMR δH 8.00 (d,
2H), 7.66 (t, 1H), 7.53 (t, 2H) indicated that P3 also has a monosubstituted benzene ring
fragment. 13C NMR δC 69.82 (CH), 66.82 (CH2), 63.08 (CH2) and 1H NMR δH 4.18 (dd, 1H),
4.31 (dd, 1H), 3.80 (q, 1H), 3.45 (hept, 2H) indicates that the compound also contains two
methylene groups connected with oxygen-containing groups and one methyne, which was
analyzed as glycerol structure. In addition, δC 166.24 was a carbonyl signal. Combined
with the above mass spectrum analysis, it can be determined that P3 is glycerin-1-benzoatel
benzoate (Figure 12). The NMR data for glycerin-1-benzoatel benzoate are consistent with
the data reported in the literature [30].

Table 4. 13C NMR and 1H NMR data for P3.

No. δC (J in Hz) δH (J in Hz)

1 130.38
2 129.64 8.00 (d, J = 7.7 Hz, 2H)
3 129.09 7.53 (t, J = 7.6 Hz, 2H)
4 133.64 7.66 (t, J = 7.4 Hz, 1H)
5 129.09 7.53 (t, J = 7.6 Hz, 2H)
6 129.64 8.00 (d, J = 7.7 Hz, 2H)
7 166.24
8 66.82 4.18 (dd, J = 11.1, 4.0 Hz, 1H)

4.31 (dd, J = 11.1, 6.3 Hz, 1H)
9 69.79 3.80 (q, J = 5.4 Hz, 1H)
10 63.08 3.45 (hept, J = 5.8 Hz, 2H)
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3. Discussion

In this study, the gene sequence of a paeoniflorin-converting enzyme from Cunning-
hamella blakesleeana (AS 3.970) was identified via transcriptomics and designated G6046.
The conversion activity of the expressed protein was verified in vitro, and the conversion
products were separated and purified by high performance counter-current chromatogra-
phy (HPCCC). Three component fractions were observed—P1, P2, and P3—and 25.23 mg
and 34.17 mg of P2 and P3 with the HPLC purity of 99.81% and 95.39%, respectively,
were obtained. Using UPLC-Q-TOF-MS and NMR analysis, they were determined to be
2-amino-2-p-hydroxymethyl-methyl alcohol-benzoate (tris-benzoate) and 1-benzoyloxy-
2,3-propanediol (1-benzoyloxypropane-2,3-diol). As shown in Figure S5, we found that
the rest of the molecule that lost benzoic moiety is debenzoylpaeoniflorin in P1 fraction,
which has the molecular formula of C16H24O10. Its ESI− mass spectra ion fragments at m/z
375.1304 and m/z 751.2679 were assigned to molecular ion [M-H]− and [2M-H]−. We have
also done MS analysis of the productions by the induced exoenzyme (Figure 1B). The MS
results were the same as those after we purified P2 and P3.

There are many studies on the pharmacokinetics of paeoniflorin [15,18,31–33]. Previ-
ously, many metabolites of paeoniflorin (such as 7R-paeonimetabolin I, 7S-paeonimetabolin
I, 7R-paeonimetabolin II, 7S-paeonimetabolinII, albiflorin, 4-O-methyldebenzoylpaeoniflorin,
desdimethyl-oxidationpinane glucuronide, and paeoniflorgenin) had been found, and
some of them were produced by intestinal bacteria [34–37]. As mentioned above, the
bioavailability of paeoniflorin is very low after oral administration, so it is suspected that
the pharmacological action of paeoniflorin may be produced by its metabolites of intestinal
bacteria [14,20]. However, there are few research studies on benzoic acid as its metabo-
lite [14,16]. Nowadays, benzoic acid is a commonly used preservative and it is also an
important chemical raw material, which can be used to prepare sodium benzoate preserva-
tives and to synthesize drugs and dyes. When we use “benzoic acid” and “antidepressant”
to search references, there are few hits that associate benzoic acid with antidepressant, but
more and more studies show that benzoate has antidepressant effects [38–41]. Sodium ben-
zoate, an FDA-approved drug against urea cycle disorders in children [42], is widely used
as a food additive, which is long known for its microbicidal effect. It alters the neuroim-
munology of experimental allergic encephalomyelitis (EAE) and ameliorates the disease
process of EAE [43,44]. Sodium benzoate can increase the brain-derived neurotrophic factor
(BDNF) expression in neurons in a dose-dependent and time-dependent manner [45,46].
in vitro and in vivo studies have indicated that benzoate exerts anti-inflammatory effects by
inhibiting microglial activity. The benzoate acts as both an N-methyl-d-aspartate glutamate
receptor (NMDAR) modulator and an anti-inflammatory drug, and, thus, can be effective
in the treatment of depression [40,47,48].

According to the structure analysis of the products, both products contain benzoate
groups. As shown in Figure 13, in the presence G6046, the benzoate bond in paeoniflorin
was broken, and the benzoic acid group was enzymatically hydrolyzed. P2 and P3 resulted
from the cleaved benzoate reacting with either Tris or glycerol present in the experimen-
tal buffer. On this basis, we speculate that benzoic acid is a characteristic gut microbial
metabolite of paeoniflorin and may metabolize to produce new benzoate compounds.
Sodium benzoate was also a metabolite of cinnamon [49]. Some other benzoate com-
pounds are promising antidepressant candidates, such as 4-[1-[1-(benzoyloxy)cyclohexyl]-2-
(dimethylamino)ethyl]-phenyl benzoate [50], 4-[2-(dimethylamino)-1-(1-hydroxycyclohexyl)-
ethyl]-phenyl benzoate hydrochloride [51], and potassium 2-(1-hydroxypentyl)-benzoate [52].
As described above in the introduction, the degradation by gut microbiota enzymes may
be one of the main reasons for the low bioavailability of paeoniflorin, and the pharmaco-
logical effect of paeoniflorin may be produced by the resultant metabolites. The clinical
applicability of paeoniflorin is greatly limited due to its low bioavailability and unrevealed
pharmacological mechanism. Our study directly confirmed that one of the eukaryotic
microorganisms can metabolize paeoniflorin. The study of paeoniflorin metabolites and
their intestinal bacterial metabolism is therefore of great significance for an in-depth un-
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derstanding of its pharmacodynamic mechanisms. Benzoic acid or these newly generated
benzoate substances may be more easily absorbed into the blood by the gut, and more easily
penetrate the blood–brain barrier, enter the central nervous system, and play a depressive
pharmacological role.
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Figure 13. The structure analysis of the product formation process. The benzoic acid group was
enzymatically hydrolyzed by G6046. The cleaved benzoate reacted with either Tris or glycerol
presented in the experimental buffer to produce P2 and P3.

4. Materials and Methods
4.1. Strains and Culture Medium

Escherichia coli BL21 (DE3) and BL21 TOP10 strains were purchased from TransGen
Biotech (Beijing, China). Cunninghamella blakesleeana (AS 3.970) was purchased from the
Chinese Academy of Sciences Institute of Microbiology. Luria-Bertani (LB) (10 g/L tryptone,
10 g/L NaCl and 5 g/L yeast extract) medium was used for all Escherichia coli strains. Potato
Dextrose Agar (PDA) medium and Potato Dextrose Broth (PDB) were used for culturing
Cunninghamella blakesleeana (AS 3.970).

4.2. Reagents and Materials

DNA restriction enzymes, DNA Ligation high, Taq DNA polymerase, DNA marker,
and protein marker were purchased from the Beyotime Institiute of Biotechnology (Shang-
hai, China). The Gel Extraction kit and Plasmid Miniprep kit were purchased from TIAN-
GEN biotech (Beijing) Co., Ltd., (Beijing, China). Ni Sepharose™ 6 Fast Flow was purchased
from GE Healthcare (Fairfield, MA, USA).

Ethyl acetate, n-butanol, and methanol were bought from Macklin (AR, Shanghai
Macklin Biochemical Co. Ltd., Shanghai, China). NaCl, HCl, NaOH (AR, China Na-
tional Pharmaceutical Group Corporation, Beijing, China), and distilled water were used.
Chromatographic-grade methanol from Fisher (HPLC, Fisher Scientific, Waltham, MA,
USA) was used for high performance liquid chromatography (HPLC) analysis. Paeoniflorin
standards were purchased from YuanYe company (Shanghai, China).

4.3. Biotransformation by Cunninghamella blakesleeana

The bacterial powder of Cunninghamella blakesleeana (AS 3.970) was diluted in 5 mL
of sterile water, inoculated in PDA plate culture medium, and incubated at 28 ºC. When
the mycelium grew on the plate, they were transferred to a new PDA plate. Vibrant
bacteria were obtained after three rounds of activation. The activated bacterial cells were
incubated at 28 ◦C for about seven days until the mycelium grew vigorously and spores
were abundant. The spores on the plate were washed into a sterile triangle bottle with
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5 mL of sterile water to make spore fluid [53]. The number of spores in the spore fluid was
counted by hemocytometry to determine the inoculation amount.

The spore fluid was inoculated into the liquid medium at a rate of 3% and then
incubated at 28 ◦C for 48 h. A total of 100 mL of the Cunninghamella blakesleeana (AS 3.970)
medium was poured off and induced by adding 1.5 mL of paeoniflorin solution (1 mg/mL).
The concentration of paeoniflorin in the medium was continuously monitored via HPLC
for 5 days. After the incubation, the medium was centrifuged at 16,000× g, 4 ◦C for 30 min
to obtain the supernatant. The paeoniflorin was identified by comparing the retention
times with that of the standard sample.

4.4. Identification of Proteins in Culture Medium after Paeoniflorin Induction

The paeoniflorin-induced supernatant medium and the paeoniflorin-free supernatant
medium (used as control) were passed through the 0.22 µm microporous membrane to
remove bacterial interference. The proteins in both supernatants were precipitated by
adding ammonium sulfate while the sample was cooled in an ice bath. Ammonium sul-
fate was slowly added into the supernatant with stirring until saturation and the protein
precipitation was collected by centrifugation (16,000× g, 4 ◦C, 30 min). The protein pre-
cipitates were dissolved in 10 mL of PBS and the undissolved substances were pelleted
via centrifugation (16,000× g, 4 ◦C, 30 min). The supernatant was concentrated in a 10 kD
cutoff filter tube to 200 µL. Exoenzymes in both paeoniflorin-induced and paeoniflorin-free
supernatants were analyzed by SDS-PAGE. After Coomassie Brilliant Blue staining, the gels
were observed through a gel imaging system. The relevant protein bands in the SDS-PAGE
were digested with trypsin. Briefly, the gels were cut into small pieces, which were then
washed with 200 µL of distilled water and destained with 200 µL destaining solution
(30 mM K3Fe(CN)6:100 mM NaS2O3, 1:1, v/v). After being dehydrated with ACN, the
proteins in gel were reduced with 20 mM DTT at 56 ◦C for 1 h and then alkylated with
40 mM iodoacetamide (IAM) at room temperature in the dark. The proteins were then
digested with trypsin at 37 ◦C overnight. The digestion was stopped by adding formic
acid to a final concentration of 0.5%. The tryptic peptides were extracted by can, and
the resulting peptide mixtures were dried and stored at −80 ◦C for further MS analysis.
The protein mass spectrometry experiments were performed with a linear ion trap mass
spectrometer (LTQ, Thermo Fisher Corporation, San Jose, CA, USA) that coupled with
the Thermo Finnigan Surveyor nano HPLC system in the Center for Biological Imaging
(CBI), Institute of Biophysics, Chinese Academy of Sciences. MS data were analyzed using
Proteome Discoverer 1.4.1.14 via the Sequest HT search engine. Given the lack of a refer-
ence proteome, the peptide sequences were then compared against the non-redundant (nr)
protein database at the National Center for Biotechnology Information (NCBI) using the
Basic Local Alignment Search Tool (BLAST).

4.5. Transcriptomic Analysis

AS 3.970 from the plate medium was inoculated into eight flasks with liquid medium,
which were randomly divided into two groups. One of the groups was induced by adding
1.5 mL of paeoniflorin solution (1 mg/mL) after incubating for 48 h, then the bacterial
media was incubated continuously for 24 h. The bacteria were harvested by centrifugation
(16,000× g, 4 ◦C, 30 min). AS 3.970 bacteria in each flask were immediately frozen in liquid
nitrogen and stored at −80 ◦C. Exoenzymes in the supernatant were isolated as described
above and analyzed using SDS-PAGE. According to the results of SDS-PAGE, three samples
with relatively consistent bands of each group were selected, and the corresponding frozen
bacterial cell pellets were sent for RNA-Seq testing [54]. The samples treated with paeoni-
florin solution were recorded as I1, I2, and I3, and those without paeoniflorin solution
attack were recorded as U1, U2, and U3. The protein MS results of the paeoniflorin-induced
bands and transcriptomics results of the up-regulated genes after paeoniflorin induction
were compared.
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4.6. Construction of the G6046 Expression Vectors

According to the comparative analysis, the gene with GeneID of G6046_c0_g1 may
encode the key enzyme for paeoniflorin transformation in AS3.970. The resultant sequences
were submitted to GenBank to obtain accession numbers (OP856858). The molecular
weights and theoretical pI of G6046 were calculated using the ExPASy program [55]. The
transmembrane regions, signal peptides, secondary structure prediction, and tertiary
protein modeling, prediction, and analysis of G6046 were obtained using the PSIPRED
4.0 [56] and Phyre2 web [57].

The G6046 gene was synthesized by RuiBiotech Inc. (Beijing, China). To express G6046
in an E. coli expression system, the gene encoding G6046 was cloned into pET-28b and
pET-22b vectors (Novagen-EMD Millipore) using standard cloning methods. Meanwhile,
G6046 truncations were constructed to optimize gene expression in E. coli. The details of
the clones for G6046 and its truncations can be seen in Table 1. The recombinant vectors
were transformed into TOP10 cells for plasmid construction and maintenance. After
culturing on the agar LB medium plate overnight at 37 ◦C, a single clone was picked up
and cultivated in 5 mL LB media (100 µg/mL kanamycin or 100 µg/mL ampicillin) at 37 ◦C
for 12 h. Plasmids were extracted using the Plasmid Miniprep kit, which was purchased
from Solarbio (Beijing, China). The sequences of the wild-type and all truncations were
confirmed by DNA sequencing.

4.7. Expression and Purification of G6046 and Truncations in E. coli BL21 (DE3)

E. coli BL21 (DE3) strain (TransGen Biotech, Beijing, China) was used for protein
expression [58]. The plasmids of G6046 or its truncations were transformed into E. coli BL21
(DE3) strain, and the single clone was amplified to 1 L LB medium (100 µg/mL kanamycin
or 100 µg/mL ampicillin). The cells were cultured at 37 ◦C and IPTG was added to a final
concentration of 0.5 mM when OD600 = 0.8. Cells were incubated for another 20 h at 16 ◦C.
The cells were harvested by centrifugation and stored at −40 ◦C for further use.

The recombinant G6046 protein was purified using the affinity chromatography
method. The cells were re-suspended in the lysis buffer (50 mM Tris, pH 7.5, 100 mM NaCl,
10% glycerol) and then disrupted by sonication for 30 min (5 s on, 10 s off) on ice. The cell
lysate was centrifuged at 16,000× g for 1 h. Two milliliters of Ni-NTA resin was added to a
gravity column and equilibrated with the lysis buffer. The supernatant was loaded onto the
column and washed with 50 mL of the lysis buffer containing 20 mM imidazole. The protein
was eluted with 20 mL of the lysis buffer supplemented with 200 mM imidazole. The
concentration of eluted G6046 protein was measured using the Bradford assay (TIANGEN
biotech Beijing Co., Ltd., Beijing, China) and the purity was evaluated by SDS-PAGE.

4.8. HPLC Analysis of the Biotransformation Activity

A total of 1 mg of paeoniflorin was dissolved in 960 µL of buffer (50 mM Tris, 100 mM
NaCl, 10% glycerol, pH 8.5) in a 2 mL centrifuge tube. After dissolving, 40 µL of the
pure G6046 protein solution with a concentration of 1 mg/mL was added to monitor the
reaction for 96 h. The concentration of paeoniflorin and the conversion products were
detected by HPLC using an Agilent ZORBAX SB-C18 (250 × 4.6 mm i.d., 5 µm). The HPLC
mobile phases were water (0.2% phosphoric acid (A) and methanol (B) (A:B = 70:30). The
conditions were as follows: flow rate, 1.0 mL/min; column temperature, 30 ◦C; detection
wavelength, 230 nm; injection volume, 10 µL.

The enzymatic activity of G6046 was defined as the amount of enzyme required to
convert 1 µmol of paeoniflorin in 1 h at 25 ◦C.

4.9. HPCCC Separation of the Converting Products

The CCC apparatus used in this study was a Spectrum HPCCC (Dynamic Extraction,
UK). The Spectrum HPCCC contains an analytical column (0.8 mm i.d. tubing, 22.5 mL)
and a semi-preparative column (1.6 mm i.d., 133.5 mL) with rotation speeds adjustable from
0 to 250 g. The column temperature was controlled by a SH150-1500 constant temperature
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regulator (Lab Tec, Beijing, China). A KNAUER Smartline HPLC system (Berlin, Germany)
containing two p-1000 pumps, a UV-2500 detector, and a EuroChrom workstation was
equipped with the Spectrum HPCCC.

The selection of a two-phase solvent system for CCC is based on the partition coefficient
(K) and separation factors (α) of each convert product. The K value of each component was
measured by HPLC. Generally, 10 mg of crude sample was dissolved in the selected two-phase
solvents (Table 2) with 1 mL of upper phase and 1 mL of lower phase. After violently shaking
and equilibrating the two phases completely, 0.5 mL solution of each phase was taken and
analyzed by HPLC. The K values of each target component were calculated from the peak
area obtained from the upper phase divided by that of the lower phase. Separation factors (α)
represented the ratio of the K values of two adjacent target components.

The multilayer column was first filled with the upper phase (stationary phase), and
the mobile phase was then pumped into the column at the flow rate of 4 mL/min while
the apparatus was rotated at a speed of 250 g. The flow rate of the mobile phase was
1.0 mL/min on the 22.5 mL analytical column and 4.0 mL/min on the 133.5 mL semi-
preparative column of the Spectrum HPCCC. After equilibration, the 30 mg in 0.5 mL of the
sample dissolved in the upper phase was injected into the analytical column. The sample
size was then scaled up to 97 mg in 2 mL to inject onto the semi-preparative column. The
dual-mode elution strategy [59] was employed in the separation due to the high partition
coefficient values of the P3. The column was first eluted with the lower phase as mobile
phase in head-to-tail mode (L-I-H) for 60–65 min, followed with the upper phase as mobile
phase in the tail-to-head mode (U-O-T). Continuous injection was also done on the semi-
preparative column. Chromatograms were recorded at 230 nm and the peak fractions
were collected according to the chromatograms. The purities of the separated targets were
analyzed by HPLC.

4.10. Identification of the Separates by UPLC-Q-TOF-MS and NMR

The paeoniflorin and conversion products were diluted in HPLC-grade methanol to a
final concentration of 1 mg/mL and then separated and identified using the Waters Acquity
UPLC system and the Waters Q-ToF Premier mass spectrometer using an ACQUITY UPLC
BEH C18 analytical column (i.d. 2.1 × 50 mm, 1.9 mm) [60,61]. The UPLC mobile phases
were water (0.2% phosphoric acid) (A) and methanol (B) (A:B = 70:30). The sample and the
column were kept at 40 ◦C, and 0.2 µL of 1 mg/mL sample was injected into the column
for each analysis.

The paeoniflorin and conversion products were analyzed on the Q-TOF-MS (Waters,
Milford, MA, USA). Mass spectra were acquired using an electrospray ionization (ESI)
source in positive and negative mode for the identification and quantification. The flow
rates of the cone gas and the desolvation gas were set at 50 and 800 L/h. Source tempera-
ture, the capillary voltage, and the sampling cone voltage were 350 ◦C, 2.5 kV, and 40 V,
respectively. A range of m/z 50–1200 for 0.5 s was needed to achieve full scan spectra. Lock-
Spray reference ions (554.2615, [M-H]−) were infused during data acquisition for online
calibration to ensure mass accuracy. The data were analyzed using Mass-Lynx software
(Waters Corp., Manchester, UK).

The NMR data were obtained on an Aglient DD2 600 MHz NMR spectrometer (Agilent,
Santa Clara, CA, USA) with tetramethylsilane as an internal standard. SpectraMax 190
(Molecular Devices, Sunnyvale, CA, USA) ELISA was used in this study. 13C NMR (150
MHz, DMSO-d6) δ [ppm] of P2:167.76 (-O-C=O), 135.64 (ArC), 131.57 (ArC), 128.63 (ArC),
127.72 (ArC), 72.94 (-O-CH2-C-), 63.56 (HO-CH2-), 63.08 (HO-CH2-), 60.99 (-C-); 1H NMR
(600 MHz, DMSO-d6) δ [ppm]: 7.80–7.75 (m, 2H), 7.50 (t, J = 7.3 Hz, 1H), 7.44 (t, J = 7.5 Hz,
2H), 3.67 (s, 6H), 3.44–3.24 (m, 4H). 13C NMR (150 MHz, DMSO-d6) δ [ppm] of P3: 166.24
(-O-C=O), 133.64 (ArC), 130.38 (ArC), 129.64 (ArC), 129.09 (ArC), 69.82 (HO-CH1-), 66.82
(-O-CH2-C-), 63.08 (HO-CH2-). 1H NMR (600 MHz, DMSO-d6) δδ [ppm] of P3: 8.00 (d,
J = 7.7 Hz, 2H), 7.66 (t, J = 7.4 Hz, 1H), 7.53 (t, J = 7.6 Hz, 2H), 4.31 (dd, J = 11.1, 4.0 Hz, 1H),
4.18 (dd, J = 11.1, 6.3 Hz, 1H), 3.80 (q, J = 5.4 Hz, 1H), 3.45 (hept, J = 5.8 Hz, 2H).
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4.11. Paeoniflorin AutoDock Vina Docking Analysis

Analysis of paeoniflorin docking into G6046 was conducted using AutoDockTools
software (v4.2). The tertiary protein model of G6046 was obtained from Phyre2 web [58].
During the docking process, the protein was kept rigid, while the ligands were treated as
fully flexible. Parameters were set to the default values.

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/molecules28031289/s1, Figure S1: The 13C NMR spectra of P2
(151 MHz, DMSO-d6).; Figure S2: The 1H NMR spectra of P2 (600 MHz, DMSO-d6); Figure S3: The
13C NMR spectra of P3 (151 MHz, DMSO-d6); Figure S4: The 1H NMR spectra of P2 (600 MHz,
DMSO-d6); Figure S5: The mass spectra of component P1; Table S1: MS analysis Results of B1; Table
S2: MS analysis Results of B2; Table S3: MS analysis Results of B3; Table S4: Statistics of data output;
Table S5: Statistics of differential gene number.

Author Contributions: Data curation, Y.Y. and Z.L.; Funding acquisition, H.P., X.C. and J.Z.; Investi-
gation, Y.Y., H.P., X.L., Z.L. and J.Z.; Methodology, Y.Y.; Project administration, H.P.; Resources, X.L.,
Z.L., B.W. and Y.P.; Validation, X.L.; Writing—original draft, H.P.; Writing—review and editing, H.P.
and X.C. All authors have read and agreed to the published version of the manuscript.

Funding: This work was supported by the National Natural Science Foundation of China (NO. 21773014)
and the Beijing Natural Science Foundation and Beijing Municipal Education Committee (KZ202010011017).

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: The datasets of this study are available from the corresponding author
on reasonable request.

Acknowledgments: We would like to thank the Center for Biological Imaging (CBI), Institute of
Biophysics, Chinese Academy of Sciences and Xie for help with MS experiments.

Conflicts of Interest: The authors declare that they have no conflict of interest with the contents
of this article. The funders had no role in the design of the study; in the collection, analyses, or
interpretation of data; in the writing of the manuscript; or in the decision to publish the results.

References
1. Huang, S.J.; Wang, R.; Shi, Y.H.; Yang, L.; Wang, Z.Y.; Wang, Z.T. Primary safety evaluation of sulfated paeoniae radix alba. Yao

Xue Xue Bao Acta Pharm. Sin. 2012, 47, 486–491.
2. Zhu, X.; Jing, L.; Chen, C.; Shao, M.; Fan, Q.; Diao, J.; Liu, Y.; Lv, Z.; Sun, X. Danzhi Xiaoyao San ameliorates depressive-like

behavior by shifting toward serotonin via the downregulation of hippocampal indoleamine 2,3-dioxygenase. J. Ethnopharmacol.
2015, 160, 86–93. [CrossRef] [PubMed]

3. Li, Y.B.; Sun, Y.X.; Ma, X.L.; Xue, X.X.; Zhang, W.T.; Wu, Z.Q.; Ouyang, Y.L.; Chen, J.X.; Wang, W.M.; Guo, S.Z.; et al. Effects of Sini
San used alone and in combination with fluoxetine on central and peripheral 5-HT levels in a rat model of depression. J. Tradit.
Chin. Med. 2013, 33, 674–681. [CrossRef] [PubMed]

4. Ma, X.; Zhao, Y.L.; Zhu, Y.; Chen, Z.; Wang, J.B.; Li, R.Y.; Chen, C.; Wei, S.Z.; Li, J.Y.; Liu, B.; et al. Paeonia lactiflora Pall. protects
against ANIT-induced cholestasis by activating Nrf2 via PI3K/Akt signaling pathway. Drug Des. Dev. Ther. 2015, 9, 5061–5074.
[CrossRef]

5. Wang, J.S.; Huang, Y.; Zhang, S.P.; Yin, H.J.; Zhang, L.; Zhang, Y.H.; Song, Y.W.; Li, D.D. A Protective Role of Paeoniflorin
in Fluctuant Hyperglycemia-Induced Vascular Endothelial Injuries through Antioxidative and Anti-Inflammatory Effects and
Reduction of PKC beta 1. Oxid Med. Cell Longev. 2019, 2019, 5647219. [CrossRef]

6. Cheng, J.; Chen, M.; Wan, H.Q.; Chen, X.Q.; Li, C.F.; Zhu, J.X.; Liu, Q.; Xu, G.H.; Yi, L.T. Paeoniflorin exerts antidepressant-like
effects through enhancing neuronal FGF-2 by microglial inactivation. J. Ethnopharmacol. 2021, 274, 114046. [CrossRef]

7. Nizamutdinova, I.T.; Jin, Y.C.; Kim, J.S.; Yean, M.H.; Kang, S.S.; Kim, Y.S.; Lee, J.H.; Seo, H.G.; Kim, H.J.; Chang, K.C. Paeonol and
paeoniflorin, the main active principles of Paeonia albiflora, protect the heart from myocardial ischemia/reperfusion injury in
rats. Planta Med. 2008, 74, 14–18. [CrossRef]

8. Chen, C.; Du, P.; Wang, J. Paeoniflorin ameliorates acute myocardial infarction of rats by inhibiting inflammation and inducible
nitric oxide synthase signaling pathways. Mol. Med. Rep. 2015, 12, 3937–3943. [CrossRef]

9. Lan, Z.; Chen, L.; Fu, Q.; Ji, W.; Wang, S.; Liang, Z.; Qu, R.; Kong, L.; Ma, S. Paeoniflorin attenuates amyloid-beta peptide-induced
neurotoxicity by ameliorating oxidative stress and regulating the NGF-mediated signaling in rats. Brain Res. 2013, 1498, 9–19.
[CrossRef]

https://www.mdpi.com/article/10.3390/molecules28031289/s1
https://www.mdpi.com/article/10.3390/molecules28031289/s1
http://doi.org/10.1016/j.jep.2014.11.031
http://www.ncbi.nlm.nih.gov/pubmed/25435286
http://doi.org/10.1016/S0254-6272(14)60041-8
http://www.ncbi.nlm.nih.gov/pubmed/24660595
http://doi.org/10.2147/DDDT.S90030
http://doi.org/10.1155/2019/5647219
http://doi.org/10.1016/j.jep.2021.114046
http://doi.org/10.1055/s-2007-993775
http://doi.org/10.3892/mmr.2015.3870
http://doi.org/10.1016/j.brainres.2012.12.040


Molecules 2023, 28, 1289 19 of 21

10. Wang, K.; Zhu, L.; Zhu, X.; Zhang, K.; Huang, B.A.; Zhang, J.; Zhang, Y.; Zhu, L.; Zhou, B.; Zhou, F.F. Protective Effect of
Paeoniflorin on A beta(25-35)-Induced SH-SY5Y Cell Injury by Preventing Mitochondrial Dysfunction. Cell Mol. Neurobiol. 2014,
34, 227–234. [CrossRef]

11. Gu, X.S.; Wang, F.; Zhang, C.Y.; Mao, C.J.; Yang, J.; Yang, Y.P.; Liu, S.; Hu, L.F.; Liu, C.F. Neuroprotective Effects of Paeoniflorin on
6-OHDA-Lesioned Rat Model of Parkinson’s Disease. Neurochem. Res. 2016, 41, 2923–2936. [CrossRef] [PubMed]

12. Zheng, M.; Liu, C.; Fan, Y.; Yan, P.; Shi, D.; Zhang, Y. Neuroprotection by Paeoniflorin in the MPTP mouse model of Parkinson’s
disease. Neuropharmacology 2017, 116, 412–420. [CrossRef] [PubMed]

13. Li, P.; Li, Z. Neuroprotective effect of paeoniflorin on H2O2-induced apoptosis in PC12 cells by modulation of reactive oxygen
species and the inflammatory response. Exp. Ther. Med. 2015, 9, 1768–1772. [CrossRef] [PubMed]

14. Yu, J.B.; Zhao, Z.X.; Peng, R.; Pan, L.B.; Fu, J.; Ma, S.R.; Han, P.; Cong, L.; Zhang, Z.W.; Sun, L.X.; et al. Gut Microbiota-Based
Pharmacokinetics and the Antidepressant Mechanism of Paeoniflorin. Front. Pharmacol. 2019, 10, 268. [CrossRef]

15. Lin, Y.T.; Huang, W.S.; Tsai, H.Y.; Lee, M.M.; Chen, Y.F. In vivo microdialysis and in vitro HPLC analysis of the impact of
paeoniflorin on the monoamine levels and their metabolites in the rodent brain. Biomed. Taiwan 2019, 9, 30–37. [CrossRef]

16. Zhao, Z.X.; Fu, J.; Ma, S.R.; Peng, R.; Yu, J.B.; Cong, L.; Pan, L.B.; Zhang, Z.G.; Tian, H.; Che, C.T.; et al. Gut-brain axis metabolic
pathway regulates antidepressant efficacy of albiflorin. Theranostics 2018, 8, 5945–5959. [CrossRef]

17. Akao, T.; Shu, Y.Z.; Matsuda, Y.; Hattori, M.; Namba, T.; Kobashi, K. Metabolism of paeoniflorin and related compounds by
human intestinal bacteria. IV. Formation and structures of adducts of a metabolic intermediate with sulfhydryl compounds by
Lactobacillus brevis. Chem. Pharm. Bull. 1988, 36, 3043–3048. [CrossRef]

18. Huan, G.; Zhang, L.S.; Song, J.N.; Dong, B. Absorption and biotransformation of four compounds in the Guizhi decoction in the
gastrointestinal tracts of rats. J. Tradit. Chin. Med. 2019, 39, 332–338.

19. Takeda, S.; Isono, T.; Wakui, Y.; Matsuzaki, Y.; Sasaki, H.; Amagaya, S.; Maruno, M. Absorption and excretion of paeoniflorin in
rats. J. Pharm. Pharmacol. 1995, 47, 1036–1040. [CrossRef] [PubMed]

20. He, J.X.; Goto, E.; Akao, T.; Tani, T. Interaction between Shaoyao-Gancao-Tang and a alteration of paeoniflorin metabolism by
intestinal laxative with respect to bacteria in rats. Phytomedicine 2007, 14, 452–459. [CrossRef] [PubMed]

21. Heikal, O.A.; Akao, T.; Takeda, S.; Hattori, M. Pharmacokinetic study of paeonimetabolin I, a major metabolite of paeoniflorin
from paeony roots. Biol. Amp; Pharm. Bull. 1997, 20, 517–521. [CrossRef] [PubMed]

22. Zhan, J.; Guo, H.; Dai, J.; Zhang, Y.; Guo, D. Microbial transformation of artemisinin by Cunninghamella echinulata and
Aspergillus niger. Tetrahedron Lett. 2002, 43, 4519–4521. [CrossRef]

23. Palmer-Brown, W.; Miranda-CasoLuengo, R.; Wolfe, K.H.; Byrne, K.P.; Murphy, C.D. The CYPome of the model xenobiotic-
biotransforming fungus Cunninghamella elegans. Sci. Rep. 2019, 9, 9240. [CrossRef] [PubMed]

24. Goncalves, M.D.; Tomiotto-Pellissier, F.; de Matos, R.L.N.; Assolini, J.P.; da Silva Bortoleti, B.T.; Concato, V.M.; Silva, T.F.; Rafael,
J.A.; Pavanelli, W.R.; Conchon-Costa, I.; et al. Recent Advances in Biotransformation by Cunninghamella Species. Curr. Drug
Metab. 2021, 22, 1035–1064. [CrossRef] [PubMed]

25. Liu, X.; Ma, X.; Huo, C.; Yu, S.; Wang, Q. Microbiological transformation of paeoniflorin and albiflorin. China J. Chin. Mater. Med.
2010, 35, 872–875.

26. Felts, R.L.; Reilly, T.J.; Tanner, J.J. Structure of Francisella tularensis AcpA: Prototype of a unique superfamily of acid phosphatases
and phospholipases C. J. Biol. Chem. 2006, 281, 30289–30298. [CrossRef] [PubMed]

27. Ito, Y. Golden rules and pitfalls in selecting optimum conditions for high-speed counter-current chromatography. J. Chromatogr.
A. 2005, 1065, 145–168. [CrossRef] [PubMed]

28. Huang, J.; Xu, X.; Xie, C.; Xie, Z.; Yang, M. Isolation and Purification of Paeoniflorin and Albiflorin from Radix Paeoniae Rubra by
High-Speed Counter-Current Chromatography. J. Liq. Chromatogr. Relat. Technol. 2013, 36, 419–427. [CrossRef]

29. Cao, X.E.; Pei, H.R.; Huo, L.S.; Hu, G.H.; Ito, Y. Development and evaluation of a spiral tube column for counter-current
chromatography. J. Sep. Sci. 2011, 34, 2611–2617. [CrossRef]

30. Casati, S.; Ciuffreda, P.; Santaniello, E. Synthesis of enantiomerically pure (R)-and (S)-1-benzoyloxypropane-2,3-diol and revision
of the stereochemical outcome of the Candida antarctica lipase-catalyzed benzoylation of glycerol. Tetrahedron Asymmetry 2011,
22, 658–661. [CrossRef]

31. Feng, C.; Liu, M.; Shi, X.; Yang, W.; Kong, D.; Duan, K.; Wang, Q. Pharmacokinetic properties of paeoniflorin, albiflorin and
oxypaeoniflorin after oral gavage of extracts of Radix Paeoniae Rubra and Radix Paeoniae Alba in rats. J. Ethnopharmacol. 2010,
130, 407–413. [CrossRef] [PubMed]

32. Jiang, F.; Zhao, Y.; Wang, J.; Wei, S.; Wei, Z.; Li, R.; Zhu, Y.; Sun, Z.; Xiao, X. Comparative pharmacokinetic study of paeoniflorin
and albiflorin after oral administration of Radix Paeoniae Rubra in normal rats and the acute cholestasis hepatitis rats. Fitoterapia
2012, 83, 415–421. [CrossRef] [PubMed]

33. Tong, L.; Wan, M.; Zhou, D.; Gao, J.; Zhu, Y.; Bi, K. LC-MS/MS determination and pharmacokinetic study of albiflorin and
paeoniflorin in rat plasma after oral administration of Radix Paeoniae Alba extract and Tang-Min-Ling-Wan. Biomed. Chromatogr.
2010, 24, 1324–1331. [CrossRef] [PubMed]

34. Hattori, M.; Shu, Y.Z.; Shimizu, M.; Hayashi, T.; Morita, N.; Kobashi, K.; Xu, G.J.; Namba, T. Metabolism of paeoniflorin and
related compounds by human intestinal bacteria. Chem. Pharm. Bull. 1985, 33, 3838–3846. [CrossRef] [PubMed]

http://doi.org/10.1007/s10571-013-0006-9
http://doi.org/10.1007/s11064-016-2011-0
http://www.ncbi.nlm.nih.gov/pubmed/27447883
http://doi.org/10.1016/j.neuropharm.2017.01.009
http://www.ncbi.nlm.nih.gov/pubmed/28093210
http://doi.org/10.3892/etm.2015.2360
http://www.ncbi.nlm.nih.gov/pubmed/26136891
http://doi.org/10.3389/fphar.2019.00268
http://doi.org/10.1051/bmdcn/2019090211
http://doi.org/10.7150/thno.28068
http://doi.org/10.1248/cpb.36.3043
http://doi.org/10.1111/j.2042-7158.1995.tb03293.x
http://www.ncbi.nlm.nih.gov/pubmed/8932691
http://doi.org/10.1016/j.phymed.2006.09.014
http://www.ncbi.nlm.nih.gov/pubmed/17097282
http://doi.org/10.1248/bpb.20.517
http://www.ncbi.nlm.nih.gov/pubmed/9178932
http://doi.org/10.1016/S0040-4039(02)00812-2
http://doi.org/10.1038/s41598-019-45706-x
http://www.ncbi.nlm.nih.gov/pubmed/31239505
http://doi.org/10.2174/1389200222666211126100023
http://www.ncbi.nlm.nih.gov/pubmed/34825868
http://doi.org/10.1074/jbc.M606391200
http://www.ncbi.nlm.nih.gov/pubmed/16899453
http://doi.org/10.1016/j.chroma.2004.12.044
http://www.ncbi.nlm.nih.gov/pubmed/15782961
http://doi.org/10.1080/10826076.2012.657737
http://doi.org/10.1002/jssc.201100205
http://doi.org/10.1016/j.tetasy.2011.04.003
http://doi.org/10.1016/j.jep.2010.05.028
http://www.ncbi.nlm.nih.gov/pubmed/20580804
http://doi.org/10.1016/j.fitote.2011.12.009
http://www.ncbi.nlm.nih.gov/pubmed/22183079
http://doi.org/10.1002/bmc.1443
http://www.ncbi.nlm.nih.gov/pubmed/21077251
http://doi.org/10.1248/cpb.33.3838
http://www.ncbi.nlm.nih.gov/pubmed/4092282


Molecules 2023, 28, 1289 20 of 21

35. Shu, Y.Z.; Hattori, M.; Akao, T.; Kobashi, K.; Kagei, K.; Fukuyama, K.; Tsukihara, T.; Namba, T. Metabolism of paeoniflorin and
related compounds by human intestinal bacteria. II. Structures of 7S- and 7R-paeonimetabolines I and II formed by Bacteroides
fragilis and Lactobacillus brevis. Chem. Pharm. Bull. 1987, 35, 3726–3733. [CrossRef] [PubMed]

36. Hsiu, S.L.; Lin, Y.T.; Wen, K.C.; Hou, Y.C.; Chao, P.D. A deglucosylated metabolite of paeoniflorin of the root of Paeonia lactiflora
and its pharmacokinetics in rats. Planta Med. 2003, 69, 1113–1118. [CrossRef] [PubMed]

37. Zhu, L.; Sun, S.; Hu, Y.; Liu, Y. Metabolic study of paeoniflorin and total paeony glucosides from Paeoniae Radix Rubra in rats
by high-performance liquid chromatography coupled with sequential mass spectrometry. Biomed. Chromatogr. 2018, 32, e4141.
[CrossRef]

38. Gaur, H.; Purushothaman, S.; Pullaguri, N.; Bhargava, Y.; Bhargava, A. Sodium benzoate induced developmental defects,
oxidative stress and anxiety-like behaviour in zebrafish larva. Biochem. Biophys. Res. Commun. 2018, 502, 364–369. [CrossRef]

39. Zhang, C.; Xue, P.; Zhang, H.; Tan, C.; Zhao, S.; Li, X.; Sun, L.; Zheng, H.; Wang, J.; Zhang, B.; et al. Gut brain interaction theory
reveals gut microbiota mediated neurogenesis and traditional Chinese medicine research strategies. Front. Cell Infect. Microbiol.
2022, 12, 1072341. [CrossRef]

40. Cheng, Y.J.; Lin, C.H.; Lane, H.Y. Ketamine, benzoate, and sarcosine for treating depression. Neuropharmacology 2023, 223, 109351.
[CrossRef]

41. Matsuura, A.; Fujita, Y.; Iyo, M.; Hashimoto, K. Effects of sodium benzoate on pre-pulse inhibition deficits and hyperlocomotion
in mice after administration of phencyclidine. Acta Neuropsychiatr. 2015, 27, 159–167. [CrossRef]

42. Scaglia, F.; Carter, S.; O’Brien, W.E.; Lee, B. Effect of alternative pathway therapy on branched chain amino acid metabolism in
urea cycle disorder patients. Mol. Genet. Metab. 2004, 81 (Suppl. S1), S79–S85. [CrossRef]

43. Brahmachari, S.; Jana, A.; Pahan, K. Sodium benzoate, a metabolite of cinnamon and a food additive, reduces microglial and
astroglial inflammatory responses. J. Immunol. 2009, 183, 5917–5927. [CrossRef]

44. Pahan, K. Immunomodulation of experimental allergic encephalomyelitis by cinnamon metabolite sodium benzoate. Immunophar-
macol. Immunotoxicol. 2011, 33, 586–593. [CrossRef]

45. Jana, A.; Modi, K.K.; Roy, A.; Anderson, J.A.; van Breemen, R.B.; Pahan, K. Up-regulation of neurotrophic factors by cinnamon
and its metabolite sodium benzoate: Therapeutic implications for neurodegenerative disorders. J. Neuroimmune Pharm. 2013,
8, 739–755. [CrossRef]

46. Guo, F.; Zhang, Z.; Liang, Y.; Yang, R.; Tan, Y. Exploring the role and mechanism of sodium benzoate in CUMS-induced depression
model of rats. Neuro Endocrinol. Lett. 2020, 41, 205–212.

47. Lin, C.H.; Chen, P.K.; Chang, Y.C.; Chuo, L.J.; Chen, Y.S.; Tsai, G.E.; Lane, H.Y. Benzoate, a D-amino acid oxidase inhibitor, for
the treatment of early-phase Alzheimer disease: A randomized, double-blind, placebo-controlled trial. Biol. Psychiatry 2014,
75, 678–685. [CrossRef]

48. Howley, E.; Bestwick, M.; Fradley, R.; Harrison, H.; Leveridge, M.; Okada, K.; Fieldhouse, C.; Farnaby, W.; Canning, H.;
Sykes, A.P.; et al. Assessment of the Target Engagement and D-Serine Biomarker Profiles of the D-Amino Acid Oxidase Inhibitors
Sodium Benzoate and PGM030756. Neurochem. Res. 2017, 42, 3279–3288. [CrossRef]

49. Abd El-Mawla, A.M.; Schmidt, W.; Beerhues, L. Cinnamic acid is a precursor of benzoic acids in cell cultures of Hypericum
androsaemum L. but not in cell cultures of Centaurium erythraea RAFN. Planta 2001, 212, 288–293. [CrossRef]

50. Xing, Y.; Hou, J.; Meng, Q.; Yang, M.; Kurihara, H.; Tian, J. Novel antidepressant candidate RO-05 modulated glucocorticoid
receptors activation and FKBP5 expression in chronic mild stress model in rats. Neuroscience 2015, 290, 255–265. [CrossRef]

51. Hou, J.; Xing, Y.; Zuo, D.; Wu, Y.; Tian, J.; Meng, Q.; Yang, M. In vitro and in vivo characterization of PA01, a novel promising
triple reuptake inhibitor. Physiol. Behav. 2015, 138, 141–149. [CrossRef]

52. Ma, H.; Wang, W.; Xu, S.; Wang, L.; Wang, X. Potassium 2-(1-hydroxypentyl)-benzoate improves depressive-like behaviors in rat
model. Acta Pharm Sin. B 2018, 8, 881–888. [CrossRef]

53. Sponchiado, R.; Sorrentino, J.M.; Olegario, N.; Oliveira, S.S.; Cordenonsi, L.M.; Silveira, G.P.; Fuentefria, A.M.; Mendez, A.S.L.;
Steppe, M.; Garcia, C.V. Microbial transformation of ambrisentan to its glycosides by Cunninghamella elegans. Biomed. Chromatogr.
2019, 33, e4496. [CrossRef] [PubMed]

54. Yang, L.; Gao, J.; Zhang, Y.; Tian, J.; Sun, Y.; Wang, C. RNA-Seq identification of candidate defense genes by analyzing Mythimna
separata feeding-damage induced systemic resistance in balsas teosinte. Pest. Manag. Sci. 2019, 76, 333–342. [CrossRef] [PubMed]

55. Bjellqvist, B.; Basse, B.; Olsen, E.; Celis, J.E. Reference points for comparisons of two-dimensional maps of proteins from different
human cell types defined in a pH scale where isoelectric points correlate with polypeptide compositions. Electrophoresis 1994,
15, 529–539. [CrossRef]

56. Buchan, D.W.A.; Jones, D.T. The PSIPRED Protein Analysis Workbench: 20 years on. Nucleic Acids Res. 2019, 47, W402–W407.
[CrossRef]

57. Kelley, L.A.; Mezulis, S.; Yates, C.M.; Wass, M.N.; Sternberg, M.J. The Phyre2 web portal for protein modeling, prediction and
analysis. Nat. Protoc. 2015, 10, 845–858. [CrossRef]

58. Weiss, A.K.H.; Holzknecht, M.; Cappuccio, E.; Dorigatti, I.; Kreidl, K.; Naschberger, A.; Rupp, B.; Gstach, H.; Jansen-Durr, P.
Expression, Purification, Crystallization, and Enzyme Assays of Fumarylacetoacetate Hydrolase Domain-Containing Proteins.
J. Vis. Exp. JoVE 2019, 148, e59729. [CrossRef]

http://doi.org/10.1248/cpb.35.3726
http://www.ncbi.nlm.nih.gov/pubmed/3435970
http://doi.org/10.1055/s-2003-45192
http://www.ncbi.nlm.nih.gov/pubmed/14750027
http://doi.org/10.1002/bmc.4141
http://doi.org/10.1016/j.bbrc.2018.05.171
http://doi.org/10.3389/fcimb.2022.1072341
http://doi.org/10.1016/j.neuropharm.2022.109351
http://doi.org/10.1017/neu.2015.1
http://doi.org/10.1016/j.ymgme.2003.11.017
http://doi.org/10.4049/jimmunol.0803336
http://doi.org/10.3109/08923973.2011.561861
http://doi.org/10.1007/s11481-013-9447-7
http://doi.org/10.1016/j.biopsych.2013.08.010
http://doi.org/10.1007/s11064-017-2367-9
http://doi.org/10.1007/s004250000394
http://doi.org/10.1016/j.neuroscience.2015.01.044
http://doi.org/10.1016/j.physbeh.2014.10.007
http://doi.org/10.1016/j.apsb.2018.08.004
http://doi.org/10.1002/bmc.4496
http://www.ncbi.nlm.nih.gov/pubmed/30663135
http://doi.org/10.1002/ps.5519
http://www.ncbi.nlm.nih.gov/pubmed/31207043
http://doi.org/10.1002/elps.1150150171
http://doi.org/10.1093/nar/gkz297
http://doi.org/10.1038/nprot.2015.053
http://doi.org/10.3791/59729


Molecules 2023, 28, 1289 21 of 21

59. Pei, H.; Ma, X.; Pan, Y.; Han, T.; Lu, Z.; Wu, R.; Cao, X.; Zheng, J. Separation and purification of lanosterol, dihydrolanosterol,
and cholesterol from lanolin by high-performance counter-current chromatography dual-mode elution method. J. Sep. Sci. 2019,
42, 2171–2178. [CrossRef]

60. Zaaboul, F.; Cao, C.; Raza, H.; Jun, Z.Z.; Xu, Y.J.; Liu, Y.F. The Triacylglycerol Profile of Oil Bodies and Oil Extracted from Argania
spinosa Using the UPLC Along with the Electrospray Ionization Quadrupole-Time-of-Flight Mass Spectrometry (LC-Q-TOF-MS).
J. Food Sci. 2019, 84, 762–769. [CrossRef]

61. Wang, H.; Cao, X.; Yuan, Z.; Guo, G. Untargeted metabolomics coupled with chemometrics approach for Xinyang Maojian green
tea with cultivar, elevation and processing variations. Food Chem. 2021, 352, 129359. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

http://doi.org/10.1002/jssc.201900063
http://doi.org/10.1111/1750-3841.14488
http://doi.org/10.1016/j.foodchem.2021.129359

	Introduction 
	Results 
	MS Analysis to Determine Exoenzyme for Paeoniflorin Transformation 
	Transcriptomics Analysis of the Paeoniflorin-Induced Cunninghamella blakesleeana 
	Comparative Analysis between Protein MS and Transcriptomics 
	Cloning of Full-Length G6046 and Its Truncations 
	Expression and Purification of G6046 from E. coli 
	Activity Assay 
	Selection of Solvent System and CCC Separation 
	UPLC-Q-TOF-MS Analysis of the Conversion Products 
	Structural Identification by NMR 

	Discussion 
	Materials and Methods 
	Strains and Culture Medium 
	Reagents and Materials 
	Biotransformation by Cunninghamella blakesleeana 
	Identification of Proteins in Culture Medium after Paeoniflorin Induction 
	Transcriptomic Analysis 
	Construction of the G6046 Expression Vectors 
	Expression and Purification of G6046 and Truncations in E. coli BL21 (DE3) 
	HPLC Analysis of the Biotransformation Activity 
	HPCCC Separation of the Converting Products 
	Identification of the Separates by UPLC-Q-TOF-MS and NMR 
	Paeoniflorin AutoDock Vina Docking Analysis 

	References

