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Abstract: Cinnamomum cassia L. is used as a spice and flavoring agent as well as a traditional medicine
worldwide. Diterpenoids, a class of compounds present in C. cassia, have various pharmacological
effects, such as anti-inflammatory, antitumor, and antibacterial activities; however, there are insuffi-
cient studies on the metabolism of diterpenoids. In this study, the metabolism of seven diterpenoids,
namely, anhydrocinnzeylanol, anhydrocinnzeylanine (AHC), cinncassiol A, cinncassiol B, cinnzey-
lanol, cinnzeylanone, and cinnzeylanine, obtained from the bark of C. cassia was studied in human
liver microsomes (HLMs). All studied diterpenoids, except for AHC, exhibited strong metabolic
stability; however, AHC was rapidly metabolized to 3% in HLMs in the presence of β-NADPH.
Using a high-resolution quadrupole-orbitrap mass spectrometer, 20 metabolites were identified
as dehydrogenated metabolites (M1–M3), dehydrogenated and oxidated metabolites (M4–M10),
mono-oxidated metabolites (M11–M13), or dioxidated metabolites (M14–M20). In addition, CYP
isoforms involved in AHC metabolism were determined by profiling metabolites produced after
incubation in 11 recombinant cDNA-expressed CYP isoforms. Thus, the diterpenoid compound AHC
was identified in a metabolic pathway involving CYP3A4 in HLMs.

Keywords: diterpenoids; anhydrocinnzeylanine; CYPs; human liver microsomes; metabolism

1. Introduction

Cinnamomum cassia L., which belongs to the family Lauraceae, is used as a spice
and flavoring agent as well as a traditional medicine worldwide [1,2]. In traditional
medicine, different parts of C. cassia are used for different therapeutic purposes [3]. For
example, the leaves are used to treat headaches, chills, and abdominal pain, and the bark is
used to treat tussis, gastrointestinal neurosis, diarrhea, edema, and cardiac palpitations.
The constituents of the treatments are well known, along with the various medicinal
effects of phenylpropanoids, sesquiterpenoids, lignans, and diterpenoids isolated from
Cinnamomum species, as shown in previous phytochemical studies [4,5]. Among these,
diterpene compounds have been mainly identified in the leaves of C. cassia and were
recently isolated from the bark [6,7]. Anhydrocinnzeylanol, anhydrocinnzeylanine (AHC),
cinncassiol A, cinncassiol B, cinnzeylanol, cinnzeylanone, and cinnzeylanine have been
extracted from the bark of C. cassia and classified as diterpenoids [2,8–11] (Figure 1).
The pharmacological effects of diterpenoids isolated from C. cassia bark include anti-
inflammatory, antitumor, and antibacterial activities; thus, these compounds have attracted
attention as a new natural active class [12–14].

Although the activities of diterpenes derived from C. cassia have been reported, re-
search results have not been reported on the metabolism of these compounds. In the initial
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stages of novel drug development, the study of the metabolism of drug candidates is
closely linked to the success of the process. Therefore, for natural active substances to be
considered valuable drugs, it is necessary to elucidate their metabolic processes. Notably,
metabolism is a process that increases the water solubility of absorbed xenobiotics and
converts them into forms that can be easily excreted from the body [15,16]. However, the
process of drug metabolism sometimes remains incomplete, leading to increased toxicity
of bioactivation [17].
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cinnzeylanone, and cinnzeylanine. (B) Metabolic stability of the seven diterpenoids (10 µM) incu-
bated with 0.5 mg/mL human liver microsomes in the presence of a β-NADPH-regenerating system 
at 37 °C for 0 or 60 min. Bars indicate standard error (n = 3). * p < 0.05 and *** p < 0.001. 
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Figure 1. Determination of the metabolic stability of the seven diterpenoids. (A) Chemical structures
of anhydrocinnzeylanol, cinncassiol A, anhydrocinnzeylanine (AHC), cinncassiol B, cinnzeylanol,
cinnzeylanone, and cinnzeylanine. (B) Metabolic stability of the seven diterpenoids (10 µM) incubated
with 0.5 mg/mL human liver microsomes in the presence of a β-NADPH-regenerating system at
37 ◦C for 0 or 60 min. Bars indicate standard error (n = 3). * p < 0.05 and *** p < 0.001.

A liquid chromatography–mass spectrometry (LC–MS) system capable of high-resolution
(HR) analysis is used as a common platform for drug metabolism studies. In particular,
HR-MS can confirm the exact elemental compositions of product ions with HR (>10,000
at full width at half maximum) and accurate mass (<5 ppm deviation) capabilities [18].
Therefore, HR-MS enables the accurate identification of metabolite structures by acquiring
product ion information generated by the MS2 of target compounds. In addition to its use
in the qualitative analysis of metabolites, LC–MS is widely used as an essential instrument
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for metabolic stability evaluation and pharmacokinetic research in the development of new
drug candidates [19].

Therefore, metabolism studies of active substances can provide important data for
predicting pharmacokinetics and toxicity evaluation. In this study, to examine the phar-
macological properties of diterpenes isolated from C. cassia, we evaluated the metabolic
stability of seven diterpenes and identified the metabolic pathway of AHC, which had the
highest metabolic rate in human liver microsomes (HLMs). Seven diterpenes isolated from
C cassia were selected based on their structural similarity. The structures of the generated
metabolites of AHC were identified with high resolution and accuracy using a mass spec-
trometer, and the human CYP isoforms involved in the metabolism of AHC were identified;
these data can be used to predict additional drug interactions.

2. Materials and Methods
2.1. Chemicals and Reagents

AHC, anhydrocinnzeylanol, cinncassiol A, cinncassiol B, cinnzeylanol, cinnzeylanone,
and cinnzeylanine were isolated from C. cassia [11]. The purity of the compounds isolated
from C. cassia for the metabolism study was >95.0%, as determined using high-performance
liquid chromatography (HPLC) and NMR. Pooled HLMs (UltraPool HLM 50) and human
recombinant cDNA-expressed recombinant CYP isoforms (CYP1A1, 1A2, 2A6, 2B6, 2C8,
2C9, 2C19, 2D6, 2E1, 3A4, and 3A5) were acquired from Corning Gentest (Woburn, MA,
USA). A reduced nicotinamide adenine dinucleotide phosphate (β-NADPH)-generating
system (NGS) was purchased from Promega (Madison, WI, USA). Tolbutamide (inter-
nal standard), formic acid, proadifen hydrochloride (SKF-525A), dipotassium hydrogen
phosphate, and potassium dihydrogen phosphate were purchased from Sigma-Aldrich
(St. Louis, MO, USA). MS-grade acetonitrile (ACN), methanol (MeOH), and water were
obtained from Fisher Scientific (Pittsburgh, PA, USA). All other chemicals were of analytical
grade and were used as received.

2.2. Metabolic Stability Studies

For metabolism profiling, 10 µM of each of the seven compounds isolated from
C. cassia bark was added to 0.5 mg/mL of pooled HLMs and 0.1 M potassium phosphate
buffer (pH 7.4). The HLMs were then preincubated at 37 ◦C for 1 min. After adding
NGS, the reaction mixture was incubated at 37 ◦C for 60 min. After the 60 min incubation
period, 50 µL of the reaction mixture was transferred to a new tube, and 50 µL of 100%
ACN containing 0.1% formic acid and tolbutamide (internal standard) was added to
terminate the reaction. The mixture was then vortexed, followed by centrifugation at
15,700× g (13,000 rpm) for 10 min (Eppendorf AG, Hamburg, Germany). Finally, 90 µL
of the supernatant was transferred to a vial and injected into a C18 column for LC–MS/
MS analysis.

2.3. Identification of AHC Metabolites in HLMs

To identify AHC metabolites, 10 µM AHC was incubated with 1 mg/mL pooled
HLMs in 0.1 M potassium phosphate buffer (pH 7.4) at 37 ◦C for 60 min. The reactions were
initiated by adding NGS to obtain a final incubation volume of 200 µL. All experiments
were conducted in triplicate. The reaction was terminated by adding 400 µL of 100%
ACN, and the mixture was vortexed and then centrifuged for 10 min at 15,700× g. Next,
the supernatant (550 µL) was transferred to a new tube and dried using a speed-vac
concentrator with a cold trap (Labconco, Kansas, MO, USA). Subsequently, the dried
samples were reconstituted in 100 µL of 20% MeOH containing 0.1% formic acid before
centrifugation at 15,700× g for 10 min. Finally, the mixture was injected into a liquid
chromatograph with a tandem mass spectrometer for analysis.
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2.4. Metabolism of AHC by SKF-525A: A Nonselective Inhibitor

To investigate CYP-mediated metabolism, 10 µM AHC was mixed with 1 mg/mL
pooled HLMs and 0.1 M potassium phosphate buffer (pH 7.4). Then, SKF-525A, a general
inhibitor of CYPs, was added at concentrations of 0.5, 1, and 5 mM. The reactions were
initiated with the addition of NGS at 3 ◦C for 60 min. After 60 min, the reactions were
terminated by adding 400 µL of 100% acetonitrile. The mixtures were then centrifuged
at 15,700× g for 10 min. Subsequently, 550 µL of supernatant was dried in a vacuum
concentrator. The residue was dissolved in 100 µL of 20% MeOH (0.1% formic acid), and
5 µL of this sample was injected into a C18 column for LC–MS/MS analysis.

2.5. Determination of Recombinant cDNA-Expressed CYP Isoforms Included in AHC Metabolism

To identify the metabolic enzymes for AHC, 10 µM AHC was incubated with 10 pmol
of human recombinant cDNA-expressed CYP isoforms (CYP1A1, 1A2, 2A6, 2B6, 2C8, 2C9,
2C19, 2D6, 2E1, 3A4, and 3A5) in the presence of 0.1 M potassium phosphate buffer (pH 7.4).
The reaction was initiated by adding 100 µL of NGS at 37 ◦C for 60 min. Then, the mixture
was suspended by adding 400 µL of ice-cold 100% ACN. Following centrifugation at
15,700× g for 10 min at 4 ◦C, the supernatant was transferred to a new tube and evaporated
using a speed-vacuum concentrator. Next, the dried sample was diluted with 100 µL of
20% MeOH containing 0.1% formic acid, and a 5 µL aliquot was injected into a C18 column
for LC–MS/MS analysis.

2.6. LC–MS/MS

The metabolism screening of the seven compounds was performed using an HPLC
system (Thermo Fisher Scientific, Bremen, Germany) equipped with an HPG-3200SD
standard binary pump, a WPS-3000 TRS analytical autosampler, and a TCC-3000 SD
column compartment. The HPLC system was coupled with an HR-MS (Q-Exactive Focus
Quadrupole-Orbitrap MS; Thermo Fisher Scientific, Waltham, MA, USA) at the Mass
Spectrometry Convergence Research Center. The full MS resolution and scan ranges were
70,000 and 60–900 m/z, respectively. The MS/MS resolution was 35,000. The mass spectra
were obtained in negative ion electrospray mode. A heated electrospray ionization (HESI-
II) probe was used as an ion generator, with nitrogen as the sheath gas at 35 aux units and
auxiliary gas at 12 aux units. The mass spectrometer was operated in negative ionization
mode. The other parameters were as follows: spray voltage, 3.5 kV; capillary temperature,
320 ◦C; S-lens radio frequency level, 50; and aux gas heater temperature, 400 ◦C.

The mobile phase consisted of 100% water with 0.1% formic acid (mobile phase A) and
100% ACN with 0.1% formic acid (mobile phase B). For metabolic stability, the gradient
conditions were set as follows: 5% of B at 0.5–2.0 min, 5–50% of B at 2.0–4.5 min, 50% of
B at 4.5–7.0 min, and 50–5% of B at 7.0–10.0 min at 40 ◦C with a flow rate of 0.2 mL/min.
For metabolite identification, the gradient conditions were as follows: 10% of B at 0–5 min,
10–55% of B at 5–15 min, 55% of B at 15–23 min, and 55–10% of B at 23–30 min with a
flow rate of 0.25 mL/min. Chromatographic separation was performed using a Kinetex
C18 column (150 × 2.1 mm, 2.6 µm, XB-C18 100 Å, S/No: H19-070128; Phenomenex,
Torrance, CA, USA). Data were analyzed using Xcalibur version 4.0 software (Thermo
Fisher Scientific, Waltham, MA, USA).

2.7. Statistical Analysis

All data were expressed as the mean ± standard deviation. Statistical analysis was
performed using IBM SPSS Statistics version 21 to determine significant differences. Values
of p < 0.05 were considered statistically significant and are indicated with asterisks in the
figures (i.e., * p < 0.05, ** p < 0.01, and *** p < 0.001).
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3. Results
3.1. Metabolic Stability of the Seven Diterpenoids in HLMs

To confirm their metabolic stability, seven diterpenoids (AHC, anhydrocinnzeylanol,
cinncassiol A, cinncassiol B, cinnzeylanol, cinnzeylanone, and cinnzeylanine) derived from
the bark of C. cassia were incubated with HLMs in the presence of the NGS for 60 min
(Figure 1B). The metabolic stability of each compound was determined according to the
ratio of the peak area at 60 min to that at 0 min. This analysis showed that AHC showed
the most rapid metabolization among the seven compounds. In contrast, the stabilities
of anhydrocinnzeylanol and cinneylanone decreased by approximately 20%, whereas the
remaining four compounds did not significantly decrease; thus, the six compounds other
than AHC were metabolically stable in HLMs. Therefore, we identified the metabolites of
AHC produced in HLMs.

3.2. Identification of Phase I Metabolites of AHC

To identify the phase I metabolites of AHC in HLMs, 10 µM AHC was incubated in
pooled HLMs without or with the NGS for 60 min. The total ion chromatogram showed
that when AHC was incubated in HLMs in the presence of the NGS, AHC was reduced.
AHC decreased rapidly with the same trend as the metabolic stability results, and peaks
presumed to be metabolites were generated (Figure S1). The extracted ion chromatograms
of the generated AHC metabolites are shown in Figure 2A,B. AHC was detected as a
deprotonated ion, [M − H]−, at m/z 407 and 15.6 min in the negative ion mode. All
compounds presented a stronger intensity in the negative ion mode than that in the
positive mode. After incubation for 60 min in the presence of the NGS, 20 metabolites were
produced; deprotonated ions were observed at m/z 405 (M1–M3) by dehydrogenation at
15.1–15.8 min, m/z 421 (M4–M10) by dehydrogenation and oxidation at 13.0–15.3 min,
m/z 423 (M11–M13) by mono-oxidation at 13.3–14.9 min, and m/z 439 by dioxidation
(M14–M20) at 12.1–14.0 min.
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Figure 2. Extract ion chromatograms (EIC) for anhydrocinnzeylanine (AHC) and its metabolites. AHC (10 µM) was
incubated with 1 mg/mL pooled human liver microsomes for 60 min in the absence (A) or presence (B) of the β-NADPH-
regenerating system (NGS). Synthesis of AHC metabolites by recombinant cDNA-expressed CYP3A4 after incubation at
37 ◦C for 60 min (C).
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3.3. Interpretation of Metabolite Structure

To elucidate the chemical structure of the metabolites, we performed HR-MS/MS
analysis of AHC and its metabolites using a quadrupole-orbitrap MS. The fragment ions
of AHC and its metabolites were indicated in their elemental composition within a mass
error of <5 ppm (Table S1). To identify the metabolite structure, the fragment pattern of the
parent compound, i.e., AHC, was analyzed (Figure 3A). The MS spectrum of deprotonated
AHC was detected at m/z 407.2072 (C22H31O7) in the negative ion mode; the spectra of
AHC showed eight product ions. Of these ions, three major product ions served as markers
of fragment ions for metabolite identification. Three key product ions were observed at m/z
135.0802 (C9H11O), 149.0962 (C10H13O), and 153.0910 (C9H13O2). The spectra of m/z 135
and 153 indicated the loss of the isopropyl-methylcylopentane moiety to -H2O (−272 Da)
and the isopropyl-methylcylopentane (−254 Da) moiety, respectively. The structure of m/z
149 indicated the breakage of bonds of C6 and C7, bonds of C8 and C9, bonds of C10 and
C11, and part of C1. The major ions were denoted as symbols: m/z 135 as “a”, m/z 149 as
“b”, and m/z 153 as “c”, to simplify the identification of subsequent metabolite structures.

Additionally, although not providing information on metabolite structure determi-
nation, fragment ions that were derived by cleavage of the hydroxy groups in the parent
existed. The product ions at m/z 347.1861 (C20H27O5), 329.1757 (C20H25O4), 303.1963
(C19H27O3), 285.1857 (C19H25O2), and 59.0127 (C2H3O2) showed loss of C2H4O2 from
AHC, loss of H2O from m/z 347.1861, loss of CO and gain of H2 from m/z 329.1757, loss of
H2O from m/z 303.1963, and loss of the carbonyl moiety, respectively.

M1, M2, and M3 were observed at m/z 405.1914–405.1915 (C22H29O7), which were
2 Da (-H2) less than deprotonated AHC, indicating dehydrogenation of the parent ion
(Table S1). The MS2 patterns of M1 and M2 were the same. M1 and M2 produced seven
common product ions at m/z 345.1703, 327.1598, 301.1805, 283.1698, 151.0754, 149.0962,
and 59.0126 (Figures 3B and S2A). Five product ions at m/z 345.1703 (C20H25O5), 327.1598
(C20H23O4), 301.1805 (C19H25O3), 283.1698 (C19H23O2), and 59.0126 (C2H3O2) yielded the
loss of C2H4O2 from AHC, loss of H2O from m/z 345.1703, loss of CO and gain of H2 from
m/z 327.1598, loss of H2O from m/z 301.1805, and loss of the carbonyl moiety, respectively.
Another two major product ions of M1 and M2 were observed at m/z 151.0754 (c-H2)
and m/z 149.0962 (b). The product ion at m/z 151 was formed by dehydrogenation at the
isopropyl-methylcylopentane moiety, and the fragment at m/z 149 was the same as that
observed in deprotonated AHC.

The fragment ions of M3 were observed at m/z 363.1809, 345.1704, 327.1598, 247.0972,
219.1020, 203.1070, 151.0756, 149.0961, and 59.0127 (Figure S2B). In M3, the same product
ions at m/z 151.0756 and 149.0961 as those in M1 and M2 were observed, indicating
dehydrogenation at the isopropyl-methylcylopentane moiety. Although exact structural
analysis was not possible to identify, three product ions were observed in M3 that differed
from those in M1 and M2. The product ions at m/z 219.1020 (C13H15O3) and 203.1070
(C13H15O2) indicated the loss of CO from 247.0972 and the loss of O from m/z 219.1020,
respectively. The product ion at m/z 219.1020 was identified with breakage of the bond
between C6 and C7, the bond between C5 and C9, and the single bond between oxygen
and C11, and with dehydrogenation at the isopropyl-methylcylopentane moiety. Therefore,
M1–M3 were dehydrogenated metabolites in the isopropyl-methylcylopentane moiety.
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M5 (D), obtained using a high-resolution quadrupole-orbitrap mass spectrometer (continued). HCD,
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M4–M10 were observed at m/z 421.1852–421.1855 (C22H29O8), which were 14 Da
(-H2 + O) larger than deprotonated AHC, indicating the dehydrogenation and oxidation of the
parent ion (Table S1). The MS2 patterns of M4 and M9 were the same (Figures 3C and S3A).
The product ions of M4 were detected at m/z 361.1646 (C20H25O6), 343.1534 (C20H23O5),
167.0699 (C9H11O3), 149.0596 (C9H9O2), and 59.0125 (C2H3O2) (Figure 3C). Two characteris-
tic fragment ions at m/z 167 (c-H2 + O) and 149 (a-H2 + O) were formed by dehydrogenation
and oxidation at the isopropyl-methylcylopentane moiety; m/z 149 did not represent the b
part in AHC but was a product ion derived from m/z 167. Another three product ions at
m/z 361.1646 (C20H25O6), 343.1534 (C20H23O5), and 59.0125 (C2H3O2) produced the loss
of C2H4O2 from the deprotonated precursor ion of M4 and M9, the loss of H2O from m/z
361, and the loss of the carbonyl moiety, respectively.

M5 and M10 had the same MS2 patterns (Figures 3D and S3B). The product ions of
M5 were detected at m/z 361.1647 (C20H25O6), 343.1540 (C20H23O5), 167.0701 (C9H11O3),
149.0958 (C10H13O), and 59.0125 (C2H3O2). Two major product ions at m/z 149.0958
(C10H13O) and 167.0701 (C9H11O3) were confirmed. The product ion at m/z 149 (b) was the
same as that observed in deprotonated AHC. In contrast, the fragment at m/z 167 (c-H2 + O)
was formed by dehydrogenation and oxidation at the isopropyl-methylcylopentane moiety.

M6, M7, and M8 showed the same MS2 patterns (Figure S3C–E). M6 produced prod-
uct ions at m/z 361.1646 (C20H25O6), 343.1541 (C20H23O5), 235.0966 (C13H15O4), 167.0700
(C9H11O3), 149.0594 (C9H9O2), and 59.1025 (C2H3O2). Similar to M4 and M9, the fragment
ions at m/z 167.0700 (c-H2 + O) and 149.0594 (a-H2 + O) in M6 indicated dehydrogenation
and oxidation at the isopropyl-methylcylopentane moiety. Additionally, the MS/MS of
M6–M8 showed a common specific product ion at m/z 235, indicating bond breakage
between C6 and C7, between C5 and C9, and between oxygen and C11. Therefore, M4–M10
were dehydrogenated and oxidated metabolites in the isopropyl-methylcylopentane moiety.

M11, M12, and M13 were observed at m/z 423.2010–423.2011 (C22H31O8), which were
16 Da (+O) larger than deprotonated AHC, indicating mono-oxidation of the parent ion
(Table S1). M11–M13 exhibited similar MS2 fragment patterns (Figures 4A and S4A,B). The
product ions of M11 at m/z 363.1803 (C20H27O6), 345.1697 (C20H25O5), 151.0705 (C9H11O2),
149.0959 (C10H13O), and 59.0125 (C2H3O2) formed the loss of C2H4O2 from AHC, loss
of H2O from m/z 345, and loss of the carbonyl moiety. These three metabolites had
two common characteristic fragment ions at m/z 151 (a + O) and 169 (c + O), indicating
mono-oxidation at isopropyl-methylcylopentane. Individually, M11 showed m/z 151, M12
showed m/z 169, and M13 showed m/z 151 and 161. Additionally, one common ion at
m/z 149 was detected in all three metabolites, indicating the b part of AHC. Therefore,
M11–M13 were mono-oxidated metabolites in the isopropyl-methylcylopentane moiety.

M14–M20 were observed at m/z 439.1956–439.1958 (C22H31O9), which were 32 Da
(+O2) larger than deprotonated AHC, indicating dioxidation of the parent ion (Table S1).
The seven dioxidative metabolites can be divided into two groups according to their
oxidation location. First, M14, M15, and M19 showed similar MS2 fragment patterns
(Figures 4B and S5). Second, the product ions of M14 were detected at m/z 379.1750
(C20H27O7), 361.1645 (C20H25O6), 169.0857 (C9H13O3), 165.0908 (C10H13O2), 151.0751
(C9H11O2), and 59.0125 (C2H3O2). The characteristic fragment ions at m/z 169.0857 (c + O)
and 151.0751 (a + O) were formed by mono-oxidation at the isopropyl-methylcylopentane
moiety and by the loss of H2O from m/z 169, respectively. The product ions at m/z 165
showed another mono-oxidation position representing the oxidation of the b moiety at
positions C3, C4, C10, C15, or C16. The exact location of each oxidation could not be
confirmed due to limitations in interpreting the MS2 spectra.

The second group of dioxidative metabolites was M16, M17, M18, and M20 (Table S1),
which had the same MS2 patterns (Figures 4C and S6). The product ions of M16 were
observed at m/z 379.1750 (C20H27O7), 185.0807 (C9H13O4), 167.0701 (C9H11O3), 149.0958
(C10H13O), and 59.0125 (C2H3O2). The major fragment ions at m/z 185.0807 (c + 2O) and
167.0701 (a + 2O) were yielded by dioxidation at the isopropyl-methylcylopentane moiety
and by loss of H2O from m/z 185, respectively. The product ion at m/z 149 was the same as
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that identified in deprotonated AHC. Finally, M16, M17, M18, and M20 were dioxidated
metabolites in the isopropyl-methylcylopentane moiety.
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3.4. Time-Dependent Formation of AHC Metabolites

To identify the time-dependent metabolism of AHC in HLMs, we incubated AHC
with pooled HLMs in the presence of the NGS for 0, 5, 20, 40, 60, and 90 min (Figure 5).
The hydrogenated metabolites (M1–M3) showed a sharp increase in the initial production
of the reaction but decreased as the reaction time increased, indicating their further con-
version into other metabolites after the hydrogenation of AHC. The hydrogenated and
oxidative metabolites (M5, M8, M9, and M10) tended to gradually decrease after increasing
continuously up to 20 min, except for M5, which continued to increase depending on the
reaction time. By comparing the relative production over time, it was revealed that AHC
was first metabolized by hydrogenation, followed by oxidation. Considering the oxidative
metabolites of AHC, the mono-oxidative metabolites (M11, M12, and M13) peaked at
20 min and then decreased with the reaction time, whereas the dioxidative metabolites
(M15, M17, M18, and M19) increased continuously depending on the reaction time.
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Figure 5. Time-dependent synthesis of anhydrocinnzeylanine (AHC) metabolites. Dehydrogenated
metabolites (M1, M2, and M3) (A), dehydrogenated and oxidated metabolites (M5, M8, M9, and
M10) (B), mono-oxidated metabolites (M11, M12, and M13) (C), and dioxidated metabolites (M15,
M17, M18, and M19) (D) were incubated with human liver microsomes at 37 ◦C for 0–90 min in the
presence of the β-NADPH-regenerating system. Bars indicate standard error (n = 3).

3.5. Characterization of AHC Metabolism in cDNA-Expressed Recombinant CYP Isoforms

To confirm the metabolism of AHC by CYP enzymes, AHC was incubated in HLMs
with SKF-525A, i.e., a nonspecific CYP inhibitor (Figure S7). The metabolism of AHC was
inhibited, and the residual amount of AHC after the reaction was significantly increased
depending on the SKF-525A treatment concentration; thus, AHC was metabolized in a CYP-
dependent manner. Consequently, as the metabolism of AHC was inhibited by SKF-525A
treatment, the production of all metabolites was reduced in an SKF-525A concentration-
dependent manner.
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To identify the CYP isoforms involved in AHC metabolism, AHC (10 µM) was in-
cubated with eleven cDNA-expressed recombinant CYP isoforms (CYP1A1, CYP1A2,
CYP2A6, CYP2B6, CYP2C8, CYP2C9, CYP2C19, CYP2D6, CYP2E1, CYP3A4, and CYP3A5)
in the presence of the NGS. As a result, CYP3A4 produced M1–M20 as the major CYP
responsible for the metabolism of AHC in HLMs (Figure 2C). Additionally, some metabo-
lites such as M1, M2, M8, M11, M12, and M13 were generated at low levels by CYP3A5
(Figure S8). However, the metabolites of AHC were not observed from reactions with
other CYPs. Thus, in the metabolism of AHC in HLMs, CYP3A4 was involved as the
main enzyme, and four types of metabolites were generated. Based on these results, the
postulated metabolic pathway of AHC in the HLMs is summarized in Figure 6.
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4. Discussion

Diterpene compounds are known to exhibit excellent biological activity as active
substances in several medicinal plants, and research is underway to use diterpene com-
pounds as pharmaceuticals or health functional foods [20]. Although phase I and phase
II metabolism experiments were conducted to develop diterpene compounds of several
skeletal types as new drug candidates, metabolism studies of diterpene compounds with
the same backbone as AHC have not been reported. In this study, the metabolism of
seven diterpenoids isolated from C. cassia was studied in HLMs. Of the seven compounds,
four were metabolically stable; however, anhydrocinnzeylanol and cinnzeylanone were
decreased by approximately 20%, whereas AHC showed a unique reduction in metabolic
stability in HLMs (Figure 1B). Although the compounds have a common structure, i.e.,
the (3aR,3bR,5S,7aS,8R,8aR)-2-isopropyl-3,5,8-trimethyldecahydro-1H-3b,8(epoxy-ethano)-
cyclopenta[a]indene-3a,7a,8a-triol structure, the rapid metabolism of AHC can be explained
by structural differences relative to the other six compounds [21,22]. Cinncassiol B, cinnzey-
lanol, cinnzeylanone, and cinnzeylanine have C11–C12 bond, C13 hydroxylation and C11
hydroxylation structures in common. These similarities are suggested to be related to
the enhanced metabolic stability, unlike that observed for AHC. For cinncassiol A, C19
hydroxylation enhanced the metabolic stability, whereas anhydrocinnzeylanol, in particu-
lar, differs from AHC in that C1 does not have an acetyl group. C1 acetylation plays an
important role in the metabolism of AHC. Anhydrocinnzeylanol, which has an AHC-like
structure, except for C1-acetyl, is metabolized by 20%, whereas AHC with the C1-acetyl
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group is metabolized by 95% under the same conditions. In addition, the C1-acetyl moiety
was not directly metabolized, i.e., we did not identify the O-deacetyl metabolite of AHC in
HLMs. Thus, the C1-acetyl group is predicted to be important for interactions between
AHC and CYP enzymes, especially CYP3A4, in HLMs.

In this study, AHC was predominantly metabolized by CYP3A4 following incubation
with cDNA-expressed recombinant CYP3A4 in the presence of the NGS. All metabolites
(M1–M20) were formed in CYP3A4, similar to that in HLMs (Figure 2C). In addition, some
metabolites, i.e., M1, M2, M8, M11, M12, and M13, were also detected in small amounts in
CYP3A5. CYP3A is the most abundant enzyme in the liver, constituting approximately 30%
of all CYP proteins in the liver [23]. Considering that CYP3A oxidizes 40%–50% of drugs, it
is of great importance in metabolic reactions and drug–drug interactions [24]. CYP3A4 is
the dominant CYP, accounting for 80% of CYPs in small intestinal enterocytes, and is an
important factor in the bioavailability of CYP3A4 substrate drugs [25]. Although the rate
of metabolism of AHC in human intestinal microsomes was not evaluated in this study,
the effect of intestinal CYP3A4-mediated biotransformation should be considered when
evaluating the in vivo bioavailability of AHC.

Notably, the dehydrogenation of −2 Da in the parent compound showed that large
amounts of metabolites were rapidly produced at the start of the reaction (Figure 5). Thus,
the dehydrogenation reaction may involve enzymes other than CYPs. The major oxidative
enzymes other than CYPs involved in the metabolism of drugs and other xenobiotics
include flavin-containing monooxygenases, molybdenum hydroxylases (aldehyde oxi-
dase and xanthine oxidase), prostaglandin H synthase, lipoxygenases, amine oxidases
(monoamine, polyamine, diamine, and semicarbazide-sensitive amine), alcohol dehy-
drogenases, and aldehyde dehydrogenase [26]. However, the yield of all metabolites,
including dehydrogenated metabolites, was significantly decreased following the addition
of SKF-525A. The metabolites were synthesized by cDNA-expressed recombinant CYP3A4,
suggesting that CYP3A4 is the main metabolizing enzyme for AHC dehydrogenation and
oxidation in HLMs. In a previous study, the dehydrogenation of many compounds by CYP
and the chemical mechanism of dehydrogenation were reported in detail [27]. Furthermore,
it has been confirmed that testosterone is dehydrogenated by CYP3A, resulting in the
formation of the metabolite 6-dehydrotestosterone [21,22]. Moreover, CYP3A4 mediates
the dehydrogenation of diverse compounds such as raloxifene and ezlopitant [28–30].
This study did not determine exactly where dehydrogenation occurred in the isopropyl-
methylcylopentane moiety of M1–M3, but dehydrogenated metabolites were generated
by CYP3A.

Although we focused on identifying the phase I metabolites of seven diterpenes, in-
cluding AHC, there is a possibility that phase II metabolism may proceed from a structural
viewpoint, such as having -OH groups. Therefore, phase II metabolism studies should be
conducted to understand the entire metabolic pathway of diterpene compounds.

5. Conclusions

We verified that AHC is metabolized to three dehydrogenated metabolites (M1–M3),
seven dehydrogenated and oxidated metabolites (M4–M10), three mono-oxidated metabo-
lites (M11–M13), and seven dioxidated metabolites (M14–M20) in HLMs, in which CYP3A4
was involved in the synthesis of all metabolites. Additionally, the structures of the metabo-
lites were determined using HR/high-accuracy MS/MS. Finally, the possible metabolic
fate of AHC in HLMs was summarized (Figure 6).

Supplementary Materials: The following are available online at https://www.mdpi.com/article/10.339
0/pharmaceutics13081316/s1, Figure S1: Total ion chromatograms (TIC) for anhydrocinnzeylanine
(AHC) and its metabolites. AHC (10 µM) was incubated with 1 mg/mL of pooled human liver
microsomes for 60 min in the absence (A) or presence (B) of the β-NADPH-regenerating system (NGS).
Figure S2: MS/MS spectra of dehydrogenated M2 (A) and M3 (B) using a high-resolution quadrupole-
orbitrap mass spectrometer. Figure S3: MS/MS spectra of dehydrogenated M9 (A), M10 (B), M6
(C), M7 (D), and M8 (E) using a high-resolution quadrupole-orbitrap mass spectrometer. Figure

https://www.mdpi.com/article/10.3390/pharmaceutics13081316/s1
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Pharmaceutics 2021, 13, 1316 13 of 14

S4: MS/MS spectra of dehydrogenated M12 (A) and M13 (B) using a high-resolution quadrupole-
orbitrap mass spectrometer. Figure S5: MS/MS spectra of dehydrogenated M15 (A) and M19 (B)
using a high-resolution quadrupole-orbitrap mass spectrometer. Figure S6: MS/MS spectra of
dehydrogenated M17 (A), M18 (B), and M20 (C) using a high-resolution quadrupole-orbitrap mass
spectrometer. Figure S7: Effect of a nonspecific CYP inhibitor, SKF 525-A, in the metabolism of AHC
in HLMs. Inhibition of AHC metabolism following SKF-525 treatment (0, 0.25, and 1.25 mM) (A).
Decreased production of M1, M2, and M3 (B); M4–M10 (C); M11–M13 (D); and M14–M20 (E). The
data are expressed as means ± standard errors (SE) of the triplicate samples. Figure S8: Formation
of AHC metabolites in recombinant cDNA-expressed CYP3A5 after incubation at 37 ◦C for 60 min.
Table S1: Elemental composition of key product ions of anhydrocinnzeylanine and its metabolites in
human liver microsomes using high-resolution quadrupole-orbitrap mass spectrometry.

Author Contributions: Conceptualization, S.L. and J.A.K.; methodology, S.L.; formal analysis, S.M.C.
and V.C.P.; resources, V.C.P. and J.A.K.; data curation, S.M.C.; writing—original draft preparation,
S.M.C.; writing—review and editing, S.L. and J.A.K.; visualization, S.M.C.; supervision, S.L.; funding
acquisition, J.A.K. All authors have read and agreed to the published version of the manuscript.

Funding: Not applicable.

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: Not applicable.

Acknowledgments: This research was supported by the National Research Foundation of Korea
funded by the Korean government (Ministry of Science and ICT) (No. NRF-2020R1A5A2017323).
LC–MS (Instrument) was facilitated by the Basic Science Capacity Enhancement Project via the Korea
Basic Science Institute National Research Facilities & Equipment Center grant funded by the Korean
government (Ministry of Education) (No. 2019R1A6C1010001).

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

References
1. Zhang, C.; Fan, L.; Fan, S.; Wang, J.; Luo, T.; Tang, Y.; Chen, Z.; Yu, L. Cinnamomum cassia Presl: A review of its traditional uses,

phytochemistry, pharmacology and toxicology. Molecules 2019, 24, 3473. [CrossRef] [PubMed]
2. Wu, M.T.; Ni, L.; Lu, H.X.; Xu, H.Y.; Zou, S.Q.; Zou, X.X. Terpenoids and Their Biological Activities from Cinnamomum: A

Review. J. Chem. 2020, 2020, 14. [CrossRef]
3. Wang, J.; Su, B.; Jiang, H.; Cui, N.; Yu, Z.; Yang, Y.; Sun, Y. Traditional uses, phytochemistry and pharmacological activities of the

genus Cinnamomum (Lauraceae): A review. Fitoterapia 2020, 146, 104675. [CrossRef] [PubMed]
4. Luo, Q.; Wang, S.-M.; Lu, Q.; Luo, J.; Cheng, Y.-X. Identification of compounds from the water soluble extract of Cinnamomum

cassia barks and their inhibitory effects against high-glucose-induced mesangial cells. Molecules 2013, 18, 10930–10943. [CrossRef]
[PubMed]

5. Nohara, T.; Kashiwada, Y.; Tomimatsu, T.; Nishioka, I. Two novel diterpenes from bark of Cinnamomum cassia. Phytochemistry
1982, 21, 2130–2132. [CrossRef]

6. Yan, Y.M.; Fang, P.; Yang, M.T.; Li, N.; Lu, Q.; Cheng, Y.X. Anti-diabetic nephropathy compounds from Cinnamomum cassia. J.
Ethnopharmacol. 2015, 165, 141–147. [CrossRef]

7. He, S.; Jiang, Y.; Tu, P.F. Three new compounds from Cinnamomum cassia. J. Asian Nat. Prod. Res. 2016, 18, 134–140. [CrossRef]
[PubMed]

8. Fraga, B.M.; Terrero, D.; Gutiérrez, C.; González-Coloma, A. Minor diterpenes from Persea indica: Their antifeedant activity.
Phytochemistry 2001, 56, 315–320. [CrossRef]

9. Isogai, A.; Murakoshi, S.; Suzuki, A.; Tamura, S. Chemistry and biological activities of cinnzeylanine and cinnzeylanol, new
insecticidal substances from Cinnamonum zeylanicum Nees. Agric. Biol. Chem. 1977, 41, 1779–1784. [CrossRef]

10. Pham, V.C.; Nguyen, T.T.A.; Vu, T.O.; Cao, T.Q.; Min, B.S.; Kim, J.A. Five new diterpenoids from the barks of Cinnamomum cassia
(L.). J. Presl. Phytochem. Lett. 2019, 32, 23–28. [CrossRef]

11. Ngo, T.M.; Tran, P.T.; Hoang, L.S.; Lee, J.H.; Min, B.S.; Kim, J.A. Diterpenoids isolated from the root of Salvia miltiorrhiza and their
anti-inflammatory activity. Nat. Prod. Res. 2021, 35, 726–732. [CrossRef] [PubMed]

12. Zeng, J.; Xue, Y.; Shu, P.; Qian, H.; Sa, R.; Xiang, M.; Li, X.-N.; Luo, Z.; Yao, G.; Zhang, Y. Diterpenoids with immunosuppressive
activities from Cinnamomum cassia. J. Nat. Prod. 2014, 77, 1948–1954. [CrossRef] [PubMed]

13. Ooi, L.S.; Li, Y.; Kam, S.-L.; Wang, H.; Wong, E.Y.; Ooi, V.E. Antimicrobial activities of cinnamon oil and cinnamaldehyde from the
Chinese medicinal herb Cinnamomum cassia Blume. Am. J. Chin. Med. 2006, 34, 511–522. [CrossRef] [PubMed]

http://doi.org/10.3390/molecules24193473
http://www.ncbi.nlm.nih.gov/pubmed/31557828
http://doi.org/10.1155/2020/5097542
http://doi.org/10.1016/j.fitote.2020.104675
http://www.ncbi.nlm.nih.gov/pubmed/32561421
http://doi.org/10.3390/molecules180910930
http://www.ncbi.nlm.nih.gov/pubmed/24013407
http://doi.org/10.1016/0031-9422(82)83066-5
http://doi.org/10.1016/j.jep.2015.01.049
http://doi.org/10.1080/10286020.2015.1057577
http://www.ncbi.nlm.nih.gov/pubmed/26498626
http://doi.org/10.1016/S0031-9422(00)00376-9
http://doi.org/10.1271/bbb1961.41.1779
http://doi.org/10.1016/j.phytol.2019.04.025
http://doi.org/10.1080/14786419.2019.1596098
http://www.ncbi.nlm.nih.gov/pubmed/30961363
http://doi.org/10.1021/np500465g
http://www.ncbi.nlm.nih.gov/pubmed/25089845
http://doi.org/10.1142/S0192415X06004041
http://www.ncbi.nlm.nih.gov/pubmed/16710900


Pharmaceutics 2021, 13, 1316 14 of 14

14. Nagai, H.; Shimazawa, T.; Matsuura, N.; Koda, A. Immunopharmacological studies of the aqueous extract of Cinnamomum cassia
(CCAq) I. Anti-allergic action. Jpn. J. Pharmacol. 1982, 32, 813–822. [CrossRef]

15. Anzenbacher, P.; Anzenbacherova, E. Cytochromes P450 and metabolism of xenobiotics. Cell. Mol. Life Sci. 2001, 58, 737–747.
[CrossRef] [PubMed]

16. Taxak, N.; Bharatam, P.V. Drug metabolism. Resonance 2014, 19, 259–282. [CrossRef]
17. Lin, J.; Sahakian, D.C.; De Morais, S.; Xu, J.J.; Polzer, R.J.; Winter, S.M. The role of absorption, distribution, metabolism, excretion

and toxicity in drug discovery. Curr. Top. Med. Chem. 2003, 3, 1125–1154. [CrossRef]
18. Zhu, M.; Zhang, H.; Humphreys, W.G. Drug metabolite profiling and identification by high-resolution mass spectrometry. J. Biol.

Chem. 2011, 286, 25419–25425. [CrossRef]
19. AlRabiah, H.; Kadi, A.A.; Attwa, M.W.; Mostafa, G.A.E. Development and validation of an HPLC-MS/MS method for the

determination of filgotinib, a selective Janus kinase 1 inhibitor: Application to a metabolic stability study. J. Chromatogr. B 2020,
1154, 122195. [CrossRef]

20. de Sousa, I.P.; Sousa Teixeira, M.V.; Jacometti Cardoso Furtado, N.A. An Overview of Biotransformation and Toxicity of Diterpenes.
Molecules 2018, 23, 1387. [CrossRef]

21. Yagi, A.; Tokubuchi, N.; Nohara, T.; Nonaka, G.; Nishioka, I.; Koda, A. The constituents of Cinnamomi Cortex. I. structures of
cinncassiol A and its glucoside. Chem. Pharm. Bull. 1980, 28, 1432–1436. [CrossRef]

22. Nohara, T.; Tokubuchi, N.; Kuroiwa, M.; Nishioka, I. The constituents of Cinnamomi Cortex. III. Structures of cinncassiol B and
its glucoside. Chem. Pharm. Bull. 1980, 28, 2682–2686. [CrossRef]

23. Lamba, J.K.; Lin, Y.S.; Schuetz, E.G.; Thummel, K.E. Genetic contribution to variable human CYP3A-mediated metabolism. Adv.
Drug Deliv. Rev. 2002, 54, 1271–1294. [CrossRef]

24. Thummel, K.; Wilkinson, G. In vitro and in vivo drug interactions involving human CYP3A. Annu. Rev. Pharmacol. Toxicol. 1998,
38, 389–430. [CrossRef]

25. Kato, M. Intestinal first-pass metabolism of CYP3A4 substrates. Drug Metab. Pharmacokinet. 2008, 23, 87–94. [CrossRef]
26. Strolin Benedetti, M.; Whomsley, R.; Baltes, E. Involvement of enzymes other than CYPs in the oxidative metabolism of xenobiotics.

Expert Opin. Drug Metab. Toxicol. 2006, 2, 895–921. [CrossRef]
27. Skiles, G.L.; Yost, G.S. Mechanistic studies on the cytochrome P450-catalyzed dehydrogenation of 3-methylindole. Chem. Res.

Toxicol. 1996, 9, 291–297. [CrossRef]
28. Moore, C.D.; Reilly, C.A.; Yost, G.S. CYP3A4-Mediated oxygenation versus dehydrogenation of raloxifene. Biochemistry 2010, 49,

4466–4475. [CrossRef]
29. Obach, R.S. Mechanism of cytochrome P4503A4- and 2D6-catalyzed dehydrogenation of ezlopitant as probed with isotope effects

using five deuterated analogs. Drug Metab. Dispos. 2001, 29, 1599–1607.
30. Wen, B.; Chen, Y.; Fitch, W.L. Metabolic activation of nevirapine in human liver microsomes: Dehydrogenation and inactivation

of cytochrome P450 3A4. Drug Metab. Dispos. 2009, 37, 1557–1562. [CrossRef]

http://doi.org/10.1016/S0021-5198(19)52617-8
http://doi.org/10.1007/PL00000897
http://www.ncbi.nlm.nih.gov/pubmed/11437235
http://doi.org/10.1007/s12045-014-0031-0
http://doi.org/10.2174/1568026033452096
http://doi.org/10.1074/jbc.R110.200055
http://doi.org/10.1016/j.jchromb.2020.122195
http://doi.org/10.3390/molecules23061387
http://doi.org/10.1248/cpb.28.1432
http://doi.org/10.1248/cpb.28.2682
http://doi.org/10.1016/S0169-409X(02)00066-2
http://doi.org/10.1146/annurev.pharmtox.38.1.389
http://doi.org/10.2133/dmpk.23.87
http://doi.org/10.1517/17425255.2.6.895
http://doi.org/10.1021/tx9501187
http://doi.org/10.1021/bi902213r
http://doi.org/10.1124/dmd.108.024851

	Introduction 
	Materials and Methods 
	Chemicals and Reagents 
	Metabolic Stability Studies 
	Identification of AHC Metabolites in HLMs 
	Metabolism of AHC by SKF-525A: A Nonselective Inhibitor 
	Determination of Recombinant cDNA-Expressed CYP Isoforms Included in AHC Metabolism 
	LC–MS/MS 
	Statistical Analysis 

	Results 
	Metabolic Stability of the Seven Diterpenoids in HLMs 
	Identification of Phase I Metabolites of AHC 
	Interpretation of Metabolite Structure 
	Time-Dependent Formation of AHC Metabolites 
	Characterization of AHC Metabolism in cDNA-Expressed Recombinant CYP Isoforms 

	Discussion 
	Conclusions 
	References

