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Abstract: Tephrosia is widely distributed throughout tropical, subtropical, and arid regions. This
genus is known for several biological activities, including its anti-Candida activity, which is mainly
attributed to prenylated flavonoids. The biological activities of most Tephrosia species have been
studied, except T. apollinea. This study was conducted to investigate the underlying anti-Candida
activity of T. apollinea, wildly grown in the United Arab Emirates (UAE). The T. apollinea plant was
collected, dried, and the leaves were separated. The leaves were ground and extracted. The dried
extract was subjected to successive chromatography to identify unique phytochemicals with a special
pharmacological activity. The activity of the compound was validated by homology modeling and
molecular docking studies. A novel steroidal compound (ergosta-6, 8(14), 22, 24(28)-tetraen-3-one)
was isolated and named TNS. In silico target identification of TNS revealed a high structural similarity
with the Candida 14-α-demethylase enzyme substrate. The compound exhibited a significant anti-
Candida activity, specifically against the multi-drug-resistant Candida auris at MIC50, 16 times less
than the previously reported prenylated flavonoids and 5 times less than the methanol extract of the
plant. These findings were supported by homology modeling and molecular docking studies. TNS
may represent a new class of Candida 14-α-demethylase inhibitors.

Keywords: Tephrosia apollinea; anti-Candida; hot arid desert; novel steroid; natural optimization

1. Introduction

Tephrosia apollinea (Delile) DC., a perennial evergreen shrub, is one of more than
350 species in the genus Tephrosia. The genus belongs to the family Fabaceae. The plants
of this genus are distributed in tropical, subtropical, and arid regions [1]. T. apollinea is
widely distributed in southwest Asia, northwestern India, and northeast Africa [2]. The
plant is native to the UAE and is widely grown in the lower mountains [3]. Based on
taxonomical studies, Tephrosia was classified into three subgenera, including Marconyx
such as T. tenuis, Brissonia such as T. candida, and Reineria, which includes the remaining
Tephrosia species [4].

Phytochemical investigations revealed the presence of several phytoconstituents in
Tephrosia species. Flavonoids are the most commonly isolated and identified compounds
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in the genus, in addition to other classes of compounds, including rotenoids, terpenoids,
sterols, essential oils, and fixed oils [5]. Few studies have evaluated the presence of volatile
oil and fixed oil in this genus. Sesquiterpenes, diterpenoids, furano chalchones, and fatty
acids have been identified in T. purpurea [6].

The pharmacological activities of different Tephrosia spp. have been extensively studied.
The biological activities associated with the genus are antioxidant [7], anti-diabetic [7],
anti-ulcer [8], wound healing [9], anti-inflammatory [10], anticancer [11], insecticidal [12],
anti-protozoal [13], and anti-fungal [5]. The anti-fungal activity of the plant species was
mostly reported against Cladosporium cucumerinum [14], Aspergillus niger, and Candida
albicans [15].

Plants from the genus Tephrosia have been used for major traditional medicinal uses. T.
purpurea is a well-known species among the genus Tephrosia for its importance in folk and
traditional therapy; the whole plant is widely used for the treatment of leprosy, ulcers, and
inflammatory conditions, including asthma and chronic bronchitis [16]. The dried herb is
widely used as a tonic, laxative, and diuretic [17]. Plant extracts are used to alleviate both
liver and spleen disorders [6]. In fact, traditional healers use various parts of this plant to
cure all types of wounds [18].

T. purpurea, T. toxicaria, T. candida, T. elata, and T. villosa are among the species whose
pharmacological and biological activities have been studied [19]. However, few studies
have been conducted on T. apollinea. The antifungal activity of T. apollinea was attributed to
prenylated flavonoids, including, in particular, Tephroapollin-F and Lanceolatin-A, but at a
higher MIC50 value of 4 mg/mL [20]. The antifungal activity of the ethanolic root extract
of a population of T. apollinea growing in Egypt was tested using the cup-plate screening
method against three fungi, Aspergillus flavus, A. fumigatus, and Penicillium chrysogenum.
The extract showed a high inhibition activity against the three tested organisms with a
range of 19–22 mm diameter for the inhibition zone [21].

T. apollinea growing in the arid desert of the UAE faces very harsh conditions, such
as drought and high temperatures that reach up to 45 °C in summer. Therefore, we
hypothesized that such a climate may develop specific phytochemicals for adaption to
such conditions. In a similar study, we identified a novel anticancer compound from
Ziziphus spina-christi growing in the hot arid desert of the UAE [22]. Herein, we correlate
the traditional antifungal activity of T. apollinea, growing in the hot arid environment of the
UAE, to a novel phytochemical using chemistry and biology techniques.

2. Results
2.1. Discovery of Novel Phytochemicals from T. apollinea

T. apollinea leaf methanol extract was subjected to successive chromatography to
obtain four compounds (1–4), as described in the experimental section. The structures
of the isolated compounds were identified by spectroscopy (Supplementary Data) and
through comparison with previously reported data (Figure 1 and Table 1). The compounds
were identified as ergosta-6, 8 (14), 22-tetraen-3one (compound 1, 100 mg), lanceolatin A
(compound 2, 180 mg), and a mixture of stigmasterol and β-sitosterol (compound 3 and
4, 200 mg) (Figure 1 and Table 1). On the other hand, compound# 1, ergosta-6, 8 (14),
22-tetraen-3one, was the first time to be reported in nature. Compound 1 was given the
name TNS.
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Figure 1. Compounds 1–4 isolated from T. apollinea leaf methanol extract. Compound 1; ergosta-6, 8 
(14), 22-tetraen-3one, compound 2; lanceolatin A, compound 3 and 4; a mixture of stigmasterol and 
β-sitosterol. 

Table 1. 1H- and 13C-NMR Data (500 and 125 MHz, respectively; in CDCl3) for TNS. δ in ppm, J in 
Hz. 

Position δ (H) δ (C) Position δ (H) δ (C) 
1 2.04–1.99 (m),1.64–1.62 (m) 34.7 16 1.69–1.67 (m), 1.24–1.20 (m) 26.9 
2 2.40–2.36 (m) 34.6 17 1.59–1.53 32.5 
3 -------- 207.2 18 0.86 (s) 19.4 
4 2.21–2.10 (m) 40.8 19 1.11 (s) 14.2 
5 2.38–2.04 (m) 45.5 20 1.99–1.97 (m) 39.8 
6 5.25 (dd, J = 15.8, 9.9) 129.8 21 0.89 (d, J = 6.8) 20.8 
7 5.13 (d, J = 9.9) 133.6 22 5.11 (dd, J = 15.7, 8) 124.4 
8 -------- 149.1 23 5.78 (d, J = 15.7) 135.6 
9 -------- 45.5 24 -------- 135.2 
10 -------- 37.23 25 1.99–2.03 (m) 53.0 
11 1.69–1.67 (m), 1.58–1.55 (m) 22.8 26 0.81 (d, J = 6.8) 19.5 
12 1.61–1.59 (m), 1.44–1.40 (m) 32.1 27 0.81 (d, J = 6.8) 19.4 
13 -------- 39.8 28 4.79, 4.74 (d, J = 2.3) 109.1 
14 -------- 148.9    
15 2.13–2.10 (m), 2.08–2.05 (m) 26.6    

TNS was purified as white crystals. The molecular formula was determined as 
C28H40O by ESI-MS+. 1HNMR spectroscopy exhibited a downfield region consisting of six 
olefinic H-atoms at δH 5.78 (d, J = 15.7), 5.13 (dd, J = 15.8, 9.9), 5.11 (dd, J = 15.7, 8) 5.25 (d, J = 
9.9), and 4.79 (d, J = 2.3), 4.74 (d, J = 2.3), while the upfield region of the spectrum showed 
five methyl group signals at δH 0.89 (d, J = 6.8), 0.86 (s), 0.81 (d, J = 6.8, 6-H), and 0.86 (s), 
together with many CH2 and CH signals in the range of 2.28–1.40 (Table 1). 13CNMR 
spectroscopy showed 28 C-atom signals, including one carbonyl signal at δc 207.2 and 
olefinic C signals in the range of δc 149.1–109.1 (Table 1). These spectroscopic data sug-
gest that TNS is a steroidal compound. The structure of TNS was confirmed by 
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Figure 1. Compounds 1–4 isolated from T. apollinea leaf methanol extract. Compound 1;
ergosta-6, 8 (14), 22-tetraen-3one, compound 2; lanceolatin A, compound 3 and 4; a mixture of
stigmasterol and β-sitosterol.

Table 1. 1H- and 13C-NMR Data (500 and 125 MHz, respectively; in CDCl3) for TNS. δ in ppm,
J in Hz.

Position δ (H) δ (C) Position δ (H) δ (C)

1 2.04–1.99 (m),1.64–1.62 (m) 34.7 16 1.69–1.67 (m), 1.24–1.20 (m) 26.9
2 2.40–2.36 (m) 34.6 17 1.59–1.53 32.5
3 ——– 207.2 18 0.86 (s) 19.4
4 2.21–2.10 (m) 40.8 19 1.11 (s) 14.2
5 2.38–2.04 (m) 45.5 20 1.99–1.97 (m) 39.8
6 5.25 (dd, J = 15.8, 9.9) 129.8 21 0.89 (d, J = 6.8) 20.8
7 5.13 (d, J = 9.9) 133.6 22 5.11 (dd, J = 15.7, 8) 124.4
8 ——– 149.1 23 5.78 (d, J = 15.7) 135.6
9 ——– 45.5 24 ——– 135.2
10 ——– 37.23 25 1.99–2.03 (m) 53.0
11 1.69–1.67 (m), 1.58–1.55 (m) 22.8 26 0.81 (d, J = 6.8) 19.5
12 1.61–1.59 (m), 1.44–1.40 (m) 32.1 27 0.81 (d, J = 6.8) 19.4
13 ——– 39.8 28 4.79, 4.74 (d, J = 2.3) 109.1
14 ——– 148.9
15 2.13–2.10 (m), 2.08–2.05 (m) 26.6

TNS was purified as white crystals. The molecular formula was determined as
C28H40O by ESI-MS+. 1HNMR spectroscopy exhibited a downfield region consisting
of six olefinic H-atoms at δH 5.78 (d, J = 15.7), 5.13 (dd, J = 15.8, 9.9), 5.11 (dd, J = 15.7, 8)
5.25 (d, J = 9.9), and 4.79 (d, J = 2.3), 4.74 (d, J = 2.3), while the upfield region of the spec-
trum showed five methyl group signals at δH 0.89 (d, J = 6.8), 0.86 (s), 0.81 (d, J = 6.8, 6-H),
and 0.86 (s), together with many CH2 and CH signals in the range of 2.28–1.40 (Table 1).
13CNMR spectroscopy showed 28 C-atom signals, including one carbonyl signal at δc
207.2 and olefinic C signals in the range of δc 149.1–109.1 (Table 1). These spectroscopic
data suggest that TNS is a steroidal compound. The structure of TNS was confirmed by
two-dimensional NMR spectral analysis. The HMBC spectrum exhibited a cross peak corre-
lating H-2 (δH 2.11) with C-3 (δC 207.2), confirming the absence of a double bond at position
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4. A detailed two-dimensional NMR analysis, including HSQC, COSY, and HMBC, was
performed and it confirmed the structure of TNS as ergosta-6, 8(14), 22, 24(28)-tetraen-3-one
(Figure 2 and Table 1).
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2.2. TNS Compound Showed Promising Anti-Candida Activity
2.2.1. In Silico Target Analysis of TNS Compound

Screening the chemical features of the newly discovered compound revealed a high
structural similarity to the Candida 14-α-demethylase enzyme substrates, such as lanosterol,
eburicol, and obtusifoliol. The common 3D pharmacophore features between lanosterol,
eburicol, and obtusifoliol were constructed using Biovia discovery studio® common feature
pharmacophore protocol (Figure 3A). The generated pharmacophore model was composed
of six features, including five hydrophobic features and one hydrogen bond acceptor.
Mapping the lanosterol, eburicol, obtusifoliol, and TNS structures with the generated
pharmacophore showed a similar alignment pattern with the pharmacophore at a fitting
value ranging from 5.99 to 4.89 out of 6 (Figure 3B–E). Lanosterol, eburicol, and obtusifoliol
structures contained an OH group at position 3 as a hydrogen bond acceptor feature,
steroid ring B as hydrophobic point 1, C4-methyl as hydrophobic point 2, C-21 methyl
as hydrophobic point 3, C 24 and C28 C = C as hydrophobic point 4, and the isopropyl
group at C25–C27 as hydrophobic point 5. The newly isolated TNS compound showed
almost a pharmacophoric feature and alignment pattern similar to lanosterol, eburicol,
and obtusifoliol, except for a missing alignment with the hydrophobic point 2 due to
the absence of alkyl substitution at C-4, leading to a decrease in fitting value to 4.69 out
of 6 (Figure 3E). Based on the clear 3D pharmacophoric feature similarity between TNS
and the 14-α-demethylase enzyme substrates and the previously reported anti-Candida
activity of the extracts from the genus Tephrosia [19,23], TNS was expected to exhibit an
antifungal activity.

2.2.2. Anti-Candida Activity of TNS Compound

The anti-Candida activity of TNS was tested against C. auris and C. albicans. The results
indicated that the compound caused significant inhibition to the growth of multi-drug-
resistant C. auris (Figure 4A) and C. albicans (Figure 4B) at MIC50 200 and 700 µg/mL,
respectively. TNS showed significant promising activities on C. auris when compared
to fluconazol, which was employed as a positive control (two-way ANOVA, p < 0.001)
(Figure 4A), while a reduced activity on C. albicans (Figure 4B). The results indicate that TNS
did not only show a significant antifungal activity, but also showed a selective promising
activity against C. auris. TNS at its MIC50 showed no toxicity to the normal human
dermal fibroblast cell line (HDF) (Figure 4C). On the other hand, the plant methanolic
extract showed a minimal (15–20%) inhibition activity to both C. auris and C. albicans at
~5 times the MIC50 of TNS. Furthermore, this concentration caused more than 70% killing
to mammalian cells. Collectively, these results indicate that TNS isolated from T. apollinea
exhibited a significant anti-Candida activity, particularly against C. auris.
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(A) 3D pharmacophore generated from 14-α-demethylase enzyme substrates lanosterol, eburicol,
and obtusifoliol. Cyano spheres represent hydrophobic features. Green spheres represent hydrogen
bond acceptor features. Lines represent distance in Angstrom. (B) 2D and 3D diagram showing
lanosterol alignment and feature mapping to generate a pharmacophore. (C) 2D and 3D diagram
showing eburicol alignment and feature mapping to generate a pharmacophore. (D) 2D and 3D
diagram showing obtusifoliol alignment and feature mapping to generate a pharmacophore. (E) 2D
and 3D diagram showing TNS alignment and feature mapping to generate a pharmacophore.

2.2.3. Binding Simulation of TNS with C. Auris 14-α-Demethylase Validate the
Anti-Candida Activity of TNS

As the anti-Candida activity of TNS may be attributed to possible binding inhibition
with the 14-α-demethylase enzyme, as suggested by our pharmacophore modeling, a
molecular docking study of TNS against C. auris 14-α-demethylase was conducted using
Discovery Studio 2.5. Because the crystal structure of C. auris 14-α-demethylase was not
resolved until now, a homology model was conducted to simulate the 3D structure. The
data homology model was reported as a reliable tool to create a 3D structure from a given
amino acid sequence [24]. The X-ray crystal structure of S. cerevisiae 14-α demethylase
bound with lanosterol (PDB: 4LXJ) was used in this study as a template [25]. The sequence
alignment between C. auris 14-α-demethylase (NCBI Reference Sequence: XP_028891800.1)
and that of S. cerevisiae using align sequence protocol in Discovery Studio 2.5 showed
sequence similarity and identity of 83.4 % and 64.9 %, respectively (Figure 5). This indicates
a higher reliability of the model, as >30% of the amino acid identity between the 3D model
and template was identified [26].
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Figure 4. Anti-Candida and cytotoxic activities of the TNS compound vs. plant leaves methanol
extract. (A) C. auris growth inhibition by compound TNS at different concentrations. (B) C. albicans
growth inhibition by compound TNS at different concentrations. Candida at 104 CFU/mL was grown
in 96-well microplates containing YPD broth. The plates were incubated at 37 ◦C for 24 h prior
to measurement at 600 nm using a plate reader. Fluconazole and cultures containing the DMSO
vehicle without the compounds were employed as positive and negative controls, respectively. The
% inhibition activity of the compounds was calculated relative to the negative control, while the
negative control represents 100% growth. (C) Cytotoxic activity of TNS against HDF mammalian
cells. TNS was tested on HDF cells using an MTT assay. Mammalian cells were seeded in a 96-well
plate until confluency, followed by incubation with the samples overnight prior to the MTT assay.
(D,E) Growth inhibition of C. auris and C. albicans by plant leaf methanol extract at different concentra-
tions. (F) Cytotoxic activities of methanol extract on HDF cells using an MTT assay. The data display
the mean percentage of the survival rate of mammalian cells ± SEM of five replicates. The data
were analyzed using two-way ANOVA and the statistical significance between means was calculated
with Bonferroni’s multiple comparisons test. The significance levels are indicated by asterisks. A
p-value < 0.05 was considered as significant.
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Figure 5. Sequence alignment between C. auris 14-α-demethylase (NCBI Reference Sequence:
XP_028891800.1) and S. cerevisiae (PDB: 4LXJ) using align sequence protocol in Discovery Studio 2.5.
Amino acid identity is shown in dark blue, and similarity is represented in light blue. Secondary
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arrows represent β-sheet.

The 3D structure of C. auris 14-α-demethylase enzyme was obtained using the Build
Homology Model Protocol in Discovery Studio 2.5 using the co-crystallized heme and
lanosterol (Figure 6). A 3D model of the least PDF Total Energy and DOPE Score were
included in our study. Further validation of the modeled protein was conducted using
MODELER [27] and PROFILE 3D protocols in D.S 2.5. (Figure 7). A Ramachandran plot
was used to assess the energetically allowed regions of the model (Figure 8). Only 1.9%
of the residues were in the disallowed region; these amino acids were located in the lope
regions away from the binding site. The model protein showed good alignment with the
template 14-α demethylase bound with lanosterol (PDB: 4LXJ) with a total protein sequence
alignment RMSD equal 0.942 (Figure 9).

To simulate the binding pattern of TNS with the C. auris 14-α-demethylase enzyme,
Discovery Studio 2.5 CDOCKER protocol was employed (Figure 10). The binding energy
calculation of the TNS−C. auris 14-α-demethylase enzyme complex and lanosterol−C.
auris 14-α-demethylase enzyme complex were conducted using calculate ligand-binding
protocol in Discovery Studio 2.5 (Table 2). TNS showed a comparable binding energy
to the natural substrate lanosterol via multiple hydrophobic interactions in the substrate
binding site. Furthermore, TNS lacks 14-α methyl group, which is the key reaction site of
14-α-demethylase enzyme, suggesting TNS binding to 14-α-demethylase does not require
demethylation (Figure 11).

Table 2. Binding energy calculation of TNS-C. auris 14-α-demethylase enzyme complex vs.
lanosterol−C. auris 14-α-demethylase enzyme complex.

Ligand Binding
Energy

Total Binding
Energy

Ligand
Energy

Protein
Energy

Complex
Energy

Entropic
Energy

Ligand Con-
formational

Energy

Ligand Con-
formational

Entropy

TNS −49.22 −45.13 87.32 41,302.00 41,339.74 20.20 4.09 0.62
Lanosterol −46.65 −45.82 132.76 41,302.00 41,387.74 20.40 0.83 0.83

Energy unit is kcal/mol. Results are average of top 10 poses retrieved from docking protocol.
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Figure 6. Predicted 3D binding site of C. auris 14-α-demethylase enzyme bound with heme and
lanosterol: (A) 3D representation of binding site including heme and the natural substrate lanosterol
(colored in green); (B) 2D interaction diagram of lanosterol with the binding site of C. auris 14-α-
demethylase enzyme. Amino acids in contact with lanosterol are displayed as spheres. Violet spheres
represent polar amino acids, while green spheres represent hydrophobic amino acids. Solvent-
exposed regions of lanosterol are highlighted in blue. The hydroxyl group of lanosterol showing
weak hydrogen bond interaction with glycine 303 (−0.3 Kcal/mol, distance 3.51 Å.
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Figure 10. Binding mode of TNS (colored in red) and lanosterol (colored in blue) docked with
the C. auris 14-α-demethylase enzyme. The binding site is represented as the surface colored by
hydrophobic properties. Blue regions represent hydrophilic residues, while the brown color represents
hydrophobic residues.
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3. Discussion

In this study, we isolated four compounds from T. apollinea, growing in the UAE, three
of which were previously reported from the genus Tephrosia, but not from T. apollinea. These
are lanceolatin A [21], stigmasterol, and β-sitosterol [28]. Furthermore, compound# 1 (TNS),
ergosta-6, 8 (14), 22-tetraen-3one, has never been reported in nature. TNS is structurally very
related to a previously identified compound (22E)-ergosta-4,6,8(14),22,24(28)-pentaen-3-
one, isolated from the fermentation broth of a gorgonian-derived Aspergillus sp. fungus [29].
Comparing the NMR data of TNS with the previously reported compound indicated that
both compounds have the same tetracyclic steroidal nucleus. The main difference between
the two compounds is the absence of a double bond at position 4 in TNS, which is confirmed
by the absence of the olefinic H-atom signal at position 4 (δH 5.7 (s)) and its corresponding
olefinic C-atom (δC 123.2), and the absence of an olefinic C-atom at position 5 (δC 164.6).
The absence of this double bond leads to an upfield shift of the carbonyl group at position
3 in TNS to appear at δc 207.2 instead of 199.8 in the reported compound.

The similarity in structures between TNS with that reported from the Aspergillus sp.
might represent an evolutionary link between two different kingdoms, Plantae and Fungi.
On the other hand, the double bond difference in the structure of both compounds may be
attributed to the climate difference [22,30]. TNS is isolated from T. apollinea growing in the
hot summer of the arid subtropical desert of UAE, where the maximum temperature reaches
up to ~50 ◦C for several days (the average maximum temperature is 39.1 ◦C). However, the
other related compound is isolated from a gorgonian-derived fungus. Gorgonia is a genus of
soft corals, sea fans growing in the tropics and subtropics regions of the world [31]. Another
explanation may suggest the contribution of an endophytic fungus in the production of
TNS from T. apollinea. Various endophytic fungi were identified in different plant species for
the purpose of a complementary function by promoting the production of unique bioactive
compounds [22,32]. Interestingly, Halo et al. (2018) reported the isolation of Aspergillus
endophyte from T. apollinea collected from Sultanate of Oman, a neighboring country to
the UAE that possesses the same climate condition [33]. Ergostane-type steroids have
been identified in both fungi and plants. Fungal ergosteroids have been widely isolated
and reported [34,35], including those isolated from the Korean wild mushroom Xerula
furfuracea [36], those isolated from Lasiodiplodia pseudotheobromae fungus [37], and those
isolated from Ganoderma lingzhi [38]. On the other hand, ergostane-type steroids have been
also isolated from plants such as Cratylia mollis leaves (Fabaceae) [39], Entandrophragma
angolense (Meliaceae) [40], and Physalis peruviana (Solanaceae) [41]. Further studies are
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required to confirm or exclude the aforementioned hypotheses. The presence of TNS should
also be assessed in other Tephrosia species growing in the UAE, including T. haussknechtii
Bornm., T. nubica (Boiss.) Baker, T. persica Boiss., and T. uniflora Pers.

The pharmacophoric features of TNS confirmed its high structural similarity to the
Candida 14-α-demethylase enzyme substrates including lanosterol, eburicol, and obtusifo-
liol. The 14-α-Demethylase enzyme (CYP51, Erg11, or LDM) is a well-established target for
anti-fungal drug discovery, particularly azole drugs [42,43]. Demethylation of lanosterol at
14-α position is a rate-limiting step in the biosynthesis of fungal ergosterol [44]. The inhibi-
tion of 14-α-demethylase enzyme (Erg11p) can lead to ergosterol depletion from the fungal
membrane, thus altering the fluidity of the fungal lipid bilayer. This is associated with the
accumulation of toxic metabolites that have been reported as fungistatic compounds [45] to
many pathogenic fungi such as Candida spp. [46] and Aspergillus spp. [47]. Therefore, the
anti-Candida activity of TNS was expected.

The anti-Candida activity of extracts from the genus Tephrosia has been reported previ-
ously by different researchers [19,23]. Although the antifungal activity of T. apollinea was
attributed to prenylated flavonoids at MIC50 4mg/mL [20], here, we reported that TNS
showed a more potent anti-Candida activity at MIC50 of ~6 and 20 times less against C.
albicans and C. auris, thus indicating the potency and selectivity of the compound. TNS
also showed ~4 and 23 times less activity against C. albicans and C. auris when compared
with the plant methanol extract, while the plant itself contained ~0.2 mg/gm dry weight.
These results deserve more future investigation to identify the selectivity of the compound.
Furthermore, TNS at its MIC50 showed no toxicity to mammalian cells compared with the
70% killing effect due to the methanolic extract, indicating the wide safety profile of TNS.

Computational simulation indicated that TNS exhibited promising alignment with the
template 14-α demethylase bound with lanosterol (PDB: 4LXJ). Although TNS lacks the 14-
α-methyl group, it exhibited an excellent binding affinity to the 14-α-demethylase enzyme,
which is considered to be the key difference with lanosterol. TNS showed a comparable
binding energy via multiple hydrophobic interactions with the binding site. Therefore, TNS
can be considered as a new class of antifungal that may overcome resistance mechanisms.

Additional future plans include the fraction of other plant extracts, including dichloromethane
and ethyl acetate extracts, to identify other phytochemicals. Furthermore, activities other
than those reported previously for compounds 2, 3, and 4 will be investigated.

4. Conclusions

T. apollinea is traditionally known for several biological activities, including its antifun-
gal activity. The activity of the plant extract was mainly attributed to prenylated flavonoids.
However, in this study, we have reported for the first time a novel steroid derivative, TNS,
purified from the plant leaf extract and with a more superior anti-Candida activity. In silico
simulation, including pharmacophore modeling and docking study, suggested that TNS
might be a new Candida 14-α-demethylase enzyme inhibitor. The compound has never
been reported in nature; however, a much-related compound was identified once from
Aspergillus sp. fungus, isolated from gorgonia. The compounds, TNS, and the one isolated
from Aspergillus sp. differ in one double bond. The difference in structure may be attributed
to the difference in either the enzymatic system utilized by both organisms and/or the
environmental condition adapted by both organisms. Further study to investigate the
biosynthetic pathway may useful for potential discovery.

5. Material and Methods
5.1. Preparation of Plant Material

T. apollinea (Delile) DC. (Fabaceae) were collected from a mountainous habitat around
Sharjah, Kalba road (24.951257, 56.163090), in August 2019. The plant was taxonomically
identified by Prof. Ali El-Keblawy, College of Sciences, University of Sharjah. A voucher
specimen was deposited at the University of Sharjah Herbarium. Plant leaves were sepa-
rated and air-dried in the shade at room temperature. The dried plant leaves were then
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powdered mechanically by an electric blender (Braun Multiquick hand blender and mixer,
Melsungen, Germany).

5.2. Extraction and Compound Isolation

The dried plant leaves of T. apollinea (500 g) were extracted in distilled methanol
(3 times X 1L) at room temperature for 5 days, and were then filtered. The crude extract
was evaporated in vacuo at 45 ◦C until dryness to give 10 g of dried total methanol extract.
The methanol extract was then fractionated successively in n-hexane, dichloromethane,
followed by ethyl acetate (EtOAc). The n-hexane fraction (3 g) was applied to a silica
gel column with hexane/EtOAc mobile phase gradient from 10% to 100% to give five
main sub-fractions. From sub-fraction II (350 mg), compound 1 (60 mg) was isolated and
purified by crystallization using methanol. Sub-fraction III (230 mg) was purified over
preparative TLC using solvent system hexane/EtOAc (9:1) as the mobile phase to separate
compound 2 (100 mg). Compound 3 (150 mg) was isolated and purified by crystallization
from sub-fraction IV (150 mg). The schematic diagram of the chromatography separation is
shown in Figure 12.
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5.3. Purification and Identification of T. appolinea Compounds

The compounds were separated on silica gel TLC plates (Kiesegel 60 F254, Merck, Ke-
nilworth, NJ, USA). The compounds were detected under UV at 254–365 nm or by spraying
with 10% H2SO4 in methanol, followed by heating at 120 ◦C. Column chromatography was
performed using silica gel 60 (0.2–0.5 mm, 0.04–0.063 mm, Merck). The 1H and 13C NMR
spectra were recorded on Brucker spectrophotometer AMX400, AV400 MHz instruments
(Bruker Biospin GmbH, Rheinstetten, Germany) at a frequency of 500 MHz for 1HNMR
and 125 MHz for 13CNMR. Topspin 3.2 (Bruker Biospin GmbH, Germany) was used for the
data acquisition. ESI-MS was recorded on a Bruker Daltonics mass spectrometer coupled
with a LCQ DECA XP mass spectrometer (Thermo Electron, San Jose, CA, USA) with an
electrospray ionization source (ESI). Data analysis was performed with Excalibur ver. 1.3
or 1.4 software (Thermo Electron, San Jose, CA, USA).

5.4. In Silico Target Identification of the Newly Discovered Compound
5.4.1. Generation of Common Feature Pharmacophore

The 3D structures of lanosterol, eburicol, obtusifoliol, and TNS were drawn using
Biovia Discovery Studio 2.5 sketching tools (BIOVIA, Dassault Systèmes, San Diego, CA,
USA). CHARM forcefield/MMFF94 was applied on the drawn structures. The 3D struc-
tures were prepared using the ligand preparation protocol. The common pharmacophoric
features between the 3D structures of the 14-α-demethylase enzyme substrates, including



Plants 2022, 11, 2120 14 of 17

lanosterol, eburicol, and obtusifoliol, were constructed using common feature pharma-
cophore generation protocol. The input parameters of the protocol included (i) fast confor-
mation generation, (ii) selected features including hydrogen bond donor, hydrogen bond
acceptor, hydrophobic feature, (iii) maximum pharmacophore generation 10, (iv) minimum
inter-feature distance 2.97, and (v) maximum exclude volume 0.

5.4.2. Mapping of the TNS Compound-Pharmacophore Feature

Mapping the 3D structure of TNS with the generated pharmacophores was conducted
using ligand pharmacophore mapping protocol in Biovia Discovery Studio 2.5. The input
parameters of the protocol included (i) the best mapping only true, (ii) maximum omitted
feature 1 and fitting method, and (iii) flexible. The resulting alignment was described by
the fit value. Fit value is the measure of how well the ligand fits the pharmacophore. The
higher the fit score, the better the match.

5.5. Homology Modeling and Molecular Docking Study of the TNS Compound against Candida
14-α-Demethylase Enzyme

Discovery studio 2.5 (BIOVIA, Dassault Systèmes, San Diego, CA, USA) was em-
ployed in this study. The sequence of C. auris 14-α-demethylase was downloaded as Fasta
file (NCBI Reference Sequence: XP_028891800.1). The X-ray crystal structure of Saccha-
romyces cerevisiae 14-α demethylase bound with lanosterol (PDB: 4LXJ) was employed as a
template [25]. Align sequence protocol in Discovery Studio 2.5 was conducted using fast
pair wise alignment, Blosum scoring matrix, gap opening penalty 10, and gap extension
penalty 0.05. The alignment showed 83.4% sequence similarity and 64.9% identity. Prepare
Protein Tools was applied on S. cerevisiae lanosterol-14-α demethylase complex (PDB: 4LXJ),
followed by the application of CHARMm-Momany-Rone force field. The sequence was
aligned to the template and Build Homology Model protocols were applied using 4LXJ
as a template. The co-crystalized heme and lanosterol were copied from the template
into the modeled structure. Optimization levels were set as high. The resulting model
number 2 out of 10 models was included in our study as it showed the least PDF Total
Energy = 3106.2664 and DOPE Score = −62,615.8. The modeled protein was then verified
using MODELER [27] and PROFILE 3D protocols in D.S 2.5. RMSD calculation aligned
the 14-α demethylase sequence bound with lanosterol (PDB: 4LXJ) and a homology model
equal to 0.942 all protein, 0.57 main chain, 0.543 c-alpha, and side chain 1.25. Visualization
of the 3D protein and lanosterol 2D interaction diagram was conducted via Molecular Op-
erating Environment Software (MOE 2020.09, Chemical Computing Group CCG, Montréal,
QC, Canada). Docking of the isolated compound and lanosterol within the 3D model of the
Candida 14-α-demethylase enzyme was conducted using discovery studio 2.5 CDOCKER
protocol. The binding site was selected as sphere 10.7179 Å around the substrate heme
and lanosterol. CHARMm force field was applied using the ligand partial charge method
Momany-Rome [48]. CDOCKER interaction energy was used to evaluate the binding pose.
The binding energy calculation was conducted using score and analysis protocol “Calculate
binding Energy”.

5.6. Anti-Candida Activity of the TNS Compound

The Candida strains used in this study included C. albicans (SC5314) and C. auris clinical
isolate (obtained from Centers for Disease Control and Prevention (CDC), Atlanta, South
Asian clade, bronchoalveolar lavage). The anti-Candida activity of the TNS compound
was measured on agar plates and liquid broth media according to modified Clinical and
Laboratory Standards Institute (CLSI) and as described by Soliman et al., 2017 [32]. Briefly,
0.1 mL culture containing 104 CFU /mL was streaked on sabouraud dextrose agar (SDA)
plates. The plates were then incubated at 37 ◦C for 24h with filter discs (8 mm diameter)
saturated with different compound dilutions (0–1000 µg/mL). The inhibition zones (mm)
were measured by determining the diameter of the clear area. Similarly, the activity in
the liquid media was measured by incubating the aforementioned concentrations of the
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compounds into YPD broth media inoculated with 104 CFU/mL in 96-well microplates
at 37 ◦C for 48h. The turbidity representing the microbial growth was measured with a
microplate reader (LT-4500, Labtech, Sorisole, Italy) at OD600. Each test was performed in
triplicate. Fluconazole (Cat# F8929, Sigma-Aldrich, Burlington, MA, USA) was employed
as a positive control. YPD cultures containing the vehicle (dimethyl sulfoxide, DMSO at
0.1%) without compounds or antimicrobials were employed as the negative controls. The
% inhibition activity of the compounds was calculated relative to the negative control.

5.7. Cell Toxicity Assay Using MTT Staining

The cell viability was performed using a 3-(4, 5-dimethyl thiazolyl-2)-2,5-diphenyltetrazolium
bromide (MTT) assay, as described before [22]. Briefly, 96-well micro-plates were seeded
with normal human fibroblast cell line (HDF, 106-05A, Sigma-Aldrich) (4000 cells per
well) for 24 h. The TNS compound at 0–1000 µg/mL was suspended in DMEM media
supplemented with 10% FBS and 1.5% penicillin−streptomycin and was filtered and
sterilized prior to application on seeded cells. The color change was measured using a
Multiskan Go machine (Spectrophotometer) at 570 nm. Each experiment was repeated
six times.

Cell viability was calculated using the following formula:
% of living cells = (OD experimental)/(OD control) × 100, while % of cell death was

calculated by subtracting the living cells from the total number of cells [49].

5.8. Statistical Analysis

The data were collected and graphed using Graph Pad Prism (5.04, La Jolla, CA, USA).
The data were analyzed by two-way analysis of variance (ANOVA) using Bonferroni’s
Multiple Comparison Test. A p-value < 0.05 was considered as significant.

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/plants11162120/s1, Spectral identification of the isolated com-
pounds is available in supplementary data.

Author Contributions: N.S.A. conducted the phytochemical investigation of the plant, elucidated
the structure of the compound, and wrote the first draft. E.M.E.-l. performed the computational
analysis of the compound. A.M.H. conducted the biological activity of the compound. A.-N.A.E.-S.
and S.S.M.S. helped with compound identification and data interpretation. K.A.M. and A.A.E.-K.
assessed the taxonomic identification of the plant and helped in writing the manuscript. S.S.M.S.
supervised the experimental procedures, data interpretation, and designed the manuscript. All of the
authors contributed to writing the first and final draft of the manuscript. All authors have read and
agreed to the published version of the manuscript.

Funding: This research was funded by the University of Sharjah (Grant # 2101110147 and 1901110132)
to S.S.M.S. The APC was funded by the University of Sharjah and Gulf Medical University.

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: All data are made available.

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

Abbreviations

ANOVA; Analysis of Variance, C.; Candida, CDC; Centers for Disease Control and Prevention,
CFU; colony forming unit, CLSI; Clinical and Laboratory Standards Institute, EtOAc; ethyl acetate,
MIC; minimum inhibitory concentration, MTT; 3-(4, 5-dimethyl thiazolyl-2)-2,5-diphenyltetrazolium
bromide, NMR; nuclear magnetic resonance, OD; optical density, PDB; Protein Data Bank, SDA;
sabouraud dextrose agar, T.; Tephrosia, TLC; thin layer chromatography, UAE; United Arab Emirates,
UV; ultra violet, YPD; yeast peptone dextrose.

https://www.mdpi.com/article/10.3390/plants11162120/s1
https://www.mdpi.com/article/10.3390/plants11162120/s1


Plants 2022, 11, 2120 16 of 17

References
1. Al-Ghamdi, F. Morphological Diversity of Some Tephrosia Species (Fabaceae) in Saudi Arabia. Am. J. Plant Sci. 2013, 4, 543–548.

[CrossRef]
2. Cheruth, A.J.; Al Baloushi, S.A.; Karthishwaran, K.; Maqsood, S.; Kurup, S.S.; Sakkir, S. Medicinally active principles analysis of

Tephrosia apollinea (Delile) DC. growing in the United Arab Emirates. BMC Res. Notes 2017, 10, 61. [CrossRef]
3. Ali, M.A.; Mosa, K.A.; El-Keblawy, A.; Alawadhi, H. Exogenous Production of Silver Nanoparticles by Tephrosia apollinea Living

Plants under Drought Stress and Their Antimicrobial Activities. Nanomaterials 2019, 9, 1716. [CrossRef] [PubMed]
4. Lakshmi, P.; Khan, P.A.; Reddy, P.N.; Lakshminarayana, K.; Ganapaty, S. Genetic relationship among Tephrosia species as revealed

by RAPD analysis. Asian J. Biol. Sci. 2008, 1, 1–10. [CrossRef]
5. Chen, Y.; Yan, T.; Gao, C.; Cao, W.; Huang, R. Natural Products from the Genus Tephrosia. Molecules 2014, 19, 1432–1458.

[CrossRef]
6. Rao, A.; Yadav, S.; Singh, P.; Nandal, A.; Singh, N.; Ganaie, S.; Yadav, N.; Kumar, R.; Bhandoria, M.; Bansal, P. A comprehensive

review on ethnomedicine, phytochemistry, pharmacology, and toxicity of Tephrosia purpurea (L.) Pers. Phytother. Res. 2020, 34,
1902–1925. [CrossRef] [PubMed]

7. Ramesh, C.; Prameela Rani, A. In vivo and in vitro evaluation of tephrosia calophylla for anti-diabetic properties. Int. J. Pharm.
Pharm. 2018, 10, 138–144.

8. Divya, S.; Haritha, V.; Prasad, K. Evaluation of Tephrosia calophylla for antiulcer activity in experimental rats. Pharmacologyonline
2011, 3, 573–585.

9. Lodhi, S.; Pawar, R.S.; Jain, A.P.; Singhai, A.K. Wound healing potential of Tephrosia purpurea (Linn.) Pers. in rats. J. Ethnopharmacol.
2006, 108, 204–210. [CrossRef]

10. Praveena, R.; Amarnath, S.; Jegadeesan, M. Anti-Inflammatory activity of Tephrosia purpurea. Root. Int. J. Pharmacogn. Phytochem.
Res. 2011, 3, 93–94.

11. Gulecha, V.; Sivakuma, T. Anticancer activity of Tephrosia purpurea and Ficus religiosa using MCF 7 cell lines. Asian Pac. J. Trop.
Med. 2011, 4, 526–529. [CrossRef]

12. Arriaga, A.M.C.; Malcher, G.T.; Lima, J.Q.; Magalhães, F.E.A.; Gomes, T.M.B.M.; Da Conceição, M.; Oliveira, F.; Andrade-Neto,
M.; Mafezolli, J.; Santiago, G.M.P. Composition and Larvicidal Activity of the Essential Oil from Tephrosia cinerea Pers. J. Essent.
Oil Res. 2008, 20, 450–451. [CrossRef]

13. Devi, B.P.; Swarnalatha, D.; Gopinath, C.; Adinarayana, K. Anthelmintic activity of Tephrosia calophylla. J. Pharm. Res. 2017, 11,
35–38.

14. Lwande, W.; Hassanali, A.; Njoroge, P.W.; Bentley, M.D.; Monache, F.D.; Jondiko, J.I. A new 6a-hydroxypterocarpan with insect
antifeedant and antifungal properties from the roots of Tephrosia hildebrandtii vatke. Int. J. Trop. Insect Sci. 1985, 6, 537–541.
[CrossRef]

15. Lakshmi, P.; Bobbarala, V.; Ganapaty, S. Chemical and biological evaluation of the leaves of Tephrosia tinctoria (L.) Pers. Int. J. Chem.
Anal. Sci. 2010, 1, 14–17.

16. Upadhyay, B.; Dhaker, A.K.; Kumar, A. Ethnomedicinal and ethnopharmaco-statistical studies of Eastern Rajasthan, India.
J. Ethnopharmacol. 2010, 129, 64–86. [CrossRef]

17. Ashokkumar, D.; Narayana, T.V.; Vidyasagar; Mazumder, U.K.; Gupta, M. Exploration of diuretic potential and electrolyte
excretion of Tephrosia purpurea (Fabaceae) in rats. J. Diet. Suppl. 2012, 9, 9–18. [CrossRef]

18. Akanksha, B.; Avijit, M.; Chakraborthy, G.; Seema, G. Phytopharmacological uses of tephrosia purpurea-a review. Pharmacophore
2014, 5, 658–665.

19. Samuel, V.J.; Mahesh, A.R.; Murugan, V. Phytochemical and pharmacological aspects of Tephrosia genus: A brief review. J. Appl.
Pharm. 2019, 9, 117–125.

20. Ammar, M.I.; Nenaah, G.E.; Mohamed, A.H.H. Antifungal activity of prenylated flavonoids isolated from Tephrosia apollinea L.
against four phytopathogenic fungi. Crop Prot. 2013, 49, 21–25. [CrossRef]

21. Abou-Douh, A.M.; Ito, C.; Toscano, R.A.; El-Baga, N.Y.; El-Khrisy, E.E.-D.A.; Furukawa, H. Prenylated flavonoids from the root of
Egyptian Tephrosia apollinea–crystal structure analysis. Z. Naturforschung B 2005, 60, 458–470. [CrossRef]

22. Soliman, S.; Hamoda, A.M.; El-Shorbagi, A.-N.A.; El-Keblawy, A.A. Novel betulin derivative is responsible for the anticancer
folk use of Ziziphus spina-christi from the hot environmental habitat of UAE. J. Ethnopharmacol. 2019, 231, 403–408. [CrossRef]
[PubMed]

23. Mlozi, S.H.; Mmongoyo, J.A.; Chacha, M. Antimicrobial activities of Tephrosia vogelii against selected pathogenic fungi and
bacteria strains. Mycology 2019, 11, 49–55. [CrossRef]

24. Vyas, V.K.; Ukawala, R.D.; Ghate, M.; Chintha, C. Homology modeling a fast tool for drug discovery: Current perspectives. Indian
J. Pharm. Sci. 2012, 74, 1–17. [CrossRef] [PubMed]

25. Monk, B.C.; Tomasiak, T.M.; Keniya, M.V.; Huschmann, F.U.; Tyndall, J.D.; O’Connell, J.D., 3rd; Cannon, R.D.; McDonald, J.G.;
Rodriguez, A.; Finer-Moore, J.S.; et al. Architecture of a single membrane spanning cytochrome P450 suggests constraints that
orient the catalytic domain relative to a bilayer. Proc. Natl. Acad. Sci. USA 2014, 111, 3865–3870. [CrossRef]

26. Xiang, Z. Advances in homology protein structure modeling. Curr. Protein Pept. Sci. 2006, 7, 217–227. [CrossRef]
27. Webb, B.; Sali, A. Comparative Protein Structure Modeling Using MODELLER. Curr. Protoc. Bioinform. 2016, 54, 5.6.1–5.6.37.

[CrossRef]

http://doi.org/10.4236/ajps.2013.43070
http://doi.org/10.1186/s13104-017-2388-0
http://doi.org/10.3390/nano9121716
http://www.ncbi.nlm.nih.gov/pubmed/31805737
http://doi.org/10.3923/ajbs.2008.1.10
http://doi.org/10.3390/molecules19021432
http://doi.org/10.1002/ptr.6657
http://www.ncbi.nlm.nih.gov/pubmed/32147928
http://doi.org/10.1016/j.jep.2006.05.011
http://doi.org/10.1016/S1995-7645(11)60139-9
http://doi.org/10.1080/10412905.2008.9700056
http://doi.org/10.1017/S1742758400004379
http://doi.org/10.1016/j.jep.2010.02.026
http://doi.org/10.3109/19390211.2011.630715
http://doi.org/10.1016/j.cropro.2013.02.012
http://doi.org/10.1515/znb-2005-0418
http://doi.org/10.1016/j.jep.2018.11.040
http://www.ncbi.nlm.nih.gov/pubmed/30508621
http://doi.org/10.1080/21501203.2019.1705929
http://doi.org/10.4103/0250-474X.102537
http://www.ncbi.nlm.nih.gov/pubmed/23204616
http://doi.org/10.1073/pnas.1324245111
http://doi.org/10.2174/138920306777452312
http://doi.org/10.1002/cpbi.3


Plants 2022, 11, 2120 17 of 17

28. Gomez-Garibay, F.; Téllez-Valdez, O.; Moreno-Torres, G.; Calderón, J.S. Flavonoids from Tephrosia major. A new prenyl-β-
hydroxychalcone. Z. Naturforschung C 2002, 57, 579–583. [CrossRef]

29. Chen, M.; Wang, K.L.; Liu, M.; She, Z.G.; Wang, C.Y. Bioactive steroid derivatives and butyrolactone derivatives from a
Gorgonian-derived Aspergillus sp. fungus. Chem. Biodivers. 2015, 12, 1398–1406. [CrossRef]

30. Soliman, S.S.M.; Abouleish, M.; Abou-Hashem, M.M.M.; Hamoda, A.M.; El-Keblawy, A.A. Lipophilic Metabolites and Anatomical
Acclimatization of Cleome amblyocarpa in the Drought and Extra-Water Areas of the Arid Desert of UAE. Plants 2019, 8, 132.
[CrossRef]

31. Sánchez, J.A. Diversity and Evolution of Octocoral Animal Forests at Both Sides of Tropical America. In Marine Animal Forests;
Rossi, S., Bramanti, L., Gori, A., Orejas, C., Eds.; Springer: Cham, Switzerland, 2016.

32. Soliman, S.; Alsaadi, A.; Youssef, E.; Khitrov, G.; Noreddin, A.; Husseiny, M.; Ibrahim, A. Calli Essential Oils Synergize with
Lawsone against Multidrug Resistant Pathogens. Molecules 2017, 22, 2223. [CrossRef]

33. Halo, B.A.; Al-Yahyai, R.A.; Al-Sadi, A.M. Aspergillus terreus Inhibits Growth and Induces Morphological Abnormalities in
Pythium aphanidermatum and Suppresses Pythium-Induced Damping-Off of Cucumber. Front. Microbiol. 2018, 9, 95. [CrossRef]
[PubMed]

34. Zhabinskii, V.N.; Drasar, P.; Khripach, V.A. Structure and Biological Activity of Ergostane-Type Steroids from Fungi. Molecules
2022, 27, 2103. [CrossRef]

35. Duecker, F.L.; Reuß, F.; Heretsch, P. Rearranged ergostane-type natural products: Chemistry, biology, and medicinal aspects. Org.
Biomol. Chem. 2019, 17, 1624–1633. [CrossRef]

36. Lee, S.R.; Choi, J.H.; Ryoo, R.; Kim, J.-C.; Pang, C.; Kim, S.-H.; Kim, K.H. Ergostane-Type Steroids from Korean Wild Mushroom
Xerula furfuracea that Control Adipocyte and Osteoblast Differentiation. J. Microbiol. Biotechnol. 2020, 30, 1769–1776. [CrossRef]
[PubMed]

37. Liang, Y.; Zhang, M.; Yu, M.; Wang, J.; Zhu, H.; Chen, C.; Zhang, Y. Four new ergostane-type steroids from Lasiodiplodia
pseudotheobromae. Tetrahedron Lett. 2020, 61, 151737. [CrossRef]

38. Yu, J.-H.; Yu, S.-J.; Liu, K.-L.; Wang, C.; Liu, C.; Sun, J.-y.; Zhang, H. Cytotoxic ergostane-type steroids from Ganoderma lingzhi.
Steroids 2021, 165, 108767. [CrossRef]

39. Lima, L.S.; Lima, M.V.; David, J.P.; Giulietti, A.M.; Queiroz, L.P.d.; David, J.M. Megastimanes and ergostane type steroid from
leaves Cratylia mollis (Leguminosae). J. Braz. Chem. Soc. 2009, 20, 1921–1924. [CrossRef]

40. Happi, G.M.; Wouamba, S.C.N.; Ismail, M.; Kouam, S.F.; Frese, M.; Lenta, B.N.; Sewald, N. Ergostane-type steroids from the
Cameroonian ′white tiama′ Entandrophragma angolense. Steroids 2020, 156, 108584. [CrossRef]

41. Frolow, F.; Ray, A.B.; Sahai, M.; Glotter, E.; Gottlieb, H.E.; Kirson, I. Withaperuvin and 4-deoxyphysalolactone, two new
ergostane-type steroids from Physalis peruviana(Solanaceae). J. Chem. Soc. 1981, 1029–1032. [CrossRef]

42. Sagatova, A.A.; Keniya, M.V.; Wilson, R.K.; Monk, B.C.; Tyndall, J.D. Structural Insights into Binding of the Antifungal Drug
Fluconazole to Saccharomyces cerevisiae Lanosterol 14α-Demethylase. Antimicrob. Agents Chemother. 2015, 59, 4982–4989.
[CrossRef] [PubMed]

43. Shafiei, M.; Peyton, L.; Hashemzadeh, M.; Foroumadi, A. History of the development of antifungal azoles: A review on structures,
SAR, and mechanism of action. Bioorganic Chem. 2020, 104, 104240. [CrossRef]

44. Lepesheva, G.I.; Hargrove, T.Y.; Kleshchenko, Y.; Nes, W.D.; Villalta, F.; Waterman, M.R. CYP51: A major drug target in the
cytochrome P450 superfamily. Lipids 2008, 43, 1117–1125. [CrossRef]

45. Watson, P.F.; Rose, M.E.; Ellis, S.W.; England, H.; Kelly, S.L. Defective sterol C5-6 desaturation and azole resistance: A new
hypothesis for the mode of action of azole antifungals. Biochem. Biophys. Res. Commun. 1989, 164, 1170–1175. [CrossRef]

46. Keniya, M.V.; Sabherwal, M.; Wilson, R.K.; Woods, M.A.; Sagatova, A.A.; Tyndall, J.D.A.; Monk, B.C. Crystal Structures of
Full-Length Lanosterol 14α-Demethylases of Prominent Fungal Pathogens Candida albicans and Candida glabrata Provide Tools
for Antifungal Discovery. Antimicrob. Agents Chemother. 2018, 62, e01134-18. [CrossRef] [PubMed]

47. Alcazar-Fuoli, L.; Mellado, E. Ergosterol biosynthesis in Aspergillus fumigatus: Its relevance as an antifungal target and role in
antifungal drug resistance. Front. Microbiol. 2013, 3, 439. [CrossRef]

48. Wu, G.; Robertson, D.H.; Brooks, C.L., 3rd; Vieth, M. Detailed analysis of grid-based molecular docking: A case study of
CDOCKER-A CHARMm-based MD docking algorithm. J. Comput. Chem. 2003, 24, 1549–1562. [CrossRef]

49. Khatibi, S.; Taban, Z.F.; Roushandeh, A.M. In vitro evaluation of cytotoxic and antiproliferative effects of Portulaca oleracea
ethanolic extracton on hela cell line. Gene Cell Tissue 2016, 4, e13301. [CrossRef]

http://doi.org/10.1515/znc-2002-7-805
http://doi.org/10.1002/cbdv.201400321
http://doi.org/10.3390/plants8050132
http://doi.org/10.3390/molecules22122223
http://doi.org/10.3389/fmicb.2018.00095
http://www.ncbi.nlm.nih.gov/pubmed/29449831
http://doi.org/10.3390/molecules27072103
http://doi.org/10.1039/C8OB02325E
http://doi.org/10.4014/jmb.2006.06013
http://www.ncbi.nlm.nih.gov/pubmed/32807759
http://doi.org/10.1016/j.tetlet.2020.151737
http://doi.org/10.1016/j.steroids.2020.108767
http://doi.org/10.1590/S0103-50532009001000022
http://doi.org/10.1016/j.steroids.2020.108584
http://doi.org/10.1039/p19810001029
http://doi.org/10.1128/AAC.00925-15
http://www.ncbi.nlm.nih.gov/pubmed/26055382
http://doi.org/10.1016/j.bioorg.2020.104240
http://doi.org/10.1007/s11745-008-3225-y
http://doi.org/10.1016/0006-291X(89)91792-0
http://doi.org/10.1128/AAC.01134-18
http://www.ncbi.nlm.nih.gov/pubmed/30126961
http://doi.org/10.3389/fmicb.2012.00439
http://doi.org/10.1002/jcc.10306
http://doi.org/10.17795/gct.41565

	Introduction 
	Results 
	Discovery of Novel Phytochemicals from T. apollinea 
	TNS Compound Showed Promising Anti-Candida Activity 
	In Silico Target Analysis of TNS Compound 
	Anti-Candida Activity of TNS Compound 
	Binding Simulation of TNS with C. Auris 14–Demethylase Validate the Anti-Candida Activity of TNS 


	Discussion 
	Conclusions 
	Material and Methods 
	Preparation of Plant Material 
	Extraction and Compound Isolation 
	Purification and Identification of T. appolinea Compounds 
	In Silico Target Identification of the Newly Discovered Compound 
	Generation of Common Feature Pharmacophore 
	Mapping of the TNS Compound-Pharmacophore Feature 

	Homology Modeling and Molecular Docking Study of the TNS Compound against Candida 14–Demethylase Enzyme 
	Anti-Candida Activity of the TNS Compound 
	Cell Toxicity Assay Using MTT Staining 
	Statistical Analysis 

	References

