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Abstract: Phenol poses a threat as one of the most important industrial environmental pollutants that
must be removed before disposal. Biodegradation is a cost-effective and environmentally friendly
approach for phenol removal. This work aimed at studying phenol degradation by Pseudarthrobacter
phenanthrenivorans Sphe3 cells and also, investigating the pathway used by the bacterium for phenol
catabolism. Moreover, alginate-immobilized Sphe3 cells were studied in terms of phenol degradation
efficiency compared to free cells. Sphe3 was found to be capable of growing in the presence of phenol
as the sole source of carbon and energy, at concentrations up to 1500 mg/L. According to qPCR
findings, both pathways of ortho- and meta-cleavage of catechol are active, however, enzymatic assays
and intermediate products identification support the predominance of the ortho-metabolic pathway
for phenol degradation. Alginate-entrapped Sphe3 cells completely degraded 1000 mg/L phenol
after 192 h, even though phenol catabolism proceeds slower in the first 24 h compared to free cells.
Immobilized Sphe3 cells retain phenol-degrading capacity even after 30 days of storage and also can
be reused for at least five cycles retaining more than 75% of the original phenol-catabolizing capacity.

Keywords: phenol; biodegradation; Pseudarthrobacter phenanthrenivorans Sphe3; ortho-cleavage pathway;
phenol hydroxylase; catechol dioxygenase; cis; cis-muconate; alginate immobilization

1. Introduction

Phenolic compounds are considered major environmental pollutants originating from
numerous industrial processes such as manufacturing of pulp and paper, dyes and textiles,
fertilizers and pesticides, processing of leather and coal, as well as in steel and oil refineries
and pharmaceutical industries [1–5]. These compounds are considered to be major toxic
pollutants, even at low concentrations, posing an ecological threat and endangering human
life through their bioaccumulation in the environment [1,6]. Furthermore, phenolic com-
pounds can deter plant and animal growth, while acute or chronic exposure to them can
adversely affect human health, with serious impacts on the body’s systems and functions,
including the nervous, immune, and respiratory systems, causing several deficiencies and
occasionally leading even to cancer [4].

There are several methods to remove phenol from wastewater/effluents/the environ-
ment including solvent extraction, adsorption, chemical oxidation, and biodegradation [7,8],
with the latter being the most efficient one considering the cost, low energy consumption,
and not creating secondary by-products that can act as pollutants themselves. Bioaug-
mentation enhances natural biodegradation and the immobilization of microbial cells with
degrading capability on a carrier material is widely used in bioremediation.

Cell immobilization prevails over using free bacterial cells for bioremediation applica-
tions, solving problems such as substrate inhibition, sensitivity to environmental factors, as
well as settling issues with recovery and reusability [9]. Specifically, the use of gel polymers
in bacterial immobilization has proved to be more efficient in terms of phenol toxicity and
degradation rates [10,11].
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A number of studies report bacteria that are capable of metabolizing phenol, which
belong to genera Pseudomonas [10,12,13], Acinetobacter [2,14], Rhodococcus [3,15], Bacillus [16],
and Arthrobacter [17–20].

Bacterial aerobic degradation of phenol proceeds through the dihydroxylation of its
benzene ring by the enzyme phenol hydroxylase, resulting in the formation of catechol [21].
Catechol is further degraded via either the ortho- or meta-pathway. In the ortho-pathway
(also known as the β-ketoadipate pathway), the bond between the hydroxyl groups of cate-
chol is cleaved by catechol 1,2- dioxygenase resulting in the formation of cis,cis-muconate.
In the meta-cleavage pathway, catechol is transformed to 2-hydroxymuconic semialdehyde
by a ring cleavage at the bond adjacent to the hydroxyl groups by catechol 2,3-dioxygenase.
The products from both pathways are further metabolized into molecules that fuel the
Krebs cycle [22,23].

Pseudarthrobacter phenanthrenivorans Sphe3 is a Gram-positive bacterium, isolated
from a creosote-polluted site in Epirus and it possesses the ability to catabolize polycyclic
aromatic hydrocarbons (PAHs) [24]. In the present study, we successfully cultivated
P. phenanthrenivorans Sphe3 in the presence of various concentrations of phenol, as the
sole source of carbon and energy. In silico studies on the Sphe3 genome revealed genes
implicated in phenol catabolism, possibly coding for phenol hydroxylase, 1,2- and 2,3-
catechol dioxygenase. Hence, in order to shed light on the Sphe3 phenol catabolism
pathways, the transcription levels of the aforementioned genes were assessed when the
strain was grown in the presence of phenol. Sphe3 cells were entrapped into alginate beads
and were used to monitor phenol catabolism in comparison with free cells. In addition, the
reusability and the storage stability of the immobilized cells were tested.

2. Materials and Methods
2.1. Bacterial Strain and Growth Conditions

The bacterial strain Pseudarthrobacter phenanthrenivorans Sphe3 used in the present
study was isolated from a creosote-polluted area in Epirus, Greece [24]. Sphe3 was grown
in lysogeny broth (LB) medium or in minimal medium M9 (MM M9), prepared as described
before [25], in the presence of phenol (300–2000 mg/L) and glucose (400 mg/L) as the sole
carbon and energy sources, on a rotary shaker agitated at 180 rpm, at 30 ◦C.

2.2. Assessments of Growth and Determination of Residual Phenol in Culture Medium

P. phenanthrenivorans cells were grown towards the mid of log phase in LB medium
incubated at 30 ◦C under agitation. The cells were centrifuged, washed, appropriately
diluted, and resuspended in MM M9 with different phenol concentrations as the sole carbon
source. The cultures were inoculated at a starting O.D.600nm of 0.15 and bacterial growth
was monitored by measuring the optical density at 600 nm at various time points. Cultures
inoculated with boiled dead cells were used in parallel as the abiotic negative controls. To
determine the viable cell number, the spread plate technique was used to enumerate colony
forming units (CFUs). Specifically, 100 µL of the Sphe3 culture were used for plating onto
LB agar plates and the viable counts were established after 48 h incubation at 30 ◦C.

To monitor phenol removal, 1 mL samples were taken in regular intervals, cen-
trifuged, filtered with 0.22 µm filters, and phenol concentration was measured using
the 4-aminoantipyrine colorimetric method [26]. The reaction mixture was prepared by
mixing 2% 4-aminoantipyrine solution, 8% potassium ferricyanide solution, and 2 N am-
monium hydroxide solution with a ratio of 1:1:2, respectively. The pH was adjusted to be
6.9 ± 0.1 using a pH meter. Then, the sample was diluted 1:100 with distilled water and
0.01 mL were added to 0.1 mL of the reaction mixture. This mixture was diluted again with
1 mL distilled water and allowed to react for 15 min at room temperature. The absorbance
was then measured at 510 nm using the Shimadzu UV-1201 spectrophotometer. The phenol
concentration was elicited from a calibrated standard curve. All determinations were made
in triplicate.
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2.3. Preparation of Sphe3 Cell Extracts

Sphe3 cells were grown in phenol (500 mg/L) and harvested at the mid-exponential
phase of the growth curve by centrifugation at 6000× g for 15 min at 4 ◦C, and were
subsequently washed with 50 mM Tris-HCl buffer (pH 8) containing 1 mM dithiothreitol
(DTT) and 10 mM phenylmethylsulfonyl fluoride (PMSF), resuspended in 2 mL of the same
buffer and disrupted with a mini Bead Beater (Biospec Product, Bartlesville, OK, USA)
(10 times of 1 min periods using zirconium beads 0.1 mm in diameter). The homogenate
was centrifuged at 12,000× g for 20 min at 4 ◦C and the collected supernatant was kept
on ice to prevent the inactivation of the enzymes and was further used as the cell-free
extract for the enzyme assays. Protein concentration in the crude enzyme was determined
spectrophotometrically by applying the Bradford method using the Bio-Rad reagent (Bio-
Rad Laboratories, Hercules, CA, USA) and bovine serum albumin (BSA) (Amresco Inc.,
Solon, OH, USA) as the standard [27].

2.4. Enzyme Assays

Phenol hydroxylase activity in Sphe3 cell extracts was determined by the oxidation of
NADH in the presence of phenol, measuring the absorbance at 340 nm. The 1 mL reaction
contained 50 mM Tris-HCl buffer (pH 8), 50 µL cell extract, and 1 mM phenol. One unit of
phenol hydroxylase activity was defined as the amount of enzyme catalyzing the oxidation
of 1 µmol NADH min−1 [28].

Catechol dioxygenases activity was assayed in a 1 mL reaction mixture containing
50 mM Tris-HCl buffer (pH 8), 50 µL cell extract, and 3 mM catechol. Each reaction began
with the addition of the substrate. Buffer containing only the enzyme and buffer containing
only the substrate were used as controls. Catechol 1,2-dioxygenase activity was measured
spectrophotometrically as an increase in absorbance at 260 nm by following the formation
of cis-cis muconic acid, the ortho-cleavage product of catechol [29]. Catechol 2,3-dioxygenase
activity was measured spectrophotometrically as an increase in absorbance at 375 nm by
following the formation of 2-hydroxymuconic semialdehyde, the meta–cleavage product of
catechol [30]. The enzyme activities were expressed as moles of product formed per min
per mg of protein. The molar extinction coefficients 16,800 mM−1 cm−1 (muconic acid)
and 14,700 mM−1 cm−1 (2-hydroxysemialdehyde) were used to determine the activities for
catechol 1,2-dioxygenase and catechol 2,3-dioxygenase, respectively [29,30].

All enzyme activity assays were performed in triplicates, in quartz cuvettes at 25 ◦C
using a Shimadzu UV-1201 spectrophotometer (Triad Scientific, Inc., Manasquan, NJ, USA).

2.5. Quantitative Real-Time PCR (RT-qPCR)

Total RNA isolation was performed using the NucleoSpin® RNA Isolation kit by
MACHEREY-NAGEL (Düren, Germany) according to manufacturer’s instructions with
slight modifications on the sample homogenization procedure. Specifically, Sphe3 cells were
grown in MM M9 supplemented with 500 mg/L phenol as the sole source of carbon and
energy. The cell pellet was obtained by harvesting Sphe3 culture at the mid-exponential
phase of growth and centrifuging at 6000× g for 15 min at 4 ◦C. Then, the cell pellet
was resuspended in 100 µL TE buffer (10 mM Tris-HCl, 1 mM EDTA; pH 8) containing
10 mg/mL lysozyme by vigorous vortexing. The resulting solution was incubated for 1 h
at 37 ◦C.

cDNA synthesis was performed using the PrimeScript™ RT Reagent Kit with gDNA
Eraser (Perfect Real Time, Takara Bio Inc., Kusatsu, Shiga, Japan) according to the man-
ufacturer’s instructions and stored at −20 ◦C. cDNA was further diluted and used as a
template at a final concentration of 2.5 ng. The expression levels of the target genes were
quantified by RT-qPCR in the CFX Connect Real-Time PCR Detection System (Bio-Rad,
United States) using the Kapa SYBR Fast qPCR Kit Master Mix (2×) Universal (Kapa
Biosystems, Wilmington, MA, USA), performed as described previously [31].

Primers used in the present study are listed in Table S1, Supplementary Materials. The
efficiency (E) of one cycle RT-qPCR in the exponential phase was found to be 1.89–2.05
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(E = 10(−1/slope)) [32,33] with correlation factors 0.9918 < R2 < 0.9959. The housekeeping
gene gyrβ was used as the reference gene and gene expression levels in glucose were used
as a calibrator. The results were analyzed by the relative quantification method [34].

2.6. Immobilization of Sphe3 Cells in Calcium Alginate Beads

Sphe3 immobilization was performed as described before [35] with slight modifica-
tions. In short, a mid-exponentially grown culture of Sphe3 in LB medium was collected
and centrifuged. The cell pellet obtained corresponded to 3 × 108 CFUs according to the
spread plate technique. Thereafter, the cell pellet was washed three times with 0.9% w/v
sterile NaCl solution and resuspended in 10 mL of 4% w/v sodium alginate solution (prior
to being autoclaved at 121 ◦C for 20 min). The mixture was then dropped with an insulin
syringe into a gently stirred 3% w/v filtered solution of CaCl2 at a volumetric ratio of 1:5.
Calcium alginate gel beads were spontaneously formed in this cross-linking reaction and
left overnight at 4 ◦C under stirring. After stabilization, the beads were washed with 0.9%
w/v NaCl three times and were ready for further use.

2.7. Phenol Degradation by Immobilized Sphe3 Cells

The immobilized Sphe3 cells in sodium alginate beads were transferred in MM M9
without phosphates, to avoid alginate bead dissolution [36], containing 1000 mg/L phenol
and incubated at 30 ◦C. MM M9 without phosphates containing phenol and lacking beads
was used as a control. Samples were withdrawn at various time points, centrifuged at
11,000× g for 10 min, and filtered with 0.22 µm filters. Phenol removal was determined as
described above. All determinations were made by triplicate.

2.8. Phenol Catabolism—Parameters Optimization

The effects of pH (4–8) and temperature (20–50 ◦C) on phenol catabolism in Sphe3
cultures for both free and immobilized cells were investigated. Each experiment was
conducted by keeping all but the tested parameters constant. Measurements to estimate
the percentage removal of phenol were taken after incubation with phenol for 48 h.

2.9. Reusability and Phenol Degradation Efficiency by Immobilized Cells after 30 Days of Storage

The reusability of the immobilized cells was determined through phenol concentration
measurements. Each reaction cycle was carried out for 48 h. At the end of each batch, beads
were collected by filtration, rinsed with sterile 0.9% w/v NaCl solution, and then added
to the next batch. The process was repeated for five successive cycles. The activity of the
immobilized cells after each cycle against phenol was assessed by means of residual phenol.
The activity of the first cycle was considered as 100%.

Alginate beads with entrapped Sphe3 were stored at 4 ◦C in 0.2 M CaCl2 for a period
of 30 days. In order to check the immobilized cells’ phenol-degrading capacity at 10, 20,
and 30 days of storage, alginate beads were rinsed with sterile 0.9% w/v NaCl solution,
placed in a fresh medium containing phenol, and incubated as described above. Samples
were taken after 48 h of incubation to determine the residual phenol concentration and
assess phenol degradation efficiency.

2.10. High-Performance Liquid Chromatography (HPLC) Analysis

For further confirmation of the phenol biodegradation, the cell-free supernatants,
collected as described above, were eluted with methanol (1:1 ratio), filtered with 0.45 µm
filters, and used to determine the phenol concentration by high-performance liquid chro-
matography (HPLC) (Shimadzu, LC-10A, Tokyo, Japan) using a Bondapack C18 column,
particle size 10 µm, length 300 mm, diameter 3.9 mm, and a diode array UV detector as
described elsewhere [37]. The mobile phase consisted of acetonitrile (A) and 0.1% acetic
acid in water (B). The elution conditions applied for solvent B were as follows: 0–30 min
80–50%, 30–35 min 50%, and 35–40 min 80%. Elution was performed at 27 ◦C with a
flow rate of 1 mL min−1, and the samples were detected at 280 nm. The retention times
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of phenol and catechol were 6.4 min and 4.7 min, respectively. The quantification and
characterization of phenol, catechol, and cis,cis-muconate (ccMA) were based on standard
compounds and calibration curves under the same conditions.

2.11. Statistical Analysis

All measurements were carried out in triplicates and each result was expressed as
mean ± standard deviation (SD). Statistical analysis was performed by two-way analysis of
variance (ANOVA) using GraphPad Prism 9.0.0 software package and statistical significance
of the data was evaluated considering p < 0.05. Multiple comparisons were performed
using Tukey’s test.

3. Results and Discussion
3.1. Utilization of Phenol as the Sole Source of Carbon and Energy

The ability of several bacterial strains to utilize phenol either aerobically or anaero-
bically has been reported by many scientists [38,39]. Aerobic processes are characterized
by lower cost and higher degradation efficiency due to microorganisms’ rapid growth
and ability to completely mineralize the xenobiotics [40]. For instance, some characteristic
strains that utilize the aerobic catabolism of phenols belong to the genera of Acinetobac-
ter, Pseudomonas, Rhodococcus, and Kocuria [2,3,10,41] while phenol-degrading strains that
belong to the Arthrobacter genus are particularly few [17,19,20,42,43].

Pseudarthrobacter phenanthrenivorans Sphe3 can grow in the presence of various aro-
matic compounds, as reported before [24,31]. In this study, Sphe3 was found capable
of growing on phenol as the sole carbon and energy source, at concentrations of up to
1500 mg/L (Figure 1), while no growth was observed at 2000 mg/L phenol.
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Figure 1. Sphe3 growth curves in different phenol concentrations. Solid lines with circle, square,
triangle, rhombus, polygon, and ex symbols represent measurements of Sphe3 growth in the presence
of 300, 500, 750, 1000, 1200, and 1500 mg/L phenol, respectively. Error bars indicate standard
deviation of three measurements.

The growth curves showed no lag phase and Sphe3 cells grew exponentially between
0 and 12 h in the presence of up to 1000 mg/L phenol in MM, whereas at higher concentra-
tions (1200 or 1500 mg/L) a delayed growth was observed. Lower growth at 300 mg/L
phenol could be explained by the growth-limiting factor of the substrate (carbon source)
concentration, while the lower growth at phenol concentration above 1000 mg/L suggest
the toxic effect of phenol on Sphe3 cells. A similar phenomenon of increasing growth and
degradation efficiency with increasing the substrate concentration and then decreasing
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above a concentration threshold, indicating substrate inhibition kinetics has been reported
by others [2,44,45].

Generally, there is a relationship between cell growth and phenol degradation [5].
As expected, the growth is associated with phenol catabolism by Sphe3 cells. Increases
in bacterial growth, as depicted in Figure 1, was correlated with decreases in phenol
concentration, indicating that Sphe3 cells utilize phenol as the sole carbon source. Figure 2
depicts the phenol catabolism of Sphe3, estimated by measuring the remaining phenol in
the culture medium by the 4-AAP method. Specifically, the highest phenol removal was
observed after incubating Sphe3 with 1000 mg/L phenol for 24 h, which was 551 mg/L,
whereas it was 105, 170, 305, 381, and 540 mg/L at Sphe3 cultures with initial phenol
concentrations of 300, 500, 750, 1200, and 1500 mg/L, respectively. It was clearly shown
that the phenol degradation results are in agreement with the results of growth based on
OD600 as Sphe3 biomass seems to be higher up to 24 h in the presence of 1000 mg/L of
phenol (Figure 1). No significant change was observed in the amount of remaining phenol
in any culture after 24 h, when cells seemed to have entered the stationary phase (data not
shown). In addition, no significant change in the phenol concentration was observed in
control cultures with heat-killed cells, attributing the measured phenol disappearance in
the Sphe3 culture to the strain’s ability to catabolize phenol.
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Phenol degradation by other Arthrobacter strains has been reported before. Specifically,
Margesin et al. reported a cold-tolerant Arthrobacter sp. capable of completely catabolizing
400 mg/L phenol in 72 h [42], while Karigar et al. reported that Arthrobacter citreus cells
completely degraded 471 mg/L phenol in 24 h [17]. Similar to our results, Li et al. observed
that the strain of Arthrobacter with Accession No. KT369868 degraded 80% of 500 mg/L
phenol after 24 h [19].

3.2. Phenol Degradation Pathway

Aerobic degradation of phenol by bacteria varies depending on the species. Firstly,
a phenol hydroxylase catalyzes the oxidation of phenol to catechol using a molecular
oxygen and then catechol is degraded via the ortho-pathway using 1,2-catechol dioxygenase
and/or via the meta-pathway by 2,3-catechol dioxygenase to produce a cis, cis-mucconic
acid and/or 2-hydroxymucconic semialdehyde, respectively, which both further enter the
tricarboxylic acid cycle [40].
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In silico studies on the genome of P. phenanthrenivorans Sphe3 revealed genes likely
involved in aerobic phenol catabolism. Specifically, the Sphe3 genome harbors the genes
Asphe3_36590, Asphe3_35170, and Asphe3_40510 which are likely to encode the phenol
hydroxylase, 1,2- and 2,3-catechol dioxygenase enzymes, respectively.

According to a BLASTP search, the Asphe3_36590 amino acid sequence shares a high
identity with phenol 2-monooxygenases of other Arthrobacter strains (Table S2, Supplemen-
tary Materials), Asphe3_35170 shares over 91% identity with other Arthrobacter catechol
1,2-dioxygenases, and Asphe3_40510 shares a relatively low identity with other catechol
2,3-dioxygenases.

In order to elucidate the phenol degradation pathway in Sphe3, the transcription levels
of Asphe3_36590, Asphe3_35170, and Asphe3_40510 were assessed by RT-qPCR when the
strain was grown in 500 mg/L phenol. The transcription of all three genes was induced
in cells grown on phenol. Specifically, Asphe3_35170 showed the highest transcriptional
induction of about 125 times, while Asphe3_36590 and Asphe3_40510 showed a 38- and
77-fold change increase in mRNA expression levels, respectively, in the presence of phe-
nol when compared to glucose (Figure 3). The induction of the aforementioned genes’
expression in the presence of phenol suggests their implication in phenol catabolism.
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Figure 3. Asphe3_36590, Asphe3_35170, and Asphe3_40510 transcription quantification monitored by
RT-qPCR in Sphe3 grown on glucose and phenol, each as the sole carbon and energy source. Values
represent the mean relative gene expression normalized to the housekeeping gene gyrβ ± standard
deviations of three individual replicates. Gene expression levels in glucose were used as a calibrator.

More evidence for the pathway utilized by strain Sphe3 for phenol degradation was
obtained by the examination of phenol hydroxylase, catechol 1,2- and 2,3-dioxygenase
activities in crude extracts after growth of Sphe3 cells on phenol. The cell-free extract
of Sphe3 cells, grown in 500 mg/L phenol, showed a specific activity of 0.09 U mg−1

protein assaying phenol hydroxylase against phenol. Catechol 1,2-dioxygenase activity was
measured as 0.18 U mg−1 protein against catechol, whereas no catechol 2,3-dioxygenase
activity was detected. Similar results have been reported before for cell-free extracts from
Acinetobacter lwoffii NL1 cells, measuring 0.13 and 1.48 U mg−1 of phenol hydroxylase
and catechol 1,2-dioxygenase activities, respectively, while no catechol 2,3-dioxygenase
activity was detected, indicating that the strain degrades phenol via the ortho-cleavage
pathway, [5]. Additionally, in Rhodococcus opacus, 1CP phenol is metabolized through
catechol via the ortho-pathway, based on catechol 1,2-dioxygenase activity [15]. Moreover,
Margesin et al. reported the enzymatic activity of both catechol dioxygenases, but catechol
1,2-dioxygenase activity prevailed against catechol 2,3-dioxygenase for both mesophilic
P. putida and cold-tolerant Arthrobacter sp. [42].
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For further confirmation of the aerobic catabolic pathway of phenol in Sphe3, a rich
inoculum of 3 × 108 CFUs mL−1 free Sphe3 cells was added in MM M9 supplemented
with 500 mg/L phenol under agitation at 30 ◦C and samples were taken at different
time intervals (0, 2, 6, 12, 24, and 36 h) and analyzed by HPLC. Products from phenol
transformation were identified through comparison with retention time (RT) and spectra
(λmax) of respective standard compounds. As shown in Figure 4a, phenol (RT 6.4 min, λmax
270 nm) concentration in the culture declines from 500 to 79 mg/L in only 24 h, while
no phenol was detected after 36 h. During phenol transformation, the peak of catechol
was identified (RT 4.7 min, λmax 275 nm) at the 2 h sample and then disappeared. In
addition, cis,cis muconic acid (RT 4.4 min, λmax 260 nm), belonging to the ortho-catabolic
phenol pathway, was also identified at the 2 h sample (Figure 4b), while its peak gradually
became higher (Figure 4c,d). Comparable results were reported previously during phenol
degradation by Acinetobacter calcoaceticus NCIB 8250; thus, catechol concentration increased
only at the beginning, had a maximum in the first phase of phenol catabolism, and then
was reduced, resulting in a complete disappearance during further phenol degradation,
while cis,cis-muconic acid concentration increased at the beginning of phenol utilization
but in contrast to our results, remained at low levels during further degradation [46].
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Error bars indicate standard deviation of three measurements (a). HPLC analysis of sample taken
from Sphe3 culture in phenol at 2 h (b). HPLC analysis of sample taken from Sphe3 culture in phenol
at 12 h (c) and at 24 h (d). Red arrows indicate ccMA, catechol, and phenol.

Based on the gene annotation and transcription levels study, both the ortho- and meta-
pathways could be active in Sphe3 for phenol degradation. However, Sphe3 seems to
have an incomplete catechol meta-cleavage pathway. Except for the 2,3-catechol dioxyge-
nase, no genes implicated in the meta-cleavage catechol pathway were found on the Sphe3
genome. The incomplete meta-cleavage pathway seems to validate experimental results
on 2,3-dioxygenase activity and HPLC analyses, thus apart from catechol, the presence
of cis, cis muconic acid, an intermediate of the ortho-pathway, was detected. Similarly,
Comte et al. indicated that in S. solfataricus 98/2, the aromatic ring is preferentially opened
through the meta pathway, though both degradation pathways are functional in the pres-
ence of phenol [47]. Moreover, Margesin et al. reported the enzymatic activity of both
catechol dioxygenases, but catechol 1,2-dioxygenase activity prevailed against catechol 2,3-
dioxygenase for both mesophilic P. putida and cold-tolerant Arthrobacter sp. [42]. However,
in Sphe3, since transcription of Asphe3_40510 was induced in the presence of phenol but no
catechol 2,3-dioxygenase activity was detected, the encoded enzyme seems to somehow be
induced and/or participate in phenol catabolism but its role is yet to be determined. Differ-
ent aromatic compounds and/or different concentrations can activate different metabolic
pathways [41,48]. Similarly, the versatility of Pseudomonas putida in its genetic capability
in regulating its dissimilation metabolic pathways has been demonstrated by Loh and
Chua [49].
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In conclusion, integrating enzyme assays results and HPLC analyses findings confirm
prominence of the ortho-cleavage pathway for phenol metabolism in Sphe3. In addition,
Sphe3 genome analysis corroborates experimental work by showing that the Sphe3 genome
harbors genes encoding enzymes, such as muconolactone delta-isomerase, 3-oxoadipate
enol-lactonase, and 3-oxoadipate CoA-transferase, that participate in the ortho-cleavage
pathway of catechol as reported elsewhere [50]. Similarly, Lee et al. suggested the ortho
pathway for phenol degradation in psychrotolerant Arthrobacter sp. strains, which was vali-
dated from both the bioinformatic analysis and enzyme assays of catechol 1,2-dioxygenase
and catechol 2,3-dioxygenase [20]. On the contrary, Karigar et al. reported the utilization of
a meta-cleavage pathway for phenol degradation in Arthrobacter citreus, based on enzyme
activities of phenol hydroxylase and catechol dioxygenases combined with metabolites
identification through TLC [17].

3.3. Phenol Degradation by Immobilized Sphe3 Cells

Since the optimal phenol degradation of Sphe3 was observed at an initial concentration
of 1000 mg/L phenol, further experiments with immobilized Sphe3 cells were conducted
under the same concentration. The efficiency to degrade 1000 mg phenol was evaluated in
terms of assessing the remaining phenol concentration in MM M9 lacking phosphates by
alginate-entrapped Sphe3 cells, with a respective bacterial inoculum, as the one used for
phenol catabolism for free cells.

As shown in Figure 5, in the presence of 1000 mg/L phenol, alginate-entrapped
Sphe3 cells degraded 36% of phenol after 24 h. When compared to free Sphe3 cells,
immobilized cells showed a lower degradation efficiency for the first 24 h of incubation
time; nevertheless, they were able to completely degrade phenol after 192 h of incubation.
Such delay, compared to free cells’ activity, could be attributed to space limitation for
bacterial growth inside the bead-shaped structure [51], or another possible explanation
might be the lack of phosphates in the minimal medium, that likely delay bacterial growth.
In contrast to free cells, alginate-entrapped Sphe3 cells were protected from phenol’s toxicity
and completely degraded 1000 mg phenol after 192 h, while free cells catabolized 50% of
phenol when grown in the presence of 1000 mg/L, thus entering the stationary growth
phase after 24 h, as mentioned above.
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Figure 5. Phenol degradation by immobilized Ps. phenanthrenivorans Sphe3 in the presence of 1000
mg/L phenol, at 30 ◦C, expressed as % phenol removal activity after 24, 48, 120, 168, and 192 h. Error
bars indicate standard deviation of three measurements.

Similar results have been reported before for other phenol-degrading strains. Immobi-
lized Bacillus sp. SAS19 exhibited lower degradation activity compared to free bacterial
cells [52], while immobilized Pseudomonas putida BCRC 14365 showed a slightly lower
degradation rate of phenol than the free cells [44]. Moreover, immobilized Acinetobacter
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sp. strain PD12 cells exhibited a lower specific degradation rate in phenol concentrations
below 300 mg/L when compared to free cells [53].

Specifically, regarding Arthrobacter strains, Mohanty et al. reported an improvement
in phenol catabolism by immobilized Arthrobacter sp. regarding degradation rate and
toxic compound tolerance when compared to free cells [54]. On the contrary, Karigar
et al. reported no difference in the phenol degradation profile of free, alginate-, or agar-
immobilized Arthrobacter citreus cells [17]. In particular, both free and immobilized forms
of A. citreus cells were able to degrade 22 mM phenol in 8 days.

3.4. Phenol Catabolism—Parameters Optimization

The effects of pH and temperature parameters in the optimization of phenol catabolism
in Sphe3 were investigated. Both free and immobilized Sphe3 cells retained phenol removal
activity above 50% in a pH range 4–8 and exhibited optimum activity to catabolize phenol
at a pH 7 value (Figure S1, Supplementary Materials). For temperatures tested between 20
to 50 ◦C, phenol removal activity was assessed above 55% for both cell variates, while the
optimum temperature was at 20 ◦C (Figure S2, Supplementary Materials).

3.5. Reusability of Immobilized Cells

Considering that reusability is one of the great advantages of immobilization, but also a
crucial factor for further bioremediation applications, the same batch of alginate-entrapped
Sphe3 cells were tested for several cycles for phenol removal activity.

As shown in Figure 6, the immobilized cells could be efficiently reused for five reaction
cycles. It can be also observed that Sphe3 beads retained more than 75% of their initial
activity for five cycles of consecutive use.
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Figure 6. Reusability of immobilized Sphe3 cells for phenol removal. The activity of the first cycle
was considered as 100%. Each reaction cycle was carried out for 48 h. Error bars indicate standard
deviation of three measurements.

At a higher number of cycles, the efficiency of the system decreased more (data not
shown), probably due to cell leakage out of the beads as a result of the repetitive washes at
the end of each cycle, as observed before for alginate entrapment of Sphe3 cells [35]. Lower
phenol removal activity after a number of cycles could also be attributed to adsorption
of possible reaction products to the immobilization matrix, which subsequently alters
its reactive mechanical stability, therefore reducing the catalytic activity of the involved
enzymes [36].

Similarly, many previous studies have reported a stability or a slight decrease in
phenol degradation efficiency when increasing cycles of reuse. The Debaryomyces sp. strain
entrapped in Ca-alginate beads containing nano-Fe3O maintained its original phenol-



Microorganisms 2023, 11, 524 12 of 15

degrading efficiency after 10 cycles of repeated batch operations [55]. Basak et al. reported
that after five times of reuse, phenol degradation efficiency decreased gradually to 78% for
Candida tropicalis PHB cells immobilized to alginate beads and after ten cycles, efficiency
dropped to 3.74% [51], while Chris Felshia et al. reported a 40% efficiency in phenol re-
moval after five-cycle reuse of the encapsulated-in-whey-protein strain Bacillus lichenformis
SL10 [16]. The successful use of Sphe3 alginate beads up to five cycles is of great importance,
since it could significantly reduce the operation cost in potential industrial applications.

3.6. Phenol Degradation Efficiency by Immobilized Cells after 30 Days of Storage

An important consideration on how the immobilized cells could be used in future
bioremediation applications is the maintenance of their phenol removal efficiency upon
storage. Thus, the alginate-entrapped Ps. phenanthrenivorans Sphe3 cells were stored for
10, 20, and 30 days at 4 ◦C and then introduced to medium containing 1000 mg/L phenol.
Phenol removal efficiency was determined after 48 h incubation. It was observed that after
30 days, the stored bacterial alginate beads retained more than 70% of their initial phenol
degradation activity (Figure 7).
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Nandy et al. observed that the encapsulated Pseudomonas oleovorans ICTN13 cells
stored at 4 ◦C for 30 days could reduce phenol concentration by 53% in 24 h, retaining half
of their catalytic activity, whereas longer storage time (beyond 30 days) reduced phenol
removal activity significantly [11]. Moreover, Banerjee and Ghoshal observed no reduction
in phenol degradation efficiency by alginate beads with immobilized Bacillus cereus AKG1
MTCC9817 and AKG2 MTCC 9818 cells upon 30 days of storage [56].

4. Conclusions

Pseudarthrobacter phenanthrenivorans Sphe3 is capable of efficiently catabolizing phenol
as the sole source of carbon and energy, mainly via the catechol ortho-cleavage route. The
main degradation pathway was elucidated by transcription analysis of genes involved
and the enzyme activity of their corresponding enzymes as well as by metabolic products
detection of phenol degradation by HPLC analysis.

The immobilization of Sphe3 cells in alginate seems to protect the cells from the toxic
compound, as a complete removal of 1000 mg phenol/L was observed at 192 h, whereas
while free cells exhibited higher catabolic efficiency during the first 24 h, they failed to
catabolize more than 50% subsequently. In addition, alginate-entrapped cells were reused
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for five cycles and stored for a month retaining their phenol removal activity over 75% and
70%, respectively.

Considering the reusability and stability of immobilized cells upon storage are crucial
coefficients for their applicability in a bioremediation system; P. phenanthrenivorans Sphe3
is proved to meet these requirements making it a fine candidate for phenol removal.

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/microorganisms11020524/s1, Table S1: Oligonucleotides used
for the RT-qPCR experiments, Table S2: BLASTP search of Sphe3 phenol hydroxylase and catechol
dioxygenases; Figure S1: Effect of pH on the phenol removal activity of Sphe3 in its free form and
after immobilization; Figure S2: Effect of temperature on the phenol removal activity of Sphe3 in its
free form and after immobilization.

Author Contributions: Conceptualization and supervision, A.-I.K.; methodology, S.A., O.M. and
E.T.; validation, A.-I.K. and S.A.; formal analysis, A.-I.K. and S.A.; writing—original draft preparation,
A.-I.K. and S.A.; writing—review and editing, A.-I.K., S.A., O.M. and E.T.; visualization, S.A. and E.T.
All authors have read and agreed to the published version of the manuscript.

Funding: S.A. received a HFRI PhD Fellowship grant (Fellowship Number: 1535) supported by the
Hellenic Foundation for Research and Innovation (HFRI).

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: All data generated or analyzed during this study are included in this
published article (and its Supplementary Information File).

Acknowledgments: The authors would like to thank Haralambos Stamatis and Archontoula Gian-
nakopoulou for their help with the high-performance liquid chromatography (HPLC) analysis.

Conflicts of Interest: The authors declare no conflict of interest. HFRI had no involvement in study
design; in the collection, analysis, or interpretation of data; in the writing of the manuscript or in the
decision to submit the article for publication.

References
1. Alkaram, U.F.; Mukhlis, A.A.; Al-Dujaili, A.H. The Removal of Phenol from Aqueous Solutions by Adsorption Using Surfactant-

Modified Bentonite and Kaolinite. J. Hazard. Mater. 2009, 169, 324–332. [CrossRef] [PubMed]
2. Liu, Y.; Wang, W.; Shah, S.B.; Zanaroli, G.; Xu, P.; Tang, H. Phenol Biodegradation by Acinetobacter radioresistens APH1 and Its

Application in Soil Bioremediation. Appl. Microbiol. Biotechnol. 2020, 104, 427–437. [CrossRef] [PubMed]
3. Barik, M.; Das, C.P.; Kumar Verma, A.; Sahoo, S.; Sahoo, N.K. Metabolic Profiling of Phenol Biodegradation by an Indigenous

Rhodococcus pyridinivorans Strain PDB9T N-1 Isolated from Paper Pulp Wastewater. Int. Biodeterior. Biodegrad. 2021, 158, 105168.
[CrossRef]

4. Xie, X.; Liu, J.; Jiang, Z.; Li, H.; Ye, M.; Pan, H.; Zhu, J.; Song, H. The Conversion of the Nutrient Condition Alter the Phenol
Degradation Pathway by Rhodococcus biphenylivorans B403: A Comparative Transcriptomic and Proteomic Approach. Environ. Sci.
Pollut. Res. 2021, 28, 56152–56163. [CrossRef] [PubMed]

5. Xu, N.; Qiu, C.; Yang, Q.; Zhang, Y.; Wang, M.; Ye, C.; Guo, M. Analysis of Phenol Biodegradation in Antibiotic and Heavy Metal
Resistant Acinetobacter lwoffii NL1. Front. Microbiol. 2021, 12, 1–12. [CrossRef] [PubMed]

6. Li, N.; Jiang, J.; Chen, D.; Xu, Q.; Li, H.; Lu, J. A Reusable Immobilization Matrix for the Biodegradation of Phenol at 5000 Mg/L.
Sci. Rep. 2015, 5, 725755. [CrossRef] [PubMed]

7. Villegas, L.G.C.; Mashhadi, N.; Chen, M.; Mukherjee, D.; Taylor, K.E.; Biswas, N. A Short Review of Techniques for Phenol
Removal from Wastewater. Curr. Pollut. Rep. 2016, 2, 157–167. [CrossRef]

8. Mohd, A. Presence of Phenol in Wastewater Effluent and Its Removal: An Overview. Int. J. Environ. Anal. Chem. 2022, 102,
1362–1384. [CrossRef]

9. Bayat, Z.; Hassanshahian, M.; Cappello, S. Immobilization of Microbes for Bioremediation of Crude Oil Polluted Environments:
A Mini Review. Open Microbiol. J. 2015, 9, 48–54. [CrossRef]

10. Ahamad, P.Y.A.; Kunhi, A.A.M. Enhanced Degradation of Phenol by Pseudomonas sp. CP4 Entrapped in Agar and Calcium
Alginate Beads in Batch and Continuous Processes. Biodegradation 2011, 22, 253–265. [CrossRef]

11. Nandy, S.; Arora, U.; Tarar, P.; Viggor, S.; Jõesaar, M.; Kivisaar, M.; Kapley, A. Monitoring the Growth, Survival and Phenol
Utilization of the Fluorescent-Tagged Pseudomonas oleovorans Immobilized and Free Cells. Bioresour. Technol. 2021, 338, 125568.
[CrossRef] [PubMed]

https://www.mdpi.com/article/10.3390/microorganisms11020524/s1
https://www.mdpi.com/article/10.3390/microorganisms11020524/s1
http://doi.org/10.1016/j.jhazmat.2009.03.153
http://www.ncbi.nlm.nih.gov/pubmed/19464105
http://doi.org/10.1007/s00253-019-10271-w
http://www.ncbi.nlm.nih.gov/pubmed/31822982
http://doi.org/10.1016/j.ibiod.2020.105168
http://doi.org/10.1007/s11356-021-14374-8
http://www.ncbi.nlm.nih.gov/pubmed/34046837
http://doi.org/10.3389/fmicb.2021.725755
http://www.ncbi.nlm.nih.gov/pubmed/34566929
http://doi.org/10.1038/srep08628
http://www.ncbi.nlm.nih.gov/pubmed/25733015
http://doi.org/10.1007/s40726-016-0035-3
http://doi.org/10.1080/03067319.2020.1738412
http://doi.org/10.2174/1874285801509010048
http://doi.org/10.1007/s10532-010-9392-6
http://doi.org/10.1016/j.biortech.2021.125568
http://www.ncbi.nlm.nih.gov/pubmed/34274579


Microorganisms 2023, 11, 524 14 of 15

12. Wasi, S.; Tabrez, S.; Ahmad, M. Use of Pseudomonas spp. for the Bioremediation of Environmental Pollutants: A Review. Environ.
Monit. Assess. 2013, 185, 8147–8155. [CrossRef] [PubMed]

13. Mahgoub, S.A.; Qattan, S.Y.A.; Salem, S.S.; Abdelbasit, H.M.; Raafat, M.; Ashkan, M.F.; Al-Quwaie, D.A.; Motwali, E.A.; Alqahtani,
F.S.; El-Fattah, H.I.A. Characterization and Biodegradation of Phenol by Pseudomonas aeruginosa and Klebsiella variicola Strains
Isolated from Sewage Sludge and Their Effect on Soybean Seeds Germination. Molecules 2023, 28, 1203. [CrossRef] [PubMed]

14. Viggor, S.; Jõesaar, M.; Soares-Castro, P.; Ilmjärv, T.; Santos, P.M.; Kapley, A.; Kivisaar, M. Microbial Metabolic Potential of Phenol
Degradation in Wastewater Treatment Plant of Crude Oil Refinery: Analysis of Metagenomes and Characterization of Isolates.
Microorganisms 2020, 8, 652. [CrossRef] [PubMed]

15. Emelyanova, E.V.; Solyanikova, I.P. Evaluation of Phenol-Degradation Activity of Rhodococcus opacus 1CP Using Immobilized and
Intact Cells. Int. J. Environ. Sci. Technol. 2020, 17, 2279–2294. [CrossRef]

16. Chris Felshia, S.; Aswin Karthick, N.; Thilagam, R.; Chandralekha, A.; Raghavarao, K.S.M.S.; Gnanamani, A. Efficacy of Free and
Encapsulated Bacillus Lichenformis Strain SL10 on Degradation of Phenol: A Comparative Study of Degradation Kinetics. J.
Environ. Manag. 2017, 197, 373–383. [CrossRef]

17. Karigar, C.; Mahesh, A.; Nagenahalli, M.; Yun, D.J. Phenol Degradation by Immobilized Cells of Arthrobacter citreus. Biodegradation
2006, 17, 47–55. [CrossRef]

18. Unell, M.; Nordin, K.; Jernberg, C.; Stenström, J.; Jansson, J.K. Degradation of Mixtures of Phenolic Compounds by Arthrobacter
chlorophenolicus A6. Biodegradation 2008, 19, 495–505. [CrossRef]

19. Li, F.; Song, W.; Wei, J.; Liu, C.; Yu, C. Comparative Proteomic Analysis of Phenol Degradation Process by Arthrobacter. Int.
Biodeterior. Biodegrad. 2016, 110, 189–198. [CrossRef]

20. Lee, G.L.Y.; Zakaria, N.N.; Futamata, H.; Suzuki, K.; Zulkharnain, A.; Shaharuddin, N.A.; Convey, P.; Zahri, K.N.M.; Ahmad,
S.A. Metabolic Pathway of Phenol Degradation of a Cold-Adapted Antarctic Bacteria, Arthrobacter sp. Catalysts 2022, 12, 1422.
[CrossRef]

21. Dagley, S. Catabolism of Aromatic Compounds by Micro-Organisms. In Advances in Microbial Physiology; Academic Press:
Cambridge, MA, USA, 1971; Volume 6, pp. 1–46.

22. van Schie, P.M.; Young, L.Y. Biodegradation of Phenol: Mechanisms and Applications. Bioremediat. J. 2000, 4, 1–18. [CrossRef]
23. Mahiudddin, M.; Fakhruddin, A.N.M. Abdullah-Al-Mahin Degradation of Phenol via Meta Cleavage Pathway by Pseudomonas

fluorescens PU1. ISRN Microbiol. 2012, 2012, 1–6. [CrossRef] [PubMed]
24. Kallimanis, A.; Kavakiotis, K.; Perisynakis, A.; Spröer, C.; Pukall, R.; Drainas, C.; Koukkou, A.I. Arthrobacter phenanthrenivorans Sp.

Nov., to Accommodate the Phenanthrene-Degrading Bacterium Arthrobacter sp. Strain Sphe3. Int. J. Syst. Evol. Microbiol. 2009, 59,
275–279. [CrossRef] [PubMed]

25. Kallimanis, A.; Frillingos, S.; Drainas, C.; Koukkou, A.I. Taxonomic Identification, Phenanthrene Uptake Activity, and Membrane
Lipid Alterations of the PAH Degrading Arthrobacter sp. Strain Sphe3. Appl. Microbiol. Biotechnol. 2007, 76, 709–717. [CrossRef]
[PubMed]

26. Der Yang, R.; Humphrey, A.E. Dynamic and Steady State Studies of Phenol Biodegradation in Pure and Mixed Cultures. Biotechnol.
Bioeng. 1975, 17, 1211–1235. [CrossRef]

27. Bradford, M.M. A Rapid and Sensitive Method for the Quantitation of Microgram Quantities of Protein Utilizing the Principle of
Protein-Dye Binding. Anal. Biochem. 1976, 72, 248–254. [CrossRef] [PubMed]

28. Ali, S.; Fernandez-Lafuente, R.; Cowan, D.A. Meta-Pathway Degradation of Phenolics by Thermophilic Bacilli. Enzyme Microb.
Technol. 1998, 23, 462–468. [CrossRef]

29. Nakazawa, T.; Nakazawa, A. [64] Pyrocatechase (Pseudomonas). In Methods in Enzymology; Academic Press: Cambridge, MA,
USA, 1970; Volume 17, pp. 518–522.

30. Nozaki, M. [65] Metapyrocatechase (Pseudomonas). In Methods in Enzymology; Academic Press: Cambridge, MA, USA, 1970;
Volume 17, pp. 522–525.

31. Vandera, E.; Kavakiotis, K.; Kallimanis, A.; Kyrpides, N.C.; Drainas, C.; Koukkou, A. Heterologous Expression and Characteriza-
tion of Two 1-Hydroxy-2-Naphthoic Acid Dioxygenases from Arthrobacter phenanthrenivorans. Appl. Environ. Microbiol. 2012, 78,
621–627. [CrossRef]

32. Pfaffl, M.W. A New Mathematical Model for Relative Quantification in Real-Time RT-PCR. Nucleic Acids Res. 2001, 29, e45.
[CrossRef]

33. Corbella, M.E.; Puyet, A. Real-Time Reverse Transcription-PCR Analysis of Expression of Halobenzoate and Salicylate Catabolism-
Associated Operons in Two Strains of Pseudomonas aeruginosa. Appl. Environ. Microbiol. 2003, 69, 2269–2275. [CrossRef]

34. ABI Prism 7700 Sequence Detection System. In Applied Biosystems Relative Quantitation of Gene Expression; Thermo Scientific:
Waltham, MA, USA, 1997.

35. Ziagova, M.G.; Koukkou, A.I.; Liakopoulou-Kyriakides, M. Optimization of Cultural Conditions of Arthrobacter sp. Sphe3 for
Growth-Associated Chromate(VI) Reduction in Free and Immobilized Cell Systems. Chemosphere 2014, 95, 535–540. [CrossRef]

36. Paisio, C.E.; Talano, M.A.; González, P.S.; Magallanes-Noguera, C.; Kurina-Sanz, M.; Agostini, E. Biotechnological Tools to
Improve Bioremediation of Phenol by Acinetobacter sp. RTE1.4. Environ. Technol. 2016, 37, 2379–2390. [CrossRef] [PubMed]

37. Giannakopoulou, A.; Chatzikonstantinou, A.V.; Chalmpes, N.; Tsapara, G.; Gournis, D.; Polydera, A.C.; Stamatis, H. Development
of a Novel Bi-Enzymatic Nanobiocatalyst for the Efficient Bioconversion of Oleuropein to Hydroxytyrosol. Catalysts 2021, 11, 749.
[CrossRef]

http://doi.org/10.1007/s10661-013-3163-x
http://www.ncbi.nlm.nih.gov/pubmed/23519843
http://doi.org/10.3390/molecules28031203
http://www.ncbi.nlm.nih.gov/pubmed/36770871
http://doi.org/10.3390/microorganisms8050652
http://www.ncbi.nlm.nih.gov/pubmed/32365784
http://doi.org/10.1007/s13762-019-02609-8
http://doi.org/10.1016/j.jenvman.2017.04.005
http://doi.org/10.1007/s10532-005-3048-y
http://doi.org/10.1007/s10532-007-9154-2
http://doi.org/10.1016/j.ibiod.2016.03.023
http://doi.org/10.3390/catal12111422
http://doi.org/10.1080/10588330008951128
http://doi.org/10.5402/2012/741820
http://www.ncbi.nlm.nih.gov/pubmed/23724329
http://doi.org/10.1099/ijs.0.000984-0
http://www.ncbi.nlm.nih.gov/pubmed/19196765
http://doi.org/10.1007/s00253-007-1036-3
http://www.ncbi.nlm.nih.gov/pubmed/17583808
http://doi.org/10.1002/bit.260170809
http://doi.org/10.1016/0003-2697(76)90527-3
http://www.ncbi.nlm.nih.gov/pubmed/942051
http://doi.org/10.1016/S0141-0229(98)00072-6
http://doi.org/10.1128/AEM.07137-11
http://doi.org/10.1093/nar/29.9.e45
http://doi.org/10.1128/AEM.69.4.2269-2275.2003
http://doi.org/10.1016/j.chemosphere.2013.09.112
http://doi.org/10.1080/09593330.2016.1150352
http://www.ncbi.nlm.nih.gov/pubmed/26853946
http://doi.org/10.3390/catal11060749


Microorganisms 2023, 11, 524 15 of 15

38. Chandana Lakshmi, M.V.V.; Sridevi, V. A Review on Biodegradation of Phenol from Industrial Effluents. J. Ind. Pollut. Control
2009, 25, 13–27.

39. Tomei, M.C.; Mosca Angelucci, D.; Clagnan, E.; Brusetti, L. Anaerobic Biodegradation of Phenol in Wastewater Treatment:
Achievements and Limits. Appl. Microbiol. Biotechnol. 2021, 105, 2195–2224. [CrossRef] [PubMed]

40. Al-Khalid, T.; El-Naas, M.H. Aerobic Biodegradation of Phenols: A Comprehensive Review. Crit. Rev. Environ. Sci. Technol. 2012,
42, 1631–1690. [CrossRef]

41. Wu, L.; Ali, D.C.; Liu, P.; Peng, C.; Zhai, J.; Wang, Y.; Ye, B. Degradation of Phenol via Ortho-Pathway by Kocuria sp. Strain
TIBETAN4 Isolated from the Soils around Qinghai Lake in China. PLoS ONE 2018, 13, e0199572. [CrossRef] [PubMed]

42. Margesin, R.; Bergauer, P.; Gander, S. Degradation of Phenol and Toxicity of Phenolic Compounds: A Comparison of Cold-Tolerant
Arthrobacter sp. and Mesophilic Pseudomonas Putida. Extremophiles 2004, 8, 201–207. [CrossRef]

43. Wang, P.; Qu, Y.; Zhou, J. Biodegradation of Mixed Phenolic Compounds under High Salt Conditions and Salinity Fluctuations
by Arthrobacter sp. W1. In Proceedings of the Applied Biochemistry and Biotechnology; Springer: Berlin/Heidelberg, Germany, 2009;
Volume 159, pp. 623–633.

44. Lin, Y.H.; Cheng, Y.S. Phenol Degradation Kinetics by Free and Immobilized Pseudomonas putida BCRC 14365 in Batch and
Continuous-Flow Bioreactors. Processes 2020, 8, 721. [CrossRef]

45. Khleifat, K.; Magharbeh, M.; Alqaraleh, M.; Al-Sarayrah, M.; Alfarrayeh, I.; Al Qaisi, Y.; Alsarayreh, A.; Alkafaween, M.
Biodegradation Modeling of Phenol Using Curtobacterium flaccumfaciens as Plant-Growth-Promoting Bacteria. Heliyon 2022, 8,
e10490. [CrossRef] [PubMed]

46. Paller, G.; Hommel, R.K.; Kleber, H. -P Phenol Degradation by Acinetobacter calcoaceticus NCIB 8250. J. Basic Microbiol. 1995, 35,
325–335. [CrossRef]

47. Comte, A.; Christen, P.; Davidson, S.; Pophillat, M.; Lorquin, J.; Auria, R.; Simon, G.; Casalot, L. Biochemical, Transcriptional and
Translational Evidences of the Phenol-Meta-Degradation Pathway by the Hyperthermophilic Sulfolobus solfataricus 98/2. PLoS
ONE 2013, 8, e82397. [CrossRef] [PubMed]

48. Cao, B.; Loh, K.-C. Catabolic Pathways and Cellular Responses of Pseudomonas putida P8 during Growth on Benzoate with a
Proteomics Approach. Biotechnol. Bioeng. 2008, 101, 1297–1312. [CrossRef] [PubMed]

49. Loh, K.C.; Chua, S.S. Ortho Pathway of Benzoate Degradation in Pseudomonas putida: Induction of Meta Pathway at High
Substrate Concentrations. Enzyme Microb. Technol. 2002, 30, 620–626. [CrossRef]

50. Nešvera, J.; Rucká, L.; Pátek, M. Catabolism of Phenol and Its Derivatives in Bacteria: Genes, Their Regulation, and Use in the
Biodegradation of Toxic Pollutants. Adv. Appl. Microbiol. 2015, 93, 107–160. [CrossRef] [PubMed]

51. Basak, B.; Bhunia, B.; Dey, A. Studies on the Potential Use of Sugarcane Bagasse as Carrier Matrix for Immobilization of Candida
tropicalis PHB5 for Phenol Biodegradation. Int. Biodeterior. Biodegrad. 2014, 93, 107–117. [CrossRef]

52. Ke, Q.; Zhang, Y.; Wu, X.; Su, X.; Wang, Y.; Lin, H.; Mei, R.; Zhang, Y.; Hashmi, M.Z.; Chen, C.; et al. Sustainable Biodegradation
of Phenol by Immobilized Bacillus sp. SAS19 with Porous Carbonaceous Gels as Carriers. J. Environ. Manag. 2018, 222, 185–189.
[CrossRef] [PubMed]

53. Wang, Y.; Tian, Y.; Han, B.; Zhao, H.; Bi, J.; Cai, B. Biodegradation of Phenol by Free and Immobilized Acinetobacter sp. Strain
PD12. J. Environ. Sci. 2007, 19, 222–225. [CrossRef]

54. Mohanty, S.S. Microbial Degradation of Phenol:A Comparitive Study; National Institute of Technology: Rourkela, India, 2012.
55. Jiang, Y.; Deng, T.; Shang, Y.; Yang, K.; Wang, H. Biodegradation of Phenol by Entrapped Cell of Debaryomyces sp. with

Nano-Fe3O4 under Hypersaline Conditions. Int. Biodeterior. Biodegrad. 2017, 123, 37–45. [CrossRef]
56. Banerjee, A.; Ghoshal, A.K. Phenol Degradation Performance by Isolated Bacillus cereus Immobilized in Alginate. Int. Biodeterior.

Biodegrad. 2011, 65, 1052–1060. [CrossRef]

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

http://doi.org/10.1007/s00253-021-11182-5
http://www.ncbi.nlm.nih.gov/pubmed/33630152
http://doi.org/10.1080/10643389.2011.569872
http://doi.org/10.1371/journal.pone.0199572
http://www.ncbi.nlm.nih.gov/pubmed/29949643
http://doi.org/10.1007/s00792-004-0378-3
http://doi.org/10.3390/pr8060721
http://doi.org/10.1016/j.heliyon.2022.e10490
http://www.ncbi.nlm.nih.gov/pubmed/36110244
http://doi.org/10.1002/jobm.3620350508
http://doi.org/10.1371/journal.pone.0082397
http://www.ncbi.nlm.nih.gov/pubmed/24349276
http://doi.org/10.1002/bit.21997
http://www.ncbi.nlm.nih.gov/pubmed/18980183
http://doi.org/10.1016/S0141-0229(02)00016-9
http://doi.org/10.1016/bs.aambs.2015.06.002
http://www.ncbi.nlm.nih.gov/pubmed/26505690
http://doi.org/10.1016/j.ibiod.2014.05.012
http://doi.org/10.1016/j.jenvman.2018.05.061
http://www.ncbi.nlm.nih.gov/pubmed/29843091
http://doi.org/10.1016/S1001-0742(07)60036-9
http://doi.org/10.1016/j.ibiod.2017.05.029
http://doi.org/10.1016/j.ibiod.2011.04.011

	Introduction 
	Materials and Methods 
	Bacterial Strain and Growth Conditions 
	Assessments of Growth and Determination of Residual Phenol in Culture Medium 
	Preparation of Sphe3 Cell Extracts 
	Enzyme Assays 
	Quantitative Real-Time PCR (RT-qPCR) 
	Immobilization of Sphe3 Cells in Calcium Alginate Beads 
	Phenol Degradation by Immobilized Sphe3 Cells 
	Phenol Catabolism—Parameters Optimization 
	Reusability and Phenol Degradation Efficiency by Immobilized Cells after 30 Days of Storage 
	High-Performance Liquid Chromatography (HPLC) Analysis 
	Statistical Analysis 

	Results and Discussion 
	Utilization of Phenol as the Sole Source of Carbon and Energy 
	Phenol Degradation Pathway 
	Phenol Degradation by Immobilized Sphe3 Cells 
	Phenol Catabolism—Parameters Optimization 
	Reusability of Immobilized Cells 
	Phenol Degradation Efficiency by Immobilized Cells after 30 Days of Storage 

	Conclusions 
	References

