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A novel Bacillus ligniniphilus 
catechol 2,3‑dioxygenase shows 
unique substrate preference 
and metal requirement
Peter Adewale1,4, Alice Lang1,4, Fang Huang1, Daochen Zhu2, Jianzhong Sun2, 
Michael Ngadi3 & Trent Chunzhong Yang1*

Identification of novel enzymes from lignin degrading microorganisms will help to develop 
biotechnologies for biomass valorization and aromatic hydrocarbons degradation. Bacillus 
ligniniphilus L1 grows with alkaline lignin as the single carbon source and is a great candidate 
for ligninolytic enzyme identification. The first dioxygenase from strain L1 was heterologously 
expressed, purified, and characterized with an optimal temperature and pH of 32.5 °C and 7.4, 
respectively. It showed the highest activity with 3‑ethylcatechol and significant activities with 
other substrates in the decreasing order of 3‑ethylcatechol > 3‑methylcatechol > 3‑isopropyl 
catechol > 2, 3‑dihydroxybiphenyl > 4‑methylcatechol > catechol. It did not show activities against 
other tested substrates with similar structures. Most reported catechol 2,3‑dioxygenases (C23Os) 
are  Fe2+‑dependent whereas Bacillus ligniniphilus catechol 2,3‑dioxygenase (BLC23O) is more  Mn2+‑ 
dependent. At 1 mM,  Mn2+ led to 230‑fold activity increase and  Fe2+ led to 22‑fold increase. Sequence 
comparison and phylogenetic analyses suggested that BL23O is different from other Mn‑dependent 
enzymes and uniquely grouped with an uncharacterized vicinal oxygen chelate (VOC) family protein 
from Paenibacillus apiaries. Gel filtration analysis showed that BLC23O is a monomer under native 
condition. This is the first report of a C23O from Bacillus ligniniphilus L1 with unique substrate 
preference, metal‑dependency, and monomeric structure.

Many microorganisms have adaptively grown by developing catabolic pathways to utilize the available com-
pounds in their natural environments, such as forest, soil, water, and sediments. The metabolic activities of these 
microorganisms within their habitats have provided useful information on the formation pathways of many 
value-added products and their intermediate routes. The microbial degradation of large aromatic polymers 
such as lignin and its derivatives has gained extensive attention as an essential strategy for future bio-refineries, 
and circular bio-economy1–3. More so, the biological conversion of lignin and its derivatives has been an area of 
interest for many researchers due to the product specificity and mild conditions of the conversion  processes4. 
The utilization of fungal systems, such as extracellular peroxidase and laccase from white and brown rot  fungi5–7, 
on lignin derivatives degradation has been well established. Commercial grade oxidoreductases, including man-
ganese peroxidase, laccase, lignin peroxidase, and versatile peroxidase secreted by brown and white-rot fungi 
have been widely  utilized8,9. However, biodegradation of lignin and its derivatives by bacterial enzymes has not 
been extensively reported as fungal enzymes.

Nevertheless, many reports have suggested the importance of bacteria in lignin and its derivatives degradation 
to value-added  metabolites10,11. Several bacterial enzymes from the class of actinomycetes such as Amycolatop-
sis sp. ATCC  3911612, Rhodococcus opacus13,14, Rhodococcus sp.  YHY0115, and proteobacteria phylum such as 
Pseudomonas putida NX-116, Pseudomonas putida  KT244017,18, and Cupriavidus necator  JMP13419,20 have been 
explored. In recent years, numerous bacterial strains with metabolic capabilities to utilize lignin and its deriva-
tives have been isolated from the genus Bacillus, e.g. Bacillus pumilus21,22, Bacillus atrophaeus 23,24. Most of these 
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organisms have been tested to possess pathways for the catabolism of lignin and its aromatic derivatives such as 
catechol, alkyl catechols, vanillin, and guaiacol as their sole carbon source for growth.

Zhu et al.25 identified an alkaline lignin degrading bacterium (Bacillus ligniniphilus L1) isolated from sedi-
ment samples at a benthal depth of 3,000 m in the South China Sea. Recently, Bacillus ligniniphilus has been 
proposed to be classified as Alkalihalobacillus ligniniphilus26 and the genome database is under Alkalihalobacillus 
ligniniphilus strain L1. Strain L1 grows with alkaline lignin as the single carbon source. Three pathways for its 
lignin degradation are suggested, namely, the gentisate pathway, the benzoic acid pathway, and the β-ketoadipate 
pathway (protocatechuate). Fifteen aromatic compounds were identified during the strain L1 degradation pro-
cess of alkaline lignin. After lignin degradation into phenolic monomers, the very last step in lignin metabolic 
pathways are catalyzed by dioxygenases that open the aromatic ring of catechol to a linear structure. Putative 
open reading frames (orf) encoding enzymes involved in lignin degradation of strain L1 were predicted based 
on genome sequence including genes coding for  dioxygenases25.

Dioxygenases are classified into two families, intradiol and extradiol dioxygenases, that catalyze the oxida-
tive cleavage of  catechol27,28. The intradiol dioxygenases cleave the C–C bond between the phenolic hydroxy 
groups to yield muconic acid as the  product29,30 whereas the extradiol dioxygenases (EDOs) cleave the C–C bond 
adjacent to the phenolic hydroxy groups to yield 2-hydroxymuconaldehyde as the  product31. These enzymes 
require metals as cofactors, predominantly iron  (Fe3+,  Fe2+)32,33. Among the extradiol dioxygenase subfamily 
are catechol 2,3-dioxygenases that catalyze the ring cleavage of catechol and its alkyl derivatives. These enzymes 
have been found in both Gram-negative (Pseudomonas, Sphingomonas, Acinetobacter, Burkholderia, Stenotropho-
monas)18,34,35 and Gram-positive (Rhodococcus, Bacillus) bacterial  strains10,36.

Even though many orfs encoding lignin degradation enzymes including three for catechol 2,3-dioxygenases 
(C23O) were predicted in strain L1, so far, only one laccase enzyme has been  characterized37. None of the puta-
tive dioxygenase genes has been confirmed with enzyme activity and characterized. Since strain L1 can grow 
with alkaline lignin as its sole carbon source, it is predicted to have powerful enzymatic systems to break down 
lignin into monomer and linear structures.

Compared with the fungal lignin-degrading enzymes, the overall enzymology for bacterial lignin degradation 
is poorly understood, yet there are indications that bacteria use similar types of extracellular lignin-degrading 
enzymes to fungi. For example, aromatic degradation pathways in soil bacteria have been extensively studied. 
As in fungi, lignin polymer degradation is followed by metabolisms of aromatic compounds through aromatic 
ring cleavage enzymes such as catechol 2,3-dioxygenase and many oxidative pathways involving ortho-cleavage 
and meta-cleavage of catecholic intermediates have been  elucidated38–40. Whole genome sequence suggests that 
strain L1 may utilize 3 pathways for lignin degradation and three orfs encoding potential C23Os are  identified25. 
To benefit from the understanding of soil bacterial aromatic degradation pathways, we chose to study C23Os 
as a starting point to explore strain L1 lignin degradation processes. We reasoned identification of novel C23O 
may help to eventually understand if strain L1 utilize unique mechanism to grow with alkaline lignin as a sole 
carbon source.

Among the three identified strain L1 C23O orfs, gm_orf 726 encoded a protein of 283 aa (BLC23O, acces-
sion number: WP_017726464.1), gm_orf3186 encoded a 319 aa protein (BLC23O-2, accession number: 
WP_017728832.1) and gm_orf2069 encoded a 326 aa protein (BLC23O-3, accession number: WP_017727756.1). 
BLC23O-2 and BLC23O-3 not only have similar size but also significant sequence identity (69%) whereas 
BLC23O has only 20% and 19% sequence identities with BLC23O-2 and -3. Blast searching of protein databases 
with BLC23O-2 and -3 amino acid sequences can easily identify many characterized proteins with > 70% sequence 
identities including 11 and 6 sequences with > 80% identities for BLC23O-2 and -3 respectively. In contrast, with 
BLC23O, no protein database sequence was identified with > 60% identity. It is highly questionable if BLC23O 
has any enzyme activity and if so, there could be a better chance to identify a novel enzyme activity than the 
other two candidates. Therefore, the shortest protein, BLC23O, was chosen as the first candidate. BLC23O was 
expressed in E.coli, purified, and its activities were characterized. To the best of our knowledge, this is the first 
work to characterize an active dioxygenase enzyme (BLC23O) from Bacillus ligniniphilus L1.

Materials and methods
Materials. The electrophoresis markers and Bradford Protein Assay (BPA) reagent for protein quantifica-
tion were obtained from Bio-Rad Labs. All other chemicals and reagents were of analytical-reagent grade and 
purchased from Millipore Sigma.

Cloning and overexpression of BLC23O gene. Putative BLC23O encoding gene (gm_orf 726) as 
reported by Zhu et  al.25 was codon optimized for E. coli expression (Fig.  SI1), synthesized and cloned into 
PET28b + vector by ligating into the Nde I and Xho I restriction sites (Bio Basic Inc). The expressed protein 
contains N-terminal 6 × His tag followed by the thrombin cleavage site for purification. The plasmid was trans-
formed into chemically competent E. coli BL21 (DE3) cells. The transformed bacterial cell colonies were used 
to inoculate 5 mL of LB media containing kanamycin (30 µg/mL) and grown at 37 °C overnight. The next day, 
1 mL of the culture was used to inoculate 100 mL of LB media with 30 µg/mL kanamycin at 37 °C until the opti-
cal density (OD) at 600 nm reached 0.4 to 0.6. Expression of the recombinant protein was induced with 0.2 mM 
Isopropylthio-β-galactoside (IPTG, Sigma-Aldrich) and grown at 16 °C for 19 h. The cells were harvested by 
centrifugation at 4 °C, 3000 × g for 20 min. The cell pellets were frozen and stored at -20 °C.

BLC23O purification. The cell pellets were thawed on ice and then suspended in the lysis buffer containing 
50 mM  NaH2PO4, 300 mM NaCl and 10 mM imidazole (pH 8.0). To the suspension, 0.1 mM phenylmethylsul-
fonyl fluoride (PMSF), 3 U/mL Benzonase (Sigma-Aldrich, E1014) and 1 mg/mL lysozyme were added, and the 
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mixture was incubated at 4 °C for 30 min with rotation. The cells were disrupted by sonication at 20 secs intervals 
with 30 s cooling periods on an ice bath at 30% maximal power until clear lysate was achieved (Sonicator 3000, 
Misonix Inc.). The lysate was clarified by centrifugation at 3,000 × g at 4 °C for 20 min.

The recombinant enzyme was isolated from the crude extract supernatant by 6 × His-tag Ni–NTA agarose 
affinity column (Qiagen) chromatography following the manufacturer’s instructions using a 50 mM  NaH2PO4, 
300 mM NaCl,10 mM imidazole (pH 8.0) as the binding solution, a 20 mM imidazole (pH 8.0) wash solution 
and eluted with a 250 mM imidazole (pH 8.0) solution. The eluted fractions containing BLC23O were pooled, 
concentrated, and the buffer was changed with 10 k molecular weight (MW) cut-off centrifugal filters (Amicon 
Ultra) to 0.1 M Tris–HCl (pH 7.4) buffer. The extract was subsequently purified with size-exclusion chromatog-
raphy (SEC) through a Hiload 16/60 Superdex 200 gel filtration column (GE Healthcare Life Sciences) using an 
AKTA fast protein liquid chromatography (FPLC) system (Pharmacia Amersham Biotech) for kinetics study. 
The column was equilibrated and eluted with 0.1 M Tris–HCl, 150 mM NaCl buffer (pH 7.4) at a flow rate of 
1.0 mL/min and room temperature. The eluted peaks were monitored at 280 nm. 1 mL fractions were collected. 
The purified enzyme was kept at -20 °C with 30% glycerol and stable during the experimental period. The puri-
fied enzyme was analyzed with 12% SDS-PAGE gels, and quantified with BPA assay and Bovine serum album 
(BSA) as the standard.

To exam the oligomeric state of BLC23O, the purified enzyme was analyzed by gel filtration under native 
condition using Hiload 16/60 Superdex 200 column (GE Healthcare Life Sciences) with an AKTA FPLC system 
(Pharmacia Amersham Biotech) under the conditions described above for BLC23O FPLC purification.

Enzyme assay. The assay mixture contained 1  mM 3-methylcatechol (20 µL of 50  mM stock made in 
 ddH2O), 50 µL purified protein extract, and 930 µL of phosphate buffer pH 7.5 (50 mM) to bring the total reac-
tion volume to 1 ml. Protein content was quantified using the BPA assay kit. The mixture was vortexed briefly 
to homogenize its composition. Then, 250 µL of each reaction mixture was transferred into a 96-well plate in 
triplicate for enzyme activity. The product formation was monitored for 2 h, every 10 min interval at 40 °C using 
a Spectrophotometer (SpectraMax M5, Molecular Devices, San Jose, CA, USA) at the maximum wavelength cor-
responding to the formation of the product from the substrates. The control contained the same compositions 
as the enzyme assay excluding the protein extract and was processed under the same conditions. The assay was 
developed with reference to published  methods41–43. One unit of enzyme activity (U) was defined as the amount 
of enzyme that converts one μmole of substrate per min. Specific activity was defined as μmol of product formed 
per minute per mg of total protein. For the cleavage product out of different substrates, the specific wavelength, 
λmax, and the molar extinction coefficients (ε) used under the assay condition were listed in “section Substrate 
preference of BLC23O from strain L1”. Specific enzyme activity (μmol/min/mg) was determined by Eq. 1:

Effect of temperature and pH on BLC23O activity. Optimum temperature (Topt) and pH (pHopt) for 
BLC23O were determined by measuring the activity under the temperatures of 25, 30, 32.5, 35, 40 and 45 °C at 
pH 7.4 and the pHs of 6.0, 7.0, 7.2, 7.4, 7.6, 7.8, 8.0 and 8.5 at 32.5 °C, respectively. The reaction mixture contains 
0.1 M Tris–HCl buffer, 50 µg/mL purified enzyme extract, 1 mM of 3-methylcatechol (substrate), and 0.1 mM 
 MnCl2·4H2O. The 250 µL of reactions were carried out in a 96-well plate and absorbances were  measured with 
a spectrophotometer (SpectraMax M5, Molecular Devices, San Jose, CA, USA) at 388  nm in triplicate. The 
absorbance readings were measured for 20 min at 30 s intervals. The relative activity was calculated based on OD 
change compared to maximum (100%) activity at pH 7.444.

The half-life of enzyme activity was measured by performing the enzyme reaction assay after incubating 
the enzyme at different temperatures (40, 52, 54, and 56 °C) for different lengths of time (0, 5, 10, and 15 min). 
Aliquots were taken from the heated enzyme solution and immediately cooled on ice. A 50 µg/mL enzyme was 
combined with 1 mM 3-methylcatechol, 0.1 mM  MnCl2·4H2O in 0.1 M Tris–HCl buffer (pH 7.4) to start the reac-
tion. The assay was conducted at 32.5 °C for 20 min at 30 s intervals in triplicate. The amount of product generated 
was evaluated by measuring the absorption at 388 nm to determine enzyme specific activity and changes over 
time. A first-order deactivation rate constant  (kd) was determined by fitting the experimental data to an expo-
nential model using MS Excel. The half-life  (t1/2) of BLC23O at 40, 52, 54, and 56 °C was calculated using Eq. 2:

Substrate preference of BLC23O from strain L1. BLC23O substrate preference was examined 
with twelve catecholic compounds, namely catechol, 3-methylcatechol, 3-ethylcatechol, 3-isopropylcatechol, 
4-methylcatechol, 4-chlorocatechol, 2, 3-dihydroxybiphenyl, 3-fluorocatechol, protocatechuic acid, 2, 5-dihy-
droxybenzoic acid, pyrogallol, and 1, 2-dihydroxynapthalene using the spectrophotometric  method44. These 
compounds were selected based on their varying substituents and similarity to intermediate compounds 
observed in various lignin degradation pathways. The spectra were obtained at 32.5 °C in 0.1 M Tris–HCl (pH 
7.4) buffer that contains 0.1 mM  MnCl2·4H2O, 90 µg/mL enzyme, and 1 mM each of the aromatic compounds 
as a substrate. 1, 2-dihydroxynaphthalene was dissolved in 10% tetrahydrofuran (THF). 2, 3-dihydroxybiphenyl 
was dissolved in 5.7% ethanol and 3-isopropylcatechol and 3-ethylcatechol were dissolved in 4.8% ethanol. The 
UV–vis (200–550 nm) spectrum of the reaction mixture and the control were captured at 2 or 5 nm steps and a 

(1)
OD�(absorbance)

time(min)
÷ ε(cm−1 M−1)× reaction volume (L)÷ protein (mg)× 106

(2)t1/2 =
ln 2

kd
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series of time points from 0 to 30 min. Each curve represents the mean of triplicate measurements. In general, 
the noticeable appearance and increase of a peak in the UV spectrum over time corresponding to wavelength 
of the expected cleavage product indicated that a specific reaction occurred. For substrates without product UV 
wavelength data, screening for any changes in spectrum or peaks were performed to detect cleavage product 
formation. No peak or noticeable change in spectra indicated no cleavage product formation.

To obtain specific activities of BLC23O against active substrates, assays were performed in 0.1 M Tris–HCl 
(pH 7.4) buffer with 1 mM substrate, 60 µg/mL BLC23O and 0.1 mM  MnCl2·4H2O. Absorbance was measured 
at the wavelength corresponding to expected cleavage product over 20 min at 30 section intervals. Specific activi-
ties were calculated from the initial linear slopes. The numbers are averages from triplicate experiments. All 
numbers are expressed as percentage specific activities with catechol set as 100% and compared with literature 
reported C23O activity. The molar extinction coefficient and wavelength employed for the product of catechol 
were 33,400  M−1  cm−1 and 375 nm (pH 7.6), for 3-methylcatechol were 13,800  M−1  cm−1 and 388 nm (pH 7.6), 
for 3-ethylcatechol were 10,900  M−1  cm−1 and 390 nm (pH 7.5), for 4-methylcatechol were 28,100  M−1  cm−1 and 
382 nm (pH 7.6), for 4-chlorocatechol were 39,600  M−1  cm−1 and 379 nm (pH 7.5), for 2,3-Dihydroxybiphenyl 
were 13,200  M−1  cm−1 and 434 nm (pH 7.5), and for 3-isopropylcatechol were 18,500  M−1  cm−1 and 393 nm (pH 
7.5)44–49.

Effect of metal ions on BLC23O activity. The metal effect testing process was designed based on 
published  literatures28,47. The effects of six metal ions were investigated by adding metal compounds into the 
BLC23O solution at two final concentrations of 0.1 mM and 1.0 mM. The metal compounds used were  CuSO4, 
 FeSO4·7H2O,  FeCl3,  MgCl2·6H2O, KCl, and  MnCl2·4H2O. The reaction mixtures consisted of a specific volume of 
0.1 M Tris–HCl buffer (pH 7.4), selected concentrations of metal solutions, purified protein extract, and 1 mM 
3-methylcatechol as the  substrate47. The enzyme activity was spectrophotometrically measured by following the 
increase in absorbance at 388 nm over 30 min at 2 min intervals. The linear increase in the absorbance versus 
time curve was used to calculate the slope of each reaction and control mixture. For each reaction, the absorb-
ance change of the control (without enzyme) was subtracted to obtain a final value corresponding to activity. 
The relative activity of each reaction was determined as a percent in comparison to the control reaction with no 
addition of extra metal (100% activity). Each value was recorded as an average of triplicate tests.

Enzyme reaction kinetic modelling. The catalytic (kcat) and Michaelis–Menten (Km) constants of 
BLC23O were determined for the two most preferred substrates (3-methylcatechol and 3-ethylcatechol) as 
shown in Table 2. The reaction mixture was incubated at 32.5 °C in 0.1 M Tris–HCl buffer (pH 7.4) containing 
0.1 mM  MnCl2·4H2O. 40 µg/mL BLC23O was used for 3-methylcatechol kinetic assay and 20 µg/mL enzyme 
was used for 3-ethylcatechol reactions. The reactions were initiated by adding various substrate concentrations 
of 0.2–1.2 mM 3-methylcatechol or 0.05–1.0 mM 3-ethylcatechol. The activity of BLC23O was measured by the 
increase of cleavage product formation at OD 388 nm (3-methylcatechol) or 390 nm (3-ethylcatechol) every 
30 s for 30 min in a 96 well UV-Star microplate (Greiner Bio-one) using a spectrophotometer (SpectraMax M5, 
Molecular Devices, San Jose, CA, USA)45. The initial linear slopes were used to determine the kinetic parameters 
of BLC23O. The extinction coefficient used for each substrate has been listed in “section Substrate preference of 
BLC23O from strain L1”. The experimental data was fitted using the nonlinear regression model and processed 
with Graph pad 8 software to determine  Vmax, Km, kcat, and kcat/Km. The parameter results were obtained from the 
fitting of triplicate sets of data and presented as mean and standard deviation.

Statistical analysis. One-way ANOVA design was used for the statistical analysis of the data using JMP 
Pro (Statistical Analysis Systems, version 13.2, SAS Institute Inc., Cary, NC, USA). All tests were performed in 
three independent replicates. Mean comparisons of each of the data points and their significant differences were 
analyzed by Tukey’s studentized range test denoted as means ± standard errors.

Results and discussion
Cloning, overexpression, and purification of functional BLC23O. Based on sequence analysis, the 
BLC23O enzyme contains 283 aa with a calculated molecular mass of 31,825 Da and theoretical pI of 5.5. The 
synthesized gene encoding BLC23O was cloned into the E. coli expression vector pET-28b (+) and fused to the 
vector carried sequences coding for the His-tag and thrombin cleavage site at N-terminal. The fused full-length 
protein is 303 aa with an estimated molecular mass of 33,988 Da and theoretical pI of 5.93. For efficient soluble 
BLC23O enzyme expression in the transformed E. coli strain, extensive variations of culturing and inducing 
conditions were tested. The impacts of growth temperature, time, IPTG concentration and induction time were 
evaluated. SDS-PAGE analysis showed that a significant band occurred at expected size of ~ 34 kDa (Fig. SI 2). 
Culturing at 37 °C with 1 mM IPTG induction led to most proteins expressed in insoluble form. Decreased IPTG 
concentration led to an increased soluble fraction. Under 16 °C, the majority of expressed proteins were soluble 
with different IPTG concentrations from 0.01 to 1 mM. Based on these tests, the selected inducing and culturing 
conditions for BLC23O soluble expression were: 0.2 mM IPTG with overnight growth at 16 °C.

Following established culturing conditions for soluble BLC23O enzyme expression, transformed E. coli cells 
were grown up and induced with IPTG. The protein was isolated from the crude extract by 6 × His-tag Ni–NTA 
affinity column chromatography. Further purification was achieved using thrombin cleavage. The supernatant, 
purified proteins, and elution waste fractions were analyzed by SDS-PAGE with a control sample from transfor-
mant of the empty pET-28b (+) vector (Fig. 1). His-tag purification led to highly purified protein, and thrombin 
cleavage further purified the protein and led to shorter peptide without the N-terminal fusion residues as shown 
by its decreased molecular mass.



5

Vol.:(0123456789)

Scientific Reports |        (2021) 11:23982  | https://doi.org/10.1038/s41598-021-03144-8

www.nature.com/scientificreports/

Substrate preference of BLC23O from strain L1. Substrate preference of BLC23O was investigated 
by monitoring the UV–vis spectral peaks over time. Appearance of absorbance peak at a specific λmax on the 
UV–vis spectrum and increased absorbance intensity over time indicated a continuous activity of BLC23O on 
the substrate. Among the tested substrates, BLC23O was active on a few substrates as listed in Table 1. The UV–
visible spectra and maximum wavelengths of the expected products from six of the active substrates are shown 
in Fig. SI3 (A-F) and their corresponding no-enzyme controls are shown in [Fig. SI3  (A1-F1)]. A significant 

Figure 1.  SDS-PAGE analysis of samples during purification of BL C23O. cs, control sample from transformant 
of empty vector, sup, cell lysate supernatant of C23O transformant, A, his-tag purified sample, B, purified sample 
after thrombin cleavage; His-tag purification waste: C = initial eluate, D = wash solution, E = buffer change 
solution; Thrombin cleavage waste: F = wash solution, G = elution solution.

Table 1.  Comparison of BLC23O substrate preference with literature reported C23Os. *Kinetic assays were 
performed with 1 mM of corresponding substrate in 0.1 M Tris–HCl (pH 7.4) buffer, 60 µg/mL BLC23O and 
0.1 mM  MnCl2·4H2O. Absorbance was measured at the wavelength of the corresponding expected cleavage 
product. The molar extinction coefficient and wavelength employed for each cleavage product listed in 
“section Substrate preference of BLC23O from strain L1”. All numbers are expressed as percentage specific 
activities with catechol set as 100%. The specific activity of BLC23O reaction with catechol was determined 
as 0.0082 µmol·mg-E−1 ·min−1 (ε = 33,400  M−1·cm−1, 375 nm and pH 7.6). C23O-K11 is from Thauera sp. 
 K1154; C23O1-Hb and C23O2-Hb are from a hallophilic bacterial  consortium47; C23O-P5 is from Planococcus 
sp.S54241; C23O-Sm is from Stenotrophomonas maltophilia  KB24353; C23O-P47 is from Pseudomonas 
sp. S-474880; C23O-Pp is from Pseudomonas putida mt-281; C23O-Ps is cell extract from o-xylene grown 
Pseudomonas stutzeri  strain82. 0 means no activity detected; – means not tested.

Substrate BLC23O* C23O-K11 C23O1-Hb C23O2-Hb C23O-P5 C23O-Sm C23O-P47 C23O-Pp C23O-Ps

Catechol 100 100 100 100 100 100 100 100 100

3-methylcat-
echol 4000 ± 6 90 49 239 13 10 33 10 40

4-methylcat-
echol 170 ± 2 67 87 280 106 82 62 41 70

4-chlorocat-
echol 120 ± 2 71 50 226 203 0 71 62 –

2,3-dihydroxy-
biphenyl 3100 ± 50 0 – – – – – – –

3-fluorocat-
echol 0 – – – – – – – –

Protocatechuic 
acid 0 – – – – – – – –

2,5-dihydroxy-
benzoic acid 0 – – – – – – – –

1,2-dihydrox-
ynapthalene 0 – 0 0 – – – – –

3,4-dimethyl-
catechol – – – – – – – – 22

3-isopropylcat-
echol 3200 ± 43 – – – – – – – –

3-ethylcatechol 6400 ± 290 – – – – – – – –
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increase in the product peak (λmax 390 nm) as compared to the control (Fig. SI3A1) from 3-ethylcatechol was 
observed between 0 and 30 min of reaction times (Fig. SI3A) consistent with extradiol cleavage of 3-ethylcat-
echol by C23O enzymes as reported by literature. When cleavage products were detectable, the specific λmax 
for other tested compounds all agreed with literature reported  wavelengths45–47 confirming BLC23O enzymatic 
activities. The other tested substrates did not show visible peak or noticeable change in spectra [Fig. SI4 (A-F)], 
as compared to no-enzyme control [Fig. SI4  (A1-F1)]. Different from the other 5 substrates that showed expected 
product peaks, 4-chlorocatechol did show spectral changes with enzyme addition, however, no specific peak 
corresponding to the expected cleavage product at 379  nm43 was observed.

Based on absorbance readings at specific product wavelength, the relative BLC23O activities towards 12 
tested aromatic compounds were shown in Table 1. BLC23O showed activity against catechol, 3-ethylcatechol, 
3-methylcatechol, 3-isopropylcatechol, 4-methylcatechol, 4-chlorocatechol, and 2, 3-dihydroxy biphenyl. The 
maximum activity of BLC23O was observed against 3-ethylcatechol, reasonable activity was observed against 
3-methylcatechol, 3-isopropylcatechol, 2, 3-dihydroxybiphenyl, 4-methylcatechol. A modest BLC23O activity 
was shown for catechol and 4-chlorocatechol. These results revealed that 3-ethylcatechol was the best substrate 
for the BLC23O. Compared to other literature reported C23Os, BLC23O showed the best relative activity for 
3-methylcatechol over catechol (40-fold, 3-methylcatechol/catechol). Interestingly, even higher relative activity 
(64-fold) was observed for 3-ethylcatechol. In addition, 3-isopropylcatechol showed 32-fold relative activities 
over catechol. For 4-methyl catechol, less than 2-fold relative activity was observed. These results suggested 
that BLC23O can cleave the catechol ring when substitutions occur at C3 more efficiently than C4 substitutes. 
Interestingly, 31-fold activity towards 2,3-dihydroxybiphenyl over catechol was also observed suggesting that 
BLC23O can cleave aromatic compounds with two 6-carbon ring structures. Examination of 3-dihydroxybi-
phenyl chemical structure showed that it has a phenol ring substitution adjacent to the two HO-groups on the 
other C6 ring, similar to the catechol C3 substitution, further confirming that BLC23O is more efficient against 
C3 substitution substrates. However, a fused 6-carbon double ring structure like 1,2-Dihydroxynaphthalene 
could not be cleaved even though it does have two –OH groups like catechol. In addition, no activities were 
observed for catechol C3-substitutions by –OH (pyrogallol) and –F (3-fluorocatechol) suggesting the preference 
for substrates with non-ionic substitutions. Also, the results showed a possible degradation of halocatechols by 
BLC23O at slightly higher activity against 4-chlorocatechol as compared to  catechol50,51. However, since the 
specific cleavage product peak was not as obvious as other substrates, the detailed activity and cleavage product 
of 4-chlorocatechol need to be further confirmed.

Effect of temperature and pH on BLC23O activity. The impact of reaction temperature on enzyme 
activity was examined at the temperature range of 25–45 °C using 3-methylcatechol, one of the active substrates 
that has been commonly used for other enzyme activity assays. The enzyme showed maximal activity at 32.5 °C 
that decreased with increased temperature (Fig. 2A). There was no significant difference (p > 0.05) between the 
relative activity of BLC23O at 30 °C, 32.5 °C, and 35 °C, but the specific activity of BLC23O at 32.5 °C was slightly 
higher than the other two temperatures. At 45 °C, the enzyme activity was around 60% of the specific activity 
at the optimal temperature. BLC23O was active at pH ranging from 7 to 8.5 with its optimal specific activity at 
pH 7.4 (Fig. 2B). The enzyme was not active at very low pH (3–6) and very high pH (9–11). There was no sig-
nificant difference (p > 0.05) in the BLC23O activity between pH 7.4 and 7.6. The results revealed BLC23O was 
active under neutral and weak alkaline conditions. This property is suitable for its practical application without 
needs of much chemicals to adjust pH from compound water solution. The extinction coefficient to calculate 
the specific activity of the product cleavage of BLC23O reaction with catechol was obtained at pH7.6 since there 
were no significant difference in BLC23O activities between pH7.4 and 7.6 (Table 1). To determine enzyme 
thermal stability (half-life), linear regression curves and the experimental data were plotted in Fig. 3. The plot 
ordinates were normalized, represented by the specific activity of the BLC23O thermal stability at 40, 52, 54, 
and 56 °C (Fig. 3A). The model (Fig. 3B) predicted the enzyme activity quite well according to the changes in 
temperature. The kd value of BLC23O was estimated as 0.003, 0.006, 0.022, and 0.162  min−1 at 40, 52, 54, and 
56 °C, respectively. The obtained values of kd were substituted into Eq. 2 to determine BLC23O half-life  (t1/2) and 
the  t1/2 of BLC23O was determined as 231, 116, 32, and 4 min at 40, 52, 54, and 56 °C, respectively. The incuba-
tion temperature of 40 °C had the lowest degradation rate constant kd, indicating that BLC23O deactivated more 
slowly at this temperature. The half-life of BLC23O at 40 °C was 2-fold relative to 52 °C, 7-fold relative to 54 °C 
and 58-fold relative to 56 °C. Incubation at 32.5 and 35 °C for 3 h did not show any activity decrease (data not 
shown) suggesting that BL230 is very stable at ~ optimum temperatures. 

Effect of metal ions on BLC23O activity. The effect of six different metal ions on BLC23O activity was 
investigated using 3-methylcatechol as the substrate (Table 2). Most of the metal ions examined in this study 
increased the enzyme activity except  Mg2+ and  K+ that did not show obvious impact on BLC23O activity.

The minor impacts of  K+ and enhanced activity by  Fe2+,  Fe3+, and  Cu2+ are consistent with reported results by 
Guo et al.47. While Guo et al.47 reported minor impacts by  Mn2+, Silva et al.52 reported 2.3 times enhancement. The 
discrepancies may be indeed due to different enzyme characteristics. However, different experimental processes 
may also lead to misinterpretation. For example, different buffers and concentrations of metals used by different 
groups may both affect the results. Published literature used Tris  buffer52 or phosphate  buffer28,47,53 and metal 
concentrations ranged from 1–3 μM53, 0.01  mM28 to 5  mM47,54. We used the intermediate concentrations of 0.1 
and 1 mM for each metal and found some inconsistencies. For example, the impacts of three metals  (Fe2+,  Cu2+, 
and  Fe3+) increased significantly at higher concentration while  Mg2+,  K+, and  Mn2+ only led to slight increase 
at higher concentration, and the increase was not in a dose-dependent manner. Non-dose dependent impacts 
with increased metal concentrations were also shown by Wojcieszyńska et al.53. It is possible that some metals 
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may precipitate at higher concentration during the assay periods. Therefore, proper soluble concentration for 
each metal may need to be determined.

In this study, we tried to use lower metal concentration and BLC23O showed the largest activity in the pres-
ence of  Mn2+ that contradicts to Guo et al.47 who showed that  Mn2+ did not affect the two C23Os activities. To be 
sure of our results, the experiments were repeated several times independently by two associates. We confirmed 
that at 1 mM concentration,  Mn2+ increased the BLC23O enzyme activity by 230 times as compared to the reac-
tion without metal. This suggested that the as-purified enzyme may contain very little metal ion in its active site. 
Indeed, when metal contents were analyzed (20 different metal ions), the as-purified BLC23O contained very 
little metal mostly below the Method reporting limit (MRL). Both  Fe2+ and  Mn2+ were below MRL (Table SI1).

So far, intradiol dioxygenases have been found to contain Fe (III) at the active centers, and most extradiol 
dioxygenases have been found to contain Fe (II) with a few exceptions of Mn (II)-dependent  enzymes55–58. We 
have shown that BLC23O activity is much more enhanced by  Mn2+ than by  Fe2+. To make sure the impact of 
 Fe2+ is not affected by oxidative inactivation, reducing agent sodium ascorbate was included in another set of 
activity assays (Table 2). Compared to the same assay without sodium ascorbate, the impact of  Fe2+ at 0.1 mM 
was slightly increased (20%) but no difference at 1 mM concentration suggesting that reducing reagent may be 
needed for lower  Fe2+concentration. Regardless, the impact of  Mn2+is 18-fold that of  Fe2+ at 0.1 mM concentra-
tion confirming that BLC23O is a  Mn2+-dependent extradiol dioxygenase.

The first oxygen-activating manganese enzyme, 3,4-Dihydroxyphenylacetate 2,3-dioxygenase (Bacil-
lus Mn C23O, Accession WP_019716166) , was reported by Que et  al.57. The Mn(II)-dependent 
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Figure 2.  Effect of temperature and pH on BLC23O activity. (A) Temperature; (B) pH. The error bars represent 
the standard deviation from triplicate experiments. Means of the bar with different letters significantly differ 
(p < 0.05).
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3,4-dihydroxyphenylacetate (3,4-DHPA) 2,3 dioxygenase was characterized from Arthrobacter globiformis CM-2 
by Boldt et al.55. Similarly, Whiting et al.58 reported a manganese-dependent 3, 4-dihydroxyphenylacetate 2, 
3-dioxygenase (MndD) from Arthrobacter globiformis strain CM-2. Different from Fe(II)-dependent dixoy-
genases, all three reported enzymes are not inactivated by  H2O2 but inhibited by ferrous iron. Differently, we 
found BLC23O activity is not inhibited by Fe(II). A thermostable Mn(II)-dependent 2,3-dihydroxybiphenyl-
1,2-dioxygenase from the thermophilic biphenyl and naphthalene degrader, Bacillus sp. BphC-JF8 was reported 
to have substrate preference in the order of 2,3-dihydroxybiphenyl > 3-methylcatechol > catechol > 4 methylcat-
echol > 4-chlorocatechol56. Even though this order is different from BLC23O, it does show similarity in that both 
enzymes have activity against the four substrates and both enzymes cleaved the bicyclic substrate more efficiently 
than the chloro-modified catechol.

The amino acid sequence of BLC23O was compared with the other three characterized Mn-dependent 
dioxygenases and very little similarity was shown (Fig. 4). Multiple sequence comparison (Multi-way protein 
alignment) of the other three enzymes showed that Bacillus Mn C23O and MndD had 50% and 48% sequence 
matches whereas BphC-JF8 showed only 33% match. Pairwise sequence comparison (Emboss Needle) showed 
that BLC23O has identity (similarity, gaps) of 11% (18%, 70%); 16% (25%, 47%); and 19% (32%, 30%) with Bacil-
lus Mn C23O; MndD, and BphC-JF8, respectively. Therefore, BLC23O is a unique Mn-dependent dioxygenase 
so far characterized.

The detailed mechanism of active site metal preference is not clear. Iron and manganese -dependent enzymes 
share high sequence homology and similar structures, especially near the active site as shown by X-ray struc-
tures of two isofunctional extradiol dioxygenases, Mn(II)-dependent MndD from Arthrobacter globiformis and 
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Figure 3.  Determination of thermostability parameters. (A) BLC23O thermal stability; and (B) Linear 
regression curve. To determine kd for the enzyme half-life estimation by incubating the enzyme in triplicate 
using 1 mM 3-methylcatechol in 0.1 mM  MnCl2·4H2O in 0.1 M Tris–HCl buffer (pH 7.4). The enzyme was pre-
incubated at 40, 52, 54, and 56 °C for different time lengths.
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Fe(II)-dependent HPCD from Brevibacterium fuscum59. Given the differences of substrate specificities and the 
unique metal impact on enzyme activity compared with other reported Mn(II) dependent dioxygenases, BLC23O 
may also have unique structural features and functionality. Detailed comparison of BLC23O structure with other 
structurally characterized dioxygenases may give new insight into the roles of the peripheral and active-site 
residues and the different mechanisms of specific ring cleavage by the extradiol dioxygenase family. Substrate 
specificity is related to enzyme structure whereas metal preference is particularly related to the catalytic center 
 structure60. We are currently working on resolving its crystal structure which may shed light on the understand-
ing of its catalytic mechanisms that will also help developing its applications in lignin valorization and phenolic 
compound biodegradation.

Phylogenetic analyses. Phylogenetic analyses with other extradiol dioxygenases were performed. When 
“C23O” was used to search the NCBI protein database, totally 954 items were identified. Total 25 sequences 
representing most of the full-length, non-redundant lists were selected and compared with BLC23O by phyloge-
netic analyses (Fig. SI5). BLC23O is only related to one sequence, accession MK240185.1 from Bacillus licheni-
formis, with a 42% sequence identity, 57% similarity, and 6% gaps (pairwise sequence alignment with EMBOSS 
Needle, Matrix EBLOSUM62). The rest of the sequence with a sequence identity of < 20%. Compared with the 
characterized C23O, YfiE (CatE), from Bacillus subtilis  16861, BLC23O shows 41% amino acid sequence identity 
(59% similarity). Further comparison with 29 Bacillus C23O sequences did not group BLC23O to any specific 
sequence as illustrated in the supporting information (Fig. SI6A). The closest sequence (accession SAE32001) 
showed a 51% sequence identity but overall sequence similarity is much different (Fig SI6B).

Blasting search using BL23O amino acid sequence identified a list of mostly unidentified VOC family protein 
with protein sequence identities of > 50%. Eleven non-redundant sequences from different strains were selected 

Table 2.  Comparison of metal ions effects on BLC23O activity for 3-methylcatechol (without metal ions 
expressed as 100% relative activity, values represent the average of triplicate experiments).

Metal ions

Relative activity of BLC23O 
at two metal concentrations

0.1 mM 1.0 mM

Control 100 100

Cu2+

CuSO4 400 ± 10 1000 ± 15

Fe2+

FeSO4·7H2O
770 ± 16 2200 ± 120

Fe2+

FeSO4·7H2O
5 mM Sodium ascorbate

930 ± 14 2000 ± 35

Fe3+

FeCl3
570 ± 28 4000 ± 32

Mg2+

MgCl2.6H2O
98 ± 3 120 ± 9

K+

KCl 100 ± 3 110 ± 8

Mn2+

MnCl2.4H2O
17,000 ± 480 23,000 ± 570

BLC23O                1 -mnfhkepatyvg------hvhllvsdlersqqfyekklglqvlnkkenvvaftadgntplviieheenaqpkrprttglyhfalllpnrrelakvlihl
Bacillus Mn C23O      1 -mdf---------niircaravlhvtdldksrefyvkalgfietdaddqhiylrg-----leecghh-slllkksdeahveaisykvsseedldrleqff
MndD                  1 mtnfvptpsvpapdivrcaymeivvtdlaksrefyvdvlglhvteedentiylrs-----leefihh-nlvlrqgpiaavaafayrvkspaevdaaeayy
BphC-JF8              1 ----------mtaeiakfghialitpnleksvwffrdivgleevdrqgdtiflra-----wgdwehh-tlsltpgnrarvdhiawrtkrpedvetfaeql

BLC23O               94 vqsgyp---lqgasdhqfseavyladpegngielyadrspeiwawqngelpfvsdpldtdsllkesenepwtgfpsdtvmghihlhvsnlqkakefycdg
Bacillus Mn C23O     85 tlkgmktiwmekgtqkgvgralrvqdisglpieyfas------------mdqv-------drmlq-rydlytgsrv-qridhfncmvkdvekaydfymke
MndD                 95 kelgcrterrkegftkgigdsvrvedplgfpyeffye------------tehv-------erltq-rydlysagel-vrldhfnqvtpdvprg-rayled
BphC-JF8             85 kakgtevqwiepgeekgqgkairfrlpngypfeiyyd------------vekpkapegkksrlkn-nvyrpsygiaprridhvnvwttnpseihqwlkdn

BLC23O              191 lgfevtvpfrhqalfvasnkyh-----hhiglntwqgegapa----------------------paanslgmk-------eysi-----iy---pteaer
Bacillus Mn C23O    164 lgfacseytedeqkkiwaawlhrkhtvhdqafm---ngegprvhhigfwlpdplalihacdvl--aasgfgksierg-pgrhglsnafflylrdp-dghr
MndD                173 lgfrvsedikdsdgvtyaawmhrkqtvhdtalt---ggngprmhhvafathekhniiqicdkmrpcasatgsn---g-prpapvsnafylyildp-dghr
BphC-JF8            172 mgfkmreyirlnngfvaggwmsvtplvhdigvmvdpkgqpnrlhhfayyldnvtdilraadilr----ehditiemggpgrhgisqafflyvkdpgsghr

BLC23O              249 trvle----qlkkinapvseeegdvrttdpag--------nrilllv--------------------------------------
Bacillus Mn C23O    257 ielyngdyltsdpdfnpvcwdlddpqrqtfwgheapdswfneassvldiear-kplktgeptlk-------krkptfvi------
MndD                265 ieiytqdyytgdpdnptitwdvhdnqrrdwwgnpvvpswyteaslvldldgnpqpvivreeksemavtvgaepsptpar------
BphC-JF8            268 lelfsggylifdpdwepiewqehelqegliw-------------------------------------ygpemkpggpmddttec

Figure 4.  Sequence comparison of BLC23O with other Mn-dependent dioxygenases. Comparison was 
performed by Multi-Way, exhaustive pairwise alignment of all sequences and progressive assembly of 
alignments using Neighbor-Joining phylogeny, scoring matrix Blosum 62, with Clone Manager 9 (Scientific & 
Educational Software).



10

Vol:.(1234567890)

Scientific Reports |        (2021) 11:23982  | https://doi.org/10.1038/s41598-021-03144-8

www.nature.com/scientificreports/

for comparison and BLC23O was grouped with an uncharacterized protein (WP_087432953) from Paenibacillus 
apiarius with 64% amino acid sequence identity (Fig. 5). These analyses suggested that BLC23O forms a new 
subgroup with the uncharacterized sequence WP_087432953.

Reaction kinetics model and rate constants. Figure  6 shows the Michaelis–Menten kinetics plot 
of BLC23O with 3-methylcatechol (Fig. 6A) or 3-ethylcatechol (Fig. 6B) as substrate. The Km, kcat, kcat/Km of 
BLC23O towards 3-methylcatechol and 3-ethylcatechol were determined as 418 µM, 0.2  s−1, < 0.01  s−1 µM−1 and 
193 µM, 0.5  s−1, < 0.01  s−1 µM−1, respectively (Table 3A). The estimated Km of BLC23O towards 3-methylcatechol 

 WP 168421057.1 VOC family protein Brevibacillus laterosporus

 WP 184321774.1 VOC family protein Geobacillus subterraneus

 WP 028775992.1 VOC family protein Shimazuella kribbensis

 SHR22035.1 VOC superfamily protein Mycobacteroides abscessus

 WP 026677977.1 VOC family protein Fictibacillus gelatini

 WP 131236475.1 VOC family protein Cytobacillus praedii

 WP 066392491.1 VOC family protein Cytobacillus horneckiae

 WP 127758933.1 VOC family protein Peribacillus asahii

 WP 046522305.1 VOC family protein Mesobacillus campisalis

 WP 090233640.1 VOC family protein Fictibacillus solisalsi
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Figure 5.  Phylogenetic analyses of BLC23O with other VOC family proteins. The evolutionary history was 
inferred using the Neighbor-Joining  method77. The optimal tree is shown. The evolutionary distances were 
computed using the Poisson correction  method78 and are in the units of the number of amino acid substitutions 
per site. This analysis involved 12 amino acid sequences. All ambiguous positions were removed for each 
sequence pair (pairwise deletion option). There were a total of 359 positions in the final dataset. Evolutionary 
analyses were conducted in MEGA-X79.

Figure 6.  Michaelis–Menten plot for substrate cleavage by BLC23O. (A) 3-methylcatechol; (B) 3-ethylcatechol. 
A substrate range of 200 to 1200 µM was chosen for the kinetic assay. The parameter results were obtained from 
triplicate experiments.
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were more than 2-fold higher than 3-ethyl catechol, but the catalytic efficiency (kcat/Km) of BLC23O towards 
both substrates was five times different (Table 3A). The comparison of kinetic constants of various EDOs with 
BLC23O using 3-methyl catechol as substrate is shown in Table 3B. Both the Km and the catalytic efficiency value 
(kcat/Km) of BLC23O were the lowest among all listed enzymes. 

Due to its unique sequence based on homology analyses and metal dependency, it is possible that the best 
substrate had not been tested even though a reasonable list of commonly used substrates had been tried. In 
addition, the monomeric status of BLC23O (this paper) may be one reason for lower enzyme activity as shown 
by low substrate affinity (higher  Km). It is possible that polymeric forms allow synergistic interactions between 
subunits to enhance both substrate binding and product cleavage rate. Interestingly, compared to BLC23O, the 
other reported monomeric EDO (2,2’,3-THB dioxygenase) has 13 times higher  Km towards 3-methylcatechol 
(5.3 mM)62. However, 2,2’,3-THB dioxygenase also has much lower  Km towards its preferred substrates (8.5, and 
11 μM for 2,3-DHB and 2,2’,3-THB respectively). This observation may support a hypothesis that the correct 
substrate for BLC23O is yet to be identified.

Regardless, six of the tested substrates showed unique cleavage product formation and seven showed obvious 
absorption increase suggesting that indeed BLC23O have activities against these substrates.

Oligomeric state and potential involvement of BLC23O in aromatic compound catabo‑
lism. Native EDOs have been reported to be  homohexamers63,64 and  octamers65–67. The first 3D structure of 
C23O from Psedomonas putida mt-2 shows a homotetramer  structure68,69. Activity analyses of hybrid C23Os 
show that only tetrameric forms but not the monomeric form have activity suggesting that intersubunit interac-
tion to ensure the tetramer formation is critical for C23O  activity69.

Many enzymes function as oligomers but not in monomeric forms with mechanisms not fully understood. 
The possible mechanisms for the oligomerization-dependent activity of enzymes are protein stabilization, active 
sites formation, and conformational changes upon  oligomerization70. To confirm if BLC23O also forms oligomers 
like reported enzymes, HPLC gel filtration analyses were performed using native BLC23O protein and compared 
with native MW markers. Unexpectedly, only one major peak was eluted between the 17 and 44 kDa markers 
with an estimated MW of ~ 32 kDa indicating native BLC23O is under monomeric state [Fig. 7]. This is unusual 
as so far, only one EDO has been reported to be  monomeric62.

The low catalytic activity of BL23O (shown by kinetic assays) raised a question whether this enzyme is practi-
cally involved in cellular metabolism of aromatic compounds. Genomic analysis of surrounding genes may give 
some indication of its functionality. As reported by Bugg and  Winfield39, in bacteria, catechols are commonly pro-
duced by ortho-hydroxylation of phenols, carried out by FAD-dependent monooxygenases. After ring cleavage 
by dioxygenases, completion of the catechol meta-cleavage pathway includes dehydrogenase and decarboxylase 
as reported in Pseudomonas putida mt-2. Blast searching of the BLC23O encoding gene (BLT_RS0103695) and 
its up- and down-stream orfs identified enzymes involved in the reported pathway (Fig. 8). As reported in other 
bacteria, FAD-dependent monooxygenase catalyzes the formation of catechols from phenolic compounds that 
are produced after lignin degradation.

However, the glucose-6-phosphate dehydrogenase and decarboxylating 6-phosphogluconate dehydrogenase 
genes, located near the BLC23O gene, are pentose phosphate pathway enzyme genes. They may not be involved in 
the catabolism of ring cleavage products of catechols. It is therefore difficult to predict what aromatic compounds 
BLC23O gene is involved in catabolizing.

Table 3.  BLC23O catalytic properties towards 3-methyl catechol and 3-ethyl catechol (A); and comparison 
of the kinetic constants of various extradiol dioxygenases with BLC23O towards 3-methylcatechol (B). *Using 
3-methylcatachol as substrate, BLC23O has a  Km value of 418 micromole, while the  Kcat and  Kcat/Km values are 
the lowest among reported.

Substrate

BLC23O from Bacillus ligniniphilus sp Strain L1

Km (µM) Kcat  (s−1) Kcat/Km  (M−1  s−1)

(A)

3-methyl Catechol 418 ± 25 0.20 ± 0.03 4.8 ×  102

3-ethyl Catechol 193 ± 17 0.47 ± 0.09 2.4 ×  103

(B)

Enzyme* Organism Km (μM) kcat  (s−1) kcat/Km  (M−1  s−1) References

C23OWT Pseudomonas putida KT2440 1.7 476 2.8 ×  108 Cerdan et al.83

C23O XylE Pseudomonas putida KT2440 1.8 490 2.7 ×  108 Cerdan et al.84

C23O Tyr218 Pseudomonas sp. 1YB2 1.5 17 1.1 ×  107 Junca et al.85

C23O His218 Pseudomonas sp. 1YB2 3.2 25 8.0 ×  106 Junca et al.85

C23O XylE Pseudomonas putida mt-2 1.6 221 1.4 ×  108 Kobayashi et al.86

C23OHA10 Pseudomonas sp. HA10 35 200 5.7 ×  106 Hassan and  Aly34

Tcu3516 Thermomonospora curvata DSM43183 20 65 3.3 ×  106 Zhang et al.87

C23OMpc Pseudomonas putida mt-2 1.6 221 1.4 ×  108 Ishida et al.88

BLC23O Bacillus ligniniphilus L1 418 ± 25 0.2 ± 0.03 4.8 ×  102 This study



12

Vol:.(1234567890)

Scientific Reports |        (2021) 11:23982  | https://doi.org/10.1038/s41598-021-03144-8

www.nature.com/scientificreports/

As reported by Zhu et al.25, strain L1 has 3 C23O coding sequences and 3 pathways for lignin degradation, it is 
possible that BLC23O is needed for the bacterial growth on some unidentified substrate from lignin degradation 
pathway different from the other two C23Os. Alternatively, BLC23O may play a unique supporting role while 
one or two of the other enzymes may be essential for strain L1 growth. For example, among the 8 EDO genes in 
Rhodococcus sp. K37, only BphC8 is essential for its growth on 2,3-Dihydroxylbiphenyl (biphenyl)71. Similarly, 
based on gene disruption, BphC2 is essential for Rhodococcus sp. R04 growth on biphenyl while BphC1 plays an 
assistant role. Consistently, BphC2 is 43-fold active (Kcat/Km value) compared to  BphC163.

These results suggested that BLC23O not only has unique sequence, metal preference, and activities against 
different substrates but also unique monomeric structure, compared with reported EDOs. Its monomeric native 
structure allows good potential to be conveniently engineered for practical applications in a wide range of sub-
strate cleavage and product formation. Such kinds of oxidative enzymes can be used in an integrated process for 
lignin valorization wherein a “biological funneling” step for lignin depolymerization is followed by enzymatic 
upgrading of aromatic  compounds38,72–76. In addition, aromatic compound cleavage enzymes can also be applied 
for treatment of waste water contaminated with phenolic compounds.
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Figure 7.  HPLC chromatogram of BLC23O. (A) Gel filtration protein standard. Thyroglobulin (bovine) 
670 kDa; γ-globulin (bovine) 158 kDa; Ovalbumin(chicken) 44 kDa; Myoglobin (horse)17 kDa; VitaminB12, 
1.35 kDa. (B) Purified BLC23O.

Figure 8.  ORFs surrounding BLC23O coding gene.
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Conclusions
The first dioxygenase from Strain L1 was successfully expressed, purified, and characterized with  Topt of 32.5 °C 
and  pHopt of 7.4. Compared to other C23Os, BLC23O showed some unique features such as (1) instead of 
 Fe2+-dependent, BLC230 is  Mn2+- dependent; (2) unique and wide substrate activities with the highest (40-fold) 
3-methylcatechol/catechol relative activity compared to other reported enzymes and a 31-fold cleavage activity 
of a bicyclic phenolic ring compound over catechol; (3) unique aa sequence as compared to other characterized 
C23Os and Mn-dependent dioxygenases and may form a new subgroup with an uncharacterized VOC family 
protein from Paenibacillus apiaries; (4) unique monomeric active form different from reported EDOs and with 
significant thermostability (long half-life) that may allow this enzyme to be easily engineered to improve activity 
against a wide range of substrates for practical product formation.

Received: 5 June 2020; Accepted: 26 November 2021

References
 1. Lee, S., Kang, M., Bae, J.-H., Sohn, J.-H. & Sung, B. H. Bacterial valorization of lignin: strains, enzymes, conversion pathways, 

biosensors, and perspectives. Front. Bioeng. Biotechnol. https:// doi. org/ 10. 3389/ fbioe. 2019. 00209 (2019).
 2. Kamimura, N., Sakamoto, S., Mitsuda, N., Masai, E. & Kajita, S. Advances in microbial lignin degradation and its applications. 

Curr. Opin. Biotechnol. 56, 179–186. https:// doi. org/ 10. 1016/j. copbio. 2018. 11. 011 (2019).
 3. Ponnusamy, V. K. et al. A review on lignin structure, pretreatments, fermentation reactions and biorefinery potential. Biores. 

Technol. 271, 462–472. https:// doi. org/ 10. 1016/j. biort ech. 2018. 09. 070 (2019).
 4. Wei, Z. et al. Characterization of thiamine diphosphate-dependent 4-hydroxybenzoylformate decarboxylase enzymes from Rho-

dococcus jostii RHA1 and Pseudomonas fluorescens Pf-5 involved in degradation of Aryl C2 lignin degradation fragments. 
Biochemistry 58, 5281–5293. https:// doi. org/ 10. 1021/ acs. bioch em. 9b001 77 (2019).

 5. Saito, Y. et al. Screening of fungi for decomposition of lignin-derived products from Japanese cedar. J. Biosci. Bioeng. 126, 573–579. 
https:// doi. org/ 10. 1016/j. jbiosc. 2018. 05. 001 (2018).

 6. Wang, Y., Shao, Y., Zou, X., Yang, M. & Guo, L. Synergistic action between extracellular products from white-rot fungus and cel-
lulase significantly improves enzymatic hydrolysis. Bioengineered 9, 178–185. https:// doi. org/ 10. 1080/ 21655 979. 2017. 13089 91 
(2018).

 7. Voběrková, S., Solčány, V., Vršanská, M. & Adam, V. Immobilization of ligninolytic enzymes from white-rot fungi in cross-linked 
aggregates. Chemosphere 202, 694–707. https:// doi. org/ 10. 1016/j. chemo sphere. 2018. 03. 088 (2018).

 8. Jha, H. In Mycodegradation of Lignocelluloses (ed. Naraian, R.) 35–49 (Springer International Publishing, 2019).
 9. Bouacem, K. et al. Purification and characterization of two novel peroxidases from the dye-decolorizing fungus Bjerkandera adusta 

strain CX-9. Int. J. Biol. Macromol. 106, 636–646. https:// doi. org/ 10. 1016/j. ijbio mac. 2017. 08. 061 (2018).
 10. Xu, R. et al. Lignin depolymerization and utilization by bacteria. Biores. Technol. 269, 557–566. https:// doi. org/ 10. 1016/j. biort ech. 

2018. 08. 118 (2018).
 11. Tian, J.-H., Pourcher, A.-M., Bouchez, T., Gelhaye, E. & Peu, P. Occurrence of lignin degradation genotypes and phenotypes among 

prokaryotes. Appl. Microbiol. Biotechnol. 98, 9527–9544. https:// doi. org/ 10. 1007/ s00253- 014- 6142-4 (2014).
 12. Barton, N. et al. Enabling the valorization of guaiacol-based lignin: Integrated chemical and biochemical production of cis, cis-

muconic acid using metabolically engineered Amycolatopsis sp ATCC 39116. Metab. Eng. 45, 200–210. https:// doi. org/ 10. 1016/j. 
ymben. 2017. 12. 001 (2018).

 13. Chatterjee, A., DeLorenzo, D. M., Carr, R. & Moon, T. S. Bioconversion of renewable feedstocks by Rhodococcus opacus. Curr. 
Opin. Biotechnol. 64, 10–16. https:// doi. org/ 10. 1016/j. copbio. 2019. 08. 013 (2020).

 14. Roell, G. W. et al. A concerted systems biology analysis of phenol metabolism in Rhodococcus opacus PD630. Metab. Eng. 55, 
120–130. https:// doi. org/ 10. 1016/j. ymben. 2019. 06. 013 (2019).

 15. Bhatia, S. K. et al. Bioconversion of barley straw lignin into biodiesel using Rhodococcus sp. YHY01. Bioresource Technol. 289, 
121704. https:// doi. org/ 10. 1016/j. biort ech. 2019. 121704 (2019).

 16. Xu, Z., Qin, L., Cai, M., Hua, W. & Jin, M. Biodegradation of kraft lignin by newly isolated Klebsiella pneumoniae, Pseudomonas 
putida, and Ochrobactrum tritici strains. Environ. Sci. Pollut. Res. 25, 14171–14181. https:// doi. org/ 10. 1007/ s11356- 018- 1633-y 
(2018).

 17. Ravi, K., García-Hidalgo, J., Gorwa-Grauslund, M. F. & Lidén, G. Conversion of lignin model compounds by Pseudomonas putida 
KT2440 and isolates from compost. Appl. Microbiol. Biotechnol. 101, 5059–5070. https:// doi. org/ 10. 1007/ s00253- 017- 8211-y (2017).

 18. Ravi, K., García-Hidalgo, J., Nöbel, M., Gorwa-Grauslund, M. F. & Lidén, G. Biological conversion of aromatic monolignol com-
pounds by a Pseudomonas isolate from sediments of the Baltic Sea. AMB Express 8, 32. https:// doi. org/ 10. 1186/ s13568- 018- 0563-x 
(2018).

 19. Li, Y.-Y., Liu, H., Xu, Y. & Zhou, N.-Y. A two-component monooxygenase initiates a novel 2-bromo-4-nitrophenol catabolic pathway 
in newly isolated Cupriavidus sp. strain NyZ375. Int. Biodeter. Biodegrad. 140, 99–105. https:// doi. org/ 10. 1016/j. ibiod. 2019. 03. 013 
(2019).

 20. Li, C. et al. Siderophore-mediated iron acquisition enhances resistance to oxidative and aromatic compound stress in cupriavidus 
necator JMP134. Appl. Environ. Microbiol. 85, e01938-e11918. https:// doi. org/ 10. 1128/ aem. 01938- 18 (2019).

 21. Ihssen, J. et al. Engineered Bacillus pumilus laccase-like multi-copper oxidase for enhanced oxidation of the lignin model com-
pound guaiacol. Protein Eng. Des. Sel. 30, 449–453. https:// doi. org/ 10. 1093/ prote in/ gzx026 (2017).

 22. Huang, X.-F. et al. Isolation and characterization of lignin-degrading bacteria from rainforest soils. Biotechnol. Bioeng. 110, 1616–
1626. https:// doi. org/ 10. 1002/ bit. 24833 (2013).

 23. Narnoliya, L. K., Agarwal, N., Patel, S. N. & Singh, S. P. Kinetic characterization of laccase from Bacillus atrophaeus, and its potential 
in juice clarification in free and immobilized forms. J. Microbiol. 57, 900–909. https:// doi. org/ 10. 1007/ s12275- 019- 9170-z (2019).

 24. Li, L., Long, L. & Ding, S. Bioproduction of high-concentration 4-vinylguaiacol using whole-cell catalysis harboring an organic 
solvent-tolerant phenolic acid decarboxylase from Bacillus atrophaeus. Front. Microbiol. https:// doi. org/ 10. 3389/ fmicb. 2019. 01798 
(2019).

 25. Zhu, D. et al. Biodegradation of alkaline lignin by Bacillus ligniniphilus L1. Biotechnol. Biofuels 10, 44. https:// doi. org/ 10. 1186/ 
s13068- 017- 0735-y (2017).

 26. Patel, S. & Gupta, R. S. A phylogenomic and comparative genomic framework for resolving the polyphyly of the genus Bacillus: 
Proposal for six new genera of Bacillus species, Peribacillus gen. nov., Cytobacillus gen. nov., Mesobacillus gen. nov., Neobacillus 
gen. nov., Metabacillus gen. nov. and Alkalihalobacillus gen. nov.. Int. J. Syst. Evolut. Microbiol. 70, 406–438. https:// doi. org/ 10. 
1099/ ijsem.0. 003775 (2020).

 27. Hayaishi, O., Nozaki, M. & Abbott, M. T. In The Enzymes Vol. 12 (ed. Boyer, P. D.) 119–189 (Academic Press, 1975).

https://doi.org/10.3389/fbioe.2019.00209
https://doi.org/10.1016/j.copbio.2018.11.011
https://doi.org/10.1016/j.biortech.2018.09.070
https://doi.org/10.1021/acs.biochem.9b00177
https://doi.org/10.1016/j.jbiosc.2018.05.001
https://doi.org/10.1080/21655979.2017.1308991
https://doi.org/10.1016/j.chemosphere.2018.03.088
https://doi.org/10.1016/j.ijbiomac.2017.08.061
https://doi.org/10.1016/j.biortech.2018.08.118
https://doi.org/10.1016/j.biortech.2018.08.118
https://doi.org/10.1007/s00253-014-6142-4
https://doi.org/10.1016/j.ymben.2017.12.001
https://doi.org/10.1016/j.ymben.2017.12.001
https://doi.org/10.1016/j.copbio.2019.08.013
https://doi.org/10.1016/j.ymben.2019.06.013
https://doi.org/10.1016/j.biortech.2019.121704
https://doi.org/10.1007/s11356-018-1633-y
https://doi.org/10.1007/s00253-017-8211-y
https://doi.org/10.1186/s13568-018-0563-x
https://doi.org/10.1016/j.ibiod.2019.03.013
https://doi.org/10.1128/aem.01938-18
https://doi.org/10.1093/protein/gzx026
https://doi.org/10.1002/bit.24833
https://doi.org/10.1007/s12275-019-9170-z
https://doi.org/10.3389/fmicb.2019.01798
https://doi.org/10.1186/s13068-017-0735-y
https://doi.org/10.1186/s13068-017-0735-y
https://doi.org/10.1099/ijsem.0.003775
https://doi.org/10.1099/ijsem.0.003775


14

Vol:.(1234567890)

Scientific Reports |        (2021) 11:23982  | https://doi.org/10.1038/s41598-021-03144-8

www.nature.com/scientificreports/

 28. Kojima, Y., Itada, N. & Hayaishi, O. Metapyrocatechase: a new catechol-cleaving enzyme. J. Biol. Chem. 236, 2223–2228 (1961).
 29. Li, C. et al. Recent advancement in lignin biorefinery: With special focus on enzymatic degradation and valorization. Biores. 

Technol. 291, 121898. https:// doi. org/ 10. 1016/j. biort ech. 2019. 121898 (2019).
 30. Bugg, T. D. & Lin, G. Solving the riddle of the intradiol and extradiol catechol dioxygenases: How do enzymes control hydroper-

oxide rearrangements?. Chem. Commun. 37, 941–952 (2001).
 31. Guengerich, F. P. & Yoshimoto, F. K. Formation and cleavage of C-C bonds by enzymatic oxidation-reduction reactions. Chem. 

Rev. 118, 6573–6655. https:// doi. org/ 10. 1021/ acs. chemr ev. 8b000 31 (2018).
 32. Wang, Y., Li, J. & Liu, A. Oxygen activation by mononuclear nonheme iron dioxygenases involved in the degradation of aromatics. 

J. Biol. Inorg. Chem. 22, 395–405. https:// doi. org/ 10. 1007/ s00775- 017- 1436-5 (2017).
 33. Sahu, S. & Goldberg, D. P. Activation of dioxygen by iron and manganese complexes: A heme and nonheme perspective. J. Am. 

Chem. Soc. 138, 11410–11428. https:// doi. org/ 10. 1021/ jacs. 6b052 51 (2016).
 34. Hassan, H. A. & Aly, A. A. Isolation and characterization of three novel catechol 2,3-dioxygenase from three novel haloalkaliphilic 

BTEX-degrading Pseudomonas strains. Int. J. Biol. Macromol. 106, 1107–1114. https:// doi. org/ 10. 1016/j. ijbio mac. 2017. 08. 113 
(2018).

 35. Liu, Z. et al. Highly sensitive microbial biosensor based on recombinant Escherichia coli overexpressing catechol 2,3-dioxygenase 
for reliable detection of catechol. Biosens. Bioelectron. 126, 51–58. https:// doi. org/ 10. 1016/j. bios. 2018. 10. 050 (2019).

 36. Kotake, T. et al. Purification and partial characterization of the extradiol dioxygenase, 2′-carboxy-2,3-dihydroxybiphenyl 1,2-dioxy-
genase, in the fluorene degradation pathway from Rhodococcus sp strain DFA3. Biosci. Biotechnol. Biochem. 80, 719–725. https:// 
doi. org/ 10. 1080/ 09168 451. 2015. 11236 05 (2016).

 37. Zhu, D. et al. Insight into Depolymerization Mechanism of Bacterial Laccase for Lignin. ACS Sustain. Chem. Eng. 8, 12920–12933. 
https:// doi. org/ 10. 1021/ acssu schem eng. 0c034 57 (2020).

 38. Bugg, T. D., Ahmad, M., Hardiman, E. M. & Singh, R. The emerging role for bacteria in lignin degradation and bio-product forma-
tion. Curr. Opin. Biotechnol. 22, 394–400 (2011).

 39. Bugg, T. D. & Winfield, C. J. Enzymatic cleavage of aromatic rings: mechanistic aspects of the catechol dioxygenases and later 
enzymes of bacterial oxidative cleavage pathways. Nat. Prod. Rep. 15, 513–530 (1998).

 40. Gao, J., Ellis, L. B. & Wackett, L. P. The University of Minnesota biocatalysis/biodegradation database: improving public access. 
Nucleic Acids Res. 38, D488–D491 (2010).

 41. Hupert-Kocurek, K., Guzik, U. & Wojcieszyńska, D. Characterization of catechol 2, 3-dioxygenase from Planococcus sp. strain S5 
induced by high phenol concentration. Acta Biochim. Pol. 59, 345–351 (2012).

 42. Kim, Y., Choi, B., Lee, J., Chang, H. & Rak Min, K. Characterization of catechol 2,3-dioxygenases. Biochem. Biophys. Res. Commun. 
183, 77–82. https:// doi. org/ 10. 1016/ 0006- 291X(92) 91611-S (1992).

 43. Takeo, M., Nishimura, M., Shirai, M., Takahashi, H. & Negoro, S. Purification and characterization of catechol 2, 3-dioxygenase 
from the aniline degradation pathway of Acinetobacter sp. YAA and its mutant enzyme, which resists substrate inhibition. Biosci. 
Biotechnol. Biochem. 0706060442–0706060442 (2007).

 44. Ravi, K. et al. Physiological characterization and sequence analysis of a syringate-consuming Actinobacterium. Biores. Technol. 
285, 121327. https:// doi. org/ 10. 1016/j. biort ech. 2019. 121327 (2019).

 45. Hupert-Kocurek, K., Wojcieszyńska, D. & Guzik, U. Activity of a carboxyl-terminal truncated form of catechol 2,3-dioxygenase 
from Planococcus sp. S5. ScientificWorldJournal 2015, 598518. https:// doi. org/ 10. 1155/ 2014/ 598518 (2014).

 46. Bayly, R. C., Dagley, S. & Gibson, D. T. The metabolism of cresols by species of Pseudomonas. Biochem. J. 101, 293–301. https:// 
doi. org/ 10. 1042/ bj101 0293 (1966).

 47. Guo, G. et al. Isolation and characterization of two novel halotolerant Catechol 2, 3-dioxygenases from a halophilic bacterial 
consortium. Sci. Rep. 5, 17603. https:// doi. org/ 10. 1038/ srep1 7603 (2015).

 48. Tai, H. H. & Sih, C. J. 3,4-Dihydroxy-9,10-secoandrosta-1,3,5(10)-triene-9,17-dione 4,5-Dioxygenase from Nocardia restrictus: 
II. KINETIC STUDIES. J. Biol. Chem. 245, 5072–5078. https:// doi. org/ 10. 1016/ S0021- 9258(18) 62819-4 (1970).

 49. Kunz, D. A. & Chapman, P. J. Catabolism of pseudocumene and 3-ethyltoluene by Pseudomonas putida (arvilla) mt-2: evidence 
for new functions of the TOL (pWWO) plasmid. J. Bacteriol. 146, 179–191 (1981).

 50. Velupillaimani, D. & Muthaiyan, A. Potential of Bacillus subtilis from marine environment to degrade aromatic hydrocarbons. 
Environ. Sustain. 2, 381–389. https:// doi. org/ 10. 1007/ s42398- 019- 00080-2 (2019).

 51. Woo, H. L. & Hazen, T. C. Enrichment of bacteria from Eastern Mediterranean Sea involved in lignin degradation via the pheny-
lacetyl-CoA pathway. Front. Microbiol. 9, 922 (2018).

 52. Silva, A. S. et al. Enzymatic activity of catechol 1, 2-dioxygenase and catechol 2, 3-dioxygenase produced by Gordonia polyiso-
prenivorans. Quim. Nova 35, 1587–1592 (2012).

 53. Wojcieszyńska, D., Hupert-Kocurek, K. & Guzik, U. Factors affecting activity of catechol 2, 3-dioxygenase from 2-chlorophenol-
degrading Stenotrophomonas maltophilia strain KB2. Biocatal. Biotransform. 31, 141–147 (2013).

 54. Xi, L., Liu, D., Wang, L., Qiao, N. & Liu, J. Catechol 2,3-dioxygenase from a new phenolic compound degrader Thauera sp. K11: 
purification and biochemical characterization. J. Basic Microbiol. 58, 255–262. https:// doi. org/ 10. 1002/ jobm. 20170 0566 (2018).

 55. Boldt, Y. R., Sadowsky, M. J., Ellis, L. B., Que, L. & Wackett, L. P. A manganese-dependent dioxygenase from Arthrobacter globi-
formis CM-2 belongs to the major extradiol dioxygenase family. J. Bacteriol. 177, 1225–1232 (1995).

 56. Hatta, T., Mukerjee-Dhar, G., Damborsky, J., Kiyohara, H. & Kimbara, K. Characterization of a novel thermostable Mn (II)-
dependent 2, 3-dihydroxybiphenyl 1, 2-dioxygenase from a polychlorinated biphenyl-and naphthalene-degrading Bacillus sp. 
JF8. J. Biol. Chem. 278, 21483–21492 (2003).

 57. Que, L., Widom, J. & Crawford, R. 3, 4-Dihydroxyphenylacetate 2, 3-dioxygenase. A manganese (II) dioxygenase from Bacillus 
brevis. J. Biol. Chem. 256, 10941–10944 (1981).

 58. Whiting, A. K., Boldt, Y. R., Hendrich, M. P., Wackett, L. P. & Que, L. Manganese (II)-dependent extradiol-cleaving catechol 
dioxygenase from Arthrobacter globiformis CM-2. Biochemistry 35, 160–170 (1996).

 59. Vetting, M. W., Wackett, L. P., Que, L., Lipscomb, J. D. & Ohlendorf, D. H. Crystallographic comparison of manganese-and iron-
dependent homoprotocatechuate 2, 3-dioxygenases. J. Bacteriol. 186, 1945–1958 (2004).

 60. Cho, H. J. et al. Substrate binding mechanism of a type I extradiol dioxygenase. J. Biol. Chem. 285, 34643–34652 (2010).
 61. Tam, N. K. et al. The intestinal life cycle of Bacillus subtilis and close relatives. J. Bacteriol. 188, 2692–2700 (2006).
 62. Happe, B., Eltis, L., Poth, H., Hedderich, R. & Timmis, K. Characterization of 2, 2’, 3-trihydroxybiphenyl dioxygenase, an extradiol 

dioxygenase from the dibenzofuran-and dibenzo-p-dioxin-degrading bacterium Sphingomonas sp. strain RW1. J. Bacteriol. 175, 
7313–7320 (1993).

 63. Yang, X., Xie, F., Zhang, G., Shi, Y. & Qian, S. Purification, characterization, and substrate specificity of two 2,3-dihydroxybiphenyl 
1,2-dioxygenase from Rhodococcus sp. R04, showing their distinct stability at various temperature. Biochimie 90, 1530–1538. 
https:// doi. org/ 10. 1016/j. biochi. 2008. 05. 020 (2008).

 64. Asturias, J. A., Eltis, L. D., Prucha, M. & Timmis, K. N. Analysis of three 2,3-dihydroxybiphenyl 1,2-dioxygenases found in Rho-
dococcus globerulus. P6 Identification of a new family of extradiol dioxygenases. J. Biol. Chem. 269, 7807–7815. https:// doi. org/ 
10. 1016/ S0021- 9258(17) 37358-1 (1994).

 65. Eltis, L. D., Hofmann, B., Hecht, H. J., Lünsdorf, H. & Timmis, K. N. Purification and crystallization of 2,3-dihydroxybiphenyl 
1,2-dioxygenase. J. Biol. Chem. 268, 2727–2732. https:// doi. org/ 10. 1016/ S0021- 9258(18) 53834-5 (1993).

https://doi.org/10.1016/j.biortech.2019.121898
https://doi.org/10.1021/acs.chemrev.8b00031
https://doi.org/10.1007/s00775-017-1436-5
https://doi.org/10.1021/jacs.6b05251
https://doi.org/10.1016/j.ijbiomac.2017.08.113
https://doi.org/10.1016/j.bios.2018.10.050
https://doi.org/10.1080/09168451.2015.1123605
https://doi.org/10.1080/09168451.2015.1123605
https://doi.org/10.1021/acssuschemeng.0c03457
https://doi.org/10.1016/0006-291X(92)91611-S
https://doi.org/10.1016/j.biortech.2019.121327
https://doi.org/10.1155/2014/598518
https://doi.org/10.1042/bj1010293
https://doi.org/10.1042/bj1010293
https://doi.org/10.1038/srep17603
https://doi.org/10.1016/S0021-9258(18)62819-4
https://doi.org/10.1007/s42398-019-00080-2
https://doi.org/10.1002/jobm.201700566
https://doi.org/10.1016/j.biochi.2008.05.020
https://doi.org/10.1016/S0021-9258(17)37358-1
https://doi.org/10.1016/S0021-9258(17)37358-1
https://doi.org/10.1016/S0021-9258(18)53834-5


15

Vol.:(0123456789)

Scientific Reports |        (2021) 11:23982  | https://doi.org/10.1038/s41598-021-03144-8

www.nature.com/scientificreports/

 66. Taira, K. et al. Cloning and nucleotide sequence of the 2, 3-dihydroxybiphenyl dioxygenase gene from the PCB-degrading strain 
of Pseudomonas paucimobilis Q1. Biochemistry 27, 3990–3996 (1988).

 67. Furukawa, K. & Arimura, N. Purification and properties of 2, 3-dihydroxybiphenyl dioxygenase from polychlorinated biphenyl-
degrading Pseudomonas pseudoalcaligenes and Pseudomonas aeruginosa carrying the cloned bphC gene. J. Bacteriol. 169, 924–927 
(1987).

 68. Kita, A. et al. An archetypical extradiol-cleaving catecholic dioxygenase: the crystal structure of catechol 2, 3-dioxygenase (metapy-
rocatechase) from Pseudomonas putida mt-2. Structure 7, 25–34 (1999).

 69. Okuta, A., Ohnishi, K., Yagame, S. & Harayama, S. Intersubunit interaction and catalytic activity of catechol 2,3-dioxygenases. 
Biochem. J. 371, 557–564. https:// doi. org/ 10. 1042/ BJ200 21657 (2003).

 70. Torshin, I. Activating oligomerization as intermediate level of signal transduction: analysis of protein-protein contacts and active 
sites in several glycolytic enzymes. Front. Biosci. 4, D557-570 (1999).

 71. Taguchi, K., Motoyama, M., Iida, T. & Kudo, T. Polychlorinated biphenyl/biphenyl degrading gene clusters in Rhodococcus sp. 
K37, HA99, and TA431 are different from well-known bph gene clusters of Rhodococci. Biosci. Biotechnol. Biochem. 71, 1136–1144 
(2007).

 72. Kirk, T. K. & Farrell, R. L. Enzymatic" combustion": the microbial degradation of lignin. Annu. Rev. Microbiol. 41, 465–501 (1987).
 73. Floudas, D. et al. The Paleozoic origin of enzymatic lignin decomposition reconstructed from 31 fungal genomes. Science 336, 

1715–1719 (2012).
 74. Bugg, T. D., Ahmad, M., Hardiman, E. M. & Rahmanpour, R. Pathways for degradation of lignin in bacteria and fungi. Nat. Prod. 

Rep. 28, 1883–1896 (2011).
 75. Linger, J. G. et al. Lignin valorization through integrated biological funneling and chemical catalysis. Proc. Natl. Acad. Sci. 111, 

12013–12018 (2014).
 76. Xu, Z., Lei, P., Zhai, R., Wen, Z. & Jin, M. Recent advances in lignin valorization with bacterial cultures: microorganisms, metabolic 

pathways, and bio-products. Biotechnol. Biofuels 12, 32 (2019).
 77. Saitou, N. & Nei, M. The neighbor-joining method: a new method for reconstructing phylogenetic trees. Mol. Biol. Evol. 4, 406–425 

(1987).
 78. Zuckerkandl, E. & Pauling, L. In Evolving Genes and Proteins (eds Bryson, V. & Vogel, H. J.) 97–166 (Academic Press, 1965).
 79. Kumar, S., Stecher, G., Li, M., Knyaz, C. & Tamura, K. MEGA X: Molecular evolutionary genetics analysis across computing 

platforms. Mol. Biol. Evol. 35, 1547–1549. https:// doi. org/ 10. 1093/ molbev/ msy096 (2018).
 80. Mevarech, M., Frolow, F. & Gloss, L. M. Halophilic enzymes: Proteins with a grain of salt. Biophys. Chem. 86, 155–164 (2000).
 81. Lee, J., Min, K. R. & Kim, Y. Cloning and overexpression of methylcatechol 2, 3-dioxygenase gene from toluene-degradingPseu-

domonas putida mt-2 (pWWO). Arch. Pharmacal Res. 15, 360–364 (1992).
 82. Baggi, G., Barbieri, P., Galli, E. & Tollari, S. Isolation of a Pseudomonas stutzeri strain that degrades o-xylene. Appl. Environ. 

Microbiol. 53, 2129–2132 (1987).
 83. Cerdan, P., Wasserfallen, A., Rekik, M., Timmis, K. N. & Harayama, S. Substrate specificity of catechol 2, 3-dioxygenase encoded 

by TOL plasmid pWW0 of Pseudomonas putida and its relationship to cell growth. J. Bacteriol. 176, 6074–6081 (1994).
 84. Cerdan, P., Rekik, M. & Harayama, S. Substrate specificity differences between two catechol 2,3-dioxygenases encoded by the TOL 

and NAH Plasmids from Pseudomonas putida. Eur. J. Biochem. 229, 113–118. https:// doi. org/ 10. 1111/j. 1432- 1033. 1995. 0113l.x 
(1995).

 85. Junca, H., Plumeier, I., Hecht, H.-J. & Pieper, D. H. Difference in kinetic behaviour of catechol 2, 3-dioxygenase variants from a 
polluted environment. Microbiology 150, 4181–4187 (2004).

 86. Kobayashi, T. et al. Overexpression of Pseudomonas putida catechol 2,3-dioxygenase with high specific activity by genetically 
engineered Escherichia coli. The Journal of Biochemistry 117, 614–622. https:// doi. org/ 10. 1093/ oxfor djour nals. jbchem. a1247 53 
(1995).

 87. Zhang, X. et al. A new thermophilic extradiol dioxygenase promises biodegradation of catecholic pollutants. J. Hazard. Mater. 
422, 126860. https:// doi. org/ 10. 1016/j. jhazm at. 2021. 126860 (2022).

 88. Ishida, T., Tanaka, H. & Horiike, K. Quantitative structure-activity relationship for the cleavage of C3/C4-substituted catechols by 
a prototypal extradiol catechol dioxygenase with broad substrate specificity. J. Biochem. 135, 721–730 (2004).

Acknowledgements
Funding of this research was supported by the Industrial Biotechnology Program of the National Research Coun-
cil Canada. Research for Zhu and Sun were funded by the National Key R & D Program (2018YFE0107100) from 
China. This manuscript represents National Research Council Communication # 56473. The authors appreciate 
the internal manuscript peer reviews of Drs. Michele Loewen and Anthony Anyia and the technical support for 
phylogenetic analyses by Natalia Forero. Particularly, we thank the peer reviewers and Editorial Board Member 
for their insightful and detailed feedbacks that helped to improve the quality of the manuscript significantly.

Author contributions
Study conception and design were performed by T.Y., D. Z., J. S., and M. N. Gene cloning, expression, enzyme 
purification and analyses were performed by A. L. and F.H. Kinetic and thermostability/half-life assays were 
performed by P. A. and F.H. Phylogenetic analyses were performed by T.Y. Manuscript draft was prepared by 
P.A and T.Y. All authors read and approved the final manuscript.

Competing interests 
The authors declare no competing interests.

Additional information
Supplementary Information The online version contains supplementary material available at https:// doi. org/ 
10. 1038/ s41598- 021- 03144-8.

Correspondence and requests for materials should be addressed to T.C.Y.

Reprints and permissions information is available at www.nature.com/reprints.

Publisher’s note Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

https://doi.org/10.1042/BJ20021657
https://doi.org/10.1093/molbev/msy096
https://doi.org/10.1111/j.1432-1033.1995.0113l.x
https://doi.org/10.1093/oxfordjournals.jbchem.a124753
https://doi.org/10.1016/j.jhazmat.2021.126860
https://doi.org/10.1038/s41598-021-03144-8
https://doi.org/10.1038/s41598-021-03144-8
www.nature.com/reprints


16

Vol:.(1234567890)

Scientific Reports |        (2021) 11:23982  | https://doi.org/10.1038/s41598-021-03144-8

www.nature.com/scientificreports/

Open Access  This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the 
Creative Commons licence, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons licence and your intended use is not 
permitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from 
the copyright holder. To view a copy of this licence, visit http:// creat iveco mmons. org/ licen ses/ by/4. 0/.

© Crown 2021

http://creativecommons.org/licenses/by/4.0/

	A novel Bacillus ligniniphilus catechol 2,3-dioxygenase shows unique substrate preference and metal requirement
	Materials and methods
	Materials. 
	Cloning and overexpression of BLC23O gene. 
	BLC23O purification. 
	Enzyme assay. 
	Effect of temperature and pH on BLC23O activity. 
	Substrate preference of BLC23O from strain L1. 
	Effect of metal ions on BLC23O activity. 
	Enzyme reaction kinetic modelling. 
	Statistical analysis. 

	Results and discussion
	Cloning, overexpression, and purification of functional BLC23O. 
	Substrate preference of BLC23O from strain L1. 
	Effect of temperature and pH on BLC23O activity. 
	Effect of metal ions on BLC23O activity. 
	Phylogenetic analyses. 
	Reaction kinetics model and rate constants. 
	Oligomeric state and potential involvement of BLC23O in aromatic compound catabolism. 

	Conclusions
	References
	Acknowledgements


