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Abstract: Methanol dehydrogenase (Mdh), is a crucial enzyme for utilizing methane and methanol
as carbon and energy sources in methylotrophy and synthetic methylotrophy. Engineering of Mdh,
especially NAD-dependent Mdh, has thus been actively investigated to enhance methanol conversion.
However, its poor catalytic activity and low methanol affinity limit its wider application. In this study,
we applied a transcriptional factor-based biosensor for the direct evolution of Mdh from Lysinibacillus
xylanilyticus (Lxmdh), which has a relatively high turnover rate and low KM value compared to other
wild-type NAD-dependent Mdhs. A random mutant library of Lxmdh was constructed in Escherichia
coli and was screened using formaldehyde-detectable biosensors by incubation with low methanol
concentrations. Positive clones showing higher fluorescence were selected by fluorescence-activated
cell sorting (FACS) system, and their catalytic activities toward methanol were evaluated. The
successfully isolated mutants E396V, K318N, and K46E showed high activity, particularly at very
low methanol concentrations. In kinetic analysis, mutant E396V, K318N, and K46E had superior
methanol conversion efficiency, with 79-, 23-, and 3-fold improvements compared to the wild-type,
respectively. These mutant enzymes could thus be useful for engineering synthetic methylotrophy
and for enhancing methanol conversion to various useful products.

Keywords: synthetic methylotrophy; methanol dehydrogenase; Lysinibacillus xylanilyticus; biosensor;
screening

1. Introduction

Methanol dehydrogenase (Mdh) catalyzes methanol oxidation to formaldehyde with
two electrons and 2H+. Methylotrophs are a diverse group of microorganisms that can
use reduced C1 compounds such as methanol or methane as carbon sources for their
growth [1]. Depending on the electron acceptors, there are three types of Mdh: PQQ
(pyrroloquinoline quinone)-dependent MDH, NAD-dependent MDH, and O2-dependent
AOD (alcohol oxidase). In particular, NAD-dependent MDH may be the best candidate for
recombinant-based synthetic methylotrophy because it is a single subunit of an enzyme,
and it can function under both aerobic and anaerobic conditions to generate reducing
equivalents (NADH), which in turn can help promote strain growth [2].

With increasing attention to synthetic methylotrophy as a practical methanol-based
biomanufacturing, interest in methanol dehydrogenase has also increased; however, poor
catalytic activity and low methanol affinity of Mdh is a major limitation in the synthetic
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methylotrophy development and its applications. Although methanol utilization studies
have been previously progressed toward establishing Escherichia coli (E. coli) as a synthetic
methylotrophy by applying NAD-dependent Mdh from Bacillus stearothermophilus, Bacillus
methanolicus, and Cupriavidus necator [3–5], recombinant E. coli cannot utilize methanol as a
sole carbon source because of low methanol affinity of Mdh. The catalytic activity of Mdh
from B. methanolicus has been reported to be dramatically enhanced using an endogenous
activator protein (ACT); however, the detailed mechanism for Mdh activation remains
unclear [6,7].

To enable metabolic engineering for assimilating methanol as a carbon source in syn-
thetic methylotrophy, a new Mdh without ACT and with high activity under mesophilic
or thermophilic conditions is required. In a previous study, we developed a new ACT-
independent Mdh from Lysinibacillus xylanilyticus (Lxmdh), which has high activity. Ad-
ditionally, rational approach-based mutation studies resulted in mutants with higher
turnover rate compared to the wild-type, even though the KM values were comparatively
increased [8]. However, the improvement of Lxmdh catalytic activity and substrate affinity
toward low-concentration methanol remains a challenge in the development of Mdh-driven
synthetic methylotrophs.

Transcriptional factor (TF)-based biosensors are powerful tools that can be used to
increase enzyme activity or detect new strains and enzymes. In this system, fluorescence sig-
nals are released from specific TF responsible cells fluorescence, in the presence of specific
metabolites or in vivo enzyme activity. Various TF-based biosensors have been developed
for the discovery of novel biocatalysts and enzyme engineering using a fluorescence-
activated cell sorting (FACS)-based high-throughput screening system [9–18]. In particular,
some TF-based biosensors to detect methanol (MxaYZ-TCS) have been developed for
screening C1-converting enzymes and for developing biochemical-producing recombinant
microorganisms [18]. Previously, we developed formaldehyde-detectable genetic enzyme
screening system (Frm-GESS) that can be applied for the direct evolution of Mdh based on
FACS screening systems [19]. This TF-based screening system was highly appropriate as a
screening technique to engineer C1-converting enzymes such as Mdh.

In this study, we applied a random mutagenesis-based directed evolution method to
further engineer Lxmdh to achieve high catalytic activity and affinity for methanol. For
directed evolution, we investigated a Frm-GESS as a high-throughput screening (HTS)
platform that enables the detection of Lxmdh activity by releasing formaldehyde-dependent
fluorescence. The results indicated that this method is highly appropriate as a screening
technique to explore libraries for catalysis of methanol oxidation in living cells. The study
also presents mutants that may be potentially helpful for the development of synthetic
methylotrophy.

2. Results and Discussion
2.1. Biosensor-Based Screening of the Lxmdh Library

To engineer Lxmdh for high catalytic activity and methanol affinity, we developed
a TF biosensor-based screening strategy, as shown in Figure 1. The randomly mutag-
enized library of Lxmdh was constructed and applied to the formaldehyde-detectable
genetic enzyme screening system (Frm-GESS) with 1 mM methanol as the substrate. Upon
the formation of formaldehyde according to Mdh activity, the biosensor cells expressed
fluorescent proteins, and were subsequently analyzed and sorted using flow cytome-
try. Three rounds of screening were performed to isolate the putative Lxmdh mutants,
whose fluorescent intensities were the highest 1% of total cells analyzed during screening
(Figure 2). To minimize false positive rates, the sorting threshold was defined in the
consideration of the size distribution of microbial cells.
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Figure 1. Schematic of the screening procedure for methanol dehydrogenase (Mdh) evolution using a formaldehyde-de-
tectable transcription factor-based biosensor and random library. 

 
Figure 2. Flow cytometric analysis of cells harboring the Lxmdh mutant library at different concentrations of methanol, 
i.e., 0, 1 and 200 mM. 

Next, after cultivation in solid and liquid media, we re-analyzed the selected putative 
mutants as populations, and verified that the population average of fluorescence signals 
increased (Figure 1 and Figure S1). As shown in Supplementary Materials Figure S1, 
among 81 Frm-GESS with Lxmdh variants, 28 indeed showed high fluorescent responses. 
DNA sequence analysis of the Lxmdh variant revealed that the following four mutants 
were enriched and derived from the isolates: C364G, K46E+E314G, K318N+E396V, and 
V388I (Figure S1).  

Subsequently, site-directed mutagenesis of K46E, E314G, K318N, and E396V from 
double mutants was performed to determine the role of each residue except single mu-
tants such as C364G and V388I. Finally, eight mutants (E396V, C364G, E396V+K318N, 
K318N, K46E, K46E+E314G, E314G, and V388I (mutation points shown in Figure S2) 
showed higher fluorescence/optical density (FL/OD) values compared with the wild-type 
when tested with various concentrations of methanol (0–5 mM) (Figure 3). 

Our Frm-GESS can detect released formaldehyde from methanol based on Mdh ac-
tivity. Thus, in the case of wild-type cells, fluorescence response is limited at over 1 mM 
of methanol due to a high km value. However, mutant cells show high increased fluores-
cence response at 0.1–0.5 mM methanol, which means that mutant enzymes have high 
affinity and activity toward low concentrations of methanol (Figure 3). With increasing 
methanol concentration, the FL/OD values of the wild-type strain showed no difference. 

Figure 1. Schematic of the screening procedure for methanol dehydrogenase (Mdh) evolution using a formaldehyde-
detectable transcription factor-based biosensor and random library.
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Figure 2. Flow cytometric analysis of cells harboring the Lxmdh mutant library at different concentrations of methanol, i.e.,
0, 1 and 200 mM.

Next, after cultivation in solid and liquid media, we re-analyzed the selected putative
mutants as populations, and verified that the population average of fluorescence signals
increased (Figure 1 and Figure S1). As shown in Supplementary Materials Figure S1, among
81 Frm-GESS with Lxmdh variants, 28 indeed showed high fluorescent responses. DNA
sequence analysis of the Lxmdh variant revealed that the following four mutants were
enriched and derived from the isolates: C364G, K46E+E314G, K318N+E396V, and V388I
(Figure S1).

Subsequently, site-directed mutagenesis of K46E, E314G, K318N, and E396V from
double mutants was performed to determine the role of each residue except single mutants
such as C364G and V388I. Finally, eight mutants (E396V, C364G, E396V+K318N, K318N,
K46E, K46E+E314G, E314G, and V388I (mutation points shown in Figure S2) showed higher
fluorescence/optical density (FL/OD) values compared with the wild-type when tested
with various concentrations of methanol (0–5 mM) (Figure 3).
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Figure 3. Fluorescence response of cells with pFrm-GESS and Lxmdh mutants to methanol. Cells
harboring the formaldehyde biosensor plasmid pFrm-GESS and the Lxmdh variants were incubated
with different concentrations of methanol in LB for 8 h.

Our Frm-GESS can detect released formaldehyde from methanol based on Mdh
activity. Thus, in the case of wild-type cells, fluorescence response is limited at over
1 mM of methanol due to a high km value. However, mutant cells show high increased
fluorescence response at 0.1–0.5 mM methanol, which means that mutant enzymes have
high affinity and activity toward low concentrations of methanol (Figure 3). With increasing
methanol concentration, the FL/OD values of the wild-type strain showed no difference.
In contrast, except for the C364G mutant, all seven mutants showed dose-dependent
response of methanol. In particular, the E396V+K318N, K318N, K46E+E314G, E314G,
and V388I mutants showed higher fluorescence levels in the presence of methanol. The
highest changing in the FL/OD value was 1.52-fold (from 1.01 × 107 to 1.54 × 107) for the
K46E+E314G mutant. The E396V+K318N mutant also exhibited an impressive change in
the FL/OD value (1.38-fold, from 0.84 × 107 in the absence of methanol to 1.16 × 107 with
5 mM of methanol). For K318N, K46E, E314G, and V388I mutants, the variation in FL/OD
values was similar, 1.12–1.21-fold (from 0.72–0.80 × 107 to 0.87–0.93 × 107). These results
demonstrate the successful isolation of putative Lxmdh mutants using high-throughput
Frm-GESS.

2.2. Comparison of Enzyme Activity between the Wild-Type and Its Mutants

Nine Lxmdh enzymes (including the wild-type and eight mutants, V388I, C364G,
E396V, E396V+K318N, K318N, E314G, K46E+E314G, K46E) were purified using a His-tag
column. A pre-stained marker protein, crude extract, and purified enzymes were loaded
on an SDS-PAGE gel for molecular weight analysis (Figure S3).

The NAD reduction rates of the wild-type and its mutants were then compared to
find the best candidates for the MeOH:NAD reaction (Figure 4A). Among the eight mutant
enzymes tested, only the K46E+E314G mutant enzyme did not show any activity, whereas
the seven remaining mutant enzymes showed a higher NAD reduction rate than the wild-
type enzyme. Moreover, the mutants V388I, E396V, and K46E exhibited the highest NAD
reduction rates (19.9, 31.7, and 21.6 (m)U/mg, respectively). The NAD reduction rate of
E396V was 13-fold higher than that of the wild-type (2.5 (m)U/mg). Furthermore, the rates
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of C364G, K318N, and E314G mutants were similar (13.1, 14.5, 14.2, and 10.4, respectively).
Importantly, among the eight mutant enzymes, the lowest value, of 4.9 (m)U/mg, was
demonstrated by the E396V+K318N mutant.
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Figure 4. Comparison of enzyme activity between the wild-type (WT) and its mutants by the NAD reduction rate (A) and
the concentration of formaldehyde generated from methanol by enzymes (B). The reaction mixture included 0.05 mg/mL
protein, 10 mM NAD+, 5 mM Mg2+, and 100 mM methanol in 50 mM CHES (pH 9). The NAD reduction rates were
monitored at RT (room temperature) for a short time (60 s) by spectrometer. For detection of the released formaldehyde
concentration, samples were incubated at 55 ◦C for 10 min, and subjected to HPLC as described in the text.

To determine whether the Lxmdh mutant enzyme could use methanol as a substrate,
the rate at which the wild-type and its eight mutants formed formaldehyde was analyzed
by HPLC (Figure 4B). Seven of the mutant enzymes were found to demonstrate higher
activity than the wild-type. The highest concentration of formaldehyde was formed by the
K318N mutant, with a 4.3-fold increase compared to the wild-type. Interestingly, the K46E
mutant also showed high catalytic activity that was comparable to that of the wild-type
(3.4-fold). The V388I, E396V, E396V+K318N, E314G, and K46E+E314G mutants had similar
rates, showing around two-fold increases compared to the wild-type.

Consequently, three mutants (E396V, K318N, and K46E) were selected for additional
experiments, and their enzyme activity was compared depending on the methanol concen-
tration and kinetic analyses.

2.3. Enzyme Activity by Concentration of Generated Formaldehyde with Respect to
Methanol Concentration

As mentioned above, the mutants E396V, K318N, and K46E, which exhibited high
activity (in both the NAD reduction rate and product formation rate), were chosen for
reaction with a range of methanol concentrations compared to the wild-type (Figure 5). All
mutants tested here showed formaldehyde generation as a product by HPLC analysis, even
at a low methanol concentration (0.05 mM). The concentration of formaldehyde formed
by the K318N mutant was the highest, at 305 U/mg with 0.1 mM of methanol as the
substrate. The mutants E396V and K46E showed lower values compared to the K318N
mutant, with their highest values being 71 and 150 U/mg, respectively. On the contrary,
the wild-type showed activity only at 0.5 and 1 mM of methanol with low values (33 and
28 U/mg, respectively).
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tration of generated formaldehyde with respect to methanol concentration (A), and the HPLC trace of each sample with
0.05 mM of MeOH as the substrate (B). The samples in 40 µL CHES buffer (50 mM, pH 9), containing 0.05 mg/mL protein,
10 mM NAD+, 5 mM of Mg2+ and methanol (from 0.05 to 1 mM), were incubated at 55 ◦C for 10 min. The formaldehyde
formation rate was determined by HPLC as described in the text.

2.4. Kinetic Parameters of the Wild-Type and Mutant Enzymes

Table 1 shows the steady-state kinetics of formaldehyde generation from methanol by
Lxmdh wild-type and its mutants (E396V, E396V+K318N, K318N, and K46E). The wild-type
showed the highest kcat value (2.0 min−1). Compared to the value of the wild-type, the
kcat value of its mutants was low. Mutants K318N and K46E had similar kcat values of 1.6
and 1.7 min−1, respectively. In addition, the lowest kcat value detected belonged to mutant
E396V (1.2 min−1). The double mutant, E396V+K318N, had a higher value (1.3 min−1)
compared to the single mutant E396V. However, this was still lower than that of the single
mutant K318N.

Table 1. Kinetic parameter of Lxmdh wild-type and its mutants with methanol as a substrate.

Enzyme kcat
(min−1)

KM
(mM)

kcat/KM
(min−1.mM−1)

(Relative Catalytic
Efficiency)

Wild-type 2.0 ± 0.2 1.311 ± 0.406 1.526 (1)
E396V 1.2 ± 0.1 0.010 ± 0.003 120 (79)

E396V+K318N 1.3 ± 0.1 0.233 ± 0.107 5.579 (4)
K318N 1.6 ± 0.3 0.046 ± 0.072 34.78 (23)
K46E 1.7 ± 0.2 0.372 ± 0.231 4.570 (3)

Most importantly, the mutant E396V showed the lowest KM value (0.010 mM,
Table 1), which was much lower than that of wild-type (1.311 mM): by 131-fold. Therefore,
the catalytic efficiency (kcat/KM) of formaldehyde formation by the mutant E396V was
120 min−1.mM−1, which was more efficient than that of the wild-type, by 79-fold. Another
mutant, K318N, showed a KM value of 0.046 mM, which was lower than that of the wild-
type by 29-fold. The double mutant E396V+K318N and the mutant K46E also showed low
KM values (0.233 and 0.372 mM, respectively).

In summary, although the kcat value of the wild-type was the highest, all the mutants
showed a lower KM value than that of the wild-type. Thus, the catalytic efficiency of
formaldehyde formation by the Lxmdh mutants was higher than that of the wild-type by
3–79-fold.

The wild-type Lxmdh has been reported to demonstrate relatively high substrate speci-
ficity toward methanol when compared with Mdh enzymes from C. necator, B. methanolicus,
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and B. stearothermophilus [4,7,8]. The reported KM value of Lxmdh for methanol was
3.23 mM [8]. This value was quite low compared to that of Mdh and Mdh2 derived from B.
methanolicus (9 mM) [20], Mdh from C. necator (132 mM) [4] and Mdh, Mdh2, and Mdh3
from B. methanolicus (170–360 mM) [7]. Two types (I and II) of Mdh from Methylophaga
aminisulfidivorans have been reported to have KM values of 50.3 µM and 13.0 µM using the
cytochrome cL reduction assay system [21], but there is no report for type III Mdh.

Furthermore, the KM of E396V at 0.01 mM was much lower than that of the wild-type
(by 131-fold). Our findings can thus provide promising Mdh enzymes with the lowest KM
value and highest catalytic efficiency among other Mdhs. These mutants can be applied to
synthetic methylotrophy, which is an important research area because valuable chemicals
can be produced through C1 assimilation.

3. Materials and Methods
3.1. Chemicals and Materials

LB media, ampicillin and kanamycin were purchased from MBcell (SeoCho-Gu, Korea).
Methanol, formaldehyde, NADPH, and other chemicals were purchased from Sigma-
Aldrich (St. Louis, MO, USA). Restriction endonucleases and Phusion®High-Fidelity DNA
Polymerase were purchased from New England Biolabs (Ipswich, MA, USA). Diversify
PCR random mutagenesis kit and PrimeSTAR®Max DNA Polymerase, which were used for
construction of Lxmdh mutant library, were purchased form Takara (Tokyo, Japan). The kits
for PCR product purification and gel extraction were purchased from Promega (Madison,
WI, USA). QIA prep Spin mini-prep kit for plasmid preparation and Ni-NTA Superflow
columns 12 × 1.5 mL for protein purification were purchased form QIAGEN (Hilden,
Germany). Oligonucleotides and gene synthesis services were provided by Macrogen
(Seoul, Korea). All materials for SDS-PAGE were purchased from Bio-Rad (Hercules, CA,
USA). Additionally, all DNA techniques were carried out following the standard protocols
for molecular biology.

3.2. Strains and Plasmids

E. coli DH5α was used as a cloning host and for the expression of Lxmdh. The recom-
binant vector for constitutive Lxmdh expression was constructed using pET28a/Lxmdh as
a template, which was cloned in a previous study [8]. The T7 promoter of pET28a/Lxmdh
was replaced with the trc promoter to apply E. coli DH5α. The primers F-ctcgtataatgtgtg
ggggaattgtgagcggataac and R-ccggatgattaattgtcaaatttcgcgggatcgagatctcg were used for
cloning pET/tac-Lxmdh. The DNA fragment of pET/tac-Lxmdh was amplified by PCR
using Phusion®High-Fidelity DNA Polymerase (New England Biolabs, Ipswich, MA,
USA), and was then assembled by the Blunting Kination Ligation method to construct
pET/tac-Lxmdh. pFrm-GESS, a formaldehyde biosensor plasmid, was obtained from a
previous study [19].

3.3. Construction of Lxmdh Mutant Library

To construct the library, we used pET/tac-Lxmdh which changed the T7 promoter
to the tac promoter as a template. Then, the PCR fragment of Lxmdh was amplified by
random mutagenesis PCR using primers (insert: F-ggtgccgcgcggcagccatatgtcagacgttctaaagc
and R-gtaccatgggatccctcgagttaagaaagtgcgacagctt). Diversify PCR random mutagenesis
kits (Takara, Kyoto, Japan) were used for constructing the Lxmdh mutant library, ac-
cording to the manufacturer’s instructions. The buffer conditions of the random mu-
tagenesis kits were selected for 2.7–4.6 mutations per 1000 bp of DNA (320–480 µM
MnSO4, 40 µM dGTP). The pET vector part was also amplified using primers (vector:
F-aagctgtcgcactttcttaactcgagggatcccatggtac and R-ttagaacgtctgacatatggctgccgcgcggca) us-
ing phusion tag polymerase (NEB). Finally, the amplified mutant library DNA of Lxmdh
was ligated with the pET vector part using Gibson assembly, and then transformed by
electroporation into pFrm-GESS biosensor cells, which were freshly cultured in LB/Amp
medium. After electroporation, the mutant library (approximately 105–106 cells) was plated
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in an LB/Amp/Kan square plate, and after 16 h of incubation at 37 ◦C, the cultured cells
were harvested using a scraper. The obtained cells were resuspended in LB/Amp/Kan
medium containing 20% glycerol, adjusted to OD600 4.0 by dilution of the harvested cells,
aliquoted at 1 mL/cryotube vial, and stored at −80◦C for further studies.

3.4. Library Screening Using Flow Cytometry

The stored mutant library of Lxmdh in the pFrm-GESS biosensor cells was thawed at
RT for 20 min; then, 300 µL of the cells were inoculated in 2.7 mL of LB/Amp/Kan medium.
As a negative control, the pFrm-GESS biosensor cell containing wild-type Lxmdh was
prepared using the same method. Cells were incubated at 37 ◦C, 200 rpm for 1 h; methanol
(1 mM) was then added as a substrate, and further incubated for 1–3 h. For screening
positive clones, 20 µL of cultured cells were diluted in 1 mL of PBS solution, and sorted
using an FACS Aria II Flow Cytometer (BD Bioscience, Franklin Lakes, NJ, USA). Samples
were sorted using a 70 µL nozzle, which is specifically suited for bacterial sorting. The
population was gated by forward scatter and side scatter, and the GFP signal was compared
with that of the control group; the data were analyzed using FlowJo software (Tree Star,
Ashland, OR, USA). The positive clones in the mutant library, which had a relatively high
fluorescence signal (upper 1%) of sfGFP, were collected into tubes containing 2 mL of LB
medium, and then cultured at 37 ◦C and 200 rpm for 16 h. The FACS screening process
was repeated twice for the enrichment of positive clones. After sorting, the positive cells
were plated on the LB/Amp/Kan plate medium.

3.5. Screening the Lxmdh Library by Liquid-Phase Fluorescence Analyses

The stored mutant library of Lxmdh in the Frm-GESS biosensor was transformed by
electroporation into E. coli DH5α cells. Colonies were picked to grow overnight in LB
media containing 100 µg/mL ampicillin and 25 g/mL kanamycin at 37 ◦C, 200 rpm. For
the first round of screening, the reaction was initiated by adding 1 mM of methanol to the
medium in a 96-well plate.

For mutant fluorescence analysis in the liquid phase, single colonies of E. coli DH5α
harboring the sorted mutant library were inoculated in 2 mL of LB medium containing
100 µg/mL ampicillin and 25 g/mL kanamycin. After cultivation at 37 ◦C for 8 h, 1%
(v/v) of the seed culture was inoculated into 2 mL of fresh LB containing ampicillin and
kanamycin along with 1–5 mM of methanol. The fluorescence intensity was measured
after 16 h at 37 ◦C on a multi-label microplate reader (PerkinElmer, Waltham, MA, USA) at
excitation and emission wavelengths of 485 and 535 nm, respectively.

3.6. Purification of Lxmdh

E. coli C2566 cells harboring pET28a-d-amino acid amidases were grown in LB media
at 37 ◦C until they reached an OD600 of 0.4–0.5. The cells were then induced with 0.1 mM
IPTG. The culture was transferred to 20 ◦C, incubated for 18 h, harvested by centrifugation
at 3800 rpm and 4 ◦C for 20 min, and resuspended in lysis buffer (500 mM NaCl, 20 mM
Tris pH 8.0). The cell extracts were then prepared by sonication, purified using Ni-NTA
Superflow columns 12 × 1.5 mL (QIAGEN, Hilden, Germany), and then dialyzed with
50 mM CHES buffer (pH 9.5). The protein concentration was quantified using the Bradford
method. The purified proteins were confirmed by SDS-PAGE.

3.7. Comparison of Enzyme Activity between the Wild-Type and Its Mutants

Nine mutants were selected from a biosensor-based screening of the Lxmdh library
by the fold change in specific fluorescence (FL/OD) for comparing enzyme activity with
the wild-type. The reaction mixture included 50 mM CHES buffer (pH 9.5), 10 mM NAD+,
5 mM Mg2+, and 0.05 mg/mL protein with 100 mM methanol as the substrate. The NAD+

reduction rate was measured using a UV–VIS Spectrometer (UV-1900, Shimazu, Kyoto,
Japan) at room temperature. In this study, we analyzed formaldehyde formation from
methanol by Lxmdh.
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The reaction was stopped by adding 100 µL of 0.13 mM O-Benzylhydroxylamine
(BnONH2) after 10 min. The mixture was incubated at room temperature for 10 min. After
centrifugation and filtration, product formation was analyzed by HPLC and quantified by
comparing their concentrations with those of standard compounds [22]. The results were
analyzed using GraphPad Prism (GraphPad Software, San Diego, CA, USA).

3.8. Enzyme Activity by the Concentration of Formaldehyde Generated with Respect to
Methanol Concentration

The enzyme activity of wild-type and three chosen mutants (K318N, E396V, K46E)
was determined in 40 µL of CHES buffer (50 mM, pH 9). The reaction mixtures contained
0.05 mg/mL protein, 10 mM NAD+, 5 mM of Mg2+, and methanol (from 0.05 to 1 mM).
The samples were incubated at 55 ◦C for 10 min. The formaldehyde formation rate was
determined by HPLC, as described above.

3.9. Determination of Kinetic Parameters of Wild-Type and Mutant Enzymes

To determine the steady-state kinetics (kcat and KM) of each Lxmdh mutant, the reac-
tion mixture contained 0.05 mg/mL of the mutant enzyme, 5 mM Mg2+, 3 mM NAD+, and
a range of methanol concentrations (from 0 to 5 mM) in 40 µL of CHES buffer (50 mM, pH
9.5). The reaction mixtures were incubated at 55 ◦C for 10 min. The concentration of gener-
ated formaldehyde was detected by HPLC, as described above. The kinetic parameters
(kcat and KM) were calculated by Michaelis–Menten nonlinear regression analysis using
GraphPad Prism.

3.10. Analytical Methods

For quantitative determination, formaldehyde in the reaction mixture was determined
by HPLC (UV 215 nm) using an instrument fitted with a Gemini C18 column (4.6 × 250 mm,
5 µm; Phenomenex, Torrance, CA, USA), using 0.1% trifluoroacetic acid in DW (A) and
0.095% trifluoroacetic acid in ACN:DW (80:20, v/v) (B) as the mobile phase with a gradient
from 10% to 100% for 30 min at 30 ◦C after derivatization with BnONH2, as described
above. The reaction mixture (50 µL) for derivatization contained BnONH2 and was injected
into the column [22].

4. Conclusions

C1 assimilation can produce high-value chemicals; therefore, development of synthetic
methylotrophy harboring various C1 chemical converting enzymes will be an important
research field. A TF-based biosensor could provide wide-ranging applications in the rapid
screening of new C1 chemical converting enzymes. The first enzyme participating in
methanol oxidation was Mdh as a key enzyme in synthetic methylotrophy. Lxmdh was
reported in a previous study with higher activity and lower KM toward methanol compared
to that of other type III Mdhs. Nevertheless, the activity of Lxmdh was not sufficient for
application to synthetic methylotrophy. To improve Lxmdh enzyme activity and substrate
affinity for methanol, we contributed to the Lxmdh random library to formaldehyde-
detectible biosensor-based screening systems. Various mutants were characterized by
lower KM and higher catalytic efficiency than the wild-type Lxmdh. In particular, we found
mutant E396V with the highest catalytic efficiency of 79-fold greater compared with the
wild-type. This mutant may thus potentially be helpful for the development of synthetic
methylotrophy in the future.

Supplementary Materials: The following are available online at https://www.mdpi.com/1422-0
067/22/3/1471/s1. Figure S1. Fluorescence response of Frm-GESS with the Lxmdh variant in 200
mM methanol; Figure S2. Homology modelling of Lxmdh. The active site and mutation points
of Lxmdh are represented as surface and thick stick, respectively; Figure S3. SDS-page analysis
of Lxmdh wild-type and its mutants (V388I, H3-7F, C364G, E396V, E396V+K318N, K318N, E314G,
K46E+E314G, and K46E). Pre-stained marker protein (75, 63, 48, 35, and 25 kDa), crude extract, and
purified enzyme were loaded.

https://www.mdpi.com/1422-0067/22/3/1471/s1
https://www.mdpi.com/1422-0067/22/3/1471/s1
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