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Abstract 

As a concentrated energy source with high added value, hydrogen has great development prospects, with special 
emphasis on sustainable microbial production as a replacement for traditional fossil fuels. In this study, λ-Red recombi-
nation was used to alter the activity of Complex I by single and combined knockout of nuoE, nuoF and nuoG. In addi-
tion, the conversion of malic to pyruvic acid was promoted by overexpressing the maeA gene, which could increase 
the content of NADH and formic acid in the bacterial cells. Compared to the original strain, hydrogen production 
was 65% higher in the optimized strain IAM1183-EFG/M, in which the flux of the formic acid pathway was increased 
by 257%, the flux of the NADH pathway was increased by 13%, and the content of metabolites also changed signifi-
cantly. In further bioreactor, the total hydrogen production of the scale-up IAM1183-EFG/M after 44 h of fermentation 
was 4.76 L, which increased by 18% compared with the starting strain. This study provides a new direction for future 
exploration of microbial hydrogen production by combinatorial modification of multiple genes.
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Graphical Abstract

Introduction
The depletion of fossil fuels and the environmental prob-
lems caused by their use necessitate the urgent develop-
ment of new and alternative environmentally friendly 
energy sources [1]. Standing out among new energy 
sources, hydrogen is a completely clean fuel because 
its combustion only produces water while offering high 
energy density [2, 3]. However, despite the enormous 
development potential of hydrogen energy, the produc-
tion and utilization of hydrogen still faces many chal-
lenges. At present, hydrogen is mainly produced via the 
electrolysis of water and the high-temperature cracking 
of fossil fuels [4], both of which are not only energy-
intensive and have low conversion rates, but also pollute 
the environment. In terms of economy and environmen-
tal protection, they are not suitable for long-term indus-
trial hydrogen production [5]. Compared with traditional 
thermochemical hydrogen production technology, bio-
technological hydrogen fermentation is a more promis-
ing hydrogen production process, which does not require 
harsh conditions and requires only inexpensive equip-
ment [6, 7].

As a facultative anaerobe, Enterobacter aerogenes has 
strong adaptability to the environment and can pro-
duce hydrogen at a high conversion rate under strictly 

anaerobic conditions [8]. In addition, E. aerogenes also 
has the advantages of fast growth, wide substrate utiliza-
tion range, easy cultivation and mature genetic modifica-
tion methods. As a consequence, it is considered an ideal 
strain for large-scale biological hydrogen production. 
However, due to the incomplete metabolic process, the 
actual hydrogen production is far lower than the theo-
retical 4  mol H2/mol glucose. Therefore, understanding 
and optimizing the metabolic network of E. aerogenes is 
crucial for hydrogen production [9].

During dark fermentation for hydrogen production, E. 
aerogenes produces hydrogen through the formate path-
way and the NADH pathway [7, 10]. In the formate path-
way, pyruvate is converted by pyruvate formate lyase (pfl) 
to produce acetyl coenzyme A and formic acid. As the 
accumulation of formic acid leads to a decrease of extra-
cellular pH, formic acid is oxidized to CO2 by formate 
dehydrogenase (FHL), and the generated electrons are 
transferred to hydrogenase, where they react with pro-
tons to form hydrogen. In theory, the maximum hydro-
gen conversion rate of the formic acid cleavage pathway 
is 2  mol H2/mol glucose [11]. In the NADH pathway, 
the hydrogen production process is mainly driven by 
the release of excess electrons or energy formed during 
anaerobic respiration. In this case, NADH mainly acts 
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as an electron donor [12]. Therefore, if the distribution 
of NADH in E. aerogenes can be regulated, the hydrogen 
production level can be improved [13].

Redox reactions are the most common type of chemical 
reaction occurring in organisms, and are also common 
and extremely important reaction in biotransforma-
tions [14]. As intracellular cofactors, NADH and NAD+ 
not only affect the regulation of intracellular enzymes, 
but can also influence the rate of substrate conversion 
by organisms [15]. Cofactor engineering can effectively 
change the intracellular NADH or NAD+ status through 
the elimination of endogenous cofactor metabolic path-
ways, cofactor regeneration and competitive utilization, 
thus affecting the metabolic network, signal transduction 
and material transport.

As the key enzyme of hydrogen production in the 
NADH pathway, NADH dehydrogenase couples the 
oxidation of NADH with the generation of the proton 
motive force. A DNA probe prepared by PCR was used 
to identify its locus, and revealed that it was composed of 
14 subunits, called nuoA-nuoN [16, 17]. If the L-shaped 
model is used to approximate Complex I, it can be found 
that it consists mainly of peripheral segments, connect-
ing segments, and membrane-integrated segments. The 
peripheral segments encoded by the nuclear homologues 
nuoE, nuoF and nuoG can oxidize NADH to NAD+ [18–
20]. Thus, if a single or multigene knockout is performed 
on the peripheral segment, it is likely to destabilize the 
complete structure, thus changing the distribution of 
NADH.

Succinic acid is one of the main products of anaero-
bic metabolism in E. aerogenes. Its production will not 
only convert a large amount of NADH into NAD+ [8], 
but also cause the culture medium to gradually acidify, 
which ultimately affects the normal growth of the strain. 
In the dark fermentation process of E. aerogenes, suc-
cinic acid is mainly produced from fumaric acid, which in 
turn generated from malic acid. As the key gene of NAD+ 
dependent malic acid enzyme, the transcriptional level of 
maeA can effectively modulate the conversion of malate 
into pyruvate [21], thus reducing the production of suc-
cinic acid. In addition, the pyruvate generated by maeA 
can also be used for formic acid production, increasing 
the hydrogen production rate of the formate pathway. At 
the same time, a large amount of NADH will be gener-
ated during the conversion of malic acid into pyruvate 
[22], which also lays a solid foundation for improving the 
hydrogen yield of the NADH pathway.

In this study, E. aerogenes IAM1183 was used as the 
starting strain. The nuoG, nuoEF and nuoEFG genes were 
knocked out by λ-Red recombination to create single- 
and multigene mutants, so as to compare and explore 
the effect of the deletion of nuoG on the overall hydrogen 

production of the strain. The effect of nuoG deletion on 
the hydrogen production through the NADH pathway 
was assessed by knocking out the pfl gene encoding pyru-
vate formate lyase, a key enzyme of the formate pathway. 
In addition, to further regulate anaerobic metabolism 
and enhance hydrogen production, In addition, the maeA 
gene encoding NAD+-dependent malic enzyme from 
Escherichia coli was cloned and heterologously expressed 
in E. aerogenes IAM1183 and its mutants to regulate 
intracellular NADH/NAD+ and promote hydrogen pro-
duction through both the formate and NADH pathways. 
The strain with the highest hydrogen production was 
then tested in bioreactor scale-up to assess its potential 
for industrial production. These results further validate 
the effect of the nuoG and maeA genes on hydrogen pro-
duction, and how the regulation of the NADH/NAD+ 
pool affects the metabolism of hydrogen-producing 
bacteria.

Materials and methods
Strains and plasmids
The strains and plasmids used in this study are shown 
in Table  1. Most of the strains were constructed in this 
study, except for the staring strain E. aerogenes IAM1183, 
E. coli DH5α and E. coli BL21 (DE3) [23].

Culture conditions and source of reagents
Enterobacter  aerogenes IAM1183 and its mutants were 
grown in Luria Bertani medium (per liter: 0.5% yeast 
extract, 1% trypsin and 1% NaCl; 1.5−2% agar powder 
was used for the preparation of solid plates) at 37 ℃ or 
30 ℃ [24, 25]. The medium used for anaerobic fermen-
tation contained (per liter): 1.5% glucose, 0.526% trypsin, 
1.126% K2HPO4, 0.632% KH2PO4, 0.211% (NH4)2SO4 and 
0.021% MgSO4 · 7H2O [26]. Unless otherwise specified, 
the LB medium contained 50  mg/L chloramphenicol or 
50 mg/L kanamycin as appropriate.

Construction of gene knockout strains
All primers used in this study were designed based on 
sequences from NCBI and synthesized by Sangon Bio-
engineering Co., LTD (Shanghai, China). The specific 
information is listed in Table  2. The plasmid DNA was 
purified using the DP103-03 plasmid extraction kit (Tian-
gen Biotech Co., Ltd.) to obtain the pKD46, pCP20 and 
FRT plasmids. The whole genome DNA of E. aerogenes 
was extracted using the Bacterial DNA Kit (Shanghai 
Qiming Biotech Co., Ltd.). The Gibson Assembly premix 
kit, all restriction endonucleases, DNA polymerase and 
DNA modification enzymes were purchased from Nan-
jing Weize Biotechnology Co., Ltd. (Nanjing, China).

As a gene editing technology that can precisely mod-
ify genes, λ-Red recombination completes a two-step 
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homologous recombination process with the assistance 
of three plasmids [27]. According to its sequence of 
operation, the extracted plasmid pKD46 was electropo-
rated into E.aerogenes IAM1183 at a voltage of 2500 V 
to express λ-Red recombinase. Subsequently, the FRT 
plasmid was used as a template, the corresponding for-
ward, reverse primers and high-fidelity enzyme were 
used for PCR amplification to obtain the FRT homolo-
gous fragments that could be replaced with the genes 
to be knocked out, and then the same method was 
used to electroporate the constructs into cells con-
taining pKD46 to induce homologous recombination. 
Under the action of the recombinant protein, the lin-
ear segment of the gene to be knocked out will cross 
with the FRT box, bringing the resistance gene into the 
host genome, which enables the selection of the gene 
deletion strain. Further sequencing authentication 
is required in order to verify the success of the trans-
formation. In the positive strains, the pKD46 plasmid 
was eliminated by raising the culture temperature to 
37 °C, after which the kanamycin resistance marker was 
eliminated by the pCP20 plasmid, which was electropo-
rated into the verified positive strains. The elimination 
method of the pCP20 plasmid was the same as that of 
the pKD46 plasmid. The final mutant was submitted to 

Sangon Bioengineering Co., LTD for further sequenc-
ing certification.

Construction of themaeAoverexpression strain
The coding sequence of maeA was amplified by PCR 
using the genomic DNA of E. aerogenes as template with 
the maeA-F and maeA-R primers. Then, the linear gene 
fragments of the empty vector pET-28a and maeA were 
double digested with restriction endonucleases EcoRI 
and HindIII, and rejoined using T4DNA ligase to cre-
ate the recombinant plasmid pET-28a-maeA. The newly 
created recombinant plasmid pET-28a-maeA was first 
electroporated into E. coli DH5α and BL21 [28], to deter-
mine the optimal expression conditions, after which the 
recombinant plasmid was electroporated into the gene 
deletion strain constructed above, and a final concentra-
tion of 0.1 mM isopropyl β-D-thiogalactoside (IPTG) was 
added to induce the overexpression of maeA [29].

Determination of gene expression
To further investigate the effects of the deletion of nuoG, 
nuoEF, nuoEFG, pfl and the overexpression of maeA on 
dark fermentation in E. aerogenes, the recA gene was 
used as the internal reference. The key enzyme genes of 
ethanol dehydrogenase (adh), butanediol dehydrogenase 

Table 1  Primers were designed for recombinant plasmid construction in this study

Strain or plasmid Genotype and relevant characteristics Source or literature

IAM1183 E. aerogenes IAM1183 This study

IAM1183-G ΔnuoG This study

IAM1183-EF ΔnuoEF This study

IAM1183-EFG ΔnuoEFG This study

IAM1183-P Δpfl This study

IAM1183-GP ΔnuoG/Δpfl This study

IAM1183-EFP ΔnuoEF/Δpfl This study

IAM1183-EFGP ΔnuoEFG/Δpfl This study

IAM1183/M carrying pET-28a- maeA This study

IAM1183-G/M ΔnuoG ,carrying pET-28a- maeA This study

IAM1183-EF/M ΔnuoEF ,carrying pET-28a- maeA This study

IAM1183-EFG/M ΔnuoEFG ,carrying pET-28a- maeA This study

IAM1183-P/M Δpfl, carrying pET-28a- maeA This study

IAM1183-GP/M ΔnuoG/Δpfl, carrying pET-28a-maeA This study

IAM1183-EFP/M ΔnuoEF/Δpfl, carrying pET-28a- maeA This study

IAM1183-EFGP/M ΔnuoEFG/Δpfl, carrying pET-28a- maeA This study

E. coli DH5α F-, φ 80dlacZ ΔM15, Δ (lacZYA -argF) U169, deoR, recA1, endA1, hsdR17 (rK-, mK+), 
phoA, supE44, λ-, thi − 1, gyrA96, relA1

TaRaKa

E. coli BL21(DE3) F−ompT hsdSB(rB−mB−) galdcm(DE3) TaRaKa

pET-28a N-His, N-Thrombin, N-T7, C-His, Km TaRaKa

pKD46 Cm This lab

pCP20 Cm TaRaKa

FRT Km, FRT site This study
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(bddh), formate dehydrogenase (fdh), lactate dehydroge-
nase (ldh) and malate dehydrogenase gene (mdh) in the 
main by-product synthesis pathway were detected by 
qRT-PCR with corresponding primes [30]. RNA from 
all mutant strains was extracted using the PureLink™ 
RNA extraction kit [Thermo Fisher Technology (China) 
Co., Ltd.] and reversely transcribed into cDNA using the 
SuperScript IV Single Cell/Low-Input cDNA PreAmp 
kit [Thermo Fisher Technology (China) Co., Ltd.]. The 
extracted cDNA was used as the template for quantitative 
PCR using an ABI 7500 instrument (Shanghai Meixuan 
Biotechnology Co., LTD.), and the results were quantified 
using the 2−△△CT method.

Determination of NADH/NAD+

The intracellular NADH/NAD+ ratio was determined 
using a commercial detection kit (Abcam, Cambridge, 
UK). The standard curve was constructed by measuring 
the absorbance of NADH standard at 450  nm with an 
enzyme marker, and the test samples were prepared by 
using ultrasonication to lyse the cells, followed by vortex-
ing. Finally, the NADH/NAD+ ratio of each sample was 
calculated according to the standard curve [31, 32].

Small‑scale anaerobic fermentation
Seed cultures were used to inoculate 100 mL serum bot-
tles with a top cover, each bottle containing 20 mL of fer-
mentation medium (5 g/L peptone, 10.7  g K2HPO4, 6  g 
KH2PO4, 2 g (NH4)2SO4, 0.2 g MgSO4·7H2O, 15 g glucose, 
glucose sterilized separately) [33], to an initial OD600 of 
calculated value. After inoculation, the culture medium 
was sparged with sterile nitrogen for 10 min to create an 
anaerobic environment. The prepared anaerobic cultures 
in serum bottles were incubated on a shaker at 37 ℃ and 
200 rpm for 20 h, during which the pH and OD600 values 
of the cultures were measured every two hours, and at 
the end of 20 h, the total gas was collected with a syringe. 
After CO2 was absorbed by passing the gas through a 
5  M sodium hydroxide solution, the remaining gas was 
defined as the total hydrogen produced by the anaerobic 
fermentation of the strain.

Scale‑up culture in a fermentation tank
The strain with the highest hydrogen production effi-
ciency in small-scale anaerobic fermentationand the 
original strain were further tested in a 5 L fermentation 
tank (Lianyungang Hechang Bioengineering Equipment 
Co., Ltd). When the OD600 value of the seed culture 
reached 2, it was poured into 3  L of anaerobic fermen-
tation medium at 37 ℃ and the anaerobic environment 
was maintained by sparging with sterile nitrogen gas for 
1 h. The total incubation time was 44 h without feeding, 
during which the OD600 and pH changes of the culture 

were recorded in real time, and maintained at 37 ℃ and 
200 rpm [34].

Analytical methods
After the bacterial solution was properly diluted, the cell 
density (OD600) was measured using a UV-visible spec-
trophotometer (Spectrolab 752 S, Shanghai Precision Sci-
entific Instrument Co., Ltd., China). The dry weight was 
obtained from the standard curve of DCW versus OD600 
using the empirical formula: cell dry weight (g/L) = 0.132 
× OD600 [35]. The residual content of glucose in the fer-
mentation broth was determined colorimetrically using 
the 3,5-dinitrosalicylic acid (DNS) method, and the 
pH value was measured using a conventional pH meter 
(Cheng Du Sunge Instrument Co., Ltd.) [36]. Samples of 
the fermentation broth were collected every 4 h, centri-
fuged and filtered. After treatment, the content of for-
mic acid, acetic acid, acetoin and other substances in 
the fermentation broth were determined by HPLC on an 
Aminex HPX-87 H column (Bio-Rad). The injection vol-
ume was 10 µL and the operating time was 25 min [37]. A 
gas chromatograph equipped with thermal conductivity 
detector (TCD) (GC112A, Shanghai Precision Scientific 
Instrument Co., Ltd., China) was used for gas analysis, 
with nitrogen as the carrier at a flow rate of 45 mL/min. 
The operating temperature of the column oven, injector 
and detector were set to 80 ° C, 90 ° C and 110 ° C respec-
tively [38].

Results and discussion
Construction of mutant strains
The λ-Red recombination system was used to knock 
out the nuoG, nuoEF, nuoEFG and pfl genes. This strat-
egy not only eliminates NADH dehydrogenase, but also 
makes it easier to observe the effect of the deletion of nuo 
genes on the NADH hydrogen production pathway by 
removing the formic acid hydrogen production pathway. 
All positive colonies were confirmed by sequencing after 
PCR analysis, and the results showed that the selected 
genes were successfully knocked out.

In the overexpression experiment, to explore the opti-
mal induction conditions required for the recombinant 
plasmid pET-28a-maeA, it was first transferred into E. 
coli BL21, and SDS-PAGE was used to analyze the protein 
expression. The results are shown in Additional file 1: Fig. 
S1. The strongest specific protein bands were observed 
when the cells were induced with 0.1 mM IPTG at 37 ℃ 
for 8  h, and these conditions were selected for further 
experiments. In the next step, the recombinant plasmids 
were electroporated into the previously obtained gene 
knockout strains, resulting in the eight different overex-
pression strains listed in Table  1. The increase in maeA 
expression levels of the strains was confirmed by qPCR, 
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which confirmed a 2.3-fold increase in the IAM1183-
EFGP/M strain. When the pfl gene was knocked out, the 
expression level of maeA decreased, but the overall trend 
remained the same (Fig. 1).

Growth characteristics of mutant strains
The wild-type E. aerogenes and its derived mutants were 
cultured anaerobically for 20 h in 100 mL serum bottles 
containing 20 mL of anaerobic fermentation medium to 

Table 2  The production of metabolites and hydrogen after 20 h anaerobic fermentation in serum bottles of Ea and gene deficient 
strains

Primer 
for gene 
manipulation

Sequence (5′ to 3′) Primer for 
gene qPCR 
verification

Sequence (5′ to 3′)

NuoG-F CCC​ATG​CTA​TCA​ACG​GGA​TTC​AGC​CGA​ACC​TGC​TTA​AGA​CGC​GCT​GGT​AAA​ATT​AAC​
CCT​CAC​TAA​AGG​GCG​

T7 TAA​TAC​GAC​TCA​CTA​TAG​G

NuoG-R TTG​AGG​ATG​CTT​AAC​AGA​ATG​TCG​ATG​AGA​TCC​GGT​GTT​AAC​CAA​CTC​ATT​AAT​ACG​
ACT​CAC​TAT​AGG​GCT​C

T7-TER GCT​AGT​TAT​TGC​TCA​GCG​G

NuoEF-F TCG​TTT​ATC​TGG​GTA​GTA​TCG​ATT​TTG​TTA​TGT​CAG​ACGTG GAC​CGC​TAA​AAT​TAA​
CCC​TCA​CTA​AAG​GGC​G

recA-f ATT​CTT​TAC​GGC​GAA​GGT​ATCAA​

NuoEF-R TCC​GCT​CCG​TTG​ACC​TCG​TAT​TCT​TTG​CCG​TCT​ACA​TGA​ATC​GTA​GCC​ATT​AAT​ACG​
ACT​CAC​TAT​AGG​GCT​C

recA-r CGG​GTT​ATC​TTT​CAG​CCA​CGA​

NuoEFG-F TCG​TTT​ATC​TGG​GTA​GTA​TCG​ATT​TTG​TTA​TGT​CAG​ACGTG GAC​CGC​TAA​AAT​TAA​
CCC​TCA​CTA​AAG​GGC​G

QmaeA-F GGT​TCT​GGT​AAG​AGA​TAA​AC

NuoEFG-R TTG​AGG​ATG​CTT​AAC​AGA​ATG​TCG​ATG​AGA​TCC​GGT​GTT​AAC​CAA​CTC​ATT​AAT​ACG​
ACT​CAC​TAT​AGG​GCT​C

QmaeA-R TCT​GGT​AAA​CAA​TCA​TCT​TG

PFL-F CAG​CAC​TAT​GCT​CAG​AGC​AAA​GGT​TTA​ACG​GCT​ACT​TTA​CGA​GGA​TAA​ACT​CAA​TTA​
ACC​CTC​ACT​AAA​GGG​CG

Qadh-f GAA​GGC​AGC​CGT​TGT​TAC​CC

PFL-R GAG​CGG​TGA​ATC​CGT​AGC​CCG​GCT​AAG​CGC​AGC​GCC​AGC​CGG​GGG​TTT​TAC​TAA​
TAC​GAC​TCA​CTA​TAG​GGC​TC

Qadh-r CAT​ACG​CCA​CAG​CAC​TCC​ATTT​

G-F GGG​ACT​GAC​TTC​CTG​ACC​G Qbddh-f CAC​CGT​GAA​CGC​CTA​CTG​CC

G-R CAG​CCG​ACA​CGG​TTA​GGT​ Qbddh-r ACC​AGG​CTC​GCC​ACA​TCG​TC

EF-F GAC​TGC​TAT​ACC​CGC​GTG​ATG​ Qfdh-f CGT​CCT​GCA​ATA​CTT​CGA​GATG​

EF-R CGT​CGT​CGA​TAG​AGA​TAA​AGG​ Qfdh-r GAA​CTT​CAG​TTT​CGA​CAG​CGATT​

EFG-F GAC​TGC​TAT​ACC​CGC​GTG​ATG​ Qldh-f ACC​AAA​GCA​CGC​AAG​GTA​ATG​

EFG-R CAG​CCG​ACA​CGG​TTA​GGT​ Qldh-r CCG​TAT​CGA​GGT​CCA​CAA​GGA​

PFL-F TAG​GAG​CTC​TGA​GCC​GTT​TAT​GAA​TCCTG​ Qmdh-f GCT​GAT​GTG​GTG​CTG​ATT​TCC​

PFL-R TGC​TCT​AGA​TAC​TGC​TTG​GCG​TCA​TTG​ Qmdh-r GGC​TTG​CGG​GCA​GGT​TTT​

Check(cm)-F AGT​GCC​AAG​CTT​GCA​TGC​CT

Check(cm)-R AGT​ATA​CAC​TCC​GCT​AGC​GC

MaeA-F CCG​GAA​TTC​AAT​GTT​TCT​TTT​GAC​TACAT​

MaeA-R CCC​AAG​CTT​CTA​CAG​CGA​TGA​ACG​CTT​ATA​GGAG​

Fig. 1  The relative expression levels of maeA genes. (a IAM1183, IAM1183-G, IAM1183-EF, IAM1183-EFG; b IAM1183-P, IAM1183-GP, IAM1183-EFP 
and IAM1183-EFGP)
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evaluate the effect of gene modifications on their fermen-
tation characteristics. According to relevant research, 
gene mutation and protein expression tend to affect the 
normal physiological metabolism of bacteria, thus slow-
ing down their growth. However,

during the first six h of cultivation, the cell dry weight 
values of nuoG and nuoEFG gene deletion strains were 
slightly higher than that of wild type strains, increas-
ing by 10.8% and 6.7% respectively (Fig.  2a). By con-
trast, when the nuoEF and pfl genes were knocked out, 
the growth rate of the mutant strains in the logarithmic 
growth phase was slightly lower than that of the wild 
type strains, and the time to reach the stationary phase 
was also longer. After 20 h of fermentation, the final cell 
dry weight value of the original strain was the highest 
at 0.433 g/L, followed by the nuoG, nuoEF and nuoEFG 
deletion strains, while the mutant strain with pfl gene 
deletion exhibited the weakest growth (Fig.  2a). As pfl 
encodes formate lyase, its knockout increases the flow 
toward pyruvate to lactate, pyruvate decarboxylation 
and ethanol accumulation, resulting a slower growth rate 
(Table 3). This phenomenon also explains why the culture 
pH decreased after the pfl gene was knocked out (Fig. 2c).

Changes in the growth after overexpression of the 
maeA gene are shown in Fig. 2. The overall growth trend 
was the same as before overexpression, but the growth 
rate in the logarithmic growth phase was significantly 
lower than before. The mutants an additional 4 h to reach 
the stationary phase, indicating that overexpression of 
foreign proteins increased the growth burden of the 
strains (Fig.  2b). In addition, the pH value of the maeA 
overexpression strains decreased slightly (Fig. 2d), which 
may be due to the conversion of malic acid to pyruvate 
under the catalysis of the maeA gene. The increase in 
pyruvate content further promotes the generation of 
acidic substances such as formic acid and acetic acid, 
thereby reducing the pH of the fermentation broth 
(Table 4). These results suggested that overexpression of 
maeA caused changes in the metabolic flow of the strain, 
reducing the pH value of the fermentation broth and fur-
ther affecting the growth of the strain.

Effect of genetic modification on the relative expression 
levels of key enzyme coding genes
In addition to producing hydrogen, E. aerogenes also 
produces various metabolic by-products when using 

Fig. 2  Growth status of 20 h anaerobic fermentation in serum bottles of the IAM1183 and its mutant strain {a Growth curve [in terms of cell 
dry weight (g/L)] of IAM1183, IAM1183-G, IAM1183-EF, IAM1183-EFG, IAM1183-P, IAM1183-GP, IAM1183-EFP and IAM1183-EFGP; b growth 
curve [in terms of cell dry weight (g/L)] of IAM1183/M, IAM1183-G/M, IAM1183-EF/M, IAM1183-EFG/M, IAM1183-P/M, IAM1183-GP/M, 
IAM1183-EFP/M and IAM1183-EFGP/M; c pH changes of IAM1183, IAM1183-G, IAM1183-EF, IAM1183-EFG, IAM1183-P, IAM1183-GP, IAM1183-EFP 
and IAM1183-EFGP; d pH changes of IAM1183/M, IAM1183-G/M, IAM1183-EF/M, IAM1183-EFG/M, IAM1183-P/M, IAM1183-GP/M, IAM1183-EFP/M 
and IAM1183-EFGP/M}
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glucose as carbon source for anaerobic metabolism, 
such as formic acid, lactic acid, succinic acid and eth-
anol. When the substrate is limited, the pathways can 
balance each other, thus affecting the flux of other path-
ways. Therefore, genetic modification can effectively 
reduce the generation of by-products and improve 
the yield of target products. The effect of gene modi-
fication on other metabolic fluxes can be effectively 
observed by performing quantitative PCR to determine 
the relative expression levels of the genes encoding 
other key enzymes of the anaerobic metabolic path-
way (adh, bddh, fdh, ldh and mdh) in the original strain 
and mutants after gene knockout and overexpression. 
As shown in Fig.  3a, knockout of the nuoEFG gene, 
as the peripheral segment of Complex I, had a greater 
impact on other key genes. Except for the up-regulation 
of the relative expression level of adh and mdh genes, 
the expression of other genes was down regulated to 
varying degrees. In addition, as the key genes of the 
formate pathway, the expression levels of adh, ldh and 
mdh were significantly increased in the pfl gene dele-
tion mutants, which also explained why the OD600 and 
pH values of these strains decreased (Fig. 2). However, 
after overexpression of the maeA gene, the expression 
level of the other key genes also changed significantly. 
Among them, the expression levels of adh, fdh and mdh 
in IAM1183-EFGP/M were significantly increased, with 
mdh expression being upregulated substantially in all 
overexpression mutants, while the expression levels 
of other genes fluctuated to varying degrees (Fig.  3b). 
These results reflect the highly complex anaerobic 
metabolism of E. aerogenes. As a result, the changes of 
metabolic flow caused by the modification of the strain 
at the molecular level can be unpredictable, the joint 
adjustment of the two metabolic branches does not 
necessarily change the metabolic flow in the desired 
direction.

Effect of genetic mutation on the intracellular NADH/NAD+ 
ratio
Intracellular NADH can provide the required reducing 
power for metabolic pathways, while the NADH/NAD+ 
ratio reflects the intracellular redox state, which has 
important implications for further regulating NADH 
to enhance hydrogen production. As shown in Fig.  4, 
the knockout of nuoG and nuoEF did not cause a sig-
nificant change in the NADH/NAD+ ratio, and even 
slightly decreased by 6.5% and 3.6%. However, the com-
bined knockout of nuoEFG resulted in a significant 
22% increase in the intracellular NADH/NAD+ ratio. 
This result may also be related to the formation of the 
peripheral fragments of nuoEFG controlling Complex I. 
In addition, the overexpression of the maeA gene also 
caused a significant fluctuation in the NADH/NAD+ 
ratio, resulting in an increase of 37%, 14%, 29%, and 
23% compared to before expression. Among them, the 
most obvious change was observed in IAM1183/M, 
whose NADH/NAD+ ratio was 37%, higher than in 
the original strain, indicating that maeA has a positive 
effect on the intracellular NADH level. These results 
also indicated that combinatorial multigene editing 
may be a more powerful strategy for improving the per-
formance of strains than single-gene mutation.

Effect of genetic modification on hydrogen production
E. aerogenes can produce hydrogen either through the 
formate pathway or the NADH pathway. When related 
genes are modified, the metabolic flow in the cell will 
be affected or even redistributed, resulting in changes 
of hydrogen production in each pathway. In order to 
better determine the effect of gene modification on the 
NADH pathway, we analyzed the metabolite content fol-
lowing the knockout of the pfl gene to calculate hydro-
gen production in each pathway. As shown in Fig. 5, the 
total hydrogen production improved in all gene knockout 

Table 3  The production of metabolites and hydrogen after 20 h anaerobic fermentation in serum bottles of Ea and gene expressing 
strains

Strains IAM1183 IAM1183-P IAM1183-G IAM1183-GP IAM1183-EF IAM1183-EFP IAM1183-EFG IAM1183-EFGP

Initial glucose (mM) 83.33 83.33 83.33 83.33 83.33 83.33 83.33 83.33

Residual sugar (mM) 38.99 ± 2.83 57.98 ± 1.05 37.65 ± 3.96 54.80 ± 0.97 33.73 ± 1.85 52.78 ± 1.32 36.53 ± 6.37 53.48 ± 2.37

Formic acid (mM) 14.01 ± 0.28 0 13.44 ± 0.27 0 15.58 ± 0.42 10.34 ± 0.27 14.9 ± 0.27 0

Lactic acid (mM) 1.02 ± 0.09 2.31 ± 0.01 3.90 ± 1.06 5.79 ± 0.10 3.26 ± 0.24 3.40 ± 0.32 2.87 ± 0.24 4.66 ± 0.01

Acetic acid (mM) 4.95 ± 0.53 1.57 ± 0.30 4.97 ± 0.09 2.62 ± 0.40 3.85 ± 0.43 4.47 ± 0.52 3.57 ± 0.92 1.53 ± 0.02

Citric acid (mM) 0.65 ± 0.10 0.57 ± 0.05 0.86 ± 0.04 0.53 ± 0.02 0.88 ± 0.05 0.15 ± 0.01 0.89 ± 0.03 0.79 ± 0.03

Acetoin (mM) 0.52 ± 0.16 0.49 ± 0.95 0.52 ± 0.16 0.72 ± 0.46 0.52 ± 0.16 0.86 ± 0.84 0.78 ± 0.10 0.59 ± 0.11

2,3-Butanediol (mM) 0 0 1.56 ± 0.31 0 1.13 ± 0.12 0 1.1 ± 0.22 0

Ethanol (mM) 2.72 ± 0.09 2.82 ± 0.05 2.66 ± 0.07 2.86 ± 0.88 2.36 ± 4.28 2.98 ± 0.92 1.58 ± 1.91 2.88 ± 0.57

H2 yield (mol/mol glucose) 1.34 ± 0.21 0.79 ± 0.19 1.61 ± 0.03 0.94 ± 0.04 1.66 ± 0.05 1.34 ± 0.21 1.54 ± 0.04 1.41 ± 0.03
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strains, with IAM1183-G and IAM1183-EFG respectively 
increasing by 20% and 24% compared with the original 
strain (Fig. 5a). In addition, the hydrogen production of 
IAM1183-EFG, which was constructed by knocking out 
nuoG in IAM1183-EF, also slightly increased by 15% 
compared to the parental strain without the knockout. 
By contrast, when the maeA gene was overexpressed, 
the hydrogen production of the mutant significantly 
increased, and the largest change was related to increased 
hydrogen production in the formic acid pathway. In 
IAM1183/M, the total hydrogen production increased 
by 65% compared with the original strain (Fig.  5a and 
d), whereby the flux of the NADH pathway increased by 
13% (Fig. 5b and d), while the flux of the formate path-
way increased by a remarkable 251% (Fig.  5c and d), 

indicating that the overexpression of maeA is highly 
beneficial for hydrogen production in E. aerogenes. Fur-
thermore, knocking out nuo genes in the overexpressed 
strain could further improve the hydrogen production 
rate, with IAM 1183-EFG/M showing the highest hydro-
gen production rate, reaching 2.63 mol H2/mol glucose, 
which was 74% higher than in the original strain.

Scale‑up culture of the best strains
As shown in Fig.  5, IAM1183-EFG/M exhibited the 
best hydrogen production performance. Therefore, this 
strain was selected for scale-up cultivation in a 5-L fer-
mentation tank and compared with the original strain 
IAM1183 to investigate its potential for industrial 
application. The growth and metabolite levels during 

Table 4  The production of metabolites and hydrogen after 20 h anaerobic fermentation in serum bottles of gene expressing strains

Strains IAM1183/M IAM1183-P/M IAM1183-G/M IAM1183-
GP/M

IAM1183-
EF/M

IAM1183-
EFP/M

IAM1183-
EFG/M

IAM1183-
EFGP/M

Initial glucose 
(mM)

83.33 83.33 83.33 83.33 83.33 83.33 83.33 83.33

Residual sugar 
(mM)

32.50 ± 6.19 53.98 ± 2.13 35.16 ± 0.85 49.20 ± 0.87 29.65 ± 0.49 48.7 ± 1.73 36.42 ± 0.59 49.48 ± 1.02

Formic acid 
(mM)

15.70 ± 1.08 9.72 ± 2.49 16.49 ± 1.30 0 18.54 ± 1.30 5.62 ± 1.20 18.62 ± 0.83 0

Lactic acid 
(mM)

2.95 ± 0.28 2.87 ± 0.38 5.03 ± 0.12 3.79 ± 0.10 6.09 ± 0.03 2.88 ± 0.46 6.12 ± 0.05 3.66 ± 0.01

Acetic acid 
(mM)

5.65 ± 0.14 1.69 ± 0.15 6.49 ± 0.65 0.62 ± 0.40 5.37 ± 0.03 2.82 ± 0.83 4.29 ± 0.22 1.53 ± 0.02

Citric acid (mM) 0.11 ± 0.10 0.24 ± 1.71 0.16 ± 0.03 0.03 ± 0.02 0.59 ± 0.02 0.33 ± 0.05 0.28 ± 0.24 0

Acetoin (mM) 0.95 ± 0.52 0.97 ± 0.18 0.41 ± 0.16 1.22 ± 0.46 0.15 ± 0.26 4.68 ± 0.39 0.36 ± 0.15 0.59 ± 0.11

2,3-Butanediol 
(mM)

0.22 ± 0.13 0 1.96 ± 0.21 0 0.13 ± 0.48 0 2.51 ± 0.05 0

Ethanol (mM) 2.91 ± 0.56 2.61 ± 0.15 1.96 ± 0.21 2.66 ± 0.88 2.68 ± 0.80 4.68 ± 2.26 2.54 ± 0.05 1.68 ± 0.57

H2 yield (mol/
mol glucose)

2.21 ± 0.09 1.19 ± 0.02 2.29 ± 0.07 1.67 ± 0.01 2.33 ± 0.09 1.64 ± 0.24 2.63 ± 0.03 1.59 ± 0.03

Fig. 3  Comparison of the effects of gene modification on the expression levels of important genes in metabolic pathways (a IAM1183, 
IAM1183-G, IAM1183-EF, IAM1183-EFG, IAM1183-P, IAM1183-GP, IAM1183-EFP and IAM1183-EFGP; b IAM1183/M, IAM1183-G/M, IAM1183-EF/M, 
IAM1183-EFG/M, IAM1183-P/M, IAM1183-GP/M, IAM1183-EFP/M and IAM1183-EFGP/M)
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anaerobic cultivation in the fermentation tank for 44  h 
are shown in the Fig. 6. In the first 4 h, the cell density of 
the two strains increased exponentially, and then gradu-
ally stabilized after 8 h. During this period, the growth of 

the mutant IAM1183-EFG/M was always slightly weaker 
than that of the parent strain, but its substrate utilization 
rate was significantly increased by 13%. In addition, the 
culture pH of IAM1183-EFG/M was significantly lower 

Fig. 4  Intracellular NADH/NAD+ ratio of the IAM1183 and its mutant strains

Fig. 5  Comparison of hydrogen yield between the IAM1183 and its mutant strain in formate pathway and NADH pathway using glucose 
as substrate (a total hydrogen yield; b hydrogen yield (NADH pathway); c hydrogen yield (Formate pathway); d increase rate of hydrogen )
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after 4 h (Fig. 6g), which was attributed to increased syn-
thesis of acid by-products caused by the overexpression 
of the maeA gene, which affected the normal growth of 
the strain and the overall pH of the culture medium.

Further metabolite analysis revealed that the hydrogen 
production rate of the strain was the highest in the first 
8  h of anaerobic growth. After 12  h, the hydrogen pro-
duction gradually decreased, with the final total hydrogen 
production of the mutant strain reaching 4.76  L, which 
was 18% higher than that of the original strain (Fig. 6g). 
Based on the growth curve and glucose utilization rate, 
the first 8  h were optimal for hydrogen production by 
E.aerogenes. After 12  h, the growth of the strain will 
enter a relatively stable stage, at which time the hydro-
gen production will not fluctuate too much, which may 
be caused by the acidic environment of the fermentation 
medium and the competition of other metabolites. As for 
other by-products, a comparison with the parental strain 
showed that except for the low yield of acetoin, the others 
had significantly increased, including lactic acid, acetic 
acid and ethanol, which have increased by 97%, 165% and 
25% respectively. This result is also in line with the char-
acteristics of the weak growth trend of mutant (Fig. 6).

Conclusions
In this study, we first studied the peripheral fragment 
genes of NADH dehydrogenase I and successfully 
increased the hydrogen production of E.aerogenes by the 
combined modification of multiple genes. Among them, 
nuoE, nuoF and nuoG are the key genes that encode the 
peripheral segment of NADH dehydrogenase. Their sin-
gle and combined knockout can effectively change the 
activity of Complex I and improve hydrogen production 
in the NADH pathway. The most obvious change was 
observed in strain IAM1183-EFG, whose hydrogen pro-
duction was 24% higher than that of the original strain. 
At the same time, there are few cases of overexpression of 
maeA in E.aerogenes. Through this study, it can be found 
that maeA not only increased the intracellular NADH 
level of the strain, but also increased the conversion rate 
of malate to pyruvate, as well as the production of for-
mic and lactic acid, thus significantly improving the two 
hydrogen production pathways of E. aerogenes. This sug-
gests that the strategic combination of genes is an effec-
tive method for increasing the hydrogen production of 
E.aerogenes. Future studies should focus on eliminating 
the synthesis of other by-products to further increase the 
hydrogen production of engineered strains.

Fig. 6  Metabolite changes of IAM1183 and IAM1183-EFG/M in a 5-L fermenter for 44 h of anaerobic fermentation {a Glucose consumption 
and growth curve [in terms of cell dry weight (g/L)]; b ethanol production; c acetate production; d lactate production; e acetoin production; 
f 2,3-Butanediol production; g. Hydrogen production and pH changes}



Page 12 of 13Jiang et al. Microbial Cell Factories          (2023) 22:137 

Supplementary Information
The online version contains supplementary material available at https://​doi.​
org/​10.​1186/​s12934-​023-​02155-6.

Additional file 1: Figure S1. MaeA expression detection on SDS-PAGE (1: 
IAM1183; 2: IAM1183-G; 3: IAM1183-EF; 4: IAM1183-EFG; 5: IAM1183-P；6: 
IAM1183-GP; 7: IAM1183-EFP；8: IAM1183-EFGP).

Acknowledgements
This work was fnancially supported by projects from the National Science 
Foundation of China (Grant No. 31970038), and Shenyang Rural Science and 
Technology Special Mission (Grant No.20-207-3-47).

Author contributions
KJ and RB contributed to the microbiological laboratory and data analyses, 
helped in the study design, and integrated the first draft. PL and TG did the 
genetic modification. SZ, JZ, and HZ prepared tables and contributed to 
design the work that led to the submission. FX and SW helped in the hydro-
gen production, interpreted results, and contributed to revise the manuscript 
and approved the final version. All authors read and approved the final 
manuscript.

Funding
The authors deeply acknowledge the financial support of the National Science 
Foundation of China (Grant No. 31970038), and Shenyang Rural Science and 
Technology Special Mission (Grant No.20-207-3-47).

Availability of data and materials
The data of this study can be shared openly. All data can be obtained from the 
corresponding author or first author.

Declarations

Ethics approval and consent to participate
The authors declare that they have no competing interests.

Consent for publication
Not applicable.

Competing interests
The authors declare that they have no competing interests.

Author details
1 Zhejiang Province Key Laboratory of Plant Secondary Metabolism and Regu-
lation, College of Life Sciences and Medicine, Zhejiang Sci-Tech University, 
Hangzhou 310018, China. 2 Shenyang Functional Cordyceps militaris Industrial 
Technology Research Institute, Shenyang 110034, China. 3 Liaoning Province 
Key Laboratory of Cordyceps Militaris with Functional Value, Experimental 
Teaching Center, Shenyang Normal University, Shenyang 110034, China. 

Received: 20 March 2023   Accepted: 20 July 2023

References
	1.	 Valle A, Cabrera G, Cantero D, Bolivar J. Identification of enhanced hydro-

gen and ethanol Escherichia coli producer strains in a glycerol-based 
medium by screening in single-knock out mutant collections. Microb Cell 
Fact. 2015;14:93. https://​doi.​org/​10.​1186/​s12934-​015-​0285-6.

	2.	 Eswaran N, Parameswaran S, Johnson TS. Biofuels and sustainability. 
Methods Mol Biol. 2021;2290:317–42. https://​doi.​org/​10.​1007/​978-1-​
0716-​1323-8_​20.

	3.	 Whitehead J, Newman P, Whitehead J, Lim KL. Striking the right balance: 
understanding the strategic applications of hydrogen in transitioning to 
a net zero emissions economy. Sustain Earth Reviews. 2023;6:1. https://​
doi.​org/​10.​1186/​s42055-​022-​00049-w.

	4.	 Hatae T, Miwa N. Electrolytic hydrogen-generating bottle supplies 
drinking water with free/combined chlorine and ozone repressed 
within safety standard under hydrogen-rich conditions. Med Gas Res. 
2021;11(2):61–5. https://​doi.​org/​10.​4103/​2045-​9912.​311496.

	5.	 Nandhini R, Berslin D, Sivaprakash B, Rajamohan N, Vo DN. Thermochemi-
cal conversion of municipal solid waste into energy and hydrogen: a 
review. Environ Chem Lett. 2022;20(3):1645–69. https://​doi.​org/​10.​1007/​
s10311-​022-​01410-3.

	6.	 Kim JY, Jo BH, Jo Y, Cha HJ. Improved production of biohydrogen in 
light-powered Escherichia coli by co-expression of proteorhodopsin and 
heterologous hydrogenase. Microb Cell Fact. 2012;11:2. https://​doi.​org/​
10.​1186/​1475-​2859-​11-2.

	7.	 Liu D, Sun Y, Li Y, Lu Y. Perturbation of formate pathway and NADH 
pathway acting on the biohydrogen production. Sci Rep. 2017;7(1):9587. 
https://​doi.​org/​10.​1038/​s41598-​017-​10191-7.

	8.	 Tajima Y, Yamamoto Y, Fukui K, Nishio Y, Hashiguchi K, Usuda Y, Sode K. 
Impact of an energy-conserving strategy on succinate production under 
weak acidic and anaerobic conditions in Enterobacter aerogenes. Microb 
Cell Fact. 2015;14:80. https://​doi.​org/​10.​1186/​s12934-​015-​0269-6.

	9.	 Detman A, Laubitz D, Chojnacka A, Wiktorowska-Sowa E, Piotrowski J, 
Salamon A, Kaźmierczak W, Błaszczyk MK, Barberan A, Chen Y, Łupikasza 
E, Yang F, Sikora A. Dynamics and complexity of dark fermentation 
microbial communities producing hydrogen from sugar beet molas-
ses in continuously operating packed bed reactors. Front Microbiol. 
2021;11:612344. https://​doi.​org/​10.​3389/​fmicb.​2020.​612344.

	10.	 Zhang Q, You S, Li Y, Qu X, Jiang H. Enhanced biohydrogen produc-
tion from cotton stalk hydrolysate of Enterobacter cloacae WL1318 by 
overexpression of the formate hydrogen lyase activator gene. Biotechnol 
Biofuels. 2020;13:94. https://​doi.​org/​10.​1186/​s13068-​020-​01733-9.

	11.	 Rittmann S, Herwig C. A comprehensive and quantitative review of dark 
fermentative biohydrogen production. Microb Cell Fact. 2012;11:115. 
https://​doi.​org/​10.​1186/​1475-​2859-​11-​115.

	12.	 Wu Y, Chu W, Yang J, Xu Y, Shen Q, Yang H, Xu F, Liu Y, Lu P, Jiang K, Zhao H. 
Metabolic engineering of Enterobacter aerogenes for improved 2,3-Butan-
ediol production by manipulating NADH levels and overexpressing the 
small RNA RyhB. Front Microbiol. 2021;12:754306. https://​doi.​org/​10.​
3389/​fmicb.​2021.​754306.

	13.	 Wu Y, Hao Y, Wei X, Shen Q, Ding X, Wang L, Zhao H, Lu Y. Impairment 
of NADH dehydrogenase and regulation of anaerobic metabolism by 
the small RNA RyhB and NadE for improved biohydrogen production in 
Enterobacter aerogenes. Biotechnol Biofuels. 2017;10:248. https://​doi.​org/​
10.​1186/​s13068-​017-​0938-2.

	14.	 Ishii S, Suzuki S, Tenney A, Nealson KH, Bretschger O. Comparative 
metatranscriptomics reveals extracellular electron transfer pathways 
conferring microbial adaptivity to surface redox potential changes. ISME 
J. 2018;12(12):2844–63. https://​doi.​org/​10.​1038/​s41396-​018-​0238-2.

	15.	 Papapetridis I, van Dijk M, Dobbe AP, Metz B, Pronk JT, van Maris AJ. 
Improving ethanol yield in acetate-reducing Saccharomyces cerevisiae 
by cofactor engineering of 6-phosphogluconate dehydrogenase and 
deletion of ALD6. Microb Cell Fact. 2016;15:67. https://​doi.​org/​10.​1186/​
s12934-​016-​0465-z.

	16.	 Sriherfyna FH, Matsutani M, Hirano K, Koike H, Kataoka N, Yamashita 
T, Nakamaru-Ogiso E, Matsushita K, Yakushi T. The Auxiliary NADH 
dehydrogenase plays a crucial role in redox homeostasis of nicotinamide 
cofactors in the absence of the periplasmic oxidation system in Glucono-
bacter oxydans NBRC3293. Appl Environ Microbiol. 2021;87(2):e02155–20. 
https://​doi.​org/​10.​1128/​AEM.​02155-​20.

	17.	 Xue YP, Kao MC, Lan CY. Novel mitochondrial complex I-inhibiting 
peptides restrain NADH dehydrogenase activity. Sci Rep. 2019;9(1):13694. 
https://​doi.​org/​10.​1038/​s41598-​019-​50114-2.

	18.	 Nakamaru-Ogiso E, Matsuno-Yagi A, Yoshikawa S, Yagi T, Ohnishi T. 
Iron-sulfur cluster N5 is coordinated by an HXXXCXXCXXXXXC motif in 
the NuoG subunit of Escherichia coli NADH: quinone oxidoreductase 
(complex I). J Biol Chem. 2008;283(38):25979–87. https://​doi.​org/​10.​1074/​
jbc.​M8040​15200.

	19.	 Narayanan M, Gabrieli DJ, Leung SA, Elguindy MM, Glaser CA, Saju N, 
Sinha SC, Nakamaru-Ogiso E. Semiquinone and cluster N6 signals in 
his-tagged proton-translocating NADH: ubiquinone oxidoreductase 
(complex I) from Escherichia coli. J Biol Chem. 2013;288(20):14310–9. 
https://​doi.​org/​10.​1074/​jbc.​M113.​467803.

https://doi.org/10.1186/s12934-023-02155-6
https://doi.org/10.1186/s12934-023-02155-6
https://doi.org/10.1186/s12934-015-0285-6
https://doi.org/10.1007/978-1-0716-1323-8_20
https://doi.org/10.1007/978-1-0716-1323-8_20
https://doi.org/10.1186/s42055-022-00049-w
https://doi.org/10.1186/s42055-022-00049-w
https://doi.org/10.4103/2045-9912.311496
https://doi.org/10.1007/s10311-022-01410-3
https://doi.org/10.1007/s10311-022-01410-3
https://doi.org/10.1186/1475-2859-11-2
https://doi.org/10.1186/1475-2859-11-2
https://doi.org/10.1038/s41598-017-10191-7
https://doi.org/10.1186/s12934-015-0269-6
https://doi.org/10.3389/fmicb.2020.612344
https://doi.org/10.1186/s13068-020-01733-9
https://doi.org/10.1186/1475-2859-11-115
https://doi.org/10.3389/fmicb.2021.754306
https://doi.org/10.3389/fmicb.2021.754306
https://doi.org/10.1186/s13068-017-0938-2
https://doi.org/10.1186/s13068-017-0938-2
https://doi.org/10.1038/s41396-018-0238-2
https://doi.org/10.1186/s12934-016-0465-z
https://doi.org/10.1186/s12934-016-0465-z
https://doi.org/10.1128/AEM.02155-20
https://doi.org/10.1038/s41598-019-50114-2
https://doi.org/10.1074/jbc.M804015200
https://doi.org/10.1074/jbc.M804015200
https://doi.org/10.1074/jbc.M113.467803


Page 13 of 13Jiang et al. Microbial Cell Factories          (2023) 22:137 	

•
 
fast, convenient online submission

 •
  

thorough peer review by experienced researchers in your field

• 
 
rapid publication on acceptance

• 
 
support for research data, including large and complex data types

•
  

gold Open Access which fosters wider collaboration and increased citations 

 
maximum visibility for your research: over 100M website views per year •

  At BMC, research is always in progress.

Learn more biomedcentral.com/submissions

Ready to submit your researchReady to submit your research  ?  Choose BMC and benefit from: ?  Choose BMC and benefit from: 

	20.	 Hoeser F, Tausend H, Götz S, Wohlwend D, Einsle O, Günther S, Friedrich 
T. Respiratory complex I with charge symmetry in the membrane arm 
pumps protons. Proc Natl Acad Sci USA. 2022;119(27):e2123090119. 
https://​doi.​org/​10.​1073/​pnas.​21230​90119.

	21.	 Bologna FP, Andreo CS, Drincovich MF. Escherichia coli malic enzymes: 
two isoforms with substantial differences in kinetic properties, metabolic 
regulation, and structure. J Bacteriol. 2007;189(16):5937–46. https://​doi.​
org/​10.​1128/​JB.​00428-​07.

	22.	 Hörl M, Fuhrer T, Zamboni N. Bifunctional malic/malolactic enzyme pro-
vides a novel mechanism for NADPH-balancing in Bacillus subtilis. mBio. 
2021;12(2):e03438–20. https://​doi.​org/​10.​1128/​mBio.​03438-​20.

	23.	 Lozano Terol G, Gallego-Jara J, Sola Martínez RA, Cánovas Díaz M, de 
Diego Puente T. Engineering protein production by rationally choosing 
a carbon and nitrogen source using E. coli BL21 acetate metabolism 
knockout strains. Microb Cell Fact. 2019;18(1):151. https://​doi.​org/​10.​
1186/​s12934-​019-​1202-1.

	24.	 Yamamoto K, Toya S, Sabidi S, Hoshiko Y, Maeda T. Diluted Luria-Bertani 
medium vs. sewage sludge as growth media: comparison of community 
structure and diversity in the culturable bacteria. Appl Microbiol Biotech-
nol. 2021;105(9):3787–98. https://​doi.​org/​10.​1007/​s00253-​021-​11248-4.

	25.	 Jitrwung R, Yargeau V. Biohydrogen and bioethanol production from 
biodiesel-based glycerol by Enterobacter aerogenes in a continuous stir 
tank reactor. Int J Mol Sci. 2015;16(5):10650–64. https://​doi.​org/​10.​3390/​
ijms1​60510​650.

	26.	 Iverson A, Garza E, Manow R, Wang J, Gao Y, Grayburn S, Zhou S. Engi-
neering a synthetic anaerobic respiration for reduction of xylose to xylitol 
using NADH output of glucose catabolism by Escherichia coli AI21. BMC 
Syst Biol. 2016;10:31. https://​doi.​org/​10.​1186/​s12918-​016-​0276-1.

	27.	 Thomason LC, Costantino N, Court DL. Examining a DNA replication 
requirement for bacteriophage λ-Red and rac prophage recet-promoted 
recombination in Escherichia coli. mBio. 2016;7(5):e01443–16. https://​doi.​
org/​10.​1128/​mBio.​01443-​16.

	28.	 Shankar R, Schäfer N, Schmeer M, Risse JM, Friehs K, Schleef M. Correction 
to: recombinant expression of barnase in Escherichia coli and its applica-
tion in plasmid purifcation. Microb Cell Fact. 2021;20(1):190. https://​doi.​
org/​10.​1186/​s12934-​021-​01678-0.

	29.	 Kim JY, Jo BH, Cha HJ. Production of biohydrogen by recombinant 
expression of [NiFe]-hydrogenase 1 in Escherichia coli. Microb Cell Fact. 
2010;9(1):54–4. https://​doi.​org/​10.​1186/​1475-​2859-9-​54.

	30.	 Gomes AÉI, Stuchi LP, Siqueira NMG, Henrique JB, Vicentini R, Ribeiro ML, 
Darrieux M, Ferraz LFC. Selection and validation of reference genes for 
gene expression studies in Klebsiella pneumoniae using reverse transcrip-
tion quantitative real-time PCR. Sci Rep. 2018;8(1):9001. https://​doi.​org/​
10.​1038/​s41598-​018-​27420-2.

	31.	 Korge P, Calmettes G, Weiss JN. Reactive oxygen species production in 
cardiac mitochondria after complex I inhibition: modulation by substrate-
dependent regulation of the NADH/NAD(+) ratio. Free Radic Biol Med. 
2016;96:22–33. https://​doi.​org/​10.​1016/j.​freer​adbio​med.​2016.​04.​002.

	32.	 Shen W, Wei Y, Dauk M, Tan Y, Taylor DC, Selvaraj G, Zou J. Involvement of 
a glycerol-3-phosphate dehydrogenase in modulating the NADH/NAD+ 
ratio provides evidence of a mitochondrial glycerol-3-phosphate shuttle 
in Arabidopsis. Plant Cell. 2006;18(2):422–41. https://​doi.​org/​10.​1105/​tpc.​
105.​039750.

	33.	 Taheri E, Amin MM, Fatehizadeh A, Pourzamani H, Bina B, Spanjers H. 
Biohydrogen production under hyper salinity stress by an anaerobic 
sequencing batch reactor with mixed culture. J Environ Health Sci Eng. 
2018;16(2):159–70. https://​doi.​org/​10.​1007/​s40201-​018-​0304-8.

	34.	 He R, Ren W, Xiang J, Dabbour M, Kumah Mintah B, Li Y, Ma H. Fermen-
tation of Saccharomyces cerevisiae in a 7.5 L ultrasound-enhanced 
fermenter: Effect of sonication conditions on ethanol production, 
intracellular Ca2+ concentration and key regulating enzyme activity in 
glycolysis. Ultrason Sonochem. 2021;76:105624. https://​doi.​org/​10.​1016/j.​
ultso​nch.​2021.​105624.

	35.	 Eryürük K. Effect of cell density on decrease in hydraulic conductivity by 
microbial calcite precipitation. AMB Express. 2022;12(1):104. https://​doi.​
org/​10.​1186/​s13568-​022-​01448-0.

	36.	 Shah-Simpson S, Lentini G, Dumoulin PC, Burleigh BA. Modulation of host 
central carbon metabolism and in situ glucose uptake by intracellular 
Trypanosoma cruzi amastigotes. PLoS Pathog. 2017;13(11):e1006747. 
https://​doi.​org/​10.​1371/​journ​al.​ppat.​10067​47.

	37.	 Amponsah SK, Boadu JA, Dwamena DK, Opuni KFM. Bioanalysis of ami-
noglycosides using high-performance liquid chromatography. ADMET 
DMPK. 2022;10(1):27–62. https://​doi.​org/​10.​5599/​admet.​1183.

	38.	 Yue Y, Zhang Q, Wang J. Integrated gas chromatograph-mass spectrom-
etry (GC/MS) and ms/ms-based molecular networking reveals the anal-
gesic and anti-inflammatory phenotypes of the sea slater ligia exotica. 
Mar Drugs. 2019;17(7):395. https://​doi.​org/​10.​3390/​md170​70395.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub-
lished maps and institutional affiliations.

https://doi.org/10.1073/pnas.2123090119
https://doi.org/10.1128/JB.00428-07
https://doi.org/10.1128/JB.00428-07
https://doi.org/10.1128/mBio.03438-20
https://doi.org/10.1186/s12934-019-1202-1
https://doi.org/10.1186/s12934-019-1202-1
https://doi.org/10.1007/s00253-021-11248-4
https://doi.org/10.3390/ijms160510650
https://doi.org/10.3390/ijms160510650
https://doi.org/10.1186/s12918-016-0276-1
https://doi.org/10.1128/mBio.01443-16
https://doi.org/10.1128/mBio.01443-16
https://doi.org/10.1186/s12934-021-01678-0
https://doi.org/10.1186/s12934-021-01678-0
https://doi.org/10.1186/1475-2859-9-54
https://doi.org/10.1038/s41598-018-27420-2
https://doi.org/10.1038/s41598-018-27420-2
https://doi.org/10.1016/j.freeradbiomed.2016.04.002
https://doi.org/10.1105/tpc.105.039750
https://doi.org/10.1105/tpc.105.039750
https://doi.org/10.1007/s40201-018-0304-8
https://doi.org/10.1016/j.ultsonch.2021.105624
https://doi.org/10.1016/j.ultsonch.2021.105624
https://doi.org/10.1186/s13568-022-01448-0
https://doi.org/10.1186/s13568-022-01448-0
https://doi.org/10.1371/journal.ppat.1006747
https://doi.org/10.5599/admet.1183
https://doi.org/10.3390/md17070395

	Optimization of hydrogen production in Enterobacter aerogenes by Complex I peripheral fragments destruction and maeA overexpression
	Abstract 
	Introduction
	Materials and methods
	Strains and plasmids
	Culture conditions and source of reagents
	Construction of gene knockout strains
	Construction of themaeAoverexpression strain
	Determination of gene expression
	Determination of NADHNAD+
	Small-scale anaerobic fermentation
	Scale-up culture in a fermentation tank
	Analytical methods

	Results and discussion
	Construction of mutant strains
	Growth characteristics of mutant strains
	Effect of genetic modification on the relative expression levels of key enzyme coding genes
	Effect of genetic mutation on the intracellular NADHNAD+ ratio
	Effect of genetic modification on hydrogen production
	Scale-up culture of the best strains

	Conclusions
	Anchor 22
	Acknowledgements
	References


