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Abstract 

L-valine is an essential amino acid that has wide and expanding applications with a suspected growing market 
demand. Its applicability ranges from animal feed additive, ingredient in cosmetic and special nutrients in pharma-
ceutical and agriculture fields. Currently, fermentation with the aid of model organisms, is a major method for the 
production of L-valine. However, achieving the optimal production has often been limited because of the metabolic 
imbalance in recombinant strains. In this review, the constrains in L-valine biosynthesis are discussed first. Then, we 
summarize the current advances in engineering of microbial cell factories that have been developed to address and 
overcome major challenges in the L-valine production process. Future prospects for enhancing the current L-valine 
production strategies are also discussed.
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Background
Branched-chain amino acids (BCAAs) comprising valine, 
isoleucine and leucine, are essential amino acids that are 
key components of human and animal nutrition, and 
need to be obtained from the daily diet. [1, 2]. Besides to 
their important role as build blocks of proteins, BCAAs 
earned the greatest reputation to be applied in a large 
number of industrial applications including the food, 
feed, cosmetic and pharmaceutical industry. Nota-
bly, L-valine is the α-amino acid with chemical formula 
 C5H11NO2 that is commercially important for the need 
to supplement food or feed and to use in medical treat-
ment and biochemical synthesis precursors [3]. L-valine 
can improve the lactation function of breeding animals 
and has been considered as one of the limiting amino 
acids in animal feed for poultry and pigs [4–6]. The 
addition of L-valine can make cosmetics have moistur-
izing function and promote the synthesis of collagen. In 

the pharmaceutical industry, L-valine is widely used as 
a component of third-generation amino acids infusion 
and is highly tolerant to the synthesis and decomposi-
tion of muscle protein; it has a critical role in pharma-
cological nutrients for patients with chronic liver disease 
[7]. Moreover, L-valine activate the PI3K/Akt1 signaling 
pathway and inhibit the activity of arginase to increase 
the expression of NO. Therefore, L-valine can enhance 
phagocytosis of macrophages to drug-resistant patho-
gens and serves as a chemical building block for anti-
viral drugs and antibiotics (monensin, cervimycin and 
valanimycin) [8]. Because of the increased world amino 
acids needs, it is estimated that the production of amino 
acids can yield revenue of US$ 25.6 billion by 2022 and 
animal feed amino acids (BCAAs) is the largest and fast-
est-growing market with expected revenue of US$10.4 
billion by 2022). In recent years, the global L-valine mar-
ket has been growing rapidly with a compound annual 
growth rate (CAGR) of 65% from 2016 to 2019, and is 
expected to maintain a CAGR of 24% from 2020 to 2023, 
among which feed grade L-valine has the most signifi-
cant growth rate, with a CAGR of 48% from 2015 to 2020 
[9]. Taking into consideration, this may change the near 
future research for efficient production of animal feed 
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amino acids. Thus, there is a strong impetus for improv-
ing L-valine production. Traditionally, L-valine produc-
tion is centered on the hydrolysis process with subcritical 
water technology which use cheap feedstock solid waste 
(mainly including skin, feathers, viscera, blood, bones and 
residual meat produced in poultry processing) consisting 
of proteins which composed of a variety of amino acids 
[10]. Chemical synthesis or enzymatic processes have 
been also applied for L-valine production [11]. However, 
the complexity of these process and suboptimal produc-
tion prompt the above strategies less attractive and non-
sustainable. The direct fermentation of hexoses (mainly 
glucose) has therefore become one of the great promising 
process for the industrial-scale production of L-valine. 
Fermentation pathway with the aid of microorganisms 
has received increasing attention because of the new 
genetic engineering tools applied to maximize the yield, 
titer and productivity [12, 13]. Moreover, a great deal of 
effort has been devoted to correctly directing metabolic 
flux to the L-valine pathway through overexpression of 
the rate-limiting enzymes, transporters, and deactivation 
of the competitive pathways. L-valine-producing strains 
mainly includes Corynebacterium glutamicum subsp. 
flavum [14, 15], Bacillus subtilis [16], Bacillus licheni-
formis [17, 18], Saccharomyces cerevisiae [19], Escheri-
chia coli [20–22], and Corynebacterium glutamicum [23]. 
However, it is still difficult to achieve high production of 
L-valine because of the interdependency between path-
ways in engineered strains. The optimization of L-valine 
biosynthetic pathways in a single host is also hampered 
by unexpected metabolic burdens that may trigger low 
energy and leave the host in an unstable physiological 
state [24, 25]. L-valine of the biosynthetic pathway in a 
single host body is hampered by unexpected metabolic 
burden which could cause low energy, make host in 
unstable state of physiology. In this manuscript, recent 
engineering strategies for the production of L-valine by 
microbial cell factories are reviewed with accompanying 
examples. We also suggest the potential approaches for 
optimizing L-valine biosynthesis pathway with the help 
of system and synthetic biology.

Pathway of L‑valine biosynthesis in C. glutamicum, 
E. coli and B. subtilis
The synthesis of L-valine starts from pyruvate and 
involves four enzymes, namely acetohydroxyacid syn-
thase (AHAS), acetohydroxyacid isomeroreductase 
(AHAIR), dihydroxyacid dehydratase (DHAD), and 
transaminase B (TA) [26]. The synthesis and regulation 
of L-valine in C. glutamicum, E.  coli and B. subtilis are 
not identical (Fig. 1a,b,c). In C. glutamicum, AHAS is the 
initiation enzyme of three branched chain amino acids 
and a key enzyme in the synthesis pathway of L-valine. 

Encoded by ilvB and ilvN, AHAS catalyzed two mol-
ecules of pyruvate to form 2-acetolactate (Fig.  1a). This 
enzyme consists of two large subunits and two small sub-
units to form the catalytic domain and structural domain. 
Environmental oxidation level regulates the activity of 
AHAS, and cofactors flavin adenine dinucleotide (FAD) 
and  Mg2+ are also required for AHAS activity. AHAIR 
encoded by ilvC catalyzes the isomerization reduction of 
2-acetolactate to form dihydroxyisovalerate, whose activ-
ity requires  Mg2+ and NADPH [23]. DHAD ecoded by 
ilvD catalyzed the dehydration of dihydroxyisovalerate 
to 2-ketoisovalerate. Finally, TA encoded by ilvE converts 
2-ketoisovalerate to L-valine and this reaction also cata-
lyzed by AvtA (encoded by avtA) in C. glutamicum. The 
transcription of ilvB, ilvN and ilvC genes is regulated by 
the operon ilvBNC, which has three different promot-
ers that respectively start the transcription of ilvB, ilvN 
and ilvC genes to form three mRNA of different lengths. 
Because ilvC is located at the end of the operon ilvBNC, 
the transcription of ilvC gene was three times that of the 
other two genes, and the expression efficiency of ilvC 
gene was the highest among the three genes [26]. BrnFE 
is a two-component osmotic enzyme in C. glutamicum, 
which is responsible for the export of L-valine. The 
expression of BrnFE is regulated by the global regulatory 
factor Lrp. Lrp is activated to promote the expression of 
brnFE. The protein BrnFE transports L-valine to the out-
side of the cell and the import of L-valine is performed by 
the protein BrnQ.

The regulation of L-valine synthesis in E. coli appears 
to be more complex than in C. glutamicum. In contrast 
to C. glutamicum, there are three different AHAS iso-
enzymes in E. coli with different biochemical and regu-
latory properties (Fig. 1b). AHAS I is encoded by ilvBN, 
AHAS II is encoded by ilvIH, and AHAS III (encoded by 
ilvIH) is highly similar to C. glutamicum. 172 amino acids 
in C. glutamicum (encoded by ilvN) have 39% homol-
ogy with 163 amino acids in E. coli (encoded by ilvH). 
It contains an N-terminal ACT domain [26]. The sites 
responsible for L-valine feedback inhibition are located 
in the small subunits of AHAS I (encoded by ilvN) and 
AHAS III (encoded by ilvH), while AHAS II (encoded 
by ilvGM) is resistant to L-valine. At the transcrip-
tional level, the attenuation of ilvGMEDA (ilvE encodes 
transaminase, ilvD encodes dihydroxyacid dehydratase, 
ilvA encodes L-threonine dehydratase) operon is medi-
ated by three BCAAs (L-valine, L-leucine, L-isoleucine), 
and the absence of L-valine and L-leucine will trigger the 
attenuation control of ilvBN operon. Similar to BrnFE in 
C.glutamicum, YgaZH in E. coli is responsible for export-
ing L-valine, L-leucine and L-isoleucine. YgaZH is acti-
vated by the transcription of global regulatory factor 
Lrp, which is also involved in the synthesis of L-valine. 
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Fig. 1 Overview of biosynthetic pathway of L-valine in C.glutamicum, E. coli and B. subtilis. The solid red arrow shows the L-valine synthesis 
pathway and the solid blue arrow shows the inhibition pathway of L-valine synthesis. The red dotted line shows activation and the blue dotted 
line shows inhibition. a overview of biosynthetic pathway of L-valine in C.glutamicum; b overview of biosynthetic pathway of L-valine in E. coli; c 
overview of biosynthetic pathway of L-valine in B. subtilis. AHAS, acetohydroxyacid synthase; AHAIR, acetohydroxyacid isomeroreductase; DHAD, 
dihydroxyacid dehydratase; TA, transaminase B; AvtA, alanine transaminase; GPDH, glucose-6P dehydrogenase; PGL, 6-phosphogluconolactonase; 
PGDH, 6P-gluconate dehydrogenase; PGI, phosphoglucose isomerase; PFK, phosphofructokinase; Ldh, Lactate dehydrogenase; IlvA, L-threonine 
dehydratase; KHT, ketopantoate hydroxymethyltransferase; IPMS, 2-isopropylmalate synthase; LeuA, 2-isopropylmalate synthase; G-6-P, glucose 
6-phosphate; F-6-P, fructose 6 phosphate; F16dP, Fructose 1,6 diphosphate; OXA, oxaloacetate; GL6P, gluconolactone 6-phosphate; 6PG, 6-phospho 
gluconate; Ru5P, ribulose 5-phosphate; EMP, Embden-Meyerhof-Parnas; TCA, tricarboxylic acid cycle; PPP, pentose phosphate pathway
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It activates the expression of AHAS III (ecoded by ilvIH) 
isozyme, while L-leucine inhibits ilvIH operon expres-
sion by blocking Lrp binding. Lrp also inhibits ilvGM-
EDA operon expression. In E. coli, BCAAs is imported 
through BrnQ and LivJ, and Lrp also inhibits the trans-
port of LivJ protein.

In B. subtilis, as in E. coli and C. glutamicum, L-valine 
synthesis begins with pyruvate and proceeds through 
intermediates acetolactate, dihydroxyisovalerate, 
2-ketoisovalerate, and finally L-valine. The enzymes 
involved in this pathway are AHAS or ALS (encoded by 
ilvHB or alsS, respectively), AHAIR(encoded by ilvC), 
DHAD (encoded by ilvD), YbgE or YwaA (encoded 
by ybgE and ywaA, respectively) [16] (Fig.  1c). AHAS 
is involved in the synthesis of L-valine as well as leu-
cine and isoleucine, while ALS is specific in the synthe-
sis of L-valine and does not participate in the synthesis 
of other branch amino acids. YbgE and YwaA belong to 
transaminases, but the transaminase activity of YbgE is 
much higher than that of YwaA [27]. Similar to Lrp in 
the E. coli, CodY in B. subtilis is also a global regulatory 
factor, which exists in gram-positive bacteria with low 
G + C (G + C base pair content < 50%), such as B. subtilis, 
Clostridium acetobutylicum, and Staphylococcus aureus 
[28]. Branched chain amino acids can activate CodY. 
When L-valine is abundant in cells, CodY will inhibit 
ilvBHC, ilvA, ilvD, ygaE, ywaA. L-valine is decomposed 
to 2-ketoisovalerate through the enzyme Bcd which is 
also known as leucine dehydrogenase (LeuDH). This 
enzyme can be found in Bacillus and the thermophilic 
Clostridium. Bcd can naturally and reversely catalyze the 
deamination of branched-chain amino acids to ketoana-
logs [29]. BrnQ, BcaP and BraB (encoded by brnQ, bcaP 
and braB respectively) are three kinds of L-valine per-
meases in B. subtilis.[30].

Pathway constraints and metabolic engineering 
strategies for L‑valine production
Microbial cell factories such as C. glutamicum, E. coli, 
B. subtilis and yeast strains are metabolically engineered 
to produce a broad variety of high value chemicals of 
everyday use [31]. Despite the effort to engineer indus-
trial microorganisms for the production of L-valine, it 
encounters different metabolic bottlenecks in improving 
host cell physiology for high titer of L-valine with high 
yield and productivity. The first problem is that L-valine 
overproducing strains have heavily relied on first-gener-
ation feedstock, pure carbohydrates (e.g. glucose) as the 
sole carbon and energy source under monoculture regime 
[23, 26]. Second, the limiting step is that L-valine derives 
from build block pyruvate which is a central intermediate 
that contributes to other biochemical reactions. Third, 
the key metabolic enzymes and transports necessitated 

for L-valine biosynthesis in model strains, C. glutami-
cum, E. coli and B. subtilis, also function as prime in the 
biosynthesis of other BCAAs [23, 26]. Briefly, L-valine 
synthesis from pyruvate consists of four enzymes: AHAS, 
AHAIR, DHAD and TA. The key enzyme AHAS cata-
lyzes either the condensation of two pyruvates to yield 
2-acetolactate, leading to biosynthesis of L-valine and 
L-leucine, or condensation of pyruvate and 2-ketoiso-
byturate to form 2-aceto-2-hydroxybutyrate, leading to 
L-isoleucine biosynthesis [13, 32]. In addition, the last 
intermediate of L-valine synthesis, 2-ketoisovalerate is 
also the precursor for L-leucine and D-pantothenate 
biosynthesis. Fourth, the BCAAs exert the feedback 
inhibition on key enzyme AHAS (encoded by ilvBN) 
in C. glutamicum, and isoenzyme AHAS I and AHAS 
III (encoded by ilvBN and ilvIH respectively) in E. coli 
[32, 33]. In contrast, isoenzyme AHAS II (encoded by 
ilvGM) in E. coli, is insensitive to L-valine, but it is not 
expressed because of the frameshift mutation in ilvG. On 
the other hand, the AHAS II and AHAS III possess high 
affinity for 2-ketobutyrate than pyruvate, thus leading to 
L-isoleucine biosynthesis rather than L-valine biosynthe-
sis [20]. To cope with this complexity and to unlock the 
full potential of microbial factories for L-valine produc-
tion on an industrial scale, it is therefore advantageous 
to (i) improve substrate utilization (ii) improve precur-
sor availability (iii) relieve negative regulatory circuits 
and enhance transport engineering (iv) balance genes 
expression. In recent research, several possible novel 
strategies have been proposed to improve the production 
of L-valine, such as taking advantages of abundant and 
cheap carbon sources, systematic metabolic engineering 
and culture conditions in fermentation (Fig. 2).

Improving substrate utilization and expanding 
substrate spectrum
In response to the titer, yield and productivity necessi-
tated, the choice of carbon substrate is the first crucial 
step for the success of bioprocess. Hence, substrate cost 
and availability are critical in industrial biomanufacturing 
[34]. Possible carbon sources for L-valine-producing bac-
teria include carbohydrates (glucose, glycerin, fructose, 
molasses, etc.) and organic acids (pyruvate, acetic acid, 
lactic acid, etc.). Ethanol and organic hydrocarbons can 
also be used as carbon sources. Currently, under mono-
culture conditions, overproducing strains of L-valine rely 
heavily on first-generation feedstock, pure carbohydrates 
(such as glucose) as the sole carbon and energy source. 
Glucose is a preferred carbon source of C. glutamicum 
and E. coli, its metabolism has been noted to exclu-
sively depend on the glucose phosphotransferase system 
 (PTSglu). In C. glutamicum, the uptake of glucose is cata-
lyzed by a phosphotransferase system (PTS) consisting 
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of EI and HPr (encoded by ptsI and ptsH, respectively), 
and glucose-specific EII permease EIIGlc (encoded by 
ptsG) [35]. The intracellular glucose is further phospho-
rylated using ATP and/or phosphate-dependent glucoki-
nase [36]. To improve the efficiency of sugar utilization 
based on L-valine production, two traditional strategies; 
random mutation and fermentation optimization have 
been used and continued to be used for this purpose. The 
random mutagenesis is induced by chemical or physical 
mutagenesis to mutate the gene of the strain, and then 
the strain with excellent performance can be obtained 
through screening. By using multiple rounds of random 
mutagenesis and optimized batch fermentation, the 
mutant C. glutamicum strain VWB-1 exhibited a much 
higher consumption rate of glucose and high L-valine 
titer 29.85  g  L−1 in comparison with the parent strain 
[37]. In addition, applying rational metabolic engineer-
ing offers a more advantageous method to improve the 
utilization of carbon source for L-valine production. In a 
study by Vogt and colleagues, deactivating the PTS-inde-
pendent inositol transporter IolT1 which catalyzes glu-
cose uptake, resulted in an increased glucose uptake rate 

by 43% and L-valine titer to 20 mM [38]. Considering that 
phosphoenolpyruvate (PEP) is required for PTS and it is 
also an important intermediate for L-valine biosynthe-
sis, replacement of PTS with non-PTS could save more 
PEP for pyruvate availability as the main precursor to the 
desired product. For co-substrate utilization, increased 
glucose uptake was observed during glucose–maltose 
co-metabolism in pyruvate dehydrogenase complex-defi-
cient C. glutamicum. The transcriptional regulator SugR 
inhibits the expression of genes ptsI, ptsH and ptsG. Thus, 
the addition of maltose increases the ptsG expression by 
counteracting the SugR-mediated repression, thereby 
co-substrate utilization improved L-valine production 
(Table  1) [39]. L-serine biosynthesis is mainly through 
the Embden–Meyerhof–Parnas (EMP) pathway. Co-sub-
strate utilization by adding glucose and fructose as car-
bon sources for fermentation leads to higher cell growth 
and can produce more precursors to produce L-serine 
[40]. Possibly, the co-substrate utilization efficiency can 
be further applied to improve L-valine production. Meta-
bolic engineering has been successfully used to extend 
the carbon substrate spectrum of microbial cell factories. 

Fig. 2 Engineering strategies for enhancing L-valine production in model organisms as microbial cell factories. L-valine is an essential branched 
chain amino acid that is widely used in industrial application. Most metabolically engineered strains prefer to use first generation feedstock such 
carbohydrate (glucose) as sole carbon and energy source. The choice of renewable carbon sources is also expanding and possibly, lignocellulosic 
raw material such as xylose and other carbon source; glycerol can be used for improved L-valine production. With the advancement of engineering, 
it is possible to streamline platform microorganisms such as C. glutamicum, E. coli and B. subtilis for better performance in terms of titer, productivity 
and yield
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Most metabolic engineering projects focus on de novo 
synthesis of target biological products, and renewable 
carbon sources can usually be obtained at a lower price. 
At present, new strategies for achieving sustainability and 
added value tend to use carbon feedstock from industrial 
waste streams. The composition of industrial waste is dif-
ferent from that of traditional raw materials, so people 
pay more attention to this alternative carbon source, such 
as pentose, xylose, arabinose, polyol glycerol and organic 
acid lactic acid [41]. Meanwhile, hemi-cellulosic pentose 
sugar (xylose) and glycerol-based production of valu-
able chemicals in C. glutamicum and E. coli have been 
described [9, 41]. Nevertheless, although these microbial 
cells have the ability to utilize different carbon resources, 
they have never previously used renewable feedstocks 
for L-valine production. Considering the challenges of 
global resources and food shortage, microbial cells that 
efficiently utilize the flexible feedstocks for amino acid 
production are highly desired.

The use of methane, methanol, formic acid and caron 
dioxide is increasing, although the formation of biologi-
cal products through C1 carbon assimilation/utilization 
is currently less efficient than traditional carbon sources 
[34]. However, on the one hand, non-natural C1 model 
strains can achieve chemical production from carbon 
dioxide and reduce greenhouse gas emissions by using 
formic acid. On the other hand, methanol has a higher 
hydrogen/oxygen ratio than carbohydrates such as glu-
cose, xylose, and glycerol. Methanol and formic acid can 
be ideal raw materials for the biosynthesis of organic 
compounds, alcohols and hydrocarbons [42]. The ability 
to convert captured carbon into value-added products 
attracts carbon capture and storage, sustainable chemical 
production and reduces our dependence on non-renewa-
ble fossil fuels. The successful design of fully autotrophic 
E. coli strains has opened the door for fast-growing 
model organisms to be used in carbon capture and the 
production of chemical substances and biofuels. Com-
pared with existing microorganisms (such as algae and 
cyanobacteria), it has obvious advantages [43]. Therefore, 
the authors consider it is sought to produce L-valine from 
alternative raw materials that have no competition in the 
food and feed industries. Generally, the use of renewable 
raw materials reduces waste disposal costs and increases 
the economic value of the biological industry.

Engineering precursor metabolite flow
In nature, microorganisms develop tight metabolic path-
ways, and carbon flux allocation at major nodes affects 
the yield of target products. Therefore, reducing the 
carbon flux to undesirable by-products through meta-
bolic engineering strategies is a critical issue to achieve 
a high titer of a product with high yield and productivity 

[34, 44]. In order to maximize the metabolic flux of 
L-valine, it is important to ensure sufficient key precur-
sors (pyruvate and 2-ketoisobutylate) through resolving 
rate-controlling steps and to enhance the expression of 
key enzymes in the biosynthetic pathway. Because pyru-
vate is an important intermediate in glycolysis, which 
serves as the precursor for several pathways within a 
biochemical network of an engineered host, it is worth 
noting that the biosynthesis pathways of BCAAs are par-
tially overlapping and almost shared the same precursors 
(pyruvate and 2-ketoisovalerate) and enzymes (AHAS, 
AHAIR, DHAD, TA) [24, 26]. In consideration of this, 
most metabolic engineering strategies targeted the pyru-
vate dehydrogenase complex (PDHC) either directly or 
indirectly, overexpressing the L-valine production genes 
and suppressing the metabolic pathways of unwanted by-
products. Different enzymes (Table  1) have been deac-
tivated to reduce the carbon flow toward by-products 
(acetate, alanine, lactate, etc.). These strategies resulted 
in dramatically decreased by-products and significantly 
increased L-valine in engineered host overexpressing 
L-valine production genes (Table 1). 2-ketoisovalerate is 
the last intermediate of L-valine synthesis, which is also 
the precursor for L-leucine and D-pantothenate biosyn-
thesis. The enzymes involved in the pathway are KHT 
and IPMS respectively. To further increase the precursor 
supply through rational engineering and circumvent the 
unwanted byproducts, deactivating ketopantoate hydrox-
ymethyltransferase (KHT) and isopropyl malate synthase 
(IPMS) catalyze the first reaction from 2-ketoisovalerate 
to D-pantothenate and L-leucine respectively, has been 
significantly augmented the production of L-valine [45, 
46]. Decreasing 2-ketobutyrate availability was suggested 
also as a practical strategy for efficient pyruvate. Con-
sequently, this can lead to the improvement of L-valine 
production and preventing the accumulation of L-isole-
ucine [47]. For instance, AceE is one of the key enzymes 
encoding pyruvate dehydrogenase complex. Blocking the 
flow of pyruvate to the TCA pathway leads to pyruvate 
accumulation and thus more flow to L-valine. Deacti-
vating threonine dehydratase in aceE-deficient mutant 
resulted in the accumulation of L-valine (about 3.5 g  L−1) 
compared to C. glutamicum ATCC 14067∆aceE (about 
0.3 g  L−1) [48]. In addition, applying the similar strategy 
in panB and panB avtA-deficient mutant C. glutami-
cum respectively, improved L-valine production [45, 49, 
50]. Throughout the construction of L-valine producer 
strains, the genetic tools rely on complete gene deletion 
rather than allowing the attenuation of gene expression. 
To further achieve the optimal production of L-valine, 
employing the genetic tools including small regulatory 
RNAs and clustered regulatory interspaced short palin-
dromic repeats interference-nuclease-deactivated Cas9 
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(CRISPRi-dCas9) is of an urgent need for accurately 
increasing the precursor pools. Recently, the CRISPR 
system has implemented in B. subtilis to manipulate 
various key genes to reduce L-valine feedback inhibition 
and enhance L-valine biosynthesis pathways, resulting 
in L-valine production up to 4.6  g  L−1 which is almost 
14-fold higher than that obtained with the wild-type 
strain [16]. Lowering anaplerotic and tricarboxylic acid 
cycle (TCA) flux through deactivation of pyruvate car-
boxylase (PCx) and citrate synthase (CS), is thought 
to lead to the accumulation of pyruvate. By using the 
CRISPR interference, the expression level of PCx and CS 
were significantly reduced up to 98 and 83% respectively 
[51]. Furthermore, CRISPRi is a powerful technology for 
repressing multiple genes simultaneously in the micro-
bial cells, thus providing a quick and efficient method for 
reprogramming metabolic pathways [52].

Cofactor engineering and energy molecules
To further increase precursor supplies toward the path-
way of interest, understanding the interplay between 
cofactor levels/fluxes and metabolic fluxes inside the host 
is of great importance for efficiency production. Consid-
ering a cofactor-dependent production system in micro-
organisms, two reducing equivalents in form of NAD(P)
H are required to synthesize one mole of L-valine from 
two moles of pyruvate [3]. One mole of NADPH drives 
the AHAIR enzymatic reduction and another involves in 
the glutamate dehydrogenase (GDH) reaction which pro-
vides the amino group for the final transamination reac-
tion. Although the pentose phosphate pathway (PPP) has 
higher bioenergetics in terms of ATP and reducing equiv-
alent regeneration, all moles of NADPH generated in 
PPP are totally consumed during L-valine synthesis and 
meanwhile conversion of NADH generated via glycolysis 
to NADPH is being difficult under aerobic conditions. 
Based on these considerations, cofactor imbalance is a 
suspected rate-limiting factor in L-valine biosynthesis 
[53, 54]. The phosphoglucose isomerase (PGI, encoded 
by pgi) catalyzes the production of fructose-6-phosphate 
from glucose-6-phosphate. To enhance the metabolism 
of the PPP, Blombach and colleagues demonstrated that 
deleting the pgi gene in aceE/pqo-deficient C. glutami-
cum significantly increased intracellular NADPH con-
centration, thereby improved the yield of L-valine up to 
0.76 mol   mol−1 [53]. Bartek and colleagues also applied 
the similar strategy to improve L-valine yield from 0.49 to 
0.67 mol/mol in C. glutamicum [54]. Another study dem-
onstrated an adequate alternative to improve NADPH 
availability in the similar mutant of C. glutamicum by 
overexpressing E. coli membrane-bound transhydroge-
nase PntAB which catalyzes the reversible conversion of 
NADH to NADPH. This has led to a highly significant 

increase in L-valine yield up to 0.92  mol   mol−1 [55]. In 
E.coli, deactivating phosphofructokinase in pyruvate 
and malate dehydrogenases deficient-mutant increased 
the metabolite flux through the PPP and enhanced the 
availability of NADPH [20]. ATP, the major intracellular 
energy source generated mostly through the TCA cycle 
coupled with the electron transfer system, is not directly 
utilized in L-valine biosynthesis under aerobic condi-
tions. Usually, in the process of aerobic fermentation, the 
energy in the microbial cells is converted into ATP, which 
maintains the normal metabolism of cells and promotes 
the growth of the cells. However, in some cases, anaero-
bic conditions are more favorable for the accumulation of 
products. Under anaerobic conditions, NADH accumula-
tion and insufficient NADPH may inhibit the production 
of L-valine. To solve this problem, the Hexose Monopho-
phate Pathway (HMP) can be strengthened and the sup-
ply of NADPH can be increased. PpGpp is a regulatory 
signal molecule in response to environmental changes. 
RelA gene is conducive to the accumulation of ppGpp. 
When the L-valine synthesis pathway is enhanced, the 
energy molecule ATP is required. Recently, Denina and 
colleagues demonstrated that L-valine biosynthesis in C. 
glutamicum was related to relA gene that have a positive 
pact to increase ATP-coupled and decrease ATP-uncou-
pled respiration [47]. It has also demonstrated that ATP 
generated by the phosphotransacetylase- acetate kinase 
pathway plays an important role in L-valine production 
and cell growth [21]. On the contrary, under anaerobic 
conditions, ATP is not a constraint to L-valine biosynthe-
sis thus it is not required for enzymatic conversion from 
pyruvate to L-valine. In recognition of this, Hasegawa 
and colleagues demonstrated that metabolically engi-
neered C. glutamicum strains efficiently produce L-valine 
under anoxic conditions by converting the coenzyme 
requirement of AHAIR function from NADPH to 
NADH, removing feedback inhibition using AHAS vari-
ant (G156E), and eliminating byproduct formation for 
precursor enrichment. The engineered strain produced 
172.2  g  L−1 L-valine with a yield of 0.63  mol   mol−1 of 
glucose [56, 57]. Given that a rate-limiting oxygen trans-
fer and carbon loss in form of  CO2 to generate suffi-
cient reducing equivalent impeded the productivity, 
applying anaerobic bioprocess suggested a new avenue 
to the efficient production of L-valine and other amino 
acids. There is also a two-stage fermentation strategy 
to produce L-valine (Table  1). After aerobic culture for 
a period of time, the cells are transferred to a confined 
space. Under oxygen-limited conditions, in order to 
improve the regeneration efficiency of cofactors, NADPH 
is converted to NADH through gene mutations, so that 
NADH in the EMP pathway can be directly used for the 
synthesis of L-valine, while introducing foreign genes, 
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replacing the branched-chain amino acid transaminase 
with the leucine dehydrogenase of B. subtilis, changing 
the dependence on cofactors in the process of L-valine 
synthesis [56]. Besides, microaerobic environments have 
been shown to improve the productivity of organisms. 
Ekaterina A. Savrasova et al. used E. coli for L-valine pro-
duction under microaerobic conditions, this study intro-
duced leucine dehydrogenase Bcd in B. subtilis, which 
altered the NADPH-dependent metabolic pathway, 
resulting in a final L-valine yield of 9.1 g  L−1 [58].

Relieving negative regulatory circuits
The feedback inhibition and transcriptional attenuation 
control caused by an accumulation of the target prod-
uct is a common problem encountered in biosynthesis 
pathways. In this context, the L-valine biosynthesis is 
then subjected to the negative regulatory circuits which 
often make it difficult to achieve the optimum produc-
tion. AHAS is composed of a large subunit (encoded by 
ilvB) and a small subunit (encoded by ilvN) which con-
stitute the catalytic domain and the regulatory domain of 
the enzyme, respectively. Any one of the three branched 
chain amino acids can bind to the site on the regulatory 
domain and inhibit the activity of AHAS [23]. Heterolo-
gous introduction of feedback-resistant acetolactate acid 
synthase from B. Subtilis increased the production of 
L-valine [59]. On another hand, the leucine-responsible 
regulator protein (Lrp) encoded by lrp gene, regulates the 
expression of the AHAS III isoenzyme positively and the 
AHAS II isoenzyme negatively in E. coli [20, 44]. These 
problems can be solved by mutating this key enzyme to 
be resistant to feedback inhibition and deregulation of 
attenuation control. By using site-directed mutagenesis, 
the feedback inhibition on AHAS was removed to maxi-
mize the metabolic flux toward the L-valine biosynthesis. 
For example; chromosomal expression of AHAS I vari-
ant (G41A; C50T) and displacing the attenuator leader 
region with tac-promoter in E. coli Val mutant improved 
the efficiency of 2-ketoisovalerate [20]. Moreover, apply-
ing two variants of AHAS (G20D, V21D and M22F) 
and (P176S, D426E and L576W) conferred L-valine and 
L-leucine/valine resistance respectively [21, 60]. Remov-
ing feedback inhibition in C. glutamicum via the chro-
mosomal expression of AHAS variant (G20D, I21D and 
I22F) has also conferred BCAAs resistance and increased 
L-valine titer from about 1 g  L−1 to 15 g  L−1 in ilvA and 
panB deficient mutant [45]. The co-overexpression of 
L-valine production genes and AHAS variant (S41V 
and A91V) that conferred BCAAs resistance, resulted 
in a 9.51  g  L−1 higher titer and 0.13  g  L−1   h−1 higher 
L-valine productivity in C. glutamicum ATCC 14067 
[61]. Hasegawa and colleagues also aimed to relieve the 
feedback inhibition of L-valine in C. glutamicum by 

developing an active AHAS variant (G156E) (Table1) 
[57]. In Saccharomyces cerevisiae, Takpho and colleagues 
demonstrated that introducing variant of AHAS (N86A, 
G89D and N104A) in the host leads to the reduction of 
the valine-binding affinity thus resulted in approximately 
4-fold higher intracellular L-valine contents compared to 
the wild type [19].

Balancing gene expression levels
Since the development of DNA recombinant technol-
ogy along with the use of model organisms, the employ-
ment of multiple-copy plasmid-base expression system 
has substantially improved our ability to design micro-
bial cell factories with a desired phenotype [34]. AHAS 
is the initiation enzyme of three branched chain amino 
acids and a key enzyme in the synthesis pathway of 
L-valine. A limiting step in the production of branched-
chain amino acids from metabolically engineered micro-
organisms can be their excretion from the cell and the 
export of L-valine is mediated by the exporters BrnFE 
and YgaZH. Therefore, Overexpression of key enzymes 
(AHAS, BrnEF, YgaZH) in the rate limiting step is essen-
tial for the high yield of L-valine during metabolic engi-
neering [23, 26]. However, fine tuning gene expression 
approach are capable of achieving high production while 
minimizing metabolic burden and inefficient carbon 
utilization, leading to the growth retardation. Consider-
ing the enzyme’s function analogies during L-valine and 
L-isoleucine biosynthesis, balancing the expression of the 
genes and understanding the ability of the key enzyme to 
bind to specific intermediates may be the major motiva-
tor to maximize the production and maintain the optimal 
cell growth [32, 62]. Recently, Liu and colleague demon-
strated that the 138th residue of IlvB in AHAS played an 
important role for binding the main intermediate pyru-
vate, thereby overexpression of AHAS variant (V404A, 
IlvB) in YTW-104 mutant increased L-valine production 
at 25.93 g  L−1 [63]. In addition, employing the best RBS 
combinations and promoter engineering are suggested 
to fine-tune the expression of key biosynthesis genes for 
L-valine production. Ptrc is a strong promoter that pro-
motes gene expression and BrnFE is responsible for the 
export of BCCA in C. glutamicum. The introduction of 
Ptrc-controlled brnFE in E. coli roughly doubled the pro-
duction of L-valine (32 g  L−1) [59].

Transporter engineering
To further enhance the transportability of L-valine, 
transporter engineering have emerged. In C. glutami-
cum, the BCAAs are transported through a two-com-
ponent system consisting of BrnF and BrnE encoded by 
brnF and brnE respectively. The export of BCAAs and 
L-methionine is then mediated by BrnFE exporter which 
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is regulated by the global regulator, Lrp (Fig.  1a,b) [64, 
65]. In E. coli, Lrp is also known to repress the expres-
sion of the livJ gene, encoding the branched-chain amino 
acid transporter [20]. Recently, the BCAAs-transporter 
engineering approach has been implemented to mini-
mize the intracellular concentration of the target prod-
uct, thus avoiding the feedback inhibition and growth 
retardation, and ultimately maximizing the production 
of a target product. For example, in a study by Park and 
colleagues, the ygaZH gene in E. coli was found to have 
a similar function as brnFE in C. glutamicum through 
homology research. The overexpression of ygaZH and 
lrp further resulted in a 7.61  g  L−1 L-valine which is 
113% higher when compared to the control strain [20]. 
Other researchers also used the abovementioned strat-
egy in engineered E. coli to improve L-valine production 
(Table  1) [21, 22]. In addition, overexpressing lrp and 
brnFE genes in C. glutamicum ATCC13869 resulted in 
increased L-valine production by 16 and 2.7-fold respec-
tively, thus causing the enhanced transcription level of 
the key genes in L-valine biosynthesis [66]. These stud-
ies suggested L-valine transporter engineering is strongly 
required.

Co‑culture
Recently, L-valine overproduction strains are typically 
used in strategies based on monoculture. However, the 
abovementioned discussions indicated that construction 
and optimization of the L-valine biosynthesis pathway in 
a single host is still a challenge because of different intrin-
sic limitations [23, 26]. For instance, many genes in com-
peting pathways are knocked out for enhanced carbon 
flux, thereby triggering a disproportion of the resources 
of the host cells. As such, a modular co-culture approach 
is suggested to overcome the metabolic burdens and 
helped improve the production level in a cost-effective 
manner [9]. Generally, the approach based on co-culture 
is to modularize metabolic pathways and assign pathway 
modules to more than one microbial strain for the opti-
mal functioning of the complete pathway. In this context, 
the concept of synthetic microbial consortia is becom-
ing increasingly attractive and the prime benefit of this 
approach is that the engineered strains shared the overall 
metabolic burdens which go beyond the metabolic capac-
ity limit of one single strain [9, 67]. Recently, Sgobba and 
colleagues designed a synthetic E. coli-C. glutamicum for 
L-lysine production. Furthermore, commensalism and 
mutualism-based synthetic consortium for L-lysine pro-
duction from sucrose and starch respectively were devel-
oped [68]. Given the driving force behind the urgent need 
for microbial conversion of lignocellulosic raw materi-
als, intensive efforts have been made to design synthetic 
microbial consortia based on lignocellulose sugar for 

value added chemicals production [69]. More impor-
tantly, two user-friendly model hosts of the same spe-
cies can be engineered to form an integrated system for 
improved pyruvate intermediate as the main precursor 
in L-valine biosynthesis. By taking advantage of the co-
culture-based approach, enabling co-utilization of mixed 
sugars through design and characterization of microbial 
consortia-based L-valine production is suggested to have 
its impact on industrial application.

Approaches based on system metabolic 
engineering
Although the recent progress in rational engineering 
strategies offers the viable option to enhance the pro-
duction of L-valine, the key challenge of applying the 
abovementioned approach is that engineering the micro-
organisms without considering the complex metabolic 
and regulatory networks at the system level can lead to 
the suboptimal production of the target product. There-
fore, system metabolic engineering, which integrates 
system biology, synthetic biology and evolutionary engi-
neering can overcome this challenge [34, 44]. Many tools 
and strategies are available for implementing systems 
metabolic engineering; some of these have been applied 
to L-valine biosynthesis in microbial factories. By apply-
ing the in silico-guided multiple knockout approach, the 
triple knockout of aceF, mdh, and pfkA has potential 
increased L-valine production in E. coli mutant. Conse-
quently, the E. coli VAMF strain (Table  1), engineered 
based on a in silico-prediction target, was able to produce 
7.5  g  L−1 L-valine with a high yield of 0.378  g   g−1  mol 
of glucose [20]. In addition to the potential of in silico 
genome-scale analysis, 13C-metabolic flux analysis (13C-
MFA) can provide a holistic view on metabolism and 
regulation that is useful for developing L-valine producer 
strains. For instance, 13C-MFA of L-valine producer 
strain demonstrates that the flux split ratio between 
EMP and PPP to the demand of NADPH is important 
for cell growth, maintenance and L-valine production 
[55]. Hence, a systematic approach based on in silico flux 
response analysis was applied to identify the optimum 
substrate feeding condition for increased L-valine pro-
duction [21].

As discussed, microbial factories possess a plethora 
of regulatory mechanisms that tightly control the flux 
through their metabolic network. This mechanism has 
typically counteracted metabolic engineering efforts to 
rewire the metabolism with a view to overproduction. 
Therefore, system metabolic engineering to guided adap-
tive laboratory evolution (ALE) has become available to 
optimize microbial genome and finding creative solutions 
to fitness-limiting obstacles [70]. For example, apply-
ing metabolic engineering to guided evolution (MGE), 
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PEP and pyruvate carboxylase-deficient C. glutamicum 
strain was evolved to grow on glucose. The MGE-gen-
erated strain showed the mutation in isocitrate dehy-
drogenase (ICD) which activated the glyoxylate shunt 
replenishing oxaloacetate required for growth. Further-
more, overexpressing the L-valine biosynthesis gene in 
evolved strain resulted in 8.9 g  L−1 L-valine with a yield 
of 0.22  g   g−1  mol of glucose [25]. In addition, Omics-
based approaches have been applied to acquire valuable 
transcriptome, proteome and metabolome data, which 
are being used to develop a strain with higher L-valine 
production. For example, the genes that are involved in 
PPP and TCA pathways, and the key genes for biosynthe-
sis of L-valine were found to be upregulated in L-valine 
higher yield strain, C. glutamicum-VWB1 [37]. Ma and 
colleagues demonstrated that the upregulation of gene 
encoding aminotransferase might benefit the synthesis 
of L-valine and cause the significant decrease of byprod-
ucts in L-valine-producing mutant C. glutamicum XV 
(Table 1) [71].

Recently, the high-throughput fluorescence activat-
ing cell-sorting (HF-FACS) strategy for monitoring and 
screening single bacterial cells that show a desirable 
phenotype, has been applied in strain development for 
amino acids production, including L-valine. A dynamic 
biosensor regulator system based on Lrp for detection of 
BCAAs and methionine was developed in C. glutamicum. 
The Lrp upregulated reporter protein expression from 
the brnFE promoter when bound by branched-chain 
amino acids [72]. Guided by ALE, Mahr and colleagues 
combined the above sensor system with HF-FACS for 
screening better mutant of pyruvate dehydrogenase 
complex-deficient C. glutamicum which exhibited a 25% 
increase in L-valine titer. The detected mutation in a ure-
ase accessory protein gene (UreD) and a global protein 
(GlxR) were responsible for the production phenotype. 
Furthermore, introducing the mutated sequence of ureD 
(urease accessory protein) in non-evolved strain resulted 
in significantly increased L-valine production up to 
100% [73]. Based on these examples, hidden constraints 
on microbial cells lead to undesirable physiological 
changes. Therefore, a combination of 13C-MF with tran-
scriptomic/proteomics and novel genome-scale models 
are needed for a comprehensive understanding of cell 
responses to metabolic burdens at different cellular levels 
and to design a robust cell with high chances of success. 
Microbial mutation breeding methods have been widely 
used in the fermentation industry. Traditional strategies 
to increase the yield of wild-type strains include ran-
dom mutagenesis through nitrosoguanidine (NTG) and 
ultraviolet treatment (UV). In these conventional muta-
tion methods, attention is paid to the health and safety 
of operators and the efficiency of mutation. Recently, 

a novel atmospheric and room temperature plasma 
mutagenesis tool (ARTP) has been developed. ARTP has 
several advantageous features, such as lower controllable 
gas temperature, abundant chemically reactive species, 
rapid mutation, safety and higher operational flexibility. 
The plasma from the ARTP system damages cell walls, 
membranes, DNA, and proteins, causing genetic damage 
in microorganisms. Therefore, ARTP may be a powerful 
mutagenesis tool providing an effective method to obtain 
mutants with desirable phenotypes [74]. In addition, 
rational design combined with biosensor-driven labora-
tory evolution methods can increase the ability to pro-
duce amino acids. A biosensor was constructed based on 
LRP-type transcriptional regulatory factors and temper-
ature-sensitive replication technology. After atmospheric 
and room temperature plasma (ARTP) mutagenesis, 
fluorescence activated cell sorting (FACS) was used to 
increase the L-valerate of C. glutamicum. The yield of the 
mutant strain L-valine finally obtained was 3.20  g  L−1, 
which was 21.47% higher than the titer of the original 
strain [75].

Conclusions and perspectives
The branched-chain amino acid, L-valine has wide appli-
cations and its market capacity requirement constantly 
increases, but the production level of this essential bio-
chemical is still far from satisfactory to meet the indus-
trial demands. In this perspective, we describe several 
strategies that comprise system metabolic engineering 
for producing L-valine. These strategies encompass car-
bon source and nutrient utilization, flux distribution at 
branch points, cofactors and energy requirements, regu-
latory engineering, product export, gene manipulation, 
system metabolic engineering, fermentation conditions 
and characteristics. As engineering of microbial cells for 
L-valine production is applied more widely, we expect 
these strategies can be effective in addressing the above 
challenges.

Although, the use of renewable carbon source, sugar in 
fermentation with aid of microbial factories offers many 
advantages as can be seen from the relevant discussion 
above, several challenges need to be overcome for effi-
cient production. Methanol is a promising raw material 
for the production of fuels and chemicals. Therefore, 
people have devoted a great deal of efforts to the design 
of microorganisms that utilize methanol as an unnatural 
methyl nutrition platform. The main industrial C. glu-
tamicum, after reasonable design and experimental engi-
neering, can be used as a methanol-dependent synthesis 
of methyl nutrition organisms. The cell growth of meth-
anol-dependent strains depends on the co-utilization of 
methanol and xylose, most notably methanol is an essen-
tial carbon source [76]. The use of abundant and cheap 



Page 13 of 16Gao et al. Microb Cell Fact          (2021) 20:172  

carbon sources can effectively reduce production costs 
and improve economic feasibility. Acetate is a promis-
ing carbon source for realizing cost-effective microbial 
processes. Recently, some researchers have designed 
an E. coli strain to produce itaconic acid from acetate. 
In order to increase the yield, the acetic acid assimila-
tion pathway and the glyoxylic acid shunt pathway are 
amplified through the overexpression and deregulation 
of pathway genes. After 88 h of fermentation, acetic acid 
quickly assimilated, and the resulting strain WCIAG4 
produced 3.57 g  L−1 itaconic acid (16.1% of the theoreti-
cal maximum yield). These efforts support that acetate 
may become a potential raw material for engineered E. 
coli production biochemistry [77]. At present,the aver-
age selling price of L-valine is $5.4 per kg and the current 
maximum yield of valine is about 172.2  g  L−1 L-valine 
with a yield of 0.63  mol   mol−1 of glucose for 24  h [59]. 
The raw materials such as glucose, formic acid and acetic 
acid are $0.772 per kg, $0.386 per kg and $0.463 per kg 
respectively. The raw materials such as formic acid and 
acetic acid obtained from industrial waste are even lower. 
Therefore, the formate and acetate converted from the 
reduction of carbon dioxide emissions has great poten-
tial and can be used as a sustainable raw material for the 
biological production of biofuels and biochemical sub-
stances. However, due to the toxicity of formate or lack of 
metabolic pathways, its use for the growth and chemical 
production of microbial species is limited. The formate 
assimilation pathway in E. coli has been constructed and 
applied to adaptive laboratory evolution to improve the 
use of formate as a carbon source under sugar-free con-
ditions [78]. Optimizing the metabolic flow of engineer-
ing precursor is frequently complicated between target 
product and byproduct, gene expression and complex 
enzyme regulation. Although metabolic problems can be 
handled by regulating key enzymes, more often than not, 
the complexity of the branched-chain amino acids syn-
thesis pathway requires more precise regulation. Gene 
regulation based on CRISPRi has emerged as a powerful 
tool in synthetic circuits. CRISPRi will have enormous 
potential as a primary means of technology to recon-
struct gene regulatory networks. With the advancement 
of novel strategies and tools in system metabolic engi-
neering, it is possible to achieve optimal production of 
L-valine on an industrial scale. The avenues that promise 
the major impact on L-valine production are: First, stain 
development by biosensor-mediated adaptive laboratory 
evolution and high-throughput screening (using biosen-
sors specifically developed for L-valine) [73]. Second, 
applying the omics strategies, including transcriptomes, 
proteomes and metabolomes, the physiological informa-
tion of L-valine producer strain will possibly add insight 
to hidden constraints. Third, 13C-metabolic flux analysis 

combined with a genome-scale metabolic model (GSM) 
can lead to the development of optimal process through 
systematically identifying genetic targets for overexpres-
sions, downregulation and deletions [79]. To this end, all 
these strategies will provide engineering with insights 
for improving microbial production for L-valine in the 
future. Nonetheless, one of the major challenges of meta-
bolic engineering is to transfer the  CO2 fixation capac-
ity of autotrophic organisms to heterotrophic organisms 
(such as E. coli). The knowledge of more than 100 meta-
bolic pathways of autotrophic E. coli can be used, which 
have been optimized for the production of fuels and 
chemicals, and are produced through  CO2. Gleizer et al. 
in their 2019 contributions type of E. coli that can use 
 CO2 as the sole carbon source is designed. The author 
used metabolic engineering technology to construct 
E. coli with disrupted EMP and PPP. The bacteria can 
fix  CO2 through the Calvin cycle and use formate as an 
electronic resource. Then within 350 days, the strain was 
optimized for  CO2 fixation through adaptive evolution, 
thereby generating mutations that regulate gene expres-
sion and pathway regulation. Formic acid is introduced 
into the growth medium. As a method to generate reduc-
ing power, formate dehydrogenase is proven to be a key 
additive to increase the biomass in carbon dioxide from 
35 to 100% [43]. All those feedstocks have more possibil-
ity to use in microbial production for L-valine.

Industrial production of L-valine requires system-
wide engineering, while considering culture condi-
tions in fermentation. It can be summarized as several 
strategies. Back to the high-yield L-valine, iterative uti-
lization and different orders make more sense. As an 
increasing body of knowledge on microbial species and 
metabolic systems which can be implemented in pro-
ducing L-valine, we expect adopting these strategies 
can address more challenges, and meanwhile inspirit 
L-valine development to meet the needs of society.

Abbreviations
CAGR : Compound annual growth rate; BCAAs: Branched-chain amino acids; 
C. glutamicum: Corynebacterium glutamicum; E. coli: Escherichia coli; B. subtilis: 
Bacillus subtilis; AHAS: Acetohydroxyacid synthetase; AHAIR: Acetohydroxyacid 
isomeroreductase; DHAD: Dihydroxyacid dehydratase; TA: Branched-chain 
amino acid transaminase; FAD: Flavin adenine dinucleotide; PTS: Phos-
photransferase system; PEP: Phosphoenolpyruvate; EMP: Embden–Meyer-
hof–Parnas; PDHC: Pyruvate dehydrogenase complex; KHT: Ketopantoate 
hydroxymethyltransferase; IPMS: Isopropyl malate synthase; HMP: Hexose 
monophophate pathway; TCA : Tricarboxylic acid cycle; PCx: Pyruvate car-
boxylase; CS: Citrate synthase; GDH: Glutamate dehydrogenase; PPP: Pentose 
phosphate pathway; Lrp: Leucine-responsible regulator protein; ALE: Adaptive 
laboratory evolution; MGE: Metabolic engineering to guided evolution; ICD: 
Isocitrate dehydrogenase; HF-FACS: High-throughput fluorescence activating 
cell-sorting; UreD: Urease accessory protein gene; GlxR: A global protein; NTG: 
Nitrosoguanidine; UV: Ultraviolet treatment; ARTP: Atmospheric and room 
temperature plasma; OH: Hydroxyl; FACS: Fluorescence activated cell sorting; 
GSM: Genome-scale metabolic model.



Page 14 of 16Gao et al. Microb Cell Fact          (2021) 20:172 

Acknowledgements
Not applicable.

Authors’ contributions
GH summarized the latest strategies and prospects of L-valine metabolic 
engineering, and modified and polished the manuscript. PT organized the 
literature about L-valine metabolism factory and completed the first draft of 
the manuscript. ZX and YTW was responsible for the planning and execu-
tion. XMJ and RZM was responsible for the design and review of manuscripts 
and ensuring that the descriptions are accurate and agreed by all authors. All 
authors have read and approved the final manuscript.

Funding
This work was supported by the National key Research and Development 
Program of China, (No. 2018YFA0900300); National Nature Science Foundation 
of China, (No. 32070035; 31770058); Key Research and Development Program 
of Ningxia Hui Autonomous Region, (No. 2019BCH01002); The National 
First-Class Discipline Program of Light Industry Technology and Engineering 
(LITE2018-06).

Availability of data and materials
All data generated or analysed during this study are included in this published 
article.

Declarations

Ethics approval and consent to participate
Not applicable.

Consent for publication
Not applicable.

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

Received: 18 June 2021   Accepted: 24 August 2021

References
 1. Zhang S, Zeng X, Ren M, Mao X, Qiao S. Novel metabolic and physi-

ological functions of branched chain amino acids: a review. J Anim Sci 
Biotechnol. 2017;8:10.

 2. Karau A, Grayson I. Amino acids in human and animal nutrition. Adv 
Biochem Eng Biotechnol. 2014;143:189–228.

 3. Pátek M. Branched-chain amino acids. In: Wendisch V, editor. Amino 
acid biosynthesis—pathways, regulation and metabolic engineering, 
microbiology monographs, vol. 5. Berlin: Springer; 2007. pp. 129–62.

 4. Roux ML, Donsbough AL, Waguespack AM, Powell S, Bidner TD, Payne 
RL, Southern LL. Maximizing the use of supplemental amino acids 
in corn-soybean meal diets for 20- to 45-kilogram pigs. J Anim Sci. 
2011;89:2415–24.

 5. Wu G. Amino acids: metabolism, functions, and nutrition. Amino Acids. 
2009;37:1–17.

 6. Wen J, Helmbrecht A, Elliot MA, Thomson J, Persia ME. Evaluation of the 
valine requirement of small-framed first cycle laying hens. Poult Sci. 
2019;98:1272–9.

 7. Kawaguchi T, Izumi N, Charlton MR, Sata M. Branched-chain amino 
acids as pharmacological nutrients in chronic liver disease. Hepatology. 
2011;54:1063–70.

 8. Chen XH, Liu SR, Peng B, Li D, Cheng ZX, Zhu JX, Zhang S, Peng YM, Li H, 
Zhang TT, Peng XX. Exogenous L-valine promotes phagocytosis to kill 
multidrug-resistant bacterial pathogens. Front Immunol. 2017;8:207.

 9. Wendisch VF. Metabolic engineering advances and prospects for amino 
acid production. Metab Eng. 2019. https:// doi. org/ 10. 1016/j. ymben. 2019. 
03. 008.

 10. Zhu G-Y, Zhu X, Wan X-L, Fan Q, Ma Y-H, Qian J, Liu X-L, Shen Y-J, Jiang J-H. 
Hydrolysis technology and kinetics of poultry waste to produce amino 
acids in subcritical water. J Anal Appl Pyrol. 2010;88:187–91.

 11. Leuchtenberger W, Huthmacher K, Drauz K. Biotechnological produc-
tion of amino acids and derivatives: current status and prospects. Appl 
Microbiol Biotechnol. 2005;69:1–8.

 12. D’Este M, Alvarado-Morales M, Angelidaki I. Amino acids production 
focusing on fermentation technologies—a review. Biotechnol Adv. 
2018;36:14–25.

 13. Park JH, Lee SY. Fermentative production of branched chain amino 
acids: a focus on metabolic engineering. Appl Microbiol Biotechnol. 
2010;85:491–506.

 14. Hou X, Chen X, Zhang Y, Qian H, Zhang W. (L)-Valine production with 
minimization of by-products’ synthesis in Corynebacterium glutamicum 
and Brevibacterium flavum. Amino Acids. 2012;43:2301–11.

 15. Huang QG, Zeng BD, Liang L, Wu SG, Huang JZ. Genome shuffling and 
high-throughput screening of Brevibacterium flavum MDV1 for enhanced 
L-valine production. World J Microbiol Biotechnol. 2018;34:121.

 16. Westbrook AW, Ren X, Moo-Young M, Chou CP. Metabolic engineer-
ing of Bacillus subtilis for L-valine overproduction. Biotechnol Bioeng. 
2018;115:2778–92.

 17. Huo Y, Zhan Y, Wang Q, Li S, Yang S, Nomura CT, Wang C, Chen S. 
Acetolactate synthase (AlsS) in Bacillus licheniformis WX-02: enzymatic 
properties and efficient functions for acetoin/butanediol and L-valine 
biosynthesis. Bioprocess Biosyst Eng. 2018;41:87–96.

 18. Liang C, Huo Y, Qi G, Wei X, Wang Q, Chen S. Enhancement of L-valine 
production in Bacillus licheniformis by blocking three branched pathways. 
Biotechnol Lett. 2015;37:1243–8.

 19. Takpho N, Watanabe D, Takagi H. High-level production of valine by 
expression of the feedback inhibition-insensitive acetohydroxyacid 
synthase in Saccharomyces cerevisiae. Metab Eng. 2018;46:60–7.

 20. Park JH, Lee KH, Kim TY, Lee SY. Metabolic engineering of Escherichia 
coli for the production of L-valine based on transcriptome analy-
sis and in silico gene knockout simulation. Proc Natl Acad Sci USA. 
2007;104:7797–802.

 21. Park JH, Kim TY, Lee KH, Lee SY. Fed-batch culture of Escherichia coli for 
L-valine production based on in silico flux response analysis. Biotechnol 
Bioeng. 2011;108:934–46.

 22. Park JH, Jang YS, Lee JW, Lee SY. Escherichia coli W as a new platform strain 
for the enhanced production of L-valine by systems metabolic engineer-
ing. Biotechnol Bioeng. 2011;108:1140–7.

 23. Wang X, Zhang H, Quinn PJ. Production of L-valine from metabolically 
engineered Corynebacterium glutamicum. Appl Microbiol Biotechnol. 
2018;102:4319–30.

 24. Hirasawa T, Shimizu H. Recent advances in amino acid production by 
microbial cells. Curr Opin Biotechnol. 2016;42:133–46.

 25. Schwentner A, Feith A, Munch E, Busche T, Ruckert C, Kalinowski J, Takors 
R, Blombach B. Metabolic engineering to guide evolution—creating a 
novel mode for L-valine production with Corynebacterium glutamicum. 
Metab Eng. 2018;47:31–41.

 26. Oldiges M, Eikmanns BJ, Blombach B. Application of metabolic engineer-
ing for the biotechnological production of L-valine. Appl Microbiol 
Biotechnol. 2014;98:5859–70.

 27. Brinsmade SR, Alexander EL, Livny J, Stettner AI, Segre D, Rhee KY, 
Sonenshein AL. Hierarchical expression of genes controlled by the 
Bacillus subtilis global regulatory protein CodY. Proc Natl Acad Sci USA. 
2014;111:8227–32.

 28. Sonenshein AL. CodY, a global regulator of stationary phase and viru-
lence in Gram-positive bacteria. Curr Opin Microbiol. 2005;8:203–7.

 29. Ohshima T, Misono H, Soda K. Determination of branched-chainl-amino 
acids and their keto analogs with leucine dehydrogenase. Agric Biol 
Chem. 2014;42:1919–22.

 30. Belitsky BR, Gustafsson MCU, Sonenshein AL, Von WC. An lrp-like gene 
of Bacillus subtilis involved in branched-chain amino acid transport. J 
Bacteriol. 1997;179:5448–57.

 31. Wendisch VF, Brito LF, Lopez GM, Hennig G, Pfeifenschneider J, Sgobba E, 
Veldmann KH. The flexible feedstock concept in Industrial Biotechnology: 
metabolic engineering of Escherichia coli, Corynebacterium glutamicum, 
Pseudomonas, Bacillus and yeast strains for access to alternative carbon 
sources. J Biotechnol. 2016;234:139–57.

 32. Liu Y, Li Y, Wang X. Molecular evolution of acetohydroxyacid synthase 
in bacteria. Microbiologyopen. 2017. https:// doi. org/ 10. 1002/ mbo3. 
524.

https://doi.org/10.1016/j.ymben.2019.03.008
https://doi.org/10.1016/j.ymben.2019.03.008
https://doi.org/10.1002/mbo3.524
https://doi.org/10.1002/mbo3.524


Page 15 of 16Gao et al. Microb Cell Fact          (2021) 20:172  

 33. Liu Y, Li Y, Wang X. Acetohydroxyacid synthases: evolution, structure, 
and function. Appl Microbiol Biotechnol. 2016;100:8633–49.

 34. Choi KR, Jang WD, Yang D, Cho JS, Park D, Lee SY. Systems metabolic 
engineering strategies: integrating systems and synthetic biology with 
metabolic engineering. Trends Biotechnol. 2019;37:817–37.

 35. Moon MW, Park SY, Choi SK, Lee JK. The phosphotransferase system of 
Corynebacterium glutamicum: features of sugar transport and carbon 
regulation. J Mol Microbiol Biotechnol. 2007;12:43–50.

 36. Zahoor A, Lindner SN, Wendisch VF. Metabolic engineering of 
Corynebacterium glutamicum aimed at alternative carbon sources and 
new products. Comput Struct Biotechnol J. 2012;3:1–10.

 37. Zhang H, Li Y, Wang C, Wang X. Understanding the high L-valine pro-
duction in Corynebacterium glutamicum VWB-1 using transcriptomics 
and proteomics. Sci Rep. 2018;8:3632.

 38. Vogt M, Haas S, Klaffl S, Polen T, Eggeling L, van Ooyen J, Bott M. 
Pushing product formation to its limit: metabolic engineering of 
Corynebacterium glutamicum for L-leucine overproduction. Metab Eng. 
2014;22:40–52.

 39. Krause FS, Henrich A, Blombach B, Kramer R, Eikmanns BJ, Seibold GM. 
Increased glucose utilization in Corynebacterium glutamicum by use of 
maltose, and its application for the improvement of L-valine productivity. 
Appl Environ Microbiol. 2010;76:370–4.

 40. Stolz M, Peters-Wendisch P, Etterich H, Gerharz T, Faurie R, Sahm H, Ferst-
erra H, Eggeling L. Reduced folate supply as a key to enhanced L-serine 
production by Corynebacterium glutamicum. Appl Environ Microbiol. 
2007;73:750–5.

 41. Becker J, Wittmann C. Advanced biotechnology: metabolically engi-
neered cells for the bio-based production of chemicals and fuels, materi-
als, and health-care products. Angew Chem Int Ed. 2015;54:3328–50.

 42. Tuyishime P, Sinumvayo JP. Novel outlook in engineering synthetic 
methylotrophs and formatotrophs: a course for advancing C1-based 
chemicals production. World J Microbiol Biotechnol. 2020;36:118.

 43. Kruyer NS, Peralta-Yahya P. Advancing the potential for the produc-
tion of chemicals from carbon dioxide in Escherichia coli. Biochemistry. 
2020;59:731–2.

 44. Lee JH, Wendisch VF. Production of amino acids—genetic and metabolic 
engineering approaches. Bioresour Technol. 2017;245:1575–87.

 45. Elisakova V, Patek M, Holatko J, Nesvera J, Leyval D, Goergen JL, Delaunay 
S. Feedback-resistant acetohydroxy acid synthase increases valine 
production in Corynebacterium glutamicum. Appl Environ Microbiol. 
2005;71:207–13.

 46. Holatko J, Elisakova V, Prouza M, Sobotka M, Nesvera J, Patek M. Metabolic 
engineering of the L-valine biosynthesis pathway in Corynebacte-
rium glutamicum using promoter activity modulation. J Biotechnol. 
2009;139:203–10.

 47. Denina I, Paegle L, Prouza M, Holatko J, Patek M, Nesvera J, Ruklisha M. 
Factors enhancing L-valine production by the growth-limited L-isoleucine 
auxotrophic strain Corynebacterium glutamicum ∆ilvA ∆panB ilvNM13 
(pECKAilvBNC). J Ind Microbiol Biotechnol. 2010;37:689–99.

 48. Hu J, Tan Y, Li Y, Hu X, Xu D, Wang X. Construction and application of an 
efficient multiple-gene-deletion system in Corynebacterium glutamicum. 
Plasmid. 2013;70:303–13.

 49. Radmacher E, Vaitsikova A, Burger U, Krumbach K, Sahm H, Eggeling 
L. Linking central metabolism with increased pathway flux: L-valine 
accumulation by Corynebacterium glutamicum. Appl Environ Microbiol. 
2002;68:2246–50.

 50. Marienhagen J, Eggeling L. Metabolic function of Corynebacterium 
glutamicum aminotransferases AlaT and AvtA and impact on L-valine 
production. Appl Environ Microbiol. 2008;74:7457–62.

 51. Park J, Shin H, Lee SM, Um Y, Woo HM. RNA-guided single/double gene 
repressions in Corynebacterium glutamicum using an efficient CRISPR 
interference and its application to industrial strain. Microb Cell Fact. 
2018;17:4.

 52. Santos-Moreno J, Tasiudi E, Stelling J, Schaerli Y. Multistable and dynamic 
CRISPRi-based synthetic circuits. Nat Commun. 2020;11:2746.

 53. Blombach B, Schreiner ME, Bartek T, Oldiges M, Eikmanns BJ. Corynebac-
terium glutamicum tailored for high-yield L-valine production. Appl 
Microbiol Biotechnol. 2008;79:471–9.

 54. Bartek T, Blombach B, Zonnchen E, Makus P, Lang S, Eikmanns BJ, Oldiges 
M. Importance of NADPH supply for improved L-valine formation in 
Corynebacterium glutamicum. Biotechnol Prog. 2010;26:361–71.

 55. Bartek T, Blombach B, Lang S, Eikmanns BJ, Wiechert W, Oldiges M, 
Noh K, Noack S. Comparative 13C metabolic flux analysis of pyruvate 
dehydrogenase complex-deficient L-valine-producing Corynebacterium 
glutamicum. Appl Environ Microbiol. 2011;77:6644–52.

 56. Hasegawa S, Suda M, Uematsu K, Natsuma Y, Hiraga K, Jojima T, Inui M, 
Yukawa H. Engineering of Corynebacterium glutamicum for high-yield 
L-valine production under oxygen deprivation conditions. Appl Environ 
Microbiol. 2013;79:1250–7.

 57. Hasegawa S, Uematsu K, Natsuma Y, Suda M, Hiraga K, Jojima T, Inui M, 
Yukawa H. Improvement of the redox balance increases L-valine produc-
tion by Corynebacterium glutamicum under oxygen deprivation condi-
tions. Appl Environ Microbiol. 2012;78:865–75.

 58. Savrasova EA, Stoynova NV. Application of leucine dehydrogenase Bcd 
from Bacillus subtilis for l-valine synthesis in Escherichia coli under micro-
aerobic conditions. Heliyon. 2019;5:e01406.

 59. Hao Y, Ma Q, Liu X, Fan X, Men J, Wu H, Jiang S, Tian D, Xiong B, Xie X. 
High-yield production of L-valine in engineered Escherichia coli by a novel 
two-stage fermentation. Metab Eng. 2020;62:198–206.

 60. Yin L, Hu X, Xu D, Ning J, Chen J, Wang X. Co-expression of feedback-
resistant threonine dehydratase and acetohydroxy acid synthase increase 
L-isoleucine production in Corynebacterium glutamicum. Metab Eng. 
2012;14:542–50.

 61. Guo Y, Han M, Xu J, Zhang W. Analysis of acetohydroxyacid synthase 
variants from branched-chain amino acids-producing strains and their 
effects on the synthesis of branched-chain amino acids in Corynebacte-
rium glutamicum. Protein Expr Purif. 2015;109:106–12.

 62. Chipman DM, Duggleby RG, Tittmann K. Mechanisms of acetohydroxy-
acid synthases. Curr Opin Chem Biol. 2005;9:475–81.

 63. Liu Y, Wang X, Zhan J, Hu J. The 138(th) residue of acetohydroxyacid 
synthase in Corynebacterium glutamicum is important for the substrate 
binding specificity. Enzyme Microb Technol. 2019;129:109357.

 64. Lange C, Mustafi N, Frunzke J, Kennerknecht N, Wessel M, Bott M, 
Wendisch VF. Lrp of Corynebacterium glutamicum controls expression 
of the brnFE operon encoding the export system for L-methionine and 
branched-chain amino acids. J Biotechnol. 2012;158:231–41.

 65. Marin K, Krämer R. Amino acid transport systems in biotechnologically 
relevant bacteria. In: Wendisch V, editor. Amino acid biosynthesis-path-
ways, regulation and metabolic engineering, microbiology monographs, 
vol. 5. Berlin: Springer; 2007. p. 309–16.

 66. Chen C, Li Y, Hu J, Dong X, Wang X. Metabolic engineering of Corynebac-
terium glutamicum ATCC13869 for L-valine production. Metab Eng. 
2015;29:66–75.

 67. Zhang H, Wang X. Modular co-culture engineering, a new approach for 
metabolic engineering. Metab Eng. 2016;37:114–21.

 68. Sgobba E, Stumpf AK, Vortmann M, Jagmann N, Krehenbrink M, Dirks-
Hofmeister ME, Moerschbacher B, Philipp B, Wendisch VF. Synthetic 
Escherichia coli-Corynebacterium glutamicum consortia for L-lysine 
production from starch and sucrose. Bioresour Technol. 2018;260:302–10.

 69. Maleki N, Safari M, Eiteman MA. Conversion of glucose–xylose mixtures 
to pyruvate using a consortium of metabolically engineered Escherichia 
coli. Eng Life Sci. 2018;18:40–7.

 70. Portnoy VA, Bezdan D, Zengler K. Adaptive laboratory evolution—har-
nessing the power of biology for metabolic engineering. Curr Opin 
Biotechnol. 2011;22:590–4.

 71. Ma Y, Ma Q, Cui Y, Du L, Xie X, Chen N. Transcriptomic and metabolomics 
analyses reveal metabolic characteristics of L-leucine- and L-valine-
producing Corynebacterium glutamicum mutants. Ann Microbiol. 
2019;69:457–68.

 72. Mustafi N, Grunberger A, Kohlheyer D, Bott M, Frunzke J. The devel-
opment and application of a single-cell biosensor for the detec-
tion of l-methionine and branched-chain amino acids. Metab Eng. 
2012;14:449–57.

 73. Mahr R, Gatgens C, Gatgens J, Polen T, Kalinowski J, Frunzke J. Biosensor-
driven adaptive laboratory evolution of l-valine production in Corynebac-
terium glutamicum. Metab Eng. 2015;32:184–94.

 74. Zhang X, Zhang X, Xu G, Zhang X, Shi J, Xu Z. Integration of ARTP 
mutagenesis with biosensor-mediated high-throughput screening to 
improve L-serine yield in Corynebacterium glutamicum. Appl Microbiol 
Biotechnol. 2018;102:5939–51.

 75. Han G, Xu N, Sun X, Chen J, Chen C, Wang Q. Improvement of L-valine 
production by atmospheric and room temperature plasma mutagenesis 



Page 16 of 16Gao et al. Microb Cell Fact          (2021) 20:172 

•
 
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: 

and high-throughput screening in Corynebacterium glutamicum. ACS 
Omega. 2020;5:4751–8.

 76. Tuyishime P, Wang Y, Fan L, Zhang Q, Li Q, Zheng P, Sun J, Ma Y. Engineer-
ing Corynebacterium glutamicum for methanol-dependent growth and 
glutamate production. Metab Eng. 2018;49:220–31.

 77. Noh MH, Lim HG, Woo SH, Song J, Jung GY. Production of itaconic acid 
from acetate by engineering acid-tolerant Escherichia coli W. Biotechnol 
Bioeng. 2018;115:729–38.

 78. Kim SJ, Yoon J, Im DK, Kim YH, Oh MK. Adaptively evolved Escherichia coli 
for improved ability of formate utilization as a carbon source in sugar-free 
conditions. Biotechnol Biofuels. 2019;12:207.

 79. O’Brien EJ, Monk JM, Palsson BO. Using genome-scale models to predict 
biological capabilities. Cell. 2015;161:971–87.

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


	Engineering of microbial cells for L-valine production: challenges and opportunities
	Abstract 
	Background
	Pathway of L-valine biosynthesis in C. glutamicum, E. coli and B. subtilis
	Pathway constraints and metabolic engineering strategies for L-valine production
	Improving substrate utilization and expanding substrate spectrum
	Engineering precursor metabolite flow
	Cofactor engineering and energy molecules
	Relieving negative regulatory circuits
	Balancing gene expression levels
	Transporter engineering
	Co-culture
	Approaches based on system metabolic engineering
	Conclusions and perspectives
	Acknowledgements
	References




