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Unusual (or infrequently occurring) amino acids are
present in a number of cellular peptides. They are often
included in peptide antibiotics produced by nonriboso-
mal synthesis [1]; in other cases, misincorporation of
these amino acids into proteins by the ribosomes occurs
when heterologous proteins are expressed in bacterial
cells [2, 3]. Norvaline and norleucine are two of the
noncanonical amino acids. Norleucine is known to be a
methionine analogue [4]; it can be substituted for
methionine and leucine residues in bacterial proteins
[3, 5, 6]. Norvaline can be misincorporated in proteins
instead of leucine [2]. Misincorporation of norleucine
in the course of expression of heterologous proteins is
promoted by cultivation on norleucine-containing
media and under leucine or methionine starvation
[7

 

−

 

9]. This approach was used to obtain norleucine-
containing analogues of biologically active proteins
with novel characteristics (interleukine-2, interferon,
etc.) [5, 9–11]. For example, the substitution of
methionine residues with norleucine ones makes the
proteins more resistant to oxidation, methionine-spe-
cific proteases, and modifying agents [10].

Moreover, approaches are being developed which
enable accurate directional inclusion of noncanonical
amino acids into proteins [12]. Thus, in order to
increase the structural diversity of amino acid residues
in cellular proteins, over 30 unnatural amino acids were
used as “building blocks” for both prokaryotic and

eukaryotic proteins [13, 14]. The progress in rational
protein design promote interest in the biosynthesis of
new optically active polypeptide structural units.

Biosynthesis of noncanonical amino acids by bacte-
ria is therefore of special interest. The scheme for nor-
valine and norleucine biosynthesis was initially sug-
gested by Kisumi et al. for 

 

Serratia marcescens

 

 [15,
16]. The authors suggested that norvaline and norleu-
cine are formed in the leucine biosynthetic pathway
from 2-ketobutyrate and 2-ketovalerate, respectively.
Some experimental results indicate that 

 

Escherichia
coli

 

, like 

 

S. marcescens

 

, uses leucine biosynthesis
enzymes to synthesize noncanonical amino acids [3, 7].

The goal of the present work was to study norvaline
and norleucine overproduction in an 

 

E. coli

 

 strain with
all the isoenzymes of acetohydroxy acid synthases
inactivated. Our results confirm the suggested mecha-
nism of the biosynthesis of noncanonical amino acids
via the leucine biosynthesis pathway.

MATERIALS AND METHODS

 

Bacterial strains and cultivation conditions.

 

 In
the present work, the strains 

 

Escherichia coli

 

 K-12
(VKPM B7), MG1655, leuA55 [17], and their deriva-
tives were used. The Luria–Bertani broth [18] and solid
media with 1.2% agarose were used for cultivation. The
minimal medium composition was as follows (g/l):
Na

 

2

 

HPO

 

4

 

, 3.5; KH

 

2

 

PO

 

4

 

, 1.5; NH

 

4

 

Cl, 1.0; glucose, 4.0;
and thiamine, 0.012.
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For analysis of norvaline and norleucine accumula-
tion, the strains were grown in a fermentation medium
of the following composition (g/l): glucose, 60;
(NH

 

4

 

)

 

2

 

SO

 

4

 

, 18; KH

 

2

 

PO

 

4

 

, 2; MgSO

 

4

 

 

 

×

 

 7H

 

2

 

O, 1; CaCO

 

3

 

,
25; and thiamine, 0.02. The cells were inoculated into
test tubes with 2 ml of the medium and grown for 72 h
at 

 

32°ë

 

.

 

Design of strain B

 

7

 

∆

 

ilvBN

 

∆

 

ilvGM

 

∆

 

ilvIH deficient
in all the isoenzymes of acetohydroxy acid synthases.

 

Strain B

 

7

 

∆

 

ilvBN

 

∆

 

ilvGM

 

∆

 

ilvIH was obtained from
strain B7 by sequential deletion of the 

 

ilvIH

 

, 

 

ilvBN

 

, and

 

ilvGM

 

 operons by means of 

 

λ

 

Red-dependent recombi-
nation [19]. For inactivation of 

 

ilvIH

 

 genes, a linear
DNA fragment was inserted into strain B7 chromo-
some, carrying the 

 

att

 

 sites of phage 

 

λ

 

 and a selective
marker of chloramphenicol resistance, flanked by short
(36 bp) sequences homologous to the 5' and 3' frag-
ments of the 

 

ilvIH

 

 operon. Oligonucleotides ilvIHI1
(5'-cttttcacctttcctcctgtttattcttattacccctgaagcctgcttttttata-
ctaagttgg-3') and ilvIHI2 (5'-acatgttgggctgtaaattgcgcat-
tgagatcattccgctcaagttagtataaaaaagctgaac-3') were used
for PCR amplification of the cassette excised by the

 

λ

 

Int

 

/

 

Xis system. The pMW

 

118-

 

λ

 

attL-CmR-

 

λ

 

attR plas-
mid [20] was used as template. Excision of the 

 

cat

 

 gene,
flanked by the 

 

attL

 

 and 

 

attR

 

 sites of phage 

 

λ

 

, from the
chromosome of strain B

 

7

 

∆

 

ilvIH::cat was carried out
according to [21] using the pMW-int/xis-ts plasmid.
Deletion of the 

 

ilvBN

 

 genes in strain B

 

7

 

∆

 

ilvIH was car-
ried out in a similar way. For this purpose, the primers
ilvBNI1 (5'-taaacatcgtcggatcggactgattacgctgcactttga-
agcctgcttttttatactaagttgg-3') and ilvBNI2 (5'-tcccggaa-
agtcggcccagaagaaaaggactggagccgctcaagttagtataaaaaa-
gctgaac-3') were used. In order to inactivate the 

 

ilvBN

 

genes in the chromosome of strain B

 

7

 

∆

 

BN

 

∆

 

ilvIH, the
primers ilvGMI1 (5'-gtttctcaagattcaggacggggaac-
taactatgaatgaagcctgcttttttatactaagttgg-3') and ilvGMI2
(5'-tcagctttcttcgtggtcatttttatattccttttgcgctcaagttagtataa-
aaaagctgaac-3') were used. All the chromosomal modi-
fications in strain B

 

7

 

∆

 

ilvBN

 

∆

 

ilvGM

 

∆

 

ilvIH were con-
firmed by PCR.

 

Inactivation of the 

 

ilvA

 

 and 

 

leuA

 

 genes, and mod-
ification of the regulatory regions of the 

 

leuABCD

 

and 

 

leuA

 

G

 

479

 

C

 

BCD

 

 operons.

 

 Inactivation of the 

 

ilvA

 

gene in strain B

 

7

 

∆

 

ilvBN

 

∆

 

ilvGM

 

∆

 

ilvIH was carried out
by incorporation of the 

 

attL

 

λ

 

-

 

cat

 

-

 

attR

 

λ

 

 cassette
according to [19]. For inactivation of the 

 

ilvA

 

 gene, the
ilvAI1 (5'-cgcggtgcgcgataaatcgaaactggggggttaatatg-
aagcctgcttttttatactaagttgg-3') and ilvAI2 (5'-cctga-
taagcgaagcgctatcaggcatttttccctacgctcaagttagtataa-
aaaagctgaac-3') primers were used. For inactivation of
the 

 

leuA

 

 gene in strain B7, the leuAI1 (5'-gtgt-
tgagctttgcgttgcaactctttttcgacttctgaagcctgcttttttatactaagt
tgg-3') and leuAI2 (5'-tcgataccacattgcgcgacggtgaacag-
gcgttaccgctcaagttagtataaaaaagctgaac-3') primers were
used.

Replacement of the regulatory region of the

 

leuABCD

 

 operon in strain B7 by the constitutive P

 

L

 

promoter of phage lambda was carried out according to

[19]. The chromosome of strain BW25113 cat-P

 

L

 

-ydd
[22] was used as PCR template, oligonucleotides Leu-
attR (5'-aattagctaattttacggatgcagaactcacgctggcgctcaag-
ttagtataaaaaagctgaac-3') and P

 

L

 

-leu (5'-aaaataatgact-
tgctggctcatggtttgggtccttagctgtttccttctagacggccaatgct-3')
were used as primers.

The regulatory region of the 

 

leuA

 

G

 

479

 

C

 

BCD

 

 operon
of strain leuA55 was substituted by the P

 

L

 

 promoter of
phage lambda in a similar way. The strain thus obtained
was used to transfer the promoter-containing cassette

 

attL

 

λ

 

-

 

cat

 

-

 

attR

 

λ

 

-

 

P

 

L

 

-

 

leuA

 

G

 

479

 

C

 

BCD

 

 into strain B7 by
transduction with phage P1.

 

Plasmids.

 

 The plasmid pMIV-P

 

ilvIH

 

-ilvIH was
obtained by cloning the DNA fragment containing the
wild type 

 

ilvIH

 

 operon on a low copies vector pMIV-
5JS (kindly provided by L. R. Ptitzyn, Ajinomoto-
Genetika Research Institute). The 

 

ilvIH operon was
obtained by PCR amplification of the chromosomal
DNA of strain MG1655 with the primers ilvIHL58 (5'-
aggagctcagagttcgctgaatccttag-3') and ilvIHR60 (5'-
actctagatccaggttccca-3'). The PCR product flanked due
to the amplification by the SacI and XbaI restriction
sites was cloned within the vector pMIV-5JS. Strain
B7∆ilvBN∆ilvGM∆ilvIH was used as the recipient for
cloning.

The plasmid pBR-leuABCD (kindly provided by
E. A. Slivinskaya, Ajinomoto-Genetika Research Insti-
tute) contains on the vector the MunI fragment of E. coli
chromosome including the wild type leuABCD and the
leuO gene encoding the transcription activator.

Analytical techniques. Identification of norvaline
and norleucine in E. coli culture fluid was carried out by
HPLC–MS, as described in [23]. The content of norleu-
cine and norvaline in the culture fluid was determined
by RF-HPLC with fluorescence detection [23].

The enzymatic activity of isopropylmalate synthase
(IPMS) in cell extracts was determined as described in
[24]. In order to obtain the extracts, the cells were
grown to the mid-exponential phase.

Homology of the isopropylmalate synthases from
E. coli, Salmonella. thyphimurium, and Mycobacterium
tuberculosis was determined using BLAST
(http://www.ncbi.nlm.nih.gov/BLAST/) or PSI-
BLAST software packages. Amino acid sequences of
isopropylmalate synthases were aligned using Clust-
alW software (http://www.ebi.ac.uk/clustalw/).

Analysis of norvaline and norleucine formation
in resting E. coli cells. In order to obtain resting E. coli
cells, the culture was grown in 750-ml flasks with 50 ml
of the fermentation medium supplemented with isoleu-
cine (100 mg/l) and valine (100 mg/l). The cultures
were grown at 37°ë with aeration for 24 h to OD540 =
10. The cells were collected by centrifugation, washed
with 0.9% NaCl (10 ml), and resuspended in a medium
of the following composition (g/l): (NH4)2SO4, 5;
MgSO4 × 7H2O, 1; KH2PO4, 2; thiamine, 0.02; CaCO3,
5. The optical density of the cell suspension was 30 U.
The suspension of resting cells (3 ml) was supple-
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mented with 2-ketobutyrate to a final concentration of
10 mM; the substrate was not added to control samples.
The cells (with and without the substrate) were grown
at 37°ë with aeration for 24 h; the culture fluid was then
centrifuged. Amino acid content in the supernatant was
determined by RF-HPLC with fluorescence detection.

RESULTS AND DISCUSSION

Overproduction of norvaline and norleucine by
E. coli B7∆ilvBN∆ilvGM∆ilvIH uses common meta-
bolic pathways for the biosynthesis of branched chain
amino acids, leucine, valine, and isoleucine (Fig. 1).
Acetohydroxy acid synthases (AHAS) catalyze the first
common reaction of the biosynthesis of branched chain
amino acids. E. coli is known to possess only two isoen-
zymes of acetohydroxy acid synthases, AHAS I (the
product of the ilvBN genes) and AHAS III (encoded by
the ilvIH genes). AHAS II (the product of the ilvGM

genes) is inactive due to a nonsense mutation in the ilvG
gene.

In order to investigate the biosynthesis of branched
chain amino acids in E. coli, we designed strain
B7∆ilvBN∆ilvGM∆ilvIH; in this strain all the genes
encoding AHAS isoenzymes were inactivated. Since
the synthesis of branched chain amino acids was
blocked, it required isoleucine and valine for growth in
minimal media. Since leucine can be synthesized from
2-ketoisovalerate (the product of valine deamination)
via 2-ketoisocaproate (the keto precursor of leucine) in
the so-called “ketoacid chain elongation pathway,” leu-
cine was not required for growth.

The ilvGM are known to be a part of the ilvGMEDA
operon, which encodes the enzymes required for the
biosynthesis of branched chain amino acids. Deletion
of the ilvGM genes was designed in such a way that the
polar effect on expression of the distant genes of the
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droxyacid dehydratase; IlvE, transaminase B; AvtA, transaminase C; TyrA, aromatic transaminase; 2-KIV, 2-ketoisovalerate; Pyr,
pyruvate; 2-KB, 2-ketobutyrate; 2-KV, 2-ketovalerate; 2-KIC, 2-ketoisocaproate; 2-KC, 2-ketocaproate.



MICROBIOLOGY      Vol. 76      No. 6     2007

OVERPRODUCTION OF NONCANONICAL AMINO ACIDS 715

ilvGMEDA operon was minimized. Indeed, the growth
of strain B7∆ilvBN∆ilvGM∆ilvIH on the minimal
medium was restored by the introduction of the pMV-
PilvII-ilvIH plasmid carrying the AHAS III genes; this is
evidence of the ilvEDA expression level sufficient for
growth.

We found that strain B7∆ilvBN∆ilvGM∆ilvIH,
grown in a fermentation medium with isoleucine
(100 mg/l) and valine (100 mg/l) in the absence of leu-
cine, accumulated amino acids in the culture fluid.
Their separation by thin-layer chromatography in the
solvent system isopropyl alcohol: ethyl acetate: water:
ammonia (80 : 80 : 50 : 25 vol/vol) revealed Rf values
close to those of branched chain amino acids. By the
method of HPLC-MS, these amino acids were identi-
fied as norvaline and norleucine [23]. The overall pro-
duction of norvaline and norleucine from glucose by
strain B7∆ilvBN∆ilvGM∆ilvIH was approximately 5%
(Table 1).

Confirmation of the suggested pathway of norva-
line and norleucine biosynthesis in E. coli strain
deficient in AHAS. The mechanism of norvaline and
norleucine formation has been initially proposed for
S. marcescens [15, 16]. The authors suggested the syn-
thesis of norvaline and norleucine from 2-ketobutyrate
and 2-ketovalerate, respectively, by the enzymes per-
forming the synthesis of leucine from 2-ketoisovaler-
ate, isopropylmalate synthase (IMPS, product of the
leuA gene), isopropylmalate isomerase (IPMI, product
of the leuCD genes), and isopropylmalate dehydroge-
nase (IPMD, product of the leuB gene) (Fig. 1). In S.
marcescens, IPMS is known to catalyze acetyl–CoA
condensation not only with 2-ketoisovalerate (the pre-
cursor of leucine and valine), but also with other
ketoacids, 2-ketobutyrate and 2-ketovalerate [15]. The
reaction products are metabolized by IPMI and IPMD,
which also have broad substrate specificity. In the first
cycle of the “ketoacid chain elongation pathway”,

2-ketovalerate is formed from 2-ketobutyrate; in the
second cycle of this pathway, it is converted to 2-keto-
caproate. Amination of 2-ketovalerate and 2-ketoca-
proate by aminotransferases IlvE, AvtA, and TyrA
results in formation of norvaline and norleucine,
respectively.

Overproduction of norvaline and norleucine by the
cells of strain B7∆ilvBN∆ilvGM∆ilvIH with inacti-
vated AHAS when grown under valine limitation in the
absence of leucine (Table 1) indicates the existence of
a similar mechanism for formation of noncanonical
amino acids in E. coli. Cultivation in the minimal
medium without leucine probably results in the dere-
pression of the leuABCD operon, while the absence of
AHAS changes the intracellular ketoacid pools: the
pool of 2-ketobutyrate increases, while the pool of
2-ketoisovalerate decreases. Under such conditions,
instead of 2-ketoisovalerate, IPMS utilizes the substrate
present in excess, 2-ketobutyrate.

The biochemical properties of E. coli IPMS have not
been studied to this point; this enzyme, however, exhib-
its high homology with the S. thyphimurium IPMS
(E-value < 3 · 10−180; identity, 92%; BLAST software),
which can utilize 2-ketobutyrate and pyruvate in vitro
as alternative substrates (KM 2-KIB = 0.06 mM; KM 2-KIV =
1.1 mM; and KM pyruvate = 10 mM) [24].

The three-dimensional structure has been deter-
mined for a single enzyme of the isopropylmalate syn-
thase class, IPMS of M. tuberculosis [25]. X-ray struc-
ture analysis revealed the amino acid residues partici-
pating in the formation of the active and regulatory sites
of the enzyme [25]. Alignment of amino acid sequences
of IPMS from M. tuberculosis, E. coli, and S. thyphimu-
rium revealed that in spite of their low homology
(E-value < 9e-19; identity, 28%; PSI-BLAST soft-
ware), the amino acid residues interacting with
2-ketoacids in the substrate binding site (Arg-80,
Asp-81, Glu-218, Thr-254, His-285, His-287, His-379,

Table 1.  Accumulation of norvaline and norleucine by E coli strains B7, B7∆ilvBN∆ilvGM∆ilvIH, and its derivatives*

Strain Supplements** Norvaline, g/l Norleucine, g/l

B7 – <0.1 <0.1

B7∆ilvBN∆ilvGM∆ilvIH Ile, Val 0.9 1.9

B7∆ilvBN∆ilvGM∆ilvIH Ile, Val, Leu <0.1 <0.1

B7∆ilvBN∆ilvGM∆ilvIH Ile, Val*** <0.1 <0.1

B7∆ilvBN∆ilvGM∆ilvIH/pMIV-PilvIH-ilvIH – <0.1 <0.1

B7∆ilvBN∆ilvGM∆ilvIH/pBR-leuABCD Ile, Val 0.8 3.9

B7∆ilvBN∆ilvGM∆ilvIH∆ilvA Ile, Val 0.5 1.6

Notes:     * The cells were grown in test tubes in the fermentation medium.
             ** Isoleucine was added to a final concentration of 100 mg/l; valine, to 100 mg/l; and leucine, to 100 mg/l. 
           *** Valine was added to a final concentration of 500 mg/l.
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and Tyr-410) are identical in these organisms (Fig. 2).
However, the amino acid residues of the regulatory site
responsible for the allosteric inhibition with leucine
(Leu-535, Ala-536, Val-551, Tyr-554, Ala-558, Ala-
565, and Ala-567) do not exhibit high conservatism
(Fig. 2). Moreover, the conservative amino acid resi-
dues of the regulatory domain of M. tuberculosis IPMS
(Tyr-554, Ala-558, and Ala-565) (Fig. 2) interact with
the aliphatic groups of leucine [25]. This structure of
the regulatory center of IPMS ensures enzyme specific-
ity to leucine inhibition and the inability of the structur-
ally similar amino acids, norvaline and norleucine, to
interact with IPMS and inhibit it.

Interestingly, neither the amino acid residues of the
substrate binding site nor the metal ion associated with
the enzyme interact with the aliphatic groups of
2-ketoisovalerate [25]. This may be the explanation for
the broad substrate specificity of IPMS. Thus, consider-
ing the conservative structure of the substrate binding
site in isopropylmalate synthases, it can be suggested
that E. coli IPMS, similar to S. thyphimurium IPMS,

has a broad substrate specificity and can use 2-ketobu-
tyrate instead of 2-ketoisovalerate as a methyl group
acceptor.

In order to obtain additional proof of the mechanism
of the biosynthesis of noncanonical amino acids in
E. coli, we have studied the effect of various factors on
norleucine and norvaline accumulation by strain
B7∆ilvBN∆ilvGM∆ilvIH (Table 1). Addition of leucine
into the medium containing isoleucine and valine was
found to prevent formation of the noncanonical amino
acids due to the IPMS inhibition and repression of the
leuABCD operon. An excess of valine in the medium
(500 mg/l) had a similar effect; valine can be deami-
nated with formation of 2-ketoisovalerate, thus prevent-
ing the interaction of 2-ketobutyrate with isopropyl-
malate synthase. Introduction of pMIV-PilvIH-ilvIH
(restoring the AHAS III activity) into strain
B7∆ilvBN∆ilvGM∆ilvIH also resulted in suppression of
norleucine and norvaline synthesis. Increased expres-
sion of the leuABCD operon achieved by the introduc-
tion of the pBR-leuABCD plasmid into strain

Fig. 2. Alignment of amino acid sequences of E. coli, S. thyphimurium, and M. tuberculosis IPMS. Amino acid residues participating
in the active site are shown in bold and highlighted. Amino acid residues of the regulatory site are highlighted. The numbering of
amino acid residues is according to the M. tuberculosis sequence. 
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B7∆ilvBN∆ilvGM∆ilvIH resulted in a twofold increase
in norleucine production. In this case, the total produc-
tion of norvaline and norleucine from glucose was
approx. 8%. Thus, our results confirm the proposed
scheme of the biosynthesis of noncanonical amino
acids.

Interestingly, inactivation of the ilvA gene, which
blocked 2-ketobutyrate formation from threonine, did
not prevent norvaline and norleucine synthesis by strain
B7∆ilvBN∆ilvGM∆ilvIH (Table 1). This is an indica-
tion that, in the absence of functionally active threonine
deaminase, 2-ketobutyrate may be synthesized by leu-
cine biosynthesis enzymes from pyruvate, rather than
threonine (Fig. 1). This alternative pathway of 2-keto-
butyrate formation from pyruvate is used by some
organisms for threonine-independent isoleucine bio-
synthesis [26, 27].

Formation of norvaline and norleucine by the
resting E. coli cells with different levels of expression
of leucine biosynthesis genes. For additional confir-
mation of norvaline and norleucine formation from
2-ketobutyrate by leucine biosynthesis enzymes, for-
mation of these amino acids from 2-ketobutyrate was
studied in the resting cells of strains with different lev-
els of expression of leucine biosynthesis genes: B7 with
the wild type leuABCD operon; B7 cat-PL-leuABCD,
containing leuABCD genes under control of phage
lambda PL promoter (expression of leuABCD genes is
increased); B7 cat-PL-leuAG479CBCD, in which gene
leuA, encoding feedback-resistant IPMS, as well as the
other genes of the leucine operon are under control of
the PL promoter; and B7∆leuA, in which leuA gene is
inactivated. The level of expression of the leuABCD
operon was determined from isopropylmalate synthase
activity (Table 2).

The results of these experiments have demonstrated
that accumulation of norvaline and norleucine in rest-
ing E. coli cells depended on the level of expression of
leucine biosynthesis enzymes (Table 2). Strain B7 cat-

PL-leuAG479CBCD exhibited the highest level of norval-
ine and norleucine synthesis. Strain B7∆leuA with the
deleted leuA gene did not synthesize norvaline and nor-
leucine. The cells of strains B7 cat-PL-leuABCD and
B7 cat-PL-leuAG479CBCD accumulated norvaline and
norleucine even in the absence of exogenous 2-ketobu-
tyrate; this is possibly due to their synthesis from the
intracellular 2-ketobutyrate.

It should be mentioned that, unlike strain
B7∆ilvBN∆ilvGM∆ilvIH, E. coli cells with function-
ally active AHASs grown without exogenous branched
chain amino acids preferably synthesize norvaline
rather than norleucine (Table 2). This is possibly related
to the differences in the level of expression of ami-
notransferases able to aminate the keto-precursors of
norvaline and norleucine.

Thus, the results obtained indicate that norvaline
and norleucine in E. coli are formed from 2-ketobu-
tyrate by the enzymes of the leucine biosynthesis path-
way; E. coli cells with the blocked activity of acetohy-
droxyacid synthases are capable of overproduction of
these noncanonical amino acids.
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