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The enzymatic degradation of amino acids in cheese is believed to generate aroma compounds and therefore
to be essential for flavor development. Cystathionine b-lyase (CBL) can convert cystathionine to homocysteine
but is also able to catalyze an a,g elimination. With methionine as a substrate, it produces volatile sulfur
compounds which are important for flavor formation in Gouda cheese. The metC gene, which encodes CBL, was
cloned from the Lactococcus lactis model strain MG1363 and from strain B78, isolated from a cheese starter
culture and known to have a high capacity to produce volatile compounds. The metC gene was found to be
cotranscribed with a downstream cysK gene, which encodes a putative cysteine synthase. The MetC proteins of
both strains were overproduced in strain MG1363 with the NICE (nisin-controlled expression) system, result-
ing in a >25-fold increase in cystathionine lyase activity. A disruption of the metC gene was achieved in strain
MG1363. Determination of enzymatic activities in the overproducing and knockout strains revealed that MetC
is essential for the degradation of cystathionine but that at least one lyase other than CBL contributes
to methionine degradation via a,g elimination to form volatile aroma compounds.

Lactic acid bacteria (LAB) are gram-positive bacteria widely
used in a variety of dairy fermentation processes. They con-
tribute to flavor formation and texture development in dairy
products. Flavor development in cheese starts with the degra-
dation of caseins by the activity of both rennet and the pro-
teases and peptidases from LAB (44). The hydrolysis of caseins
yields small peptides and free amino acids. These amino acids,
specifically, the aromatic, branched-chain, and sulfur-contain-
ing residues, act as precursors for the formation of volatile
aroma compounds (19). While the proteolytic and the peptido-
lytic systems of LAB have been extensively studied (20, 35), the
reactions that follow proteolysis, leading to typical cheese fla-
vor formation, are hardly known. The enzymatic and/or chem-
ical conversions of amino acids are assumed to be essential for
the formation of specific aroma compounds such as esters,
thiols, aldehydes, and ketones (22, 28). The enzymatic degra-
dation of amino acids may take place via different pathways
involving several enzymes, for instance, deaminases, decar-
boxylases, or transaminases (22, 27, 33).

The enzyme cystathionine b-lyase (CBL) is able to degrade
sulfur-containing amino acids and has been purified from Lac-
tococcus lactis subsp. cremoris B78 (1). It is a tetrameric protein
with identical subunits of approximately 35 to 40 kDa. CBL is
a pyridoxal-59-phosphate (PLP)-dependent enzyme, and its
physiological function is the catalysis of the penultimate step in
microbial and plant methionine biosynthesis, i.e., an a,b-elim-
ination reaction from cystathionine to produce homocysteine,
pyruvate, and ammonia. Subsequently, the homocysteine is
methylated to form methionine (26). Although most of the
L. lactis strains are auxotrophic for methionine, there are

indications that a biosynthetic route for this amino acid exists
and that it may be interrupted (9). CBL purified from L. lactis
B78 is also able to degrade cystathionine via an a,g elimina-
tion, resulting in the formation of cysteine, a-ketogluatarate,
and ammonia. Furthermore, it is able to degrade other sulfur-
containing amino acids via an a,g-elimination reaction, which
with methionine results in the production of methanethiol (1).
This sulfur compound is a precursor of important flavor com-
pounds in cheese, such as dimethyl disulfide (DMDS) and
dimethyl trisulfide (DMTS) (37). Other Lactococcus and Lac-
tobacillus enzymes involved in the conversion of amino acids to
volatile compounds have recently been purified and character-
ized, i.e., aminotransferases and a cystathionine g-lyase (5, 23,
40, 46). These enzymes are also able to convert methionine to
volatile compounds.

In this paper we report the cloning, transcriptional analysis,
and effects of disruption of the genes encoding CBLs from two
different strains of L. lactis subsp. cremoris: strain B78, a strain
isolated from a mixed-strain mesophilic starter used for the
production of Gouda cheese, and MG1363, a plasmid-free
model strain. Moreover, CBL was overproduced with the
NICE (nisin-controlled expression) system, which uses the
food-grade antimicrobial peptide nisin as the inducer (14, 31).

MATERIALS AND METHODS

Bacterial strains and media. Strains and plasmids used in this study are listed
in Table 1. L. lactis cells were routinely grown at 30°C, unless stated otherwise,
in media based on M17 medium (Merck, Darmstadt, Germany) supplemented
with 0.5% (wt/vol) glucose (GM17). When appropriate, the media contained
chloramphenicol (10 mg ml21 for Escherichia coli or 7 mg ml21 for L. lactis),
tetracycline (5 mg ml21), ampicillin (50 mg ml21), or erythromycin (3 mg ml21).

DNA isolation and manipulation. E. coli MC1061 was used as an intermediate
host for cloning and was handled by standard techniques (39). Isolation of E. coli
plasmid DNA and standard recombinant techniques were performed as de-
scribed by Sambrook et al. (39). Large-scale isolation of E. coli plasmid for
nucleotide sequence analysis was performed with the Jet Star (Genomed GmbH,
Bad Deynhausen, Germany) system, according to the instructions of the manu-
facturer. Isolation and transformation of L. lactis plasmid DNA were performed
as described previously (15).

Construction of plasmids. A degenerate oligonucleotide probe, 59-GTNATH
CAYGGNGGNATHTC-39 (where H is A, C, or T; Y is C or T; and N is A, C,
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G, or T), derived from the NH2-terminal amino acid sequence of the CBL
protein from L. lactis B78 (1) was designed for cloning of the MG1363 metC
gene. A 2.2-kb HindIII-PstI chromosomal DNA fragment containing the 59
region of the metC gene, which hybridized with this oligonucleotide in Southern
hybridization, was cloned in pUC18, resulting in plasmid pNZ8133 (Table 1).
The 39 region of the metC gene was cloned in pUC19 as a 4.2-kb EcoRI chro-
mosomal fragment that hybridized with an oligonucleotide with the sequence
59-GCGGTTCTTTCGCTATTTTC-39, based on the sequence of the 59 part of
the gene, generating plasmid pNZ8134.

The B78 metC gene was cloned by a PCR with two primers based on the
sequence of the MG1363 metC gene: 59-GCTTGGATCCATAAAAAAAGT
TAATTCTGA-39 and 59-CTTCGTCGACTTCAACAGGACCAATGTGAG-
39, which contain a BamHI and SalI site, respectively (underlined). A 1.2-kb PCR
fragment was obtained and cloned as a BamHI-SalI fragment in pUC19, result-
ing in plasmid pNZ8135. The nucleotide sequences of three clones derived from
separate PCRs were analyzed.

Plasmid pNZ8037 (Table 1) was used for the construction of translational
fusions of metC to the nisA promoter (PnisA). The MG1363 metC gene was
cloned in this vector in two steps. The 59 part of the gene was cloned in pNZ8037
digested with NcoI and PstI as a 265-bp RcaI-PstI PCR fragment. The RcaI and
PstI sites were introduced with the primers 59GTCCTCATGACAAGTATAAA
AACTAAAG-39, which contains two nucleotide substitutions (boldface) to gen-
erate an RcaI site (underlined) at the start codon of metC, and 59-TGATCTCC
TGCAGAAAATAGCG-39, which contains a PstI site (underlined). The 39 part
of the gene was cloned as a PstI-HindIII fragment from pNZ8134, resulting in
pNZ8136. A similar strategy was followed for the construction of pNZ8137,
which carries B78’s metC translationally coupled to PnisA, with the primers 59-
GGCCTCATGACAAGTTTAAAAAC-39, which contains one nucleotide sub-
stitution (boldface) to generate an RcaI site (underlined), and 59-TGATCTCC
TGCAGAAAATAAAG-39, which contains a PstI site (underlined). This PCR
product was cloned in the vector pNZ8037, which had been digested with PstI
and NcoI. The 39 part of the gene was cloned as an EcoRI-HindIII fragment
generated from pNZ8135, resulting in pNZ8137.

For the construction of a knockout strain, a 665-bp internal fragment of the
metC gene was generated by PCR with the oligonucleotides 59-GTCCTCTAG
AGGACTTGGACAACCTAAAG-39, which contains an XbaI site (underlined),
and 59-GTCCCCCGGGCATTTGCCGAATGAG-39, which contains an SmaI
site (underlined), and cloned as an XbaI-SmaI fragment in the vector pG1host8,
which contains a thermosensitive replicon (34). The integrity of all constructs
containing PCR fragments was checked by DNA sequencing.

Nucleotide sequence analysis. Automatic double-stranded DNA sequence
analysis was performed on both strands with an ALFred DNA sequencer (Phar-
macia Biotech). Sequencing reactions were accomplished with an AutoRead
sequencing kit, initiated by using Cy5-labelled universal and reverse primers and
continued with synthetic primers in combination with Cy5-13-dATP according to
the instructions of the manufacturer (Pharmacia Biotech). Sequence data were
assembled and analyzed with the PC/GENE program (version 6.70; Intelli-
Genetics). The sequences were compared with sequences in the SwissProt library
(May 1999 release) by using TFASTA.

RNA isolation, Northern blotting, and primer extension analysis. Total RNA
was isolated from exponentially growing MG1363 and B78 cultures by the Ma-
caloid method described by Kuipers et al. (30). The samples obtained from the

induced cultures were treated with DNase I. For Northern blot analysis, RNA
was separated on a 1% formaldehyde agarose gel, blotted, and hybridized as
described previously (43). The probes used for hybridization were radiolabelled
with [a-32P]dATP by nick translation. The blots were washed with 0.13 SSC (13
SSC is 0.15 M NaCl plus 0.015 M sodium citrate) at 65°C, and autoradiographs
were exposed for 20 h (wild-type strains) or 1 h (overproduction strains).

Primer extension was performed by annealing 20 ng of oligonucleotides to 25
mg of RNA as described by Kuipers et al. (30). A synthetic 18-mer oligonucle-
otide, 59-CGGAACAGATACTGCTCC-39, complementary to the 59 sequence
of metC gene, was used as a primer.

MetC overproduction. For overexpression of the metC genes, an overnight
culture of L. lactis NZ9000 harboring either pNZ8136 or pNZ8137 was trans-
ferred (1%) to fresh medium (GM17) and grown until an optical density at 600
nm of 0.5 was reached. The cells were induced with 0 or 2.5 ng of nisin ml21 and
grown for another 2 h (31). The cells were then harvested and the cell extracts
(CEs) were prepared with a French press. These extracts were used for the
enzymatic assays.

Enzymatic assays. Cystathione lyase activity was monitored with either cysta-
thionine or methionine as a substrate. Enzyme activity towards cystathionine was
measured by determination of free-thiol group formation with DTNB (5,59-
dithiobis 2-nitrobenzoic acid) as described by Uren (42). PLP was added to the
reaction mixture at a final concentration of 20 mM. Enzyme activity towards
methionine was assayed by determination of volatile sulfur compounds. Methi-
onine was used at a final concentration of 10 mM in 5 ml of the reaction mix,
which contained 50 mM KPi buffer (pH 6.8) and 20 mM PLP. After the addition
of the CEs, the reaction proceeded at 30°C for 5 h. The reaction was stopped by
the addition of 5 mM hydroxylamine. The products formed were determined by
dynamic headspace gas chromatographic analysis as described previously (1).

Protein concentrations were determined by a protein assay (Bio-Rad) based
on the method of Bradford (4), with bovine serum albumin as the standard.

Nucleotide sequence accession numbers. The nucleotide sequences reported
in this study were submitted to GenBank under the accession no. AF131880 and
AF131881.

RESULTS

Sequence analysis of the metC gene of L. lactis MG1363 and
B78. CBL has been purified from L. lactis B78, and its NH2-
terminal amino acid sequence has been determined (1). The
gene encoding this protein, designated metC, was cloned from
two strains of L. lactis, MG1363 and B78, with a degenerate
probe based on the NH2-terminal sequence, as was described
in Materials and Methods. Sequence analysis of plasmids
pNZ8133 and pNZ8134 (metC from MG1363) and pNZ8135
(metC from B78) revealed the presence of an open reading
frame of 1,140 bp (Fig. 1). Both metC genes were preceded by
a reasonable consensus ribosome binding site for L. lactis (AG
AAAG) (8) and encoded a putative protein of 380 amino acids

TABLE 1. Bacterial strains and plasmids used in this work

Strain or
plasmid(s) Relevant characteristic(s)a Reference

or source

Strains
E. coli MC1061 7
L. lactis

MG1363 Plasmid free 24
NIZO B78 Starter strain NIZO collection
NZ9000 MG1363 pepN::nisRK 31
MG1363DmetC MG1363 derivative, DmetC This study

Plasmids
pUC18, pUC19 Ampr 45
pNZ8133 Ampr, 4.8-kb pUC18 derivative carrying a 2.2-kb HindIII-PstI fragment from L. lactis MG1363 This study
pNZ8134 Ampr, 6.8-kb pUC19 derivative carrying a 4.2-kb EcoRI fragment from L. lactis MG1363 This study
pNZ8135 Ampr, 3.8-kb pUC19 derivative carrying a 1.2-kb BamHI-SalI fragment of the metC gene from L. lactis B78 This study
pNZ8037 Cmr, 3.4-kb, carrying the nisA promoter and MCS 14
pNZ8136 Cmr, 4.5-kb pNZ8048 derivative carrying the MG1363 metC gene This study
pNZ8137 Cmr, 4.5-kb pNZ8048 derivative carrying the B78 metC gene This study
pG1host8 Tetr, 4.3-kb pWV01 thermosensitive replicon 34
pNZ8138 Tetr, 4.9-kb pG1host8 derivative carrying a 665-bp internal fragment of the MG1363 metC gene This study
pNZ9530 Eryr, 7.0-kb pIL252 derivative containing nisR and nisK genes 29

a Ampr, ampicillin resistant; Cmr, chloramphenicol resistant; Eryr, erythromycin resistant; Tetr, tetracycline resistant; MCS, multiple cloning sites.
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which show a perfect sequence identity to the NH2-terminal
part of the L. lactis B78 CBL. The calculated molecular mass
was 41 kDa, which is in agreement with the reported apparent
molecular mass of 35 to 40 kDa for the B78 CBL (1).

The lactococcal MetC sequences showed high homology to
each other (84.0% identity at the DNA level and 94.3% at the
protein level) and showed clear sequence homologies with
CBLs from E. coli (43.2% identity), Haemophilus influenzae
(48.7% identity), and Bacillus subtilis (52.8% identity); with
cystathionine g-synthase from E. coli (44.8% identity) and Hel-
icobacter pylori (65.0% identity); and with cystathionine g-lyase
from B. subtilis (63.2% identity), all of which belong to the
family of PLP-dependent enzymes (2, 21, 32, 41). A multiple-
sequence alignment of the MetC sequence from L. lactis and
the homologous PLP proteins revealed that 53 amino acid
residues are strictly conserved and that the N-terminal part
shows the highest variability (Fig. 2). All residues important for
catalysis, as reported by Clausen et al. (10), are conserved in
the lactococcal MetC proteins.

Downstream of the metC gene of L. lactis MG1363, we

found a second open reading frame in the same orientation
(Fig. 1), which encoded a putative 318-amino-acid protein that
showed high sequence identity with cysteine synthases from
B. subtilis (44.4% identity) (3), Mycobacterium tuberculosis
(42.9% identity) (12), E. coli (40.4% identity) (6), and Salmo-
nella enterica serovar Typhimurium (39.1% identity) (6). A
putative ribosome binding site (AGGAA) was located 6 bp
upstream of the start codon, but possible 235 and 210 pro-
moter regions could not be identified upstream of the start
codon.

Transcriptional analysis of the MG1363 metCcysK operon.
Primer extension experiments were performed on total RNA
isolated from L. lactis MG1363 to identify the transcription
initiation site. The transcription start site was found at the
adenine residue located 20 nucleotides upstream of the trans-
lational start site (Fig. 3A). It is not preceded by clear consen-
sus 235 and 210 sequences (Fig. 3B) (16). Downstream of the
stop codon of the cysK gene of MG1363 we found a hairpin
structure (DG 5 215 kcal mol21) which might function as a
transcription termination site. The region upstream of the B78

FIG. 1. Physical and genetic map of the MG1363 metCcysK operon. For EcoRI, HindIII, and PstI, only sites relevant for subcloning are indicated. Pr, promoter.

FIG. 2. Alignment of the amino acid sequences of the metC genes from L. lactis MG1363 (CBL-LLMG1363) and L. lactis B78 CBL-LLB78 with those of other
members of the PLP-dependent protein family. Sequences were deduced from the following GenBank accession numbers: P56069 (Helicobacter pylori cystathionine
g-synthase [CGS-HPYL]), U93874 (B. subtilis cystathionine g-lyase [CGL-BSUB]), Z99110 (B. subtilis CBL), P00935 (E. coli [ECOL] cystathionine g-synthase), P06721
(E. coli CBL), and P44527 (Haemophilus influenzae [HIN] CBL). Conserved residues are indicated in white letters on a black background and with an asterisk
underneath the sequences. The boxed region corresponds to a PLP binding site.
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metC start codon differed slightly from that of MG1363 (Fig.
3B).

Northern hybridization experiments were carried out with
RNAs from L. lactis MG1363 and B78. Hybridization with a
metC-specific probe revealed a dominant 2.3-kb transcript that
corresponds to a bicistronic metCcysK transcript and a less
abundant 1.1-kb metC transcript in strain MG1363. In contrast
to what occurred with MG1363, the intensities of both tran-
scripts were more equal in strain B78, and the transcription
level for B78 metCcysK was lower than for MG1363 metCcysK
(Fig. 4). These results indicate that the metC and cysK genes
form an operon in L. lactis.

Overproduction of MetC in L. lactis. The metC gene was
overexpressed with the NICE system (14, 31). The genes from
both strains were cloned under the control of the nisA pro-
moter by a PCR strategy, resulting in plasmids pNZ8136 and
pNZ8137. These plasmids were introduced in L. lactis NZ9000

(31), which contains the nisRK signal transduction genes. Cul-
tures of cells harboring the expression plasmids or plasmid
pNZ8037 were induced with nisin. CFEs from induced and
uninduced cultures were analyzed by sodium dodecyl sulfate-
polyacrylamide gel electrophoresis, which showed the clear
overproduction of a 39-kDa protein in induced cultures (Fig.
5). The induced cultures of L. lactis harboring pNZ8137 (metC
from B78) showed a higher amount of MetC than that of the
strain harboring pNZ8136 (metC from MG1363). In order to
establish whether these differences in production levels corre-
sponded with the transcriptional levels, RNAs were isolated
from nisin-induced cultures of both strains, and Northern blot
analysis revealed comparable levels of messenger RNA. The
metC transcripts from the induced plasmid were more abun-
dant than the chromosomal metCcysK transcript (Fig. 4).

FIG. 3. (A) Transcription initiation site of the metC gene, determined by primer extension (PE, primer extension product). The DNA sequence ladder from L. lactis
MG1363 was obtained with the same primer and is shown for size comparison (lanes A, C, G, and T). The arrow indicates the deduced transcription initiation site.
(B) Comparison of the promoter regions from L. lactis MG1363 and B78. The predicted 235 and 210 regions and ribosome binding site (RBS) are indicated.

FIG. 4. Northern blot hybridization of RNAs isolated from L. lactis MG1363
(lane 1), L. lactis B78 (lane 2), and L. lactis NZ9000 harboring plasmid pNZ8136
(lane 3) or pNZ8137 (lane 4) induced with nisin. The membrane was hybridized
with an internal gene fragment of MG1363 metC (lanes 1 and 3) or B78 metC
(lanes 2 and 4). The predicted sizes of the different transcripts are indicated by
arrowheads.

FIG. 5. Coomassie blue-stained gel after sodium dodecyl sulfate-polyacryl-
amide gel electrophoresis of extracts of L. lactis NZ9000 harboring pNZ8136,
which contains MG1363 metC (lanes 1 [uninduced] and 2 [induced], or harboring
pNZ8137, which contains B78 metC (lane 3 [induced]). The cultures were in-
duced with 2.5 ng of nisin per ml. Lane M, molecular weight markers. Molecular
weights (in thousands) are noted at the left. The location of the overproduced
proteins is indicated (arrow).
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To analyze if the increase in the amount of MetC was related
to an increment in CL enzyme activity, several assays were
carried out with different substrates. Enzyme activity towards
cystathionine was assayed by determining the formation of
free-thiol groups (Fig. 6A). Methionine was also evaluated as
a substrate by determining the formation of the volatile com-
pound, DMDS, by headspace gas chromatography (Fig. 6B).
Both wild-type strains (MG1363 and B78) showed similar ac-

tivities towards cystathionine, but B78 revealed a higher pro-
duction of volatile compounds (DMDS) from methionine than
that of MG1363 (Fig. 6B). Overproduction of MG1363 MetC
resulted in an increase in the enzyme activity of more than 25
times, while overproduction of B78 MetC resulted in a 100-
fold increase in enzyme activity compared to that of the wild-
type MG1363 strain.

Disruption of metC. For the construction of a metC knockout
strain, an internal fragment of the metC gene of MG1363 was
amplified by PCR and cloned in pG1host8, which has a ther-
mosensitive replicon (34). Single-crossover mutants that were
able to grow at 37°C under antibiotic selection were obtained
as described by Maguin et al. (34), and plasmid integration
was confirmed by Southern blot and PCR analyses. One
colony was selected for further characterization and desig-
nated MG1363DmetC. The enzymatic activity in L. lactis
MG1363DmetC was assayed with the different substrates and
compared to that of MG1363 (Fig. 6). When cystathionine was
used as the substrate for this knockout strain, a dramatic de-
crease in activity was observed (Fig. 6A). In contrast, no dif-
ferences were observed when methionine was the substrate of
the reaction (Fig. 6B), indicating that other lyases might be
more prominent for this conversion.

Complementation of the metC knockout strain. To ensure
that the loss of the MetC activity in the MG1363DmetC strain
was caused by the disruption of metC exclusively and not due
to the expected polar effect on cysK expression, the strain was
complemented with the MG1363 metC gene. In order to en-
able the use of the NICE system for the expression of the metC
gene, plasmid pNZ9530 (29) was cotransformed with pNZ8136
into the knockout strain. The resulting strain had CL activity
comparable to that of MG1363DmetC, but upon induction with
nisin, we observed an overexpression of metC, resulting in an
overproduction of CL activity (Fig. 6). These results show that
CL activity is encoded mainly by the metC gene. The higher
activity of the complemented knockout strain relative to that of
the MG1363 MetC-overproducing strain is probably caused by
the difference in concentrations of NisR and NisK, which orig-
inate from plasmid- and chromosome-located nisR and nisK
genes, respectively.

DISCUSSION

Genes encoding CBLs have been cloned and characterized
from several microorganisms, like E. coli, Salmonella serovar
Typhimurium, Bordetella avium, B. subtilis, and H. influenzae
(2, 21, 25, 32, 36). This enzyme catalyzes the penultimate
step in microbial methionine biosynthesis. A CBL from L. lac-
tis B78 that can also convert methionine into volatile products
and therefore is likely to be involved in flavor formation during
dairy fermentations like cheese ripening has been purified (1).
We have cloned and characterized the metC genes encoding
CBLs from two different L. lactis strains, MG1363, a plasmid-
free model strain, and B78, a natural isolate from a mesophilic
cheese starter culture.

The lactococal MetC proteins are highly similar and show
high resemblances with other PLP-dependent enzymes, such as
cystathionine g-lyases and cystathionine g-synthases. The char-
acteristic residues of PLP proteins, determined for E. coli (10),
are strictly conserved in the two MetC proteins (Fig. 2). They in-
clude the residues involved in cofactor binding (Tyr45, Arg47,
Gly75, and Thr195), residues important for catalysis (Tyr99,
Glu142, Asp171, Asn172, and Lys196), and the general a-car-
boxylate binding group (Arg358) (10, 11).

The metC gene is located in an operon with the cysK gene. In
Salmonella serovar Typhimurium the metC gene is also co-

FIG. 6. Cystathionine lyase activity in CEs of L. lactis strains towards cysta-
thionine (A), expressed as namolar concentrations of mercaptide formed from
conversion of free thiols by DTNB, or methionine (B), expressed as parts per
billion of DMDS formed. Nisin (2.5 ng/ml) was added where indicated. The
values on the y axes are given in a 10log-unit scale. Values are the means of five
independent measurements. Standard errors were less than 10% for each value
indicated.
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transcribed with another gene, homologous to the yghB gene
from E. coli (36). In E. coli, B. subtilis, or H. influenzae, the
metC gene occurs as a single transcriptional unit (2, 21, 32, 38).

The cysK gene product of L. lactis is homologous to cysteine
synthases, which catalyze the formation of cysteine from O-
acetyl-L-serine and sulfide, the final step of cysteine biosynthe-
sis. Additionally, both the lactococcal CBL and cystathionine
g-lyase are able to form cysteine from cystathionine (1, 5).

In E. coli, expression of the metC gene is controlled by the
concentration of methionine in the medium (38). Recently,
Dias and Weimer (17) observed that the CL activity in L. lactis
is regulated by the amount of methionine and cysteine in the
medium. We show that metC and cysK form one operon, which
may imply that metCcysK gene expression is regulated by me-
thionine and cysteine concentrations and that this can be con-
sidered a combined autoregulation of the methionine and cys-
teine biosynthesis routes. Future experiments need to verify
whether MetC and CysK activities are regulated and, if so,
whether regulation takes place at the transcriptional or post-
transcriptional level.

Overproduction of enzymes that are involved in the devel-
opment of flavor compounds in cheese is an attractive feature
for the dairy industry. The overproduction of MetC proteins
with the NICE system resulted in a 25- to 100-fold increase in
the activities of the enzyme towards different substrates, as is
shown in Fig. 6. Interestingly, both the enzyme activity and the
amount of protein were higher for the strain overproducing
B78 MetC than for that overproducing MG1363 MetC (Fig. 5
and 6). Northern blot analysis revealed no differences at the
transcriptional level between both overproducing strains
(Fig. 4). In spite of the high degree of similarities between
the MG1363 and B78 metC genes, a comparison of the co-
don usages revealed that there were significantly more pre-
ferred codons for L. lactis (9), and fewer nonpreferred codons,
in the B78 metC sequence than in that of MG1363 (data not
shown), which might account for a better translation efficiency
and higher production level of MetC from L. lactis B78. A
better translation efficiency of the B78 metC gene does not
result in higher CBL activity in the wild-type strain than that in
MG1363 (Fig. 6). This observation might be explained by dif-
ferences in transcription levels for both genes, as a higher
mRNA level was detected for the MG1363 metC gene in the
wild-type situation (Fig. 4). This discrepancy in gene expres-
sion is likely to be caused by the differences in the promoter
regions (Fig. 3B). The higher transcription level of the metC
gene in MG1363 and the better translation efficiency of the
B78 metC transcript probably result in comparable enzyme
activities in both strains.

Disruption of metC resulted in a notable decrease in the CL
activity towards cystathionine (Fig. 6A). This result clearly
indicates that the metC gene encodes a protein which catalyzes
the formation of homocysteine from cystathionine, as has been
reported before (18, 38). Although most of the L. lactis strains
are auxotrophic for methionine, the biosynthetic route for this
amino acid seems to exist in L. lactis, as some autotrophic
strains are known (9). In many L. lactis strains, the methionine
synthesis pathway is probably interrupted due to the adapta-
tion of L. lactis for growth in a rich medium like milk (9, 13).

As has been reported by several authors, the enzymes in-
volved in methionine biosynthesis are also important for me-
thionine degradation in food fermentation (1, 17). Although
the main catabolic reaction of CBL is the conversion of cysta-
thionine to homocysteine, the CBL purified from L. lactis B78
is also able to catalyze the conversion of methionine to meth-
anethiol, which can subsequently be oxidized to DMDS and
DMTS (1). We show that extracts of L. lactis cells overproduc-

ing MetC yield larger amounts of DMDS formed from methi-
onine than the wild type (Fig. 6B). However, no significant
differences in the DMDSs formed were found between the
knockout strain and the wild-type strain. This implies that en-
zymes other than CBL, like cystathionine g-lyase (5), play a
more prominent role in the conversion of methionine. More-
over, in addition to conversion by the CBL or cystathionine
g-lyase activity, methionine can be converted to volatile flavor
compounds by aminotransferase activity (23, 46).

In conclusion, we have cloned, disrupted, overexpressed,
and transcriptionally characterized the metC gene from two
L. lactis strains. Although CBL is not essential for the conver-
sion of methionine to volatile products, its overproduction
results in an increase in flavor compound formation. Future
studies will focus on the role of MetC in dairy product flavor
formation and regulatory factors acting upon it.
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