
APPLIED AND ENVIRONMENTAL MICROBIOLOGY, June 2003, p. 3368–3376 Vol. 69, No. 6
0099-2240/03/$08.00�0 DOI: 10.1128/AEM.69.6.3368–3376.2003
Copyright © 2003, American Society for Microbiology. All Rights Reserved.

Development of a Listeria monocytogenes EGDe Partial Proteome
Reference Map and Comparison with the Protein

Profiles of Food Isolates
Manilduth Ramnath,1,2 K. Björn Rechinger,2† Lothar Jänsch,3 John W. Hastings,1

Susanne Knøchel,2 and Anne Gravesen2*
Department of Biochemistry, University of Stellenbosch, 7602 Matieland, South Africa1; Department of Dairy and Food

Science, Centre of Advanced Food Studies, LMC, The Royal Veterinary and Agricultural University,
DK-1958 Frederiksberg C, Denmark2; and Department of Cell Biology, German Research

Center for Biotechnology, Braunschweig D-38124, Germany3

Received 13 September 2002/Accepted 20 March 2003

A partially annotated proteome reference map of the food pathogen Listeria monocytogenes was developed for
exponentially growing cells under standardized, optimal conditions by using the sequenced strain EGDe
(serotype 1/2a) as a model organism. The map was developed by using a reproducible total protein extraction
and two-dimensional (2-D) polyacrylamide gel electrophoresis analysis procedure, and it contained 33 iden-
tified proteins representing the four main protein functional classes. In order to facilitate analysis of mem-
brane proteins, a protein compartmentalization procedure was assessed. The method used provided partial
fractionation of membrane and cytosolic proteins. The total protein 2-D profiles of three serotype 1/2a strains
and one serotype 1/2b strain isolated from food were compared to the L. monocytogenes EGDe proteome. An
average of 13% of the major protein spots in the food strain proteomes were not matched in the strain EGDe
proteome. The variation was greater for the less intense spots, and on average 28% of these spots were not
matched. Two of the proteins identified in L. monocytogenes EGDe were missing in one or more of the food
isolates. These two proteins were proteins involved in the main glycolytic pathway and in metabolism of
coenzymes and prosthetic groups. The two corresponding genes were found by PCR amplification to be present
in the four food isolates. Our results show that the L. monocytogenes EGDe reference map is a valuable starting
point for analyses of strains having various origins and could be useful for analyzing the proteomes of different
isolates of this pathogen.

Listeria monocytogenes is a gram-positive facultatively intra-
cellular pathogen that is mainly associated with infections in
certain human risk groups, including pregnant woman, new-
borns, and immunocompromised patients (40). It is wide-
spread in nature and may be transferred to humans by con-
taminated foods (12). This pathogen is able to survive food
processing technologies, such as high concentrations of salt
and relatively low pHs, and it is capable of multiplication at
refrigeration temperatures (24). Many of the preservation
methods and cleaning compounds used in the food industry
target the bacterial cell membrane, and furthermore, many
successful drugs act by modulating the activity of membrane
proteins (37). Methods that monitor membrane proteins in
particular are therefore of vital importance.

Two-dimensional (2-D) polyacrylamide gel electrophoresis
of bacterial proteins was introduced more than 25 years ago
(29). This technique is based on separation of proteins by
isoelectric point (pI) in the first dimension and by molecular
weight in the second dimension. Over the years, the technique
has been improved, and it now has the potential to resolve
thousands of proteins in a complex sample (15).

Previously, in 2-D analyses of L. monocytogenes proteins
workers focused on responses to stress, including resistance to
antimicrobial compounds (9, 17, 34), pH stress (7, 28, 32, 35),
high salinity (11), or cold shock (2, 19, 41). We know of no
studies in which 2-D analysis was used in which the workers
focused on membrane proteins in L. monocytogenes. 2-D elec-
trophoretic analysis has also been used for identification and
classification of Listeria (16); Gormon and Phan-Thanh ob-
served that the proteome similarity was greatest for strains
belonging to the same serovar and that there was more varia-
tion between serovars.

Our general knowledge about the molecular constituents of
L. monocytogenes has been greatly enhanced by the recent
release of the genomic sequence of L. monocytogenes EGDe
(14). The release of this sequence provided a resource for
comparison of genomes and proteomes of strains of L. mono-
cytogenes from various sources. Strain EGDe is an animal iso-
late belonging to serotype 1/2a, which is the only serotype that
is prevalent in illness, as well as in foods and food processing
facilities (see reference 22 for a recent review). This strain may
therefore be expected to be a good reference organism for
clinical isolates, as well as food isolates. There is, however,
relatively high genetic diversity within serotype 1/2a, and there
is pronounced diversity in food strains in general (22).

In this study, we constructed a total protein 2-D reference
map of abundant proteins in exponentially dividing cells under
standardized, optimal growth conditions using L. monocyto-
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genes EGDe as the model organism. Furthermore, we evalu-
ated a membrane protein extraction procedure for L. mono-
cytogenes based on the method developed for Escherichia coli
by Ames and Nikaido (1). In order to assess how well the
reference map represents strains originating from food with a
focus on serotype 1/2a, we compared the L. monocytogenes
EGDe proteome reference map with the 2-D profiles of a
serotype 1/2b isolate and several serotype 1/2a food isolates.

MATERIALS AND METHODS

Bacterial strains and growth conditions. L. monocytogenes EGDe (animal
isolate; serotype 1/2a) (14), B73 (meat isolate; serotype 1/2a) (10), 412 (isolated
from raw salted pork; serotype 1/2a) (18), 386 (isolated from heat-treated pork;
Danish Meat Research Institute, Roskilde, Denmark; serotype 1/2b), and O57
(isolated from lightly pickled salmon; serotype 1/2a) (3) were maintained on
brain heart infusion broth or agar at 37°C.

Preparation of cells prior to protein isolation. L. monocytogenes strains were
grown without shaking until the mid-exponential phase (optical density at 600
nm, 0.45 to 0.5). Chloramphenicol (Sigma, St. Louis, Mo.) was added to a final
concentration of 20 �g/ml to halt protein synthesis. Bacterial cells were harvested
by centrifugation (8,000 � g, 15 min, 4°C). Each cell pellet was washed once with
10 mM phosphate-buffered saline (pH 7.0) and twice with 32 mM Trizma Pre-Set
crystals (pH 7.5) (Sigma). The wash buffers were also supplemented with chlor-
amphenicol at a final concentration of 20 �g/ml. Each washed cell pellet was
resuspended in TE (10 mM Tris, 1 mM EDTA; pH 7.5) containing a Complete
minitablet (protease inhibitors; one cocktail minitablet per 5 ml of TE; Roche,
Mannheim, Germany) and stored at �80°C. Cell suspensions were thawed on ice
and transferred to FastProtein Blue tubes (Bio 101, Carlsbad, Calif.). The cells
were disrupted with a FastPrep Instrument FP 120 (Bio 101) at a maximum tube
velocity of 6.5 m/s for 45 s and subsequently chilled on ice. This cycle was
repeated five times. All chemicals and materials were obtained from Amersham
Biosciences (Little Chalfont, Buckinghamshire, United Kingdom), unless indi-
cated otherwise.

Fractionation of cellular proteins. The method used for fractionation of cel-
lular proteins was based on the method of Ames and Nikaido (1), modified as
follows. Unbroken cells and cellular debris were sedimented by centrifugation
(16,000 � g, 4°C, 25 min), and the supernatant was treated with DNase I at a
concentration of 85 �g/ml and RNase I (Boehringer, Mannheim, Germany) at a
concentration of 4.2 �g/ml and incubated at 37°C for 30 min. In order to separate
the membrane fraction from the cytosolic fraction, the homogenate was centri-
fuged (100,000 � g, 4°C, 80 min). The clarified supernatant, which was consid-
ered the cytosolic fraction, was removed and stored at �20°C. The yellow pellet
was resuspended in 200 �l of a 1% (wt/vol) sodium dodecyl sulfate (SDS)
solution containing 100 mM dithiothreitol (DTT) (Sigma) and boiled for 5 min.
To the boiled sample, 9.5 M urea, 100 mM DTT, 8% (wt/vol) 3-[(3-cholamido-
propyl)-dimethylammonio]-1-propanesulfonate (CHAPS), and 4% (vol/vol)
Pharmalyte (pH 3 to 10) were added to the final concentrations indicated. The
mixture was incubated at 30°C for 2 h. Insoluble material was removed by
centrifugation (18,000 � g, 45 min, 28°C), and the resulting supernatant was
considered the membrane fraction. The membrane fraction was stored at �80°C
or used immediately for isoelectric focusing (IEF).

Total protein isolation. Cell lysates were treated with nucleases as described
above. To each homogenate, 9.5 M urea, 100 mM DTT, 4% (wt/vol) CHAPS,
and 2% (vol/vol) Pharmalyte (pH 3 to 10) were added to the final concentrations
indicated. The mixture was incubated at 30°C for 2 h. Insoluble material was
removed by centrifugation (18,000 � g, 85 min, 28°C). The clarified supernatant
was carefully removed and stored at �80°C or used immediately for IEF.

First-dimension electrophoresis. IEF was carried out by using 11-cm precast
Immobline DryStrips with a linear pH 4 to 7 gradient and a Multiphore II
apparatus according to the manufacturer’s instructions. For total protein gels,
approximately 75 and 7.5 �g of protein were cup loaded at the anodic end for
Coomassie blue- and silver-stained gels, respectively. Prior to loading of the
cytosolic fraction, 15 �l of the protein preparation was added to 85 �l of
solubilization solution (9.5 M urea, 100 mM DTT, 4% [wt/vol] CHAPS, 2%
[vol/vol] Pharmalyte [pH 3 to 10]) and incubated at 30°C for 1 h. When we used
a protein load for the membrane fraction gels that was similar to the protein load
described above for the total protein samples, a low number of spots was visu-
alized. In order to increase the number of spots visualized, approximately twice
as much protein was utilized for compartmentalized gels (i.e., approximately 150
and 15 �g of protein for Coomassie blue- and silver-stained gels, respectively).

Protein concentrations were determined with a PlusOne 2-D Quant kit (Amer-
sham Biosciences). The following voltage gradient was applied: from 0 to 300 V
in 0.01 h; 300 V for 6.5 h; from 300 to 3,500 V for 5 h; and 3,500 V for 8 h.

Second-dimension electrophoresis. Electrophoresis in the second dimension
was performed on precast ExcelGel XL SDS 12-14 gels by using a Multiphore II
apparatus as described in the manufacturer’s instructions. IEF strips were equil-
ibrated in SDS equilibration buffer as recommended by the manufacturer, with
the following modifications: (i) the concentration of SDS and iodoacetamide
(Sigma) was increased from 2 to 4% (wt/vol); and (ii) each of the equilibration
steps was carried out for 30 min instead of 15 min. MultiMark multicolored
standards (Novex, San Diego, Calif.) were electrophoresed in the second dimen-
sion to determine the relative molecular masses of proteins. Gels were stained
with either Coomassie blue R250 or silver; for silver staining an automated silver
stainer was used. Gels that were prepared for mass spectrometry were stained
with Coomassie colloidial blue G250 by using a previously described procedure
(26).

Image analysis. Coomassie blue-stained gels were scanned at a resolution of
200 dots per in. and were analyzed by using the Z3 2-D gel image analysis system,
version 2.00 (Compugen Ltd., Jamesburg, N.J.). Total numbers of spots were
determined by automated spot detection followed by manual editing. The major
spots used for analysis were defined as the spots with a minimum spot area of 50
pixels and a minimum spot contrast of 25. For the comparison of total protein
gels, a cutoff value of 200 predominant spots was used in order to standardize the
number of spots compared. Spots that did not fit the criteria for major spots were
considered minor spots. A minimum of three Coomassie blue-stained gels were
used for each sample, and a typical gel was used for computer-aided analysis. The
absence of spots was verified visually on all Coomassie blue-stained gels and also
on silver-stained gels for each sample.

Protein identification. For N-terminal sequencing, electroblotting, staining,
and storage of the blot were done as described previously (36). N-terminal
sequencing was performed with a 491 Procise automated sequencer (Perkin-
Elmer, Wellesley, Mass.).

Sequence data for internal peptides were acquired with a quadropole time of
flight mass spectrometer after electrospray ionization with tandem mass spec-
trometry. The membrane or cytosolic fraction gels of L. monocytogenes EGDe
were destained and cut away from the backing, and selected spots were excised
and dried at room temperature under reduced pressure. In-gel digestion was
performed on the dried gel pieces by treatment with 30 to 60 �l of trypsin (2
�g/ml) in 50 mM NH4HCO3 (sequencing grade; Promega, Madison, Wis.) over-
night at 37°C. The supernatant was removed and stored, and the gel pieces were
incubated with 40 to 80 �l of 5% formic acid for 30 min. The same volume of
acetonitrile was added, and incubation was continued for 15 min. The superna-
tant was removed and pooled with the first supernatant, and the volume was
reduced with a Speed Vac to approximately 15 �l. The peptides generated were
desalted by using C18-ZipTip (Millipore, Bedford, Mass.) as recommended by
the manufacturer. Elution of the purified peptides was carried out with 5 �l of
65% methanol–0.5% formic acid. For electrospray analysis and subsequent pep-
tide sequencing, 3-�l portions of a ZipTip-purified sample were placed into
Au/Pd-coated nanospray glass capillaries (Protana, Odense, Denmark). The tip
of each capillary was placed orthogonally in front of the entrance hole of a
quadrupole time of flight mass spectrometry instrument (Q-TOF II; Micromass,
Manchester, United Kingdom) equipped with a nanospray ion source. A capil-
lary voltage between 750 and 1,000 V and a cone voltage of 35 V were applied.
Doubly and triply charged peptides were chosen for collision-induced tandem
mass spectrometry fragmentation experiments, and the corresponding parent
ions were selectively transmitted from the quadrupole mass analyzer into the
collision cell. Argon was used as the collision gas, and the kinetic energy was set
between 20 and 35 eV. The resulting daughter ions were separated with an
orthogonal time of flight mass analyzer. Peptide microsequencing and protein
identification were carried out with the Peptide-Sequencing program in the
BioLynx software (version 3.4; Micromass) and with the Sonar program (Pro-
teometrics, New York, N.Y.), respectively. The trypsin fragment sequences ob-
tained were compared to the proteins predicted from the L. monocytogenes
EGDe genome sequence (http://genolist.pasteur.fr/ListiList/).

Bioinformatics. The theoretical molecular weights and pIs of identified pro-
teins were calculated from the predicted amino acid sequences by using the
ProtParam tool at the Expasy website (http://www.expasy.ch/tools/protparam
.html). The grand average hydropathy (GRAVY) values were calculated by the
method of Kyte and Doolittle (23) by using ProtParam. Transmembrane do-
mains (TMDs) were predicted by using TMpred with default settings (http:
//www.ch.embnet.org/software/TMPRED_form.html). Only TMD values greater
than 500 were considered to be significant.
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The L. monocytogenes EGDe total protein reference map is available at http:
//www.mli.kvl.dk/foodmicro/special/index.htm.

PCR analysis of the GAPDH and phosphomethylpyrimidine kinase genes. The
presence of the glyceraldehyde-3-phosphate dehydrogenase (GAPDH) and
phosphomethylpyrimidine kinase genes was investigated by performing colony
PCR with primers designed by using the L. monocytogenes EGDe genome se-
quence (lmo2459 and lmo0662, respectively) to cover substantial parts of the
corresponding reading frames. For lmo2459, primers gapF1 (5�-GTCTAGCAT
TCCGTCGTATTC-3�) and gapR1 (5�-AGCTCATTTCGTTATCGTACC-3�)
were used, and these primers provided 915 bp of the 1,011-bp coding region
(nucleotides 44 to 958). For lmo0662, primers thiDF1 (5�-CAATGGACCCAG
ACAACAAC-3�) and thiDR1 (5�-TGCGACAGCTTCTTCAAC-3�) were used,
and they provided 584 bp of the 816-bp coding region (nucleotides 128 to 711).
The PCR was performed for 30 cycles with annealing at 52°C for 1 min.

RESULTS

Total protein profile. A total of 261 spots were detected in
the L. monocytogenes EGDe total protein Coomassie blue-
stained gel (Fig. 1a). The reproducibility of the total protein
profiles was evaluated by using 2-D gels of proteins extracted
from two independent cultures of L. monocytogenes EGDe.
The logarithms of the spot intensities from the two gels are
shown in Fig. 2. For most of the spots (97%) the difference in
intensity was less than 2.5-fold (within the area delineated by
the first set of dashed lines in Fig. 2). Moreover, no outliers
were observed. The results indicate that when this procedure
was used for proteome comparison, differences in spot inten-
sity that were greater than fivefold (delineated by the second
set of dashed lines in Fig. 2) were due to biological variation
rather than experimental variation.

Compartmentalization of cellular proteins. Visual compar-
isons of the 2-D profiles of the membrane and cytosolic frac-
tions of L. monocytogenes EGDe suggested that there was a
distinctive overall protein pattern for each of the fractions (Fig.
3). An image analysis of the Coomassie blue-stained mem-
brane fraction gel revealed 208 spots, 106 of which were con-
sidered to be major (see above for definition of major spots).
A similar analysis of the cytosolic fraction gel revealed 420
spots, 236 of which were major. A larger protein load was
added to gels that contained the compartmentalized fractions
than to the gels that contained the total protein samples. Com-
puter-aided comparison of the membrane and cytosolic frac-
tion gels showed that only 27 of the major spots in the mem-
brane fraction were unique (i.e., were not discernible in the
cytosolic fraction), whereas 161 of the major spots were unique
in the cytosolic fraction. However, many of the common spots
were enriched and had substantially greater intensity in one of
the two fractions.

Identification of proteins. A total of 12 unique or enriched
spots from the membrane fraction and 20 unique or enriched
spots from the cytosolic fraction (Fig. 3) were excised and
identified. Additionally, four spots from a total protein gel
were analyzed. The proteins identified and their characteristics
are shown in Table 1. All of the trypsin fragments sequenced
from each of the spots analyzed exhibited 100% identity with
the corresponding regions in the predicated amino acid se-
quence of the protein. The theoretical pI and molecular weight
were generally in good agreement with the experimentally ob-
served values. Clear deviations in theoretical and experimen-
tally observed pIs could have been due to posttranslational
modification.

From the 36 spots that were analyzed, 33 different proteins
were identified, as 3 proteins were found in more than one
fraction. Spots 1 (fructose-1,6-bisphosphate aldolase) and 29
(ClpP) were excised from both the membrane and cytosolic
fraction gels, and spot 7 (ribosomal protein L12) was isolated
from the membrane fraction and total protein gels. The pro-
teins identified represented each of the four major functional
classes. Four of the proteins were cell envelope and cellular
process category proteins (class 1), 14 were intermediary me-
tabolism class proteins (class 2), seven were information path-
ways class proteins (class 3), three were considered to be in-
volved in adaptation to atypical conditions (subclass 4.1), and
one was antigen A (miscellaneous function subclass 4.2). Four
proteins had no known function in Listeria (Table 1).

Membrane proteins generally contain hydrophobic domains.
One measure of average protein hydrophobicity is the
GRAVY value, and hydrophobic and hydrophilic proteins
have positive and negative GRAVY values, respectively. A
total of five proteins had positive GRAVY values. These in-
cluded the ribosomal protein L12, the cell shape-determining
protein MreB, and tetrahydrodipicolinate succinylase (spots 7,
38, and 41, respectively) from the membrane fraction and
purine nucleotide phosphorylase, DeoD (spot 57), from the
cytosolic fraction. One protein from the total protein gels, spot
8 corresponding to triosephosphate isomerase (Tpi), also had
a positive GRAVY value.

The TMpred program predicts the likelihood that a protein
traverses a membrane, as well as the most likely orientation of
the protein in the membrane. TMDs were detected in 21 of the
33 proteins identified. Of the TMDs detected, the only signif-
icant ones were those for four proteins excised from the mem-
brane fraction (spots 3, 7, 38, and 41), for eight proteins from
the cytosolic fraction (spots 20, 21, 24, 28, 29, 34, 53, and 57),
and for two proteins from the total protein gel (spots 8 and 9).
Spot 53 (a homologue of flavocytochrome c fumarate reduc-
tase chain A) from the cytosolic fraction had the highest pre-
dicted TMD score (2,305). All proteins with a positive
GRAVY value also had at least one significant predicted
TMD.

Five of the spots sequenced (spots 17, 18, 24, 34, and 50)
were unique to the cytosolic fraction; two of these (spots 24
and 34) contained proteins with significant predicted TMDs. In
the membrane fraction, spots 16, 36, 37, and 38 were unique,
and MreB (spot 38) had a significant TMD and a positive
GRAVY value. One of the five proteins with positive GRAVY
values, DeoD (spot 57), was enriched in the cytosolic fraction.
There was, therefore, no distinct correlation between the
GRAVY value or predicted TMD and the fraction.

Proteome reference map of L. monocytogenes EGDe. Com-
parison of the membrane and cytosolic fraction gels with total
protein gels revealed that all spots found in the fraction gels
were present in total protein gels stained with either Coomas-
sie blue or silver. Subsequently, a total protein 2-D reference
map of L. monocytogenes EGDe containing the 33 proteins
identified was constructed (Fig. 1).

Comparison of food isolates with L. monocytogenes EGDe.
The reference map was used to assess the similarity between L.
monocytogenes serotype 1/2a and 1/2b strains isolated from
food and the serotype 1/2a animal strain EGDe. A visual com-
parison indicated that the total protein profiles of the strains
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FIG. 1. Coomassie blue R250-stained 2-D gels of total cellular proteins from L. monocytogenes EGDe (a), B73 (b), and 412 (c). The numbered
spots represent proteins identified in the L. monocytogenes EGDe total protein reference map. The proteins identified are described in Table 1.
Strains B73 and 412 lacked spots 34 and 18, respectively. Arrows (i) indicate spots in strain B73 corresponding to GAPDH identified by Michel
Hebraud (personal communication), the leftmost of which is indicated by arrow (ii) in the strain 412 gel (see text for details).
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isolated from food were very similar to the strain EGDe profile
(Fig. 1). The numbers of spots that were not matched in L.
monocytogenes EGDe after computer-aided analysis of gels
containing total protein samples are shown in Table 2. From
four to eight of the major spots in the food strains were not
matched in the L. monocytogenes EGDe profile. L. monocyto-
genes 412 (serotype 1/2a) had the highest number of un-
matched major proteins and also lacked one of the proteins
identified in L. monocytogenes EGDe (see below). Compari-
sons of the minor spots resulted in an up-to-10-fold increase in
the number of unmatched spots in the L. monocytogenes EGDe
profile. Strain O57 (serotype 1/2a) had the highest number of
unmatched minor spots. The proteome of strain 386 (serotype
1/2b) did not differ more from the reference strain EGDe
proteome than the proteomes of the serotype 1/2a food iso-
lates differed.

Of the 33 spots identified in the L. monocytogenes EGDe
profile, only 2 were not detected in the total protein profiles of
all the food isolates analyzed. Spot 18 (GAPDH) was absent
from the L. monocytogenes 412 profile, and spot 34 (phos-
phomethylpyrimidine kinase) was missing from the strain B73,
O57, and 386 profiles. The presence of the two corresponding
genes was examined by colony PCR by using internal primers
covering a substantial part of the reading frame. For each gene,
strains B73, 412, O57, and 386 gave PCR products that were
the same size as strain EGDe products, showing that all four

FIG. 2. Double-logarithmic plot showing the reproducibility of two
independent protein extractions and 2-D analyses of L. monocytogenes
EGDe total protein isolation procedures. The logarithms of the spot
intensities are plotted, and the regression line and R2 value are shown.
The two sets of dashed lines indicate 2.5- and 5-fold differences in
intensity.

FIG. 3. Coomassie blue R250-stained 2-D gels of the membrane fraction (a) and cytosolic fraction (b) of protein extracts of L. monocytogenes
EGDe. Spots from the two fractions that were excised and identified are numbered. Proteins that were identified are described in Table 1.
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food strains contained the corresponding chromosomal re-
gions without discernible insertions or deletions.

DISCUSSION

Proteome reference map of L. monocytogenes EGDe. A par-
tially annotated 2-D map of L. monocytogenes EGDe total
protein was constructed from the proteins identified (Fig. 1a
and Table 1). This map contains proteins belonging to each of
the four major functional classes defined for L. monocytogenes
EGDe (14). Only 6 of the 33 proteins identified, Fri (9, 17, 19,
31, 32), GAPDH (8), Pfk (17, 39), Pgm (8), TufA (8), and the
mannose-specific phosphotransferase system enzyme IIAB (8,
17, 34), have been identified previously in L. monocytogenes by
2-D analysis.

Previously generated 2-D total protein maps of other micro-
organisms contained very few if any proteins having an overall
hydrophobic amino acid composition (25). In the 2-D refer-
ence map presented here, five of the proteins identified had
positive GRAVY values, and 42% of the proteins had signif-
icant predicted TMDs.

Evaluation of procedures. Our data analysis showed that our
procedure (i.e., total protein isolation, IEF, second-dimension
electrophoresis, and spot quantification) had good reproduc-
ibility and that with confidence we can consider differences in
spot intensity that are greater than fivefold meaningful varia-
tions in protein expression.

The L. monocytogenes genome contains 2,853 annotated
open reading frames (14). It has been estimated that 30% of
the open reading frames in previously sequenced organisms
encode transmembrane proteins (30, 41), which corresponds to
approximately 850 transmembrane proteins in the L. monocy-
togenes EGDe proteome. By using an experimental window
consisting of molecular masses ranging from 4 to 148 kDa and
pIs ranging from 4 to 7, we detected 261 spots in Coomassie
blue-stained gels of total protein samples and 208 spots in gels
of membrane fraction extracts from L. monocytogenes EGDe.
The differences in coding capacities and visualized proteins
could be explained by some of the following possibilities: (i)
some proteins were not in the experimental window; (ii) cer-
tain proteins were insoluble in the IEF sample buffer (37); (iii)
Coomassie blue staining was less sensitive; (iv) some proteins
were not expressed under the growth conditions employed or
at the growth phase at the time of cell harvesting; and (v)

membrane proteins are generally low-copy-number proteins so
they were not very abundant.

To our knowledge, this is the first report of the use of 2-D
gel electrophoresis to specifically assess membrane protein
profiles of L. monocytogenes. A modification of one of the first
protocols used to visualize membrane proteins (1) was em-
ployed, since we performed the first-dimension electrophoresis
with immobilized pH gradients, which have yielded highly re-
producible protein profiles in different laboratories (5) and
provide increased protein loading capacity (33). The compart-
mentalization procedure was assessed by analyzing the 33 pro-
teins identified (Fig. 3 and Table 1). We compared the
GRAVY values and predicted TMDs with the spot intensities
in the two fractions; however, no direct correlation was ob-
served. For example, only one of the five proteins with positive
GRAVY values (spot 7, ribosomal protein L12) was substan-
tially enriched in the membrane fraction, and ClpP (spot 29),
which has two predicted TMDs, was distinctly more intense in
the cytosolic fraction than in the membrane fraction (excised
and identified from both fractions). However, three of the five
proteins with positive GRAVY values were from the mem-
brane fraction. Although our methods only gave an indication
of cellular location, since proteins with negative GRAVY val-
ues may contain hydrophobic domains and the TMD predic-
tion algorithm is not ideal for prokaryotes (27), the observa-
tions suggest that the procedure results in partial but
incomplete fractionation that does not clearly reflect the cel-
lular locations of the proteins.

Comparison of food isolates with strain EGDe. L. monocy-
togenes EGDe has on several occasions been noticed to be less
robust than a number of other strains when the organisms are
subjected to stresses, including acid (6) or carbon dioxide
(A.-M. Jydegaard-Axelsen and S. Knøchel, unpublished data).
Nonetheless, our results indicate that L. monocytogenes EGDe
should be a useful reference organism for the study of the pro-
teomes of strains isolated from food. Our results do not, however,
permit speculation concerning the cause of the different pheno-
types or concerning adaptation to different environments.

We compared both major and minor proteins of three sero-
type 1/2a L. monocytogenes strains and one serotype 1/2b strain
originating from food with the strain EGDe proteins (Table 2).
An average of 13% of the major proteins of the food strains
were not detected in strain EGDe. When the intensity of the
spots being compared was decreased, the average percentage
of unmatched spots in strain EGDe increased to 28%.

Of the 33 spots identified in strain EGDe, 2 were missing in
one or more of the food isolates. The two proteins were
GAPDH involved in the main glycolytic pathway and phos-
phomethylpyrimidine kinase involved in the metabolism of co-
enzymes and prosthetic groups. PCR analyses indicated that
the two corresponding genes were present in all five strains.
Thus, the absence of the spots could have been due to either an
extremely low level of expression (below the detection limit of
silver-stained gels) or a change in pI or molecular weight that
gave rise to a different location on the gel. GAPDH is an
essential enzyme in the glycolytic pathway and is expected to
be highly expressed in all organisms, even though reduced
expression may in some cases be sufficient to sustain normal
growth (38). The L. monocytogenes EGDe genome sequence
does not contain a reading frame corresponding to an auxiliary

TABLE 2. Comparison of 2-D total protein profiles of L.
monocytogenes food isolates and L. monocytogenes EGDe: numbers

of major and minor spots in the food isolates that were not matched
in strain EGDe (serotype 1/2a)

L. monocytogenes
strain (serotype)

No. of unmatched
major spots (%)a

No. of unmatched
minor spots (%)b

B73 (1/2a) 4 of 57 (7) 43 of 143 (30)
412 (1/2a) 8 of 42 (19) 40 of 158 (25)
O57 (1/2a) 7 of 46 (15) 52 of 154 (34)
386 (1/2b) 5 of 54 (9) 32 of 146 (22)

a Only spots with a minimum spot area of 50 pixels and a minimum spot
contrast of 25 were considered major spots.

b The minor spots considered were the 200 most significant spots that did not
fit the criteria for major spots.
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GAPDH protein, as is seen in some gram-positive bacteria (13,
42). The GAPDH protein has been reported to exist in several
forms with a conserved molecular weight but different pIs (4,
42). Similarly, three forms of GAPDH have been identified by
2-D gel analysis of L. monocytogenes (M. Hebraud, personal
communication). In Fig. 1b, arrows marked (i) indicate the
locations of the three forms of GAPDH in strain B73, and the
rightmost of these arrows indicates spot 18. A comparison of
Fig. 1b and c shows that for strain 412 there was increased
intensity of the leftmost of the putative GAPDH forms [Fig. 1c,
arrow (ii)], corresponding to the missing spot 18. This indicates
that strain 412 contains only one form of GAPDH, in contrast
to the other strains tested, all of which contain three possible
forms of the protein. Functional roles of the different forms of
the GAPDH protein have not been determined yet (42).

In our study, we compared serotype 1/2a and 1/2b strains.
The variations between serotypes were determined in a previ-
ous study (16) to be larger than the variations within serotypes.
Only 46.7% of the spots were common among L. monocyto-
genes strains across serotypes, and serotypes 1/2a and 1/2b were
in two different major clusters (16). In our hands, the differ-
ence between serotype 1/2b and 1/2a strains was not greater
than the variation within serotype 1/2a. Genomic comparison
by subtractive hybridization showed that 5% of the genome of
a serotype 4b strain did not hybridize to the genome of L.
monocytogenes EGD, a variant of strain EGDe and also a
serotype 1/2a strain (20). The greater variability observed at
the proteomic level can be attributed to the fact that while a
single amino acid change in a protein can result in a shift in pI,
resulting in a detectable modification in the 2-D pattern (21),
the corresponding DNA change should not be registered by
hybridization.

By constructing an L. monocytogenes EGDe total protein
reference map based on a reproducible protein extraction and
2-D analysis procedure, we established a platform for further
study of protein expression in this pathogen. The observed
variations indicate that most of the predominant proteins in
food isolates can be identified with a degree of confidence
from the EGDe map, while identification of less intense spots
requires greater caution.
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