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A genomic library of Pseudomonas aeruginosa DNA was screened with a monoclonal antibody (MAb 2528)
specific for the P. aeruginosa 60-kDa heat shock protein. A positive clone, pAS-1, was isolated. The gene coding
for P. aeruginosa chaperonin (hsp60) was localized to a 2-kb EcoRI fragment subcloned in pAS-2. A sequence
analysis of pAS-2 and parts of pAS-1 identified two open reading frames that encoded proteins with calculated
molecular masses of 10 and 57 kDa. In amino acid sequence comparison studies the sequences of these proteins,
which were designated GroES and GroEL, exhibited up to 78% homology with known prokaryotic sequences
of 10- and 60-kDa heat shock proteins (hsp10 and hsp60). In order to map the epitope recognized by MAb 2528,
a series of GroEL nested carboxy-terminal deletion clones were tested with MAb 2528. We identified the clone
with the shortest insertion that was still recognized by MAb 2528 and the clone with the largest insertion that
was not recognized by MAb 2528. The 3’ ends of the insertions were determined by sequencing and were found
to delimit a region that encoded 25 amino acid residues. Synthetic oligonucleotides that coded for peptides
possibly resembling the epitope within this region were ligated into expression vector pGEX-3X, and fusion
proteins expressed by these clones were tested for reactivity with MAb 2528. By using this method we
determined that the decapeptide QADIEARVLQ (positions 339 to 348 on GroEL) was responsible for the

binding of P. aeruginosa-specific MAb 2528.

Pseudomonas aeruginosa is one of the most important
causes of invasive infections in compromised patients with
serious underlying diseases, such as extensive burns, leuke-
mia, or cystic fibrosis (23). On the other hand, this organism
is often isolated from patients in intensive care units or
surgical wards who do not have clinical signs and symptoms
of infection (20).

In studies on the antibody response to P. aeruginosa,
Hoiby described a ‘‘common antigen’’ which exhibited
cross-reactivity with a wide spectrum of gram-negative
bacteria (12). This immunodominant protein antigen was
isolated and biochemically characterized by Sompolinsky et
al. (29, 30). Cross-reactivity between the common antigen of
P. aeruginosa and Legionella pneumophila has been shown
to hamper the specificity of serological tests for members of
the family Legionellaceae (4) and seems to be the main cause
of false-positive results for Legionella serology in patients
with cystic fibrosis (36).

Later, the common antigen turned out to be one of the
60-kDa heat shock or stress proteins, a group of highly
immunoreactive proteins that includes species- and genus-
specific epitopes in addition to broadly cross-reactive
epitopes (27). These highly conserved proteins are among
the most abundant proteins found not only in bacteria but
also in plant chloroplasts and mitochondria (13, 22). They
have been shown to assist the posttranslational assembly of
oligomeric protein structures and therefore are called molec-
ular chaperones or chaperonins (9). Their important role as
main targets of the immune response and the accumulating
evidence for the involvement of these molecules in autoim-
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mune processes have been reviewed recently by Kaufmann
(14) and Young and Elliott (37).

In this study we used a monoclonal antibody raised against
P. aeruginosa which recognizes a species-specific epitope on
the 60-kDa heat shock protein or common antigen. We
cloned and sequenced two genes which represent one op-
eron that codes for the 10- and 60-kDa heat shock proteins of
P. aeruginosa. In an attempt to define suitable peptides for
species-specific serological tests, we then mapped the
epitope for the P. aeruginosa-specific monoclonal antibody
on the 60-kDa heat shock protein.

MATERIALS AND METHODS

Bacterial strains and plasmids. P. aeruginosa ATCC 27853
was obtained from the American Type Culture Collection.
Host strain Escherichia coli DH5a was purchased from
GIBCO BRL, Eggenstein, Federal Republic of Germany. E.
coli BW313, a host strain containing no amber suppressor,
has been described previously by Kunkel et al. (15). Plasmid
vector pPEMBLS has been described previously (5). Expres-
sion vector pGEX-3X, which allows in-frame ligation of
DNA to yield glutathione-S-transferase fusion proteins, was
purchased from Pharmacia LKB, Freiburg, Federal Repub-
lic of Germany. Expression of the fusion protein is under
the control of the isopropyl-B-D-thiogalactopyranoside-in-
ducible p,,. promoter. Furthermore, the lacl? repressor is
located on vector pGEX (28). All plasmid-containing E. coli
strains were grown in LB broth supplemented with ampicil-
lin (100 pg/ml).

Cloning of the gene coding for hsp60 of P. aeruginosa. P.
aeruginosa chromosomal DNA was extracted by ultracen-
trifugation as described elsewhere (32). All restriction en-
zymes (Pharmacia LKB) and T4 DNA ligase (GIBCO BRL)
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TABLE 1. Synthetic oligonucleotides used for epitope mapping

Positions of encoded

Oligonucleotide Sequence amino acids in GroEL
AS 4 5’ GATCGGTGTG CAGGCTGATA TCGAAGCCCG 337-345
c 3
AS S 5’ AATTGCGGGC TTCGATATCA GCCTGCACAC
c 3
AS 9 5’ GATCGATGGC GCCGGTGTGC AGGCTGATAT 334-357
CGAAGCCCGC GTCCTGCAGA TCCGCAAGCA
GATCGAGGAA ACCACT 3’
AS 10 5’ AATTAGTGGT TTCCTCGATC TGCTTGCGGA
TCTGCAGGAC GCGGGCTTCG ATATCAGCCT
GCACACCGGC GCCATC 3’
AS 16 5" GATCGGTGTG CAGGCTGATA TCGAAGCCCG 337-348
CGTCCTGCAG 3’
AS 17 5’ AATTCTGCAG GACGCGGGCT TCGATATCAG
CCTGCACACC 3’
AS 39 5’ GATCGATATC GAAGCCCGCG TCCTGCAG 3’ 341-348
AS 40 5’ AATTCTGCAG GACGCGGGCT TCGATATC 3’
AS 41 5’ GATCGCTGAT ATCGAAGCCC GCGTCCTG 3’ 340-347
AS 42 5’ AATTCAGGAC GCGGGCTTCG ATATCAGC 3’
AS 43 5’ GATCAGGGCT GATATCGAAG CCCGCGTC 3’ 339-346
AS 44 5’ AATTGACGCG GGCTTCGATA TCAGCCCT 3’
AS 49 5" GATCCAGGCT GATATCGAAG CCCGCGTCCT 339-348
GCAG 3’
AS 50 5’ AATTCTGCAG GACGCGGGCT TCGATATCAG
CCTG 3’
AS 51 5' GATCGTGCAG GCTGATATCG AAGCCCGCGT 338-347
CCTG 3'
AS 52 5’ AATTCAGGAC GCGGGCTTCG ATATCAGCCT
GCAC 3’
AS 53 5" GATCGGTGTG CAGGCTGATA TCGAAGCCCG 337-346
CGTC 3’
AS 54 5' AATTGACGCG GGCTTCGATA TCAGCCTGCA
CACC 3’

were used according to the manufacturers’ instructions. A P.
aeruginosa genomic library was constructed by ligating
partially Sau3A-digested fragments that were 2 to 4 kb long
into the BamHI site of plasmid vector pPEMBLS. Screening
of this library was performed with monoclonal antibody
MADb 2528. This antibody was raised by repeatedly immu-
nizing BALB/c mice with complete cells of P. aeruginosa
DSM 1707 (Deutsche Sammlung von Mikroorganismen und
Zellkulturen, Braunschweig, Federal Republic of Germany)
and was shown to be specific for P. aeruginosa hsp60.
Specificity for P. aeruginosa was demonstrated by the fact
that the antibody was reactive with hsp60 preparations from
42 P. aeruginosa strains but was not reactive with hsp60
preparations from Pseudomonas fluorescens, Pseudomonas
cepacia, Xanthomonas maltophilia, several members of the
family Enterobacteriaceae, Acinetobacter species, Cam-
pylobacter species, Neisseria species, Haemophilus species,
Staphylococcus aureus, and Streptococcus species (2). Col-
ony blotting was performed as described previously (18).
Plasmid DNA was prepared and restriction analysis and
subcloning were performed by using standard procedures
(24).

Nested deletions and sequencing. Nested deletions (10)
were prepared by using a nested deletion kit purchased from
Pharmacia LKB. The sequences of suitable clones were
determined by the dideoxy chain termination method, using
T7 DNA polymerase, universal primer, and a sequencing kit
obtained from Pharmacia LKB. The oligonucleotide primers
used for sequencing parts that were not covered by nested
deletion clones were synthesized with a Gene Assembler

Plus Oligonucleotide synthesizer (Pharmacia LKB). Oligo-
nucleotides were deprotected with 33% NH,OH. Ammonia
and protective groups were removed by using prepacked
NAP10 columns (Pharmacia LKB), and oligonucleotides
were used directly without further purification steps. Se-
quencing information was analyzed by using PC/GENE, a
software package obtained from Intelligenetics, Inc., Moun-
tain View, Calif.

Epitope mapping using synthetic oligonucleotides. Comple-
mentary oligonucleotides with BamHI- and EcoRI-compati-
ble ends for appropriate in-frame cloning were synthesized,
deprotected, and purified as described above (Table 1). In
order to get double-stranded DNA, equal amounts of com-
plementary oligonucleotides were annealed with each other
at 37°C for 30 min. pGEX-3X was digested with BamHI and
EcoRI. Restriction enzymes and the fragments, which had
been excised from the cloning site, were removed by phenol
extraction and ethanol precipitation. Annealed oligonucleo-
tides were ligated into prepared pGEX-3X at a ratio of
insertions to vectors of 10:1. After transformation into strain
DHS5a, expression of fusion proteins was induced by apply-
ing nitrocellulose filters that had been soaked in a 10 mM
isopropyl-B-D-thiogalactopyranoside solution to the surfaces
of agar plates containing overnight-grown colonies for 2 h.
Testing by colony blotting was done as described above.

Sodium dodecyl sulfate-polyacrylamide gel electrophoresis
and immunoblot procedures. Sodium dodecyl sulfate-poly-
acrylamide gel electrophoresis was performed on 7.5 and
12.5% gradient polyacrylamide gels by using the discontin-
uous buffer system of Laemmli (16). All cells were grown to
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FIG. 1. Immunoblot analysis of the P. aeruginosa 60-kDa heat
shock protein (hsp60). MAb 2528 was used to identify P. aeruginosa
hsp60 following transfer of proteins from a 7.5% sodium dodecyl
sulfate—polyacrylamide gel to nitrocellulose. Lane A, P. aeruginosa
ATCC 27853 whole-cell lysate; lane B, E. coli DH5a(pAS-1) whole-
cell lysate; lane C, E. coli DH5a(pAS-2) whole-cell lysate; lane D,
E. coli BW313(pAS-2) whole-cell lysate. Molecular masses are
indicated on the left.

an optical density at 550 nm of 1.2. The cell pellet from a
1-ml culture was resuspended in 100 ml of sample solution
(20% glycerol, 3% sodium dodecyl sulfate, 3% 2-mercapto-
ethanol, 1% bromophenol blue) and then denatured by
heating at 100°C for S min. Silver staining was performed as
described by Switzer et al. (33). Western blotting onto
nitrocellulose was performed as described by Towbin and
Gordon (34), and blots were immunostained with MAb 2528
and alkaline phosphatase-labeled goat anti-mouse immuno-
globulin (Dianova, Hamburg, Federal Republic of Germa-
ny). Antibodies were detected by adding substrate contain-
ing 0.05 mg of 5-bromo-4-chloro-3-indolylphosphate per ml,
0.1 mg of Nitro Blue Tetrazolium (in 100 mM Tris hydro-
chloride, pH 9.6) per ml, and 4 mM MgCl,.

Nucleotide sequence accession number. The nucleotide
sequence reported in this paper has been deposited in the
GenBank/EMBL data bank under accession number
M63957.

RESULTS

Cloning of the gene coding for hsp60 of P. aeruginosa. The
genomic library of P. aeruginosa constructed in E. coli
DHS5a by using pEMBLS8 was screened by colony blotting
for clones that were reactive with P. aeruginosa hsp60-
specific MAb 2528. Of approximately 9,000 colonies
screened, 2 were found to be positive. These colonies were
picked, and one clone was chosen for further study. This
clone, designated pAS-1, was found in Western blots to
express large amounts of a protein which was detected by
MAD 2528 and had the same molecular weight as hsp60 of P.
aeruginosa (Fig. 1). A restriction analysis of the plasmid
DNA of pAS-1 showed that we had cloned a fragment that
was approximately 8 kb long. As the library was constructed
by ligating 2- to 4-kb Sau3A fragments in pEMBLS, pAS-1
presumably contained at least two of these fragments. Di-
gestion of pAS-1 with EcoRI yielded three fragments, which
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were 6, 4, and 2 kb long. As the 6-kb EcoRI fragment was
shown by religation to contain the vector, only the 4- and
2-kb EcoRI fragments were subcloned into pEMBLS8. We
found that the clone containing the 2-kb EcoRI fragment
expressed a protein which was recognized by MAb 2528 and
had the same molecular weight as the protein expressed by
pAS-1 and the hsp60 of P. aeruginosa (Fig. 1). This clone
was designated pAS-2.

Sequence analysis. We determined the sequence of the
EcoRI fragment in pAS-2 by sequencing overlapping nested
deletion clones generated from pAS-2. Parts not covered by
the nested deletion were sequenced with synthetic oligonu-
cleotide primers. Oligonucleotide primers were also used for
sequencing the gene coding for hspl0 of P. aeruginosa in
pAS-1. The sequence analysis revealed that there were two
open reading frames that were separated by 50 bases (Fig. 2).
These open reading frames could encode proteins that were
97 and 547 amino acids long and had calculated molecular
masses of 10 and 57 kDa, respectively. In analogy to the
groE operon of E. coli, we designated the gene that coded for
the 10-kDa protein groES, the gene that coded for the
57-kDa protein groEL, and the proteins that were encoded
by these genes GroES and GroEL, respectively. Initiation
codons are preceded by regions which could represent
ribosomal binding sites (7). groEL is followed by a palin-
dromic sequence that resembles a rho-independent tran-
scriptional terminator. When we tested pAS-2, MAb 2528
detected double bands (Fig. 1). A sequence analysis revealed
that in contrast to pAS-1, which harbored the complete groE
operon, pAS-2 contained only groEL. In pAS-2 the ATG
start codon of groEL was found 20 nucleotides downstream
from the EcoRI cloning site (Fig. 2). About 17 nucleotides
upstream from the EcoRI site there was another ATG start
codon present in pEMBLS8 (data not shown). This start
codon was preceded by a region that may serve as a
ribosomal binding site and is in frame with groEL. There-
fore, expression of an additional somewhat larger heat shock
protein might start at this second start codon. Although there
was a TAG stop codon located between the EcoRI site and
the groEL start codon, this should have been translated to
glutamine in E. coli DHSa, as this strain contains a supE
gene. In order to prove this hypothesis, we transformed
pAS-2 into nonsuppressing E. coli strain BW313. In this
strain expression of the larger band ceased, and only one
band with the same molecular weight as that of the hsp60
expressed by pAS-1 was detected by MAb 2528 (Fig. 1).

Our analysis of the derived amino acid sequence of GroEL
revealed a typical chaperonin signature at positions 405 to
416 (1) (Fig. 2). Homology searches in which we used the
derived amino acid sequences encoded by groES and groEL
disclosed striking identity to the group containing hsp10 and
hsp60 proteins. As Fig. 3 shows, alignments of the derived
amino acid sequence of GroEL of P. aeruginosa with the
amino acid sequences of previously described hsp60 proteins
revealed 78% identity with the GroEL protein of E. coli (9),
75% identity with the htpB proteins of L. pneumophila (11)
and Coxiella burnetii (35), 58% identity with the mycobac-
terial 65-kDa antigens (17, 26), and 61% identity with the
hypB protein of Chlamydia psittaci (19). A nucleotide se-
quence comparison of the complete pseudomonal groE
operon revealed levels of identity of 73.7% with groE of E.
coli, 60.7% with the groE homolog of L. pneumophila,
64.6% with the Coxiella burnetti sequence, 66.5% with the
Mycobacterium tuberculosis sequence, and 60.1% with the
Chlamydia psittaci sequence (data not shown).

Epitope mapping. To map the epitope recognized by MAb
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SD groEs ->
1 ACTTCGATCCGGCCGTTGAAACCACTGTTTGGAAGTTACACTATGAAGCTTCGTCCTCTGCATGATCGCGTCGTTATCCGTCGCAGCGAGGAAGAGACCA

M K LRPLHDR RV VYV IRRTSTETETET 19

101 AGACCGCAGGCGGCATCGTGCTGCCGGGTTCCGCCGCCGAGAAGCCGAACCGCGGTGAAGTGGTAGCCGTAGGCACCGGTCGTGTACTGGACAACGGCGA
K TAGGTIVLPGSAAEIKPNRGEVVYVYAVGEGTGRVLDNSGES3

201 AGTGCGCGCTCTGGCAGTGAAGGTGGGCGACAAGGTGGTCTTCGGGCCTTACTCCGGCAGCAACGCCATCAAGGTCGATGGCGAGGAACTGCTGGTGATG
VRALAVKVYGDIKVVFGPY SGSNAIKVDSGETETLTLVMES

EcoRl sD groEL ->
301 GGCGAGTCCGAAATCCTCGCCGTCCTGGAAGACTGATCGGTCTCACACTCCGTTTTCACCGAATTCGATTTAGAGGAAAGAGAACATGGCTGCCAAAGAA
G E S E1 LAV LED - M A A K ES

401 GTTAAGTTCGGCGATTCCGCTCGCAAGAAAATGCTGGTCGGCGTGAACGTGCTGGCCGATGCCGTCAAGGCCACCCTCGGCCCGAAAGGCCGCAACGTGG
VKF GDSARIKIKMLVGVNVLADAVIKATTLTGTPIKTGH RNV 38

501 TTCTGGACAAGTCCTTCGGCGCTCCGACCATCACCAAGGACGGCGTTTCCGTCGCCAAGGAAATCGAGCTGAAAGACAAGTTCGAGAACATGGGCGCGCA
VLDKSFGAPTTITIKDG GV SV AKETIETLIKDIKTFTENMGA AN QQT?

601 ACTGGTGAAAGACGTTGCCTCAAGGCCAACGGACGCTGCCGGTGACGGCACCACCACCGCGACCGTCCTGGCCCAGGCCATCGTCAACGAAGGCCTGAAG
LVKDVASRPTDAAGD GTTTATVLAQAIVNETSGILK 15

701 GCCGTTGCCGCCGGCATGAACCCGATGGACCTGAAGCGTGGCATCGACAAGCCCACCGTGGCCATCGTCGCCCAGCTGAAAGAGCTGGCCAAGCCCTGGC
AV A AGMNPMDLIKRGTIDTIKTZPTVAIVAOQLIKTETLAKTPWW 138

801 GCGACACCAAGGCCATCGCCCAGGTAGGCACCATCTCCGCCAACTCCGACGAGTCCATCGGCCAGATCATTGCCGAAGCCATGGAAAAAGTCGGTAAAGA
R DTKAI AQV GTTI S ANSDTET S STIGQTI 1 AEAMTETKVG K E152

901 AGGCGTGATCACCGTCGAGGAAGGCTCGGGCCTGGAAAACGAACTGTCCGTCGTCGAAGGCATGCAGTTCGATCGCGGCTACCTGTCCCCCTACTTCGTG
G VITVEESGSS GLTENEILSVVEGMO QTFDRSGYULSPYFV 205

1001 AACAAGCCGGACACCATGGCTGCCGAGCTGGATAGCCCGCTGCTGCTGCTGGTCGACAAGAAGATCTCCAACATCCGCGAAATGCTGCCGGTGCTGGAAG
N KPDTMAAETULDSUPLLTLLVDI KTIKTISNTIREWMLZPVLE 238

1101 CCGTCGCCAAGGCCGGCCGTCCGCTGCTGATCGTCGCCGAGGACGTCGAGGGCGAAGCCCTGGCCACCCTGGTGGTGAACAACATGCGTGGCATCGTCAA
AV AKAGR®PILLTIVAEDVEGEALATLVVNNMR RGI! VK2R

1201 GGTCGCGGCTGTCAAGGCTCCGGGCTTCGGCGATCGCCGCAAGGCCATGCTGCAGGACATCGCCATCCTCACCGGCGGTACCGTGATCAGCGAAGAAGTC
VAAVKAPGTFGDRRKAMLOQDTIAILTGSGTUVIISETEV 305

1301 GGCCTGAGCCTGGAAGGCGCTACCCTGGAGCACCTGGGCAAGCCCAAGCGCGTCGTGATCAACAAGGAAAACACCACCATCATCGATGGCGCCGGTGTGC
G L SLEGATULTEUBHRLGIKPIKRVYVYVYI NKTENTTTITIDGASGV 33

1401 AGGCTGATATCGAAGCCCGCGTCCTGCAGATCCGCAAGCAGATCGAGGAAACCACTTCCGACTACGACCGCGAGAAGCTGCAAGAGCGCCTGGCCAAGCT
Q ADI EARVLQGQIRKA QI EETTSDVYDRETIKTILAG QETRTLAKIL3I

1501 GGCCGGCGGTGTTGCCGTGATCAAGGTAGGCGCTGCCACCGAAGTCGAGATGAAAGAGAAGAAAGCCCCGGTCGAAGACGCCCTGCACGCTACCCGTGCA
A GGV AV IKVGAATTEVEMIKTETIKTIKAPVEDA ALUHATRA LS

1601 GCGGTGGAAGAGGGCGTGGTTCCCGGCGGCGGCGTAGCCCTGGTTCGTGCCCTGCAAGCCATCGAAGGCCTGAAGGGTGACAACGAGGAGCAGAACGTCG
AV E E GV VP GG GV ALVR RALOQATIEGLTIKTGTDNTETEA QNYV 438

1701 GTATCGCCCTGCTGCGTCGCGCCGTCGAATCGCCCGTGCGCCAGATCGTGGCCAACGCCGGCGACGAGCCGAGCGTAGTGGTCGACAAGGTCAAGCAGGG
G I ALLRRAVES SPVRQIVANAGDTETPSVVVDKTVKQGSLR

1801 TTCCGGCAACTACGGCTTCAACGCTGCTACCGGCGTGTACGGCGACATGATCGAGATGGGCATCCTGGACCCGGCCAAGGTCACTCGTTCCGCTCTGCAG
S GNY GFNAATGVYGDMIEMGTIULDUPAKVYVTRSAL QSO

1901 GCTGCGGCCTCCATCGGCGGTCTGATGATCACCACCGAAGCCATGGTTGCCGAGATCGTGGAAGACAAGCCGGCCATGGGCGGCATGCCTGACATGGGCG
A AASI GGLMITTEA AMYAETIVETDIKUPAMGSEGMPDMG 53

2001 GCATGGGCGGCATGGGCGGCATGATGTAACCGACCGGCCCCTGTGGTTGGAAAAGCCCCGCTTCGGCGGGGCTTTTTTATTCCTCAGTGCGGGCAGTCCT
G M GGMGGMM-  eeeeeeee- R T

2101 GGCGGTAGCCCGGCAGCTCCCTTGCCGCCGGTTCGCAGGCCAGGCGCAGTGCCTGCTTCAGGTCGTCGGGCAGAGTGGCGCGGCTGATCGGCCGCCAGTG
2201 CATGCGTTCGCCGAAATAGCGCGCCCAGTGGAATTC

FIG. 2. Nucleotide sequence of the P. aeruginosa groE operon. The amino acid sequences translated from the groES and groEL genes
are indicated below the nucleotide sequence. Putative Shine-Dalgarno sites are underlined and labeled SD. The EcoRI site used for subcloning
of groEL in pAS-2 is underlined in the intergenic region. A typical chaperonin signature at positions 405 to 416 of GroEL is indicated by double
underlining (1). The 11-bp dyad symmetry of the proposed transcription termination site is indicated by arrows. The numbers on the left are
the nucleotide sequence numbers, and the numbers on the right are the amino acid positions in each protein.
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Chl. ps.  MAAKNIKYNEDARKKIHKGVKTLAEAVKVTLGPKGRHVVIDKSFGSPQVTKDGVTVAKE I ELEDKHENMGAGMVKEVASKTADKAGDGTTTATVLAEAIY 100
Cox. bur.  MAAKVLKFSHEVLHAMSRGVEVLANAVKVTLGPKGRNVVLDKSFGAPTITKDGVSVAKE I ELEDKFENMGAGMVKEVASRTSDDAGDGTTTATVLAQAIL 100
Leg. pn.  MA-KELRFGDDARLQMLAGVNALADAVQVTMGPRGRNVVLEKSYGAPTVTKDGVSVAKEIEFEHRFMNMGAQMVKEVASKTSDTAGDGTTTATVLARSIL 99
E. coli MAAKDVKF GNDARVKMLRGVNVLADAVKVTLGPKGRNVVLDKSFGAPT I TKDGVSVARE I ELEDKFENMGAQMVKEVASKANDAAGDGTTTATVLAGAIIT 100
My. lep.  MA-KTIAYDEEARRGLERGLNSLADAVKVTLGPKGRNVVREKKWGAPT I TNDGVSIAKE 1ELEDPYEKIGAELVKEVAKKTDDVAGDGTTTATVLAGALV 99
My. tub.  MA-KTIAYDEEARRGLERGLNALADAVKVTLGPKGRNVVLEKKWGAPTITNDGVSIAKEIELEDPYEKIGAELVKEVAKKTDDVAGDGTTTATVLAGALV 99
Ps. aerug. MAAKEVKFGDSARKKMLVGVNVLADAVKATLGPKGRNVVLDKSFGAPT I TKDGVSVAKEELKDKFENMGAQLVKDVASRPTDAAGDGTTTATVLAGAIV 100
*k * * Kk Rk Kk Kk kk kk Kk K* k Kk kkk Kk *kk *k Kk ki LR 22212222121
Chl. ps.  SEGLRNVTAGANPMDLKRGIDKAVKVVVDE IKKISKPVQHHKEIAQVAT I SANNDAE 1 GNL IAEAMEKVGKNGS I TVEEAKGFETVLDVVEGMNFNRGYL 200
Cox. bur.  VEGIKAVIAGMNPMDLKRGIDKAVTAAVAELKKISKPCKDQKAIAQVGT ISANSDKS1GD I IAEAMEKVGKEGVI TVEDGSGLENALEVVEGMQFDRGYL 200
Leg. pn.  VEGHKAVAAGMNPMDLKRGIDKAVLAVTKKLQAMSKPCKDSKAIAQVGT ISANSDEAIGAI IAEAMEKVGKEGVI TVEDGNGLENELSVVEGMQFDRGYI 199
E. coli TEGLKAVAAGMNPMDLKRGIDKAVTAAVEELKAL SVPCSDSKATAQVGT I SANSDETVGKL I AEAMDKVGKEGVI TVEDGTGLQDELDVVEGMQFDRGYL 200
My. lep.  KEGLRNVAAGANPLGLKRGIEKAVDKVTETLLKDAKEVETKEQIAATAAISA-GDQSIGDLIAEAMDKVGNEGVITVEESNTFGLALELTEGMRFDKGY] 198
My. tub.  REGLRNVAAGANPLGLKRGIEKAVEKVTETLLKGAKEVETKEQIAATAAISA-GDQSIGDL IAEAMDKVGNEGVITVEESNTFGLQLEL TEGMRFOKGYI 198
Ps. aerug. NEGLKAVAAGMNPMDLKRGIDKPTVAIVAQLKELAKPWRDTKAIAQVGTISANSDESIGQIIAEAMEKVGKEGVITVEEGSGLENELSVVEGMQFDRGYL 200
e * kk Rk hhkkhk * ke Rk * %  Rddkdd hhkk  * ddkd * hhkdk * Ak
Chl. ps.  SSYFSTNPETQECVLEEALVLIYDKKISGIKDFLPVLQQVAESGRPLLIIAEDIEGEALATLVVNRLRAGFRVCAVKAPGFGDRRKAMLEDIAILTGGAL 300
Cox. bur.  SPYFINNQQNMSAELENPFILLVDKKISNIRELIPLLENVAKSGRPLLVIAEDIEGEALATLVVNNIRGVVKVAAVKAPGFGDRRKAMLGD IAVLTGGKV 300
Leg. pn.  SPYFINNQQNMSCELEHPFILLVDKKVSSIREMLSVLEGVAKSGRPLLIIAEDVEGEALATLVVNNMRGIVKVCAVKAPGFGDRRKAILQDIAILTKGQV 299
E. coli SPYFINKPETGAVELESPF I LLADKKISNIREMLPVLEAVAKAGKPLL I IAEDVEGEALATAVVNT IRGIVKVAAVKAPGFGDRRKAMLGD IATLTGGTV 300
My. lep.  SGYFVTDAERQEAVLEEPYILLVSSKVSTVKDLLPLLEKVIQAGKSLLIIAEDVEGEALSTLVVNKIRGTFKSVAVKAPGFGDRRKAMLQDMAILTGAQV 298
My. tub.  SGYFVIDPERQEAVLEDPYILLVSSKVSTVKDLLPLLEKVIGAGKPLLIIAEDVEGEALSTLVVNKIRGT FKSVAVKAPGFGORRKAMLQDMAILTGGAV 298
Ps. aerug. SPYFVNKPDTMAAELDSPLLLLVDKKISNIREMLPVLEAVAKAGRPLLIVAEDVEGEALATLVVNNMRGI VKVAAVKAPGFGDRRKAMLGDIAILTGGTV 300
* *k * * % * % *  hk ARk hhkkkk k kkk & Rhkkhkhhhhhhhhdr & & & ki
Chl. ps.  ISEELGMKLENTTLAMLGKAKKVIVSKEDTTIVEGLGSKEDIESRCESIKKQIEDSTSDYDKEKLQERLAKLSGGVAVIRVGAATE IEMKEKKDRVDDAQ 400
Cox. bur.  ISEEVGLSLEAASLDDLGSAKRVVVTKDDTTIIDGSGDAGDIKNRVEQIRKE IENSSSDYDKEKLQERLAKLAGGVAVIKVGAATEVEMKEKKARVEDAL 400
Leg. pn.  ISEEIGKSLEGATLEDLGSAKRIVVTKENTTIIDGEGKATE INARITQIRAQMEETTSDYDREKLQERVAKLAGGVAVIKVGAATEVEMKEKKAAVEDAL 399
E. coli ISEE1GMELEKATLEDLGQAKRVVINKDTTTI IDGVGEEAAIQGRVAQIRQQIEEATSDYDREKLQERVAKLAGGVAVIKVGAATEVEMKEKKARVEDAL 400
My. lep.  ISEEVGLTLENTDLSLLGKARKVVMTKDETTIVEGAGDTDAIAGRVAQIRTEIENSDSDYDREKLQERLAKLAGGVAVIKAGAATEVELKERKHRIEDAV 398
My. tub.  ISEEVGLTLENADLSLLGKARKVVVTKDETTIVEGAGDTDAIAGRVAQIRQEIENSDSDYDREKLQERLAKLAGGVAVIKAGAATEVELKERKHRIEDAV 398
Ps. aerug. [ISEEVGLSLEGATLEHLGKPKRVVINKENTTIIDGAGVQADIEARVLQIRKQIEETTSDYDREKLQERLAKLAGGVAVIKVGAATEVEMKEKKAPVEDAL 400
hkk * Rk * Ak *  hkk Kk & * *® * * RREN RRAERE AR KRARRE KRR R & ok & ak
Chl. ps.  HATLAAVEEGILPGGGTALVRCIPTLEAFIPILTNEDEQIGARIVLKALSAPLKQIAANAGKEGAI ICQQVLSRSSSE - GYDALRDAYTDMIEAGILDPT 499
Cox. bur.  HATRAAVEEGVVPGGGVALIRVLKSLDSVEV--ENEDQRVGVE IARRAMAYPLSQIVKNTGVQAAVVADKVLNHKDVNYGYNAATGEYGOMIEMGILDPT 498
Leg. pn.  HATRAAVEEGIVAGGGVAL IRAQKALDSLKG--DNDDQNMGINILRRAIESPMRQIVTNAGYEASVVVNKVAEHKD -NYGFNAATGEYGDMVEMGILDPT 496
E. coli HATRAAVEEGVVAGGGVAL IRVASKLADLRG- -GNEDQNVGIKVALRAMEAPLRQIVLNCGEEPSVVANTV-KGGOGNYGYNAATEEYGNMIDMGILDPT 497
My. lep.  RNAKAAVEEGIVAGGGVTLLQAAPALDKLK--LRPDEAT-GANIVKVALEAPLKQIAFNSGMEPGVVAEKVRNLSVGH-GLNAATGEYEDLLKAGVADPV 494
My. tub.  RNAKAAVEEGIVAGGGVTLLQAAPTLDELK--LEGDEAT-GANIVKVALEAPLKQIAFNSGLEPGVVAEKVRNLPAGH-GLNAQTGVYEDLLAAGVADPY 494
Ps. aerug. HATRAAVEEGVVPGGGVALVRALGAIEGLKG- -DNEEQNVGIALLRRAVESPVRQI VANAGDEPSVVVDKV-KAGSGNYGFNAATGVYGOMIENGILDPA 497
fedekkdd *hhkk * * * hk &k * *® * * *® wk
Chl. ps.  KVTRCALESAASVAGLLLTTEALIADIPEEKSSSAPA---MPG------- AGMDY 544
Cox. bur.  KVTRTALQNAASIAGLMITTECMVTEAPKKKEESMPGGGDMGGMGGMGGMGGMM- 552
Leg. pn.  KVTRMALQNAASVASLMLTTECMVADLPKKEEGV- - GAGDMGGMGGMGGMGGMMH 549
E. coli KVTRSALQYAASVAGLMI TTECMVTDLPKNDAADL - - - GAAGGMGGMGGMGGMM- 548
My. lep.  KVIRSALQNAASIAGLFLTTEAVVADKPEKTAAPASDPT-------- GGMGGMDF 541
My. tub.  KVTRSALQNAASIAGLFLTTEAVVADKPEKEKASVPG-G-------~ GOMGGMDF 540
Ps. aerug. KVIRSALQGAAASIGGLMITTEAMVAEIVEDKPA-M---GGMPDMGGHGGHGGMM- 547

hhkhk kk  whk * Rkk

FIG. 3. Comparison of the deduced amino acid sequences of the 60-kDa heat shock proteins of several bacterial species. The deduced
amino acid sequences for hypB of Chlamydia psittacii (Chl. ps.) (19), htpB of Coxiella burnetii (Cox. bur.) (35) and Legionella pneumophila
(Leg. pn.) (11), GroEL of E. coli (E. coli) (9), 65-kDa proteins of Mycobacterium leprae (My. lep.) (17) and M. tuberculosis (My. tub.), and
GroEL of P. aeruginosa (Ps. aerug.) are shown. The asterisks indicate the presence of identical amino acids.

2528 on hsp60 of P. aeruginosa, we used the nested deletion
clones generated for sequencing. As deletions had been
made from the part of groEL which codes for the carboxy
terminus of the GroEL protein, these clones expressed a
series of proteins which represented GroEL lacking a suc-
cessively larger part of its carboxy terminus. By testing the
proteins expressed by these clones in Western blots and
sequencing the exact end of the insertion of each clone, the
last clone still detected by MAb 2528 and the first negative
clone in the series defined the borders for our search (Fig. 4).

In order to look for single amino acid residues or groups of
amino acid residues that were specific for P. aeruginosa, we
aligned the region of P. aeruginosa GroEL delimited by the
ends of positive nested deletion clone X16 and negative
clone X13 with the same region of previously described

hsp60 proteins. Several P. aeruginosa-specific amino acid
residues were found between positions 337 and 351 (Fig. 5).
Oligonucleotides with BamHI- and EcoRI-compatible ends
that coded for short peptides were synthesized. The se-
quences of these peptides were taken from the region defined
by our previous findings and so may have contained the P.
aeruginosa-specific epitope recognized by MAb 2528. These
oligonucleotides were ligated into the BamHI-EcoRI site of
pGEX-3X and expressed as glutathione-S-transferase fusion
proteins in E. coli DHSa. Transformants were tested by
colony blotting, using MAb 2528. Positive clones were
picked, plasmid DNA was prepared, and the sequence of the
insertion was determined. Reactivity with MAb 2528 was
confirmed by Western blotting. If there were no positive
colonies, clones were picked randomly until at least one was
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FIG. 4. Sodium dodecyl sulfate-polyacrylamide gel electropho-
resis and Western blot analysis of a series of nested deletion clones
derived from pAS-2. (A) Silver-stained 12.5% sodium dodecyl
sulfate—polyacrylamide gel. The bands corresponding to truncated
hsp60 proteins expressed by pAS-2-derived nested deletion clones
are indicated by arrowheads. (B) Western blot immunostained with
P. aeruginosa hsp60-specific MAb 2528. Lane 1, P. aeruginosa
ATCC 27853 whole-cell lysate; lane 2, E. coli DH5a(pAS-1) whole-
cell lysate; lane 3, E. coli DHSa(pAS-2) whole-cell lysate; lanes 4
through 9, whole-cell lysates of E. coli DHSa(pAS-2)-derived nested
deletion clones. Clone X16 (lane 7) was the last in the series which
was still recognized by MAb 2528. Clone X13 (lane 8) and the
following clones exhibited no reactivity.
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FIG. 6. Western blot of whole-cell lysates of E. coli DHSa
harboring modified pGEX-3X plasmids that express short peptides
as parts of glutathione-S-transferase fusion proteins for epitope
mapping. The blot was immunostained with P. aeruginosa hsp60-
specific MAb 2528. The clones were constructed by using the
following oligonucleotides: lane A, AS 9 and AS 10; lane B, AS 16
and AS 17; lane C, AS 4 and AS 5; lane D, AS 39 and AS 40; lane
E, AS 41 and AS 42; lane F, AS 43 and AS 44; lane G, AS 49 and AS
50; lane H, AS 51 and AS 52; lane I, AS 53 and AS 54. Expression
of fusion protein was controlled by sodium dodecyl sulfate-poly-
acrylamide gel electrophoresis and silver staining (data not shown).
All of the clones tested in this Western blot experiment expressed
equal amounts of fusion proteins.

shown to contain the correct insertion while being negative
on Western blots.

By using the strategy described above we were able to
show that a region of 24 amino acid residues (positions 334 to
357 on GroEL of P. aeruginosa) contained the species-
specific epitope (Fig. 5 and 6). A second clone that was
constructed with oligonucleotides AS 16 and AS 17 and
expressed 12 amino acid residues corresponding to positions
337 to 348 of GroEL also exhibited reactivity with MAb
2528. However, a clone that expressed 9 of these 12 residues
(constructed with oligonucleotides AS 4 and AS 5) was
negative. As the present view is that sequential epitopes are
from five to eight residues long (6), we then created three
additional clones by using oligonucleotides AS 39 and AS 40,

EREERE * . FRE KRR EREERRRREERE RAERRN
L. pneu : NTTIIDGEGKATEINARITQIRAQMEETTSDYDREKLQERVAKLAGG
E. coli : TTTIIDGVGEEAAIQGRVAQIRQQIEEATSDYDREKLQERVAKLAGG
P. aerug NTTIIDGAGYQADIEARVLOIRKQIEETTSDYDREKLQERLAKLAGG
X13(negqg.):

et DocvorbrEARvIgTRKgIEETT

AS 16/17 : 337-3se SYQADIEARVLD

AS 4/5 : 337-345 SVQADIEAR v

AS 39/40 : 341-348 Ag

AS 41/42 : 3s0-347

AS 43/44 : 339-34¢ SADIEARY

AS 49/50 : sas-ase QADIEARVLO

AS 51/52 : 33s-3e7 YQADIEARVL,

AS 53/54 : 3a7-a4e SYOQADIEARY

FIG. 5. Schematic representation of the strategy used for mapping the epitope recognized by MAb 2528. The deduced amino acid sequence
of P. aeruginosa (P. aerug.) GroEL positions 329 to 375 and the corresponding sequences of L. pneumophila (L. pneu.) htpB and E. coli (E.
coli) GroEL are shown. The asterisks indicate identity, and P. aeruginosa-specific amino acid residues are underlined. The ends of
pAS-2-derived nested deletion clones X13 and X16 and the locations of the short peptide sequences expressed as glutathione-S-transferase
fusion proteins are indicated by bars. The solid bars indicate clones recognized by MAb 2528; nonreactive clones are indicated by open bars.
The exact positions of the peptide sequences within GroEL of P. aeruginosa are indicated by the numbers to the left of the bars.
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oligonucleotides AS 41 and AS 42, and oligonucleotides AS
43 and AS 44. These clones expressed fusion proteins
containing the remaining possible octapeptides. None of
these candidates proved to be positive. Therefore, we next
constructed a series of clones that expressed fusion proteins
by using oligonucleotides AS 49 and AS 50, oligonucleotides
AS 51 and AS 52, and oligonucleotides AS 53 and AS 54;
these clones produced four decapeptides. This time we
found that one clone constructed with AS 49 and AS 50,
which expressed the decapeptidle QADIEARVLQ, corre-
sponding to P. aeruginosa GroEL positions 339 to 348,
reacted with MAb 2528 (Fig. 5 and 6).

DISCUSSION

In this study we cloned and sequenced the genes that code
for the 10- and 60-kDa heat shock proteins of P. aeruginosa.
Homologs of hsp60, which are found in prokaryotes, chlo-
roplasts, and mitochondria, seem to play an essential and
ubiquitous role in the posttranslational assembly of proteins
(9). This might explain the high degree of amino acid
sequence similarity among chaperonins, which is observed
even between very distant species. The hsp60 of P. aerugi-
nosa is yet another example of this striking similarity.
Alignment with several previously known amino acid se-
quences from different species showed that the chaperonin
of P. aeruginosa fits in very well, exhibiting not only the
typical chaperonin signature but also overall levels of iden-
tity ranging from 58 to 78% with previously described
prokaryotic sequences. Therefore, the complete sequence
described in this paper explains the previously observed
broad cross-reactivity of the common antigen of P. aerugi-
nosa on the molecular level (12).

Except for the mycobacterial 65-kDa antigens, all known
prokaryotic hsp60 genes have been found to be part of an
operon, which consists of the genes for hspl0 and hsp60.
The groES and groEL genes of E. coli have been shown to be
cotranscribed. These proteins form a complex with each
other in the presence of Mg-ATP (9) and are both required
for the correct assembly of proteins (8). The groES and
groEL genes of P. aeruginosa described in this paper have
the same arrangement as all of the other prokaryotic hsp10-
hsp60 operons; groES is found upstream from groEL.

Although the most striking features of hsp60 molecules are
their immunudominance and broad cross-reactivity, it has
been shown that these proteins also contain genus- and
species-specific epitopes (31). The monoclonal antibody,
MAD 2528, used in this study was shown in extensive tests to
recognize a species-specific epitope on the hsp60 of P.
aeruginosa (2). As binding of MAb 2528 occurred under
conditions which should destroy the natural conformation of
the protein, it seemed likely that the antibody recognizes a
continuous epitope and not a conformational epitope. There-
fore, we combined two strategies for mapping, testing of
nested deletion clones to define the gross range for a further
search and construction of pGEX-3X clones that express
fusion proteins which contain peptides that may resemble
the epitope. By using this method we showed that amino
acid residues 339 to 348 (QADIEARVLQ) are responsible
for binding of MAb 2528. Although with the series of fusion
proteins tested in this study we were not able to decide
whether the first residue of this decapeptide is essential for
binding, we found that the three remaining possible octapep-
tide epitopes within this range were not sufficient for anti-
body binding in our test system. This finding is an exception
to the view formulated by Geysen et al. that sequential
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epitopes are from five to eight residues long (6). Thus, our
finding indicates that nona- and decapeptides should be
considered possible candidates when epitopes are mapped.
The present practice of using only octapeptides for epitope
scanning might lead to omission of some epitopes.

The hsp60 family comprises highly immunodominant mol-
ecules which have been found to represent the major stress
protein antigen recognized by antibodies in bacterial infec-
tions (37). In a study of the 58-kDa common antigen of L.
pneumophila, this antigen was found to be the only antigen
which was recognized by all sera from patients with culture-
confirmed legionellosis (25). All of these findings suggest that
species-specific hsp60 epitopes may be prime candidates for
the development of serological tests. A recent study of the
hsp60 of Chlamydia trachomatis showed that the antibody
reactivity present in human sera against hsp60 is predomi-
nantly directed toward the carboxy-terminal one-half of the
Chlamydia trachomatis hsp60 molecule (3). The species-
specific epitope recognized by MAb 2528 is located between
two highly conserved regions in the carboxy-terminal one-
half of the hsp60 of P. aeruginosa and might therefore be
recognized by antibodies produced by patients with
pseudomonal infections. The detection of the onset of P.
aeruginosa infections with serological tests has been dem-
onstrated in patients suffering from cystic fibrosis (21).
Therefore, further studies should show whether the epitope
defined in this study might prove to be useful for the
development of P. aeruginosa-specific serological tests.

ACKNOWLEDGMENTS

We thank D. Bitter-Suermann for kindly providing MAb 2528 and
M. Cahill for critically reviewing the manuscript.

This work was supported in part by grant 01 KI 89117 from the
Bundesministerium fiir Forschung und Technologie to M.F.

REFERENCES

1. Bairoch, A. 1990. Prosite: a dictionary of protein sites and
patterns, Sth release. University of Geneva, Geneva.

2. Bitter-Suermann, D. (Medizinische Hochschule, Hannover,
Federal Republic of Germany.) 1991. Personal communication.

3. Cerrone, M. C., J. J. Ma, and R. S. Stephens. 1991. Cloning and
sequence of the gene for heat shock protein 60 from Chlamydia
trachomatis and immunological reactivity of the protein. Infect.
Immun. 59:79-90.

4. Collins, M. T., J. McDonald, N. Hoiby, and O. Aalund. 1984.
Agglutinating antibody titers to members of the family Legionel-
laceae in cystic fibrosis patients as a result of cross-reacting
antibodies to Pseudomonas aeruginosa. J. Clin. Microbiol.
19:757-762.

S. Dente, L., G. Cesareni, and R. Cortese. 1983. pEMBL: a new
family of single stranded plasmids. Nucleic Acids Res. 11:1645-
1655.

6. Geysen, H. M., S. J. Rodda, T. J. Mason, G. Tribbick, and P. G.
Schoofs. 1987. Strategies for epitope analysis using peptide
synthesis. J. Immunol. Methods 102:259-274.

7. Gold, L., and G. Stormo. 1987. Translational initiation, p.
1302-1307. In F. C. Neidhardt, J. L. Ingraham, K. B. Low, B.
Magasanik, M. Schaechter, and H. E. Umbarger (ed.), Esche-
richia coli and Salmonella typhimurium: cellular and molecular
biology. American Society for Microbiology, Washington, D.C.

8. Goloubinoff, P., A. A. Gatenby, and G. H. Lorimer. 1989. GroE
heat-shock proteins promote assembly of foreign prokaryotic
ribulose bisphosphate carboxylase oligomers in Escherichia
coli. Nature (London) 337:44—47.

9. Hemmingsen, S. M., C. Woolford, S. M. van der Vies, K. Tilly,
D. T. Dennis, C. P. Georgopoulos, R. W. Hendrix, and R. J.
Ellis. 1988. Homologous plant and bacterial proteins chaperone
oligomeric protein assembly. Nature (London) 333:330-334.

10. Henikoff, S. 1984. Unidirectional digestion with exonuclease III



3226

11.

12.

13.

14.
15.

16.

17.

18.

19.

20.

21.

22.

23.

24.

SIPOS ET AL.

creates targeted breakpoints for DNA sequencing. Gene 28:351-
359.

Hoffman, P. S., L. Houston, and C. A. Butler. 1990. Legionella
pneumophila htpAB heat shock operon: nucleotide sequence
and expression of the 60-kilodalton antigen in L. pneumophila-
infected HeLa cells. Infect. Immun. 58:3380-3387.

Hoiby, N. 1975. Cross-reactions between Pseudomonas aerug-
inosa and thirty-six other bacterial species. Scand. J. Immunol.
4(Suppl. 2):187-196.

Jindal, S., A. K. Dudani, B. Singh, C. B. Harley, and R. S.
Gupta. 1989. Primary structure of a human mitochondrial pro-
tein homologous to the bacterial and plant chaperonins and to
the 65-kilodalton mycobacterial antigen. Mol. Cell. Biol.
9:2279-2283.

Kaufmann, S. H. E. 1990. Heat shock proteins and the immune
response. Immunol. Today 11:129-135.

Kunkel, T. A., J. D. Roberts, and R. A. Zakour. 1987. Rapid and
efficient site-specific mutagenesis without phenotypic selection.
Methods Enzymol. 154:367-382.

Laemmli, U. K. 1970. Cleavage of structural proteins during the
assembly of the head of bacteriophage T4. Nature (London)
227:680-685.

Mehra, V., D. Sweetser, and R. A. Young. 1986. Efficient
mapping of protein antigenic determinants. Proc. Natl. Acad.
Sci. USA 83:7013-7017.

Meyer, T. F., N. Mlawer, and M. So. 1982. Pilus expression in
Neisseria gonorrhoeae involves chromosomal rearrangement.
Cell 30:45-52.

Morrison, R. P., R. J. Belland, K. Lyng, and H. D. Caldwell.
1989. Chlamydial disease pathogenesis: the 57-kD chlamydial
hypersensitivity antigen is a stress response protein. J. Exp.
Med. 170:1271-1283.

Noone, M. R., T. L. Pitt, M. Bedder, A. M. Hewlett, and K. B.
Rogers. 1983. Pseudomonas aeruginosa colonisation in an in-
tensive therapy unit: role of cross infection and host factors. Br.
Med. J. 286:341-344.

Pedersen, S. S., F. Espersen, and N. Hoiby. 1987. Diagnosis of
chronic Pseudomonas aeruginosa infection in cystic fibrosis by
enzyme-linked immunosorbent assay. J. Clin. Microbiol. 25:
1830-1836.

Reading, D. S., R. L. Hallberg, and A. M. Myers. 1989.
Characterization of the yeast HSP60 gene coding for a mito-
chondrial assembly factor. Nature (London) 337:655-659.
Ryan, K. J. 1990. Pseudomonas and other opportunistic gram-
negative bacilli, p. 393—400. In J. C. Sherris (ed.), Medical
microbiology. Elsevier Science Publishing Co., New York.
Sambrook, J., E. F. Fritsch, and T. Maniatis. 1989. Molecular
cloning: a laboratory manual. Cold Spring Harbor Laboratory,

25.

26.
27.

28.

29.

30.

31.

32.

33.

34.

35.

36.

37.

INFECT. IMMUN.

Cold Spring Harbor, N.Y.

Sampson, J. S., B. B. Plikaytis, and H. W. Wilkinson. 1986.
Immunologic response of patients with legionellosis against
major protein-containing antigens of Legionella pneumophila
serogroup 1 as shown by immunoblot analysis. J. Clin. Micro-
biol. 23:92-99.

Shinnick, T. M. 1987. The 65-kilodalton antigen of Mycobacte-
rium tuberculosis. J. Bacteriol. 169:1080-1088.

Shinnick, T. M., M. H. Vodkin, and J. C. Williams. 1988. The
Mpycobacterium tuberculosis 65-kilodalton antigen is a heat
shock protein which corresponds to common antigen and to the
Escherichia coli groEL protein. Infect. Immun. 56:446—451.
Smith, D. B., and K. S. Johnson. 1988. Single-step purification of
polypeptides expressed in Escherichia coli as fusions with
glutathione-S-transferase. Gene 67:31-40.

Sompolinsky, D., J. B. Hertz, N. Hoiby, K. Jensen, B. Mansa,
and V. B. Pedersen. 1980. An antigen common to a wide range
of bacteria. II. A biochemical study of a ‘“‘common antigen’’
from Pseudomonas aeruginosa. Acta Pathol. Microbiol. Scand.
Sect. B 88:253-260.

Sompolinsky, D., J. B. Hertz, N. Hoiby, K. Jensen, B. Mansa,
and Z. Samra. 1980. An antigen common to a wide range of
bacteria. I. The isolation of a ‘‘common antigen’’ from Pseudo-
monas aeruginosa. Acta Pathol. Microbiol. Scand. Sect. B
88:143-149.

Steinmetz, 1., C. Rheinheimer, I. Hiibner, and D. Bitter-Suer-
mann. 1991. Genus-specific epitope on the 60-kilodalton Legion-
ella heat shock protein recognized by a monoclonal antibody. J.
Clin. Microbiol. 29:346-354.

Stern, A., P. Nickel, T. F. Meyer, and M. So. 1984. Opacity
determinants of Neisseria gonorrhoeae: gene expression and
chromosomal linkage to the gonocaccal pilus gene. Cell 37:447—
456.

Switzer, R. C., C. R. Merril, and S. Shifrin. 1979. A highly
sensitive silver stain for detecting proteins and peptides in
polyacrylamide gels. Anal. Biochem. 98:231-237.

Towbin, H., and J. Gordon. Immunoblotting and dot immu-
nobinding—current status and outlook. J. Immunol. Methods
72:313-340.

Vodkin, M. H., and J. C. Williams. 1988. A heat shock operon
in Coxiella burnetii produces a major antigen homologous to a
protein in both mycobacteria and Escherichia coli. J. Bacteriol.
170:1227-1234.

Wang, E. E. L., B. Manson, M. Corey, K. Bernard, and C. G.
Prober. 1987. False positivity of Legionella serology in patients
with cystic fibrosis. Pediatr. Infect. Dis. J. 6:256-259.

Young, R. A., and T. J. Elliott. 1989. Stress proteins, infection,
and immune surveillance. Cell 59:5-8.



