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ABSTRACT Helicobacter pylori has been associated with
gastritis, peptic ulcer, and gastric adenocarcinoma. We report
the nucleotide sequence and expression of an immunodominant
antigen of H. pylori and the immune response to the antigen
during disease. The antigen, named CagA (cytotoxin-associated
gene A), is a hydrophilic, surface-exposed protein of 128 kDa
produced by most clinical isolates. The size of the cagA gene and
its protein varies in different strains by a mechanism that
involves duplication of regions within the gene. Clinical isolates
that do not produce the antigen do not have the gene and are
unable to produce an active vacuolating cytotoxin. An ELISA to
detect the immune response against a recombinant fragment of
this protein detects 75.3% of patients with gastroduodenal
diseass and 100% of patients with duodenal ulcer (P < 0.0005),
suggesting that only bacteria harboring this protein are associ-
ated with disease.

Helicobacter pylori is a curved, microaerophilic, Gram-
negative bacterium that was isolated in 1983 from stomach
biopsy specimens of patients with chronic gastritis (1). Orig-
inally named Campylobacterpylori, it has been recognized to
be part of a separate genus, Helicobacter (2). The bacterium
colonizes the human gastric mucosa and the infection can
persist for decades. During the last few years, the presence
ofthe bacterium has been found to be associated with chronic
gastritis type B, a condition that may remain asymptomatic
in most of the infected persons but that increases consider-
ably the risk of peptic ulcer and gastric adenocarcinoma.
Recent studies strongly suggest that H. pylori infection may
be either a cause or a cofactor oftype B gastritis, peptic ulcer,
and gastric tumors (3-5). H. pylori is believed to be trans-
mitted orally (6), and the risk of infection increases with age
(7, 8) and crowding (9, 10). In developed countries, the
presence of antibodies against H. pylori antigens increases
from <20% in people 30 years old to >50% in 60-year-olds
(11, 12), while in developing countries >80% of the popula-
tion is infected by the age of 20 (8).
The virulence factors of H. pylori are still poorly under-

stood. The factors that have been identified so far are (i) the
flagella, which are probably necessary to move across the
mucous layer (13); (ii) the bacterial urease, which is neces-
sary to neutralize the acidic environment of the stomach and
allow the initial colonization (14, 15); and (iii) a high molec-
ular weight cytotoxic protein, formed by monomers of 87
kDa, that causes formation of vacuoles in eukaryotic epithe-
lial cells, produced by most H. pylori strains associated with
disease (16, 17). Another protein, whose size has been
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estimated to be 120, 128, or 130 kDa by various authors
(18-21), has been described in the culture supematant of
many cytotoxic strains of H. pylori, suggesting that it plays
a role in pathogenesis. This protein is very immunogenic in
humans infected with H. pylori, since specific antibodies are
detected in sera of virtually all infected individuals (22). Here
we describe the molecular cloning and sequence determina-
tion of the 128-kDa protein.¶ We show that the gene coding
for this protein varies in size in different clinical isolates and
is present only in cytotoxin-producing strains.

MATERIALS AND METHODS
Bacterial Strains, Plasmids, Phage and Media. The H. pylori

strains producing the vacuolating cytotoxin were G10, G27,
G29, G32, G33, G39, G56, G65, G105, and G113A. The
noncytotoxic strains were G12, G21, G25, G47, G50, and
G204. They were isolated from endoscopy biopsy specimens
at the Grosseto Hospital (Tuscany, Italy). The strain CCUG
17874 (cytotoxin-positive) was obtained from the Culture
Collection of the University of Gotheborg. The noncytotoxic
strains Pylo 2U+ (urease-positive) and Pylo 2U- (urease-
negative) were obtained from F. Megraud (Centre Hospi-
talier, Bordeaux, France).

Escherichia coli strains DH1OB (BRL), TG1 and K-12 AH1
Atrp (23) and Y1088, Y1089, and Y1090 (24) have been
described. pBluescript SK(+) and SK(-) (Stratagene) were
used as cloning vectors. The pEx34a, -b, and -c plasmids for
the expression of MS2 fusion proteins have been described
(23). The phage vector used for the expression library was
from the Agtll cloning kit (BRL). E. coli strains were cultured
in LB medium (24). H. pylori strains were plated onto
selective media (5% horse blood in Columbia agar base with
Dent's or Skirrow's antibiotic supplement and 0.2% cyclo-
dextrin) or in Brucella broth liquid medium containing 5%
fetal bovine serum (6) or 0.2% cyclodextrin (25).
Growth of H. pylon and DNA Isolation. H. pylori strains

were cultured in solid or liquid media for 3 days at 37°C, either
in a microaerophilic atmosphere [Oxoid (Basingstoke, U.K.)
or Becton Dickinson gas-pack generators] or in an incubator
with air plus 5% CO2 (26). Bacteria were harvested, sus-
pended with lysozyme at 100 Mg/ml in 0.1 M NaCl/10 mM
Tris.HCl/1 mM EDTA, pH 8, and incubated at room tem-
perature for 5 min. SDS was added (1%, wt/vol) and the
mixture was heated at 65°C. Proteinase K was added (25
,ug/ml) before incubation at 50°C for 2 hr. DNA was purified
by CsCl gradient centrifugation with ethidium bromide, pre-
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cipitated with 77% (vol/vol) ethanol, and recovered with a
sealed glass capillary (24).

Construction and Screening of a Agtll Expression Library.
To generate the library, we used genomic DNA from the
CCUG 17874 strain partially digested with the restriction
enzymes Hae III and Alu I. After fractionation in a 0.8%
agarose gel, the DNA between 0.6 and 8 kb was eluted by
using a Costar Spin-X (0.22-,um) microcentrifuge filter. The
products from each digestion were combined and used to
construct the expression library with the Agtll cloning kit
(BRL) and the Gigapack II Gold packaging kit (Stratagene).
The library, which contained 0.8-1 x 106 recombinant
phages, was amplified in E. coli Y1088, yielding 150 ml of
lysate with 109 phages per ml, 85% of which were recombi-
nant and had an average insert size of900 bp. Immunological
screening was done with the Protoblot system (Promega).
Plasmid Libraries. Attempts to make complete genomic

libraries of partially digested chromosomal DNA by using
standard vectors that accommodate large DNA inserts, such
as EMBL4 or ADASH (24), encountered the difficulties
described by many authors in cloning H. pylori DNA and
failed to give libraries containing the entire H. pylori genome
(26). In particular, the gene of the 128-kDa antigen could not
be detected in any ofthe several libraries constructed in these
vectors. Therefore, the DNA fragments of interest were
cloned in pBluescript SK(+) by using genomic DNA from
strains CCUG 17874 and G39 digested with HindIII. DNA
ligation, electroporation of E. coli DH1OB, screening, and
amplification were performed in accord with ref. 27. Librar-
ies of HindIII fragments ranging from 70,000 to 85,000
colonies with a background < 10% were obtained.
DNA Sequencing. DNA sequencing was performed with

Sequenase 2.0 (United States Biochemical) and DNA frag-
ments (Fig. 2A) subcloned in pBluescript KS(+). Each strand
was sequenced at least three times. The region between nt
1533 and 2289, for which a DNA clone was not available, was
amplified by PCR and sequenced by using asymmetric PCR
and direct sequencing of amplified products (fmol system;
Promega). The overlap of this region was confirmed by one-
and two-side anchored PCR (28, 29): an external universal
anchor (5'-GCAAGCTTATCGATGTCGACTCGAGCT-3'/
5'-GACTCGAGTCGACATCGA-3') containing a protruding
5' HindIlI sequence and the recognition sites of Cla I, Sal I,
and Xho I was ligated to primer-extended DNA and ampli-
fied. A second round of PCR with nested primers was then
used to obtain fragments for cloning and sequencing. Se-
quence data were assembled and analyzed with the GCG
package (Genetics Computer Group, Madison, WI) running
on a VAX 3900 under the VMS operating system. The
GenBank and EMBL data bases were examined with the
EMBL VAXcluster computer.

Protein Preparation and ELISA. Protein extracts were
obtained from supernatants of H. pylori cells that had been
treated with 6 M guanidine in phosphate-buffered saline at
room temperature for 60 min. Fusion proteins purified by
electroelution (30) or by ion-exchange chromatography were
used to immunize rabbits and to coat microtiter plates for
ELISAs. Sera from people with normal mucosa, from blood
donors, and from patients were obtained from A. Ponzetto
(Ospedale Le Molinette, Turin, Italy). Clinical diagnosis was
based on histology of gastric biopsy samples. Vacuolating
activity was tested on HeLa cells (31).

RESULTS
The 128-kDa Protein Is Immunodominant and Associated

with Cytotoxicity. When Western blots ofH. pylonri guanidine
extracts were probed with sera from patients with gastroduo-
denal disease, a 128-kDa protein that was a minor component
in the Coomassie blue-stained gel (Fig. 1A, lane 1) was

strongly recognized by all sera tested (e.g., lane 2). The
128-kDa protein was electroeluted (Fig. 1A, lane 3) and used
to raise a mouse serum that in a Western blot recognized only
this protein (lane 4). This serum was then used to detect by
Western blotting the 128-kDa protein in extracts of the H.
pylori strains described in Materials and Methods. Remark-
ably, we found that the antigen was present in all 10 strains
that had vacuolizing activity on HeLa cells but was absent in
the 8 strains that did not have such activity (Fig. 1B). The size
ofthe protein varied slightly among the strains (Fig. 1B, lanes
1-3). To describe these properties, the gene coding for this
antigen was named cytotoxin-associated gene A (cagA). The
CagA antigen was not detected by Western blotting in
Campylobacter jejuni, Helicobacter mustelae, E. coli, and
Bordetella pertussis (data not shown).

Structure of cagA. Approximately 106 clones of the Agtll
expression library were screened with the mouse serum
specific for the CagA antigen and with a pool of sera from
patients with gastroduodenal diseases. The mouse serum
detected positive clones at a frequency of 3 x 10-3. Sequence
analysis of 8 clones revealed that they all partially overlapped
with clone Al (Fig. 2). The pool of human sera identified
many clones containing different regions of the cagA gene,
including clones 57/D, 64/4, and 24 (Fig. 2) and several
clones overlapping clone Al. None of these clones contained
the entire cagA gene; therefore, the nucleotide sequence of
the entire region was determined by using the clones derived
from the Agtll library; clone Bi (Fig. 2), isolated from the
HindIII plasmid library; and fragment 007, obtained by PCR
of the chromosomal DNA (Fig. 2). Computer analysis of the
5925-nt sequence (Fig. 3) revealed a long open reading frame,
nt 535-3975, that was in frame with the fusion proteins
deriving from the Agtll clones 64/4, 24, Al, and A17 (Fig. 2).
Clone 57/D contained an open reading frame only in the 3'
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FIG. 1. (A) Lane 1: SDS/polyacrylamide gel showing a guanidine
extract ofH. pylorn CCUG 17874, stained with Coomassie blue. Lane
2: Western blot of the extract shown in lane 1, probed with serum of
a patient with duodenal ulcer; similar patterns were obtained with
sera from all patients with gastroduodenal diseases. Lane 3: SDS/
polyacrylamide gel showing the purified 128-kDa antigen stained
with Coomassie blue. Lane 4: Western blot of the extract shown in
lane 1, probed with a mouse serum raised against the purified protein
shown in lane 3. (B) Western blot showing the expression and size
variability of the CagA antigen. Representative cytotoxin-positive
strains (CCUG 17874, G33, and G39 in lanes 1-3, respectively) and
cytotoxin-negative H. pylori strains (G50, G21, Pylo 2U+, and Pylo
2U- in lanes 4-7, respectively), were tested with the mouse anti-
serum specific for the 128-kDa antigen. Presence (+) or absence (-)
of vacuolizing activity is indicated below each lane. Arrow indicates
the 128-kDa CagA antigen. A degradation product is present in the
three -positive strains. The -remaining cytotoxin-positive strains
tested (see Materials and Methods) showed an immunoreactive band
with a molecular mass similar to, or slightly higher than, that found
in strain G39. The remaining cytotoxin-negative strains were also
negative for the CagA antigen.
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end of the cloned fragment and therefore could not make a
gene fusion with the ,B-galactosidase gene of Agtll. The
presence of an immunoreactive protein in the Agtll clone
57/D could be explained only by the presence of an endog-
enous promoter driving the expression of a nonfused protein.
This hypothesis was proven by subcloning in both directions
the insert 57/4 into pBluescript and showing that an immu-
noreactive protein was obtained in both cases. Conclusive
evidence that the gene indeed coded for CagA was obtained
by subcloning the inserts A17 and 64/4 in the pEx34B plasmid
vectors to obtain fusion proteins that were purified and used
to immunize rabbits. The sera obtained recognized specifi-
cally the 128-kDa band in cytotoxic H. pylori strains, giving
a pattern identical to that shown in Fig. 1A, lane 4 (data not
shown).
The cagA gene codes for a putative 1147-aa protein of

128,012.73 Da and pl 9.72. The basic properties of the
purified protein were confirmed by two-dimensional gel
electrophoresis. The codon usage and the G+C content
(37%) of the gene were similar to those of other H. pylori
genes (13, 26). A putative ribosome binding site, AGGAG,
was identified 5 bp upstream from the proposed ATG start
codon. Computer search for promoter sequences of the
region upstream from the ATG start codon identified se-
quences resembling either -10 or -35 regions; however, a
region with good consensus to an E. coli promoter or resem-
bling published H. pylori promoter sequences was not found.
Primer extension analysis of purified H. pylori RNA showed
two transcription start sites, 104 and 214 bp upstream from
the ATG start codon (data not shown). Canonical promoters
could not be identified upstream from either transcription
start. The expression of a portion of CagA by clone 57/D
suggests that E. coli also recognizes a promoter in this region,
but it is not clear whether E. coli recognizes the same
promoters as H. pylori or whether the H. pylori DNA, which
is A+T-rich, provides E. coli with regions that may act as
promoters. A Rho-independent terminator was identified
downstream from the stop codon (Fig. 3). CagA is very
hydrophilic and does not show leader peptide or transmem-
brane sequences. The most hydrophilic region, aa 600-900,
includes the repetition of EFKNGKNKDFSK and EPYIA
and the presence of a stretch of six asparagines (Fig. 3).

Diversity of cagA Is Generated by Internal Duplications. To
find out the mechanism of size heterogeneity of the CagA

2248 B1

proteins in different strains, we analyzed the structure ofone
of the strains with a larger CagA protein (G39) by Southern
blotting, PCR, and DNA sequencing. The results showed that
the cagA genes ofG39 andCCUG 17874 were identical in size
until position 3406, where the G39 strain was found to contain
an insertion of 204 bp, made by two identical repeats of 102
bp. Each repeat was found to contain sequences deriving
from the duplication of three segments of DNA (sequences
Dl, D2, and D3 in Fig. 2) coming from the same region of
cagA and connected by small linker sequences. The region
where the insertion occurred and the insertion itself are
represented in Fig. 2.
cagA Is Absent in Noncytotoxic Strains. To investigate why

the CagA antigen was absent in the noncytotoxic strains,
DNA from two of them (G50 and G21) was digested with
EcoRI, HindIII, and Hae III for Southern blotting. Two
probes internal to cagA, nt 520-1840 and 2850-4331 (Fig. 4),
recognized bands in strains CCUG 17874 and G39. The bands
varied in size in the two strains, in agreement with the gene
diversity reported in Fig. 2. However, neither probe hybrid-
ized with the G50 and G21 DNA.

Presence of Serum Antibodies Against the CagA Antigen
Correlates with Gastroduodenal Diseases. To study the quan-
titative antibody response to the CagA antigen, we purified to
homogeneity the fusion protein produced by the A17 frag-
ment subcloned in pEx34 and used this antigen to coat
microtiter plates for an ELISA. In this assay, the patients
with gastroduodenal pathologies had an average ELISA titer
that was significantly higher than that found in randomly
selected blood donors and people with normal gastric mucosa
(Fig. 5). To evaluate whether the antibody titer correlated
with a particular gastroduodenal disease, the sera from
patients with known histological diagnosis were tested in the
ELISA. Patients with duodenal ulcer had an average anti-
body titer significantly higher than that for all the other
diseases (Fig. 5). Altogether, the ELISA was found to be able
to predict 75.3% of the patients with any gastroduodenal
disease and 100% of the patients with duodenal ulcer.

DISCUSSION
H. pylori culture supernatants have been shown by different
authors to contain an antigen of 120, 128, or 130 kDa that is
recognized by sera ofpatients infected with H. pylori (18-21).
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FIG. 2. (A) Clones used to
identify and sequence the cagA
gene. Clones Al, 64/4, G5, A17,
24 and 57/D were obtained from
the Agtll library. Clone Bi was
from a plasmid library of Hindlll
fragments; 007 was obtained by
PCR. (B) Map ofthe cagA gene. P,
promoter; T, terminator. (C) Po-
sition of insertion of the repeated
sequence of G39. (D) Nucleotide
and amino acid sequence ofone of
the repeated sequences found in
strain G39. Uppercase letters in-
dicate the sequences Dl, D2, and
D3 duplicated from cagA; lower-
case letters indicate the linkers
nucleotides and amino acids.
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CTCCATTTTAAGCAACTCCATAGACCACTAAAGAACMTTTTTGAGGCTATCTTTGAAAATCTGTCCTATTGATTTGTTTTcCATTTTGMTCCC o6

AT6T0GA1'TT0TGOATCACAAAC0CTTMATTATACATOCTATAGTAA0CATGACACACAAACCAAACTATTTTTA0AAC2CTTC-ATTGTCTCACC 162

TT6ACTAACCATTTCTCCAACCATACTTTAGCCGTTGCATTTGATTTCTTCAAAAAGATTCATTTC7TATTTCTTGTTCTTATTAAJOTTCTTTCAT 266

TTTA0CAAATTTTTOT7MTTGTGGGTAAAAMT6TSAATCGTcCTA0CCTTTA6AC0cXTSCAACOATCOG0CTTTTTTCAATATTMATMATATT 364

AATGAAAAAAAAAAAAAATSCTTGATATTGTTGTATMTGAGAAT0TTCAAAGACATCAMTTGACTACTCAAGCGTGTAGCCGATTTTTA0CC,OTCT 460

TT"ACAAACAAOA6ACATTGA6AG ATATAOACT6CACACCACOAC 576

T N E T I 0 0 0 P 0 T E A 14

OCMACOACTTTMMCTAGADTTCTAGTAACCOCCTAAGTCGTMACT 672

A F N P 0 F I N N L 0 V A F L K V 0 N A V A S Y 0 P 0 K P I 46

OTT0ATAA/AACGATAS05ATAAMCAJ43AACMTT0AA0GCAATCTCOCAATTAA0GVAA0AATACTCCAATAAA4CACMAAAMTCCTACCAAA 766

V D KN DRD0N R A F E G IS LR EE Y SNKA IK N PT K 78

AAATATTMAATTTATAACTAMCAAAAMCCTGTTGACTCCAWTA 664
K N 0 Y F S D F I N K S N L I N K 0 N L I 0 V E S S T K S F 0 110

MATON7AGTCM TAAGTGTTCATAM TMCAACAAB7OTOA"TT
K F G 0 Y I F T S U V S H 0 N 0 P S K I N T R S I N F 142

0AAAATATCATACAA~C=TATCCTTGATr6ATAAAMAMc6AOGTTTTT0AAATCT0CCAAACMTCTTTTSCAG64ATCATTATAtO6PAT
E N I I 0 P P I L 0 0 K E K A E F L K S A K 0 S F A G I1 I 6N 174

CATCACG7AAGTAO T STWCTGASASCAAACCMAMOAA=COTM 1152

1 R T 0 0 K F M V F E S L K E R 0 E A E K N 6 P T 6 0 206

TOOTT55ATATMTTCTCTCATTTATATTTGcACAMAACMTCTTCT0AT6TCAA4AACAAGTCTCAAcAA0ACAGTTcCCCATGTOCAAccA 1246

W LDI F L SF IF OK K 0S S V K EA I NO0E P VP V 0P Us
GAAAMACCAGCTCAOTACOTAiCAAAATGTAOGMMCATCCCTO 1344
D I A T T T T 0 0 L P P E A R 0 L L 0 E R 6 N F S K F T L 6 270

GATATGGAAT0T7A$A7GTTCAC0SMTYCCTCGACATTGATCCCMTTACAATTCAATCMATTATTSATTCACMATAACTCTSTCTOCCTGT0 1440

DOMEKMLD0V EG6V A 0 ODP N YKF N 0LL I NNN AL S SV 326
TTAATOGOGAGTCATAAT0SCATAGAAccTGAAMAA0TTTCATTGTTGTAT000GcAAOCT0GTGTccTGGAGTAGOCATGATT5SAAcccACC 1534
L M05665N I EP EK V SL L YOOVN4 OPO6A R N WN AT 224

GTT0GT7ATAMCACMCA~AP0CAACAACTGTGGCTACAATM1TMAT0TGCATATGMAAACGGCAGTGCTTAGTCATA5CA0ST0&r0AGAAA 1232
V G6Y K 0 0 6N N V A T I INVNVHMK NGS LV IAAG EK 364
G0GATTAACAACCCTA0TTMTATCTCTACM4A5AASCCAACTCACA00CTC,CACMCG0CATTAA5TCAVA45AAGATOCAAAACAMAATAGAT 1726

N N P F Y L Y K E 0 0 L T 0 R A L S E E N K I 0 236
TTCAT05AMTT1C7T6CACAA.AATAAT0CTMAATTAGAAACTT6A6C0OAAGO0GAAAA64AAMATTCC0AACTGAGTTAAA5ATTTCCAAAAA 1624

F ME FL AON N A KL DN L SEK EK E KFR T EI KD0F K 434
SCTCTAAPOCTTATTTAMAC6CCTAOO0AMT0ATCOTATTOCTMTTTMCTAAAAAAOACACAAAACAT1CACMMT7TTACTWTT7767 1620

S K A Y L A LO6N 0R IAF V SK KD0TK NS A LI T EF 442

MTOOSAMOA(GTACAWCTCTCAAATAT6OOAAMAAAOCAOATAAA5CM7AOATAOSSAAWTOTTACTCTTCAAOSTAMCCTAMA 2014

6 D L S Y L K D Y K K A D A L D R EK N V T L0 0 S L K 464

ITGAT00cT5ATGTTT6TTSATTATTCTAATTTCMAATACACCAAC0ccTccANAAMcCcATAA6TGrTA66cTTAc6AAT05C6T1(Cc 2112

N D GV NFV DY SN F K Y T NA SK N P N K 6V0VTN VS

CATTTAGA4TAO0CTTTACA45TAOCTATCTT7AMTT70CT0ATTTAMTMYTCTCSTATCACTA6TMC6TAA4e6c0MMAT7AAT 2206

L EV GFN KV A IFN LP 0L N NLA IT SF V RRN L E 256u
AACT&AcAcTAAA6oATTTcCCCCACA4AA0CTMATAA0CTTATCAAA2ATTTTTT0A5CA6CAKAAAGMATT6sTTO6AAAAC7TTAAAC 2304
K L TT K G L SPOEA N K LI KDFL S SN KEL V OK TLN M6
TTCMATAAA5CTGTA5CTGACOCTAAAAA ACAOCAATTATOATA45TOMAAMAACTCAOAAA6ATCTTOAAAAATCTCTAPOOAACO4AGO 2400

FN K AV A0DAK NTG6N YDE V K K AO0K L EK SLR KR E 62

CA1TTTA545AAPOAGAT54AAAAMATTO05A0CAMA5C0GCACAIAAMTAAMT05AAOCAAAAMCTCAA0CTAACA60CCAAAAAMATOA 2494
HNL E K E V EK KL ES K S N KN K EA KA 0A N S KOE 664

ATTTT?SCOTTGATCMATAAAGACGOCTAATAGAGACSCAA4CAAMTCOCTACOCTCAGMATCTTMAAOCATCMMAOSSAMTTSTCT6A7AM 2562

CTTSAMATGTCAACAAGAATTTCGAAoACTTTGATMAATCTMOTATGMATTCAkAAAT00CAAMTAAAGATTTCASCAA561ACAASAAACA 2666

L ENV N K N L K F K SF DIEF KNG9K N K0 A E ET 716

CTAAAAOCCTTAAAOGTTCOOTGAAAGATTTASGTATCMATCCAGMT6SATTTCMANSOTCAAAACCTTMT6CAOCTTTGAATGAATTCMAA 274

L K AL K6S V KD0LG N P E WI SK V EN LNA A LNK 750

MTG5CAAAAATAA0GATTTCA6CAA05TAACOCAA4CAA.AAA0C0%#CT70AAMATTCMTTAM0AT0TSATCATCMATCAAAA0G1AAC0AT 2660

N G0K N K OFSKIVT 0A K SDL EN SV KD VI INN0K VT D 762

AAAGTTGATMATCTCMATCIGc0GTATCAMT0GCTMAACAACST0AMTCAMt5GWTABA0CAAdCOTTAOCC6ATCTCMAAAATT1CTCA 2076

K V 0N L NOA V SVA K ATO00F SRV EO0AL A DLK N FS 614

MA4GSCMTTOOCCAACAAOCTCAMAAMATOAAAOTCTCMTOCTAGAAMAAATCTOAMATATATCMATCCOTTAAOAT6AATOS77AA7OA 3072

K E SL AOO AOK NES L N AR K K SEI YO0SVK N 6V N6 646

A=ATOTTWTTTmCSACAACCTCAMCTTOAACA4"TATCMCTGM 3166
T L V O6N O6L SOA EA T T L SK N F SO KK E LN A KL N 676

TTCAATAACMATA.ACAATAAT64CTCAAAAAC0AACCCATTTATCTAAAOTTmTAAAAkcAASA0CM0CAAMCA0CTAOCCTT6A5A.AA 2264

FINNN~NN~N LK NJEPIYAKVNKKKAOOAASLEEP n61
A"TTACSCTCAAGTTr0CTAAAAA507AMAT0CAAAMATTGACC0ACTCM ATCAMAAT5CAA OT 00TTT 06T6TT0TA66CAAMCC5W ,T_flS 2360

0 VVA KKK VVN A K ID DR R ON OALS 0 VL V AV A A GI
CCTTT0AAAAM0CATGATAAA5TT6AT0ATCTCAGTA40AO 56CTMCAA60AATCA4AGMTY6TCJG7AAMMTT0 ACMOCTCTCO7 6CMO 3456

OTATCAMAAOCTAAAOCAOGTTTTTTTOGCMATCTA545CAACGATAOACAAOCTCAAAGATTCTACMAACACAA7CCCATOAATCTATOO6TT 2552

GMA45T6CAAAAAAA5TACTCT4T5TT70TCA5C0AACTAACACMTTAC0CTACTAACA0CCACA7AC0CATTM1MOCATATCAMMAT6OA 3646

0CATCAAT0AAMMA4C0CO5CAT0CTAA0CAMAMAoCCCTSo6T6TCAAMcTC0T6AAToATAA5ATMTTococATMTOTA6AOC 3744

A IN EK A TG6 L TOK NP E WLK L VN 0K IV A NNV 6S 1076

0TTCCT'TT(GTC4A0TAT0ATAAAATTOOMCMTACCA0kAAAATAT6AAA0ATTATTCT6ATTC0T1CAA5T1TTCCACCAA5TT6A6CMTOCT 3640

V PL S EY DK IG6F NOK N MKOY S D SF KF ST K LNMA 1166

0TMMAA0ACTMTTCT00CTTTAC0,CA TTMTAACCAMT0CATMTCTACACATCTTATTACT6CT760C0A0A6AAAMT6CG5A6CAT6OA 3024

K N V NT KG6F OK S 1147

C0TA00AAT0T0CMAGATTA0CTTCCM6 ATAT2AT5TGT0AGAcCTGTA00GAT6C0TT00AOCTCAAACTCT6TAAMATCTAtTATA. 4224

W,CCGTAACAATTCACOCAACGTAGGMCTTTGTGOATCCTMTTO 4320

GACA ACTAAC0AA455CTTTGTTCMTTA4TCTGCAT00ATATTTCCTAaccAMAA4AC1rCTAAMCTTTGMTAAAATTAA5TTT6TT6 4416

TOCTA6T05GTTCGTGCTATA5T0C6A.AMTTMATTA455TTATAAA0A0A6CATAAACTA5AMACAAGTA.GCTATAAJAGATCAAGTTC 4512
AAAAAATCATAGA5CTTTT4A0ACAMATTGATC0c0TCTTAACCMAAAMAAATCA0MAAACCAT455GM7TATCACAO7TTATMT9cCAAMA 4606

AM,CTGACaTGAAA=TAGATAOTAMA, TTGTCTCAOCAA. 4704

ATCTCATTTrT7T0SGTAAAAAGTCMCTTTGAGMTTTATGAAGcoTG4A4AAAATATCTTA0c=TATMGCAAjoTCTGTAGATAGGTM 4860
TCTTTTCCAAA5ATMATCATTAGACATrCTTCGCTTCAAAAC4CTTTCATAMTCTCTCTC7AAA0C0CTTrATAAMTCAAC~AMTAOTTATAMT6 4992
TGA0CTAT45CG cTTTTTG00ATTGAGTTATTTTGACTTTMAATTrTTTATTAGc0TTACM MGTT0GCCATTCTTT sTGTTCA0 M56
GACCTG TOACATCATTGOTMGGATTTTMWTTTTCOATTCAMACT 5164

GOCMOAGGAOM6TAAOCATCCAAATGTM7T4UTAWwOTAC 5200

TMTACCTOGMTTTA"OMMMOCTCATTTAMTCTTMAM CTA 5376

OOCACAAAAAGAGAAGTOSCTMAATOCS%AACATTCAMATAGOCTTOTT6MTCA500CATIGTCATAA5GMTTOGATTOGAmTKOTTFFGTC 5472

CCTA5CATAAMTA45000cGTTTTTATCTTTTATTOTCTCTTGATOOCTAAMT0CTToCocATCACOCMACccMTAM0AT7rrT0AAOC 5566

TTTCTTTCAACA,MGTOTTTOAOCCTMMTMCGTMTGAATCAGTTA 5464

CCAMT75CTT0A7CG74T0655TCTTTA5T5cCTAA00CATCTA0ccTATC0CCATMAATATGATTTCATCMAATMTTOc0CTT7A ~ 5766

A55CTTTTTAAAAC5CTAAACOCTcCOCACAC7CATCAmAAAC0cCTATT"'CATGACACTTTTTTMATT7MTO2GATTMTTA005TTTTAT S656

TTTTCATTCATTAAOTTTAMMATTCTTCATTGTCCTTA6TTTOTTOCAMTTAOATAGACAAAAOCT 59622

FIG. 3. Nucleotide sequence of the DNA region shown in Fig. 2A

and amino acid sequence (single-letter code) of the CagA protein.

The important features of the gene and protein are marked: the

ribosome binding site and the terminator are underlined. Repeated

sequences and six consecutive asparagines are boxed.

It was not clear whether the difference in size of the antigen

described was due to interlaboratory differences in estimat-

ing the size of the same protein, to actual size variability of

th e- sam abntigen, or to diffe-rent m oleculesi- desceribi-ed th e-

different laboratories. Until recently, these molecules were
often described also as having a vacuolating activity in HeLa
cells (21). In this work we have purified the 128-kDa antigen,
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Fic. 4. Southern blot of chromosomal DNA deriving from the
cytotdxic strains CCUG 17874 (lanes 1) and G39 (lanes 3) and the
noncytotoxic strains G21 (lanes 2) and G50 (lanes 4) cut with EcoRI
(A), HindlIl (B), or HaeIII (C). The probe used contained nt
520-1840 of the cagA gene. Similar results were obtained with a
probe containing nt 2850-4331 (data not shown).

confirmed its high immunogenicity, cloned its gene, and
shown that this varies in size in different isolates that are
cytotoxic on HeLa cells, while it is absent in the isolates
without cytotoxic activity. In agreement with a recent report
(16), we have found that the 128-kDa molecule purified by gel
chromatography is devoid of cytotoxic activity and that
cytotoxicity is associated with fractions containing an 87-kDa
protein not crossreacting with the CagA antigen (C. Monte-
cucco, M.B., and R.R., unpublished data). These data indi-
cate that the 128-kDa molecule is not the cytotoxin but is
somehow associated with it. The high immunogenicity and
the association with cytotoxicity of this molecule suggested
that it be named cytotoxin-associated gene A (CagA) anti-
gen."1
The association between the presence ofthe cagA gene and

cytotoxicity may suggest that the product of cagA is neces-
sary for the transcription, folding, export, or function of the

1After our manuscript had been submitted for publication we learned
that the same gene had also been studied by M. Blaser and
coworkers (32). Jointly we decided to adopt the name CagA.
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FIG. 5. Average ELISA titers of sera deriving from 6 people with
normal mucosa, 37 randomly selected blood donors, 89 patients with
gastroduodenal disease, and 20 patients with duodenal ulcer. Error
bars indicate the standard error. Percentage of sera with values
above the cutoff level was 75.3% in patients with gastroduodenal
disease and 100% in patients with duodenal ulcer. Values in patients
with gastroduodenal disease and duodenal ulcer were significantly
different from those of people with normal mucosa, P < 0.0005.
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cytotoxin. Indeed, analogies with similar systems (33-35)
suggest that a multisubunit protein such as the H. pylori
cytotoxin (16) is likely to require accessory protein(s) for
folding and export. Alternatively, both the cytotoxin and the
cagA genes may be absent in noncytotoxic strains. This
would imply some physical linkage between the two genes.

A peculiar property of the CagA antigen is its size vari-
ability. We have found that even among strains isolated
within the same city the CagA antigens are heterogeneous in
size, suggesting that the cagA gene is continuously changing.
While the diversity at the genome level of different H. pylori
is well known (36, 37), so far there is no evidence that this is
reflected at the protein level. This suggests that size vari-
ability may be peculiar to the CagA antigen and that this may
occur under selective pressure. The presence of repeating
sequences in antigenic molecules is a finding common to
many pathogens such as Streptococcus, Clostridium difficile,
Trichomonas vaginalis, Plasmodiumfalciparum, and Trypa-
nosoma cruzi (38-42). This mechanism is often used to
escape immunity by generating either antigenic diversity or

immunodominant nonprotective epitopes that distract the
immune system from the protective epitopes. In the case of
H. pylori, this system duplicates sequences already present
in the antigen, without generating antigenic diversity. How-
ever, the duplication generates two new peaks of hydrophi-
licity, rich in prolines, that are predicted to be surface-
exposed and very immunogenic. It will be interesting to study
whether these repeats give an advantage over the immune
system, make a protein that is more functional, or are just
neutral and have been propagated because they do not give
any disadvantage. The natural competence of transformation
of H. pylori may suggest that the genome is constantly
rearranged by transformation with DNA from dead cells and
that each gene undergoes changes by homologous recombi-
nation (36, 37). Thus, mutations that give a selective advan-
tage or do not give any disadvantage may be maintained.
The CagA antigen has been described mostly as present in

the culture supernatant of strains grown in the presence of
calf serum (20). We have grown our bacteria without calf
serum, in the presence of cyclodextrin, and found the antigen
to be associated with the cell surface. This suggests that the
release of the antigen into the supernatant may be due to the
action of proteases present in the serum that may cleave
either the antigen itself or the complexes that hold the CagA
antigen to the bacterial surface. Similar processing activities
may release the antigen during in vivo growth. The absence
of a typical leader peptide sequence suggests the presence of
a sec-independent export system that is involved in the
export of this protein (35).
A feature that makes this antigen very interesting is the

high immunogenicity in humans and the correlation of the
antibody levels with gastroduodenal disease and with duo-
denal ulcer in particular. This suggests that only bacteria
expressing CagA are associated with duodenal ulcer and
therefore that this protein is linked to disease. Recent studies
showing that H. pylori-positive patients with gastric cancer

have significantly increased recognition of the 128-kDa pro-
tein relative to infected subjects with non-ulcer dyspepsia
confirm this hypothesis (43). Our studies indicate that ELI-
SAs based on recombinant CagA may replace the invasive
diagnostic methods that are used today. Finally, the high
immunogenicity of CagA suggests that this antigen could be
useful for the development of vaccines.

We thank A. Morgando and A. Ponzetto for providing the sera and
the diagnosis of patients with gastroduodenal disease, S. Bianciardi
and R. Olivieri for help in growing large quantities of H. pylori in
fermentors, M. Domenighini for help with computer analysis, G.

Corsi for graphic work, and E. Scarlato, S. Abrignani, P. Ghiara, and
M. T. De Magistris for critical review of the manuscript.

1. Warren, J. R. & Marshall, B. (1983) Lancet 1, 1273-1275.
2. Goodwin, C. S., Armstrong, J. A., Childers, T., Peters, M. D., Sly, L.,

McConnell, W. & Harper, W. E. S. (1989) Int. J. Syst. Bacteriol. 39,
397-405.

3. Blaser, M. J. (1987) Gastroenterology 93, 371-383.
4. Dooley, C. P., Cohen, H., Fitzgibbons, P. L., Bauer, M., Appleman,

M. D., Perez-Perez, G. I. & Blaser, M. J. (1989) N. Engl. J. Med. 321,
1562-1566.

5. Parsonnet, J., Friedman, G. D., Vandersteen, D. P., Chang, Y., Vogel-
man, J. H., Orentreich, N. & Sibley, R. K. (1991) N. Engi. J. Med. 325,
1127-1131.

6. Thomas, J. E., Gibson, G. R., Darboe, M. K., Dale, A. & Weaver, L. T.
(1992) Lancet 340, 1194-1195.

7. Graham, D. Y., Malaty, H. M., Evans, D. G., Evans, D. J., Klein, P. D.
& Adam, E. (1991) Gastroenterology 100, 1495-1501.

8. Graham, D. Y., Adam, E., Reddy, G. T., Agarwal, J. P., Agarwal, R.,
Evans, D. J., Malaty, H. M. & Evans, D. G. (1991) Dig. Dis. Sci. 36,
1084-1088.

9. Drumm, B., Perez-Perez, G. I., Blaser, M. J. & Sherman, P. M. (1990)
N. Engl. J. Med. 322, 359-363.

10. Blaser, M. J. (1992) Clin. Irfect. Dis. 15, 386-393.
11. Jones, D. M., Eldridge, J., Fox, A. J., Sethi, P. & Whorwell, P. J. (1986)

Med. Microbiol. 22, 57-62.
12. Morris, A., Nicholson, G., Lloyd, G., Haines, D., Rogers, A. & Taylor,

D. (1986) N.Z. Med. J. 99, 657-659.
13. Leying, H., Suerbaum, S., Geis, G. & Haas, R. (1992) Mol. Microbiol.

6, 2863-2874.
14. Cussac, V., Ferrero, R. L. & Labigne, A. (1992) J. Bacteriol. 174,

2466-2473.
15. Perez-Perez, G. I., Olivares, A. Z., Cover, T. L. & Blaser, M. J. (1992)

Infect. Immun. 60, 3658-3663.
16. Cover, T. L. & Blaser, M. J. (1992) J. Biol. Chem. 267, 10570-10575.
17. Leunk, R. D. (1991) Rev. InIfect. Dis. 13 (Suppl. 8), 5686-5689.
18. Apel, I., Jacobs, E., Kist, M. & Bredt, W. (1988) Zentralbl. Bakteriol.

Mikrobiol. Hyg. Ser. A 268, 271-276.
19. Crabtree, J. E., Figura, N., Taylor, J. D., Bugnoli, M., Armellini, D. &

Tompkins, D. S. (1992) J. Clin. Pathol. 45, 733-734.
20. Cover, T. L., Dooley, C. P. & Blaser, M. J. (1990) Infect. Immun. 58,

603-610.
21. Figura, N., Bugnoli, M., Cusi, M. G., Pucci, A. M., Lusini, P., Quar-

anta, S., Barbieri, A., Rossolini, A., Di Tommaso, A. L., De Magistris,
T., Rappuoli, R., Marri, L., Musmanno, R. A., Russi, M., Guarna, M.
& Losi, M. (1990) in H. Pylori, Gastritis and Peptic Ulcer, eds. Malfer-
theiner, P. & Ditschuneit, H. (Springer, Berlin), pp. 86-95.

22. Gerstenecker, B., Eschweiler, B., Vogele, H., Koch, H. K., Hellerich,
U. & Kist, M. (1992) Eur. J. Clin. Microbiol. 11, 595-601.

23. Strebel, K., Beck, E., Strohmaier, K. & Shaller, H. (1986) J. Virol. 57,
983-991.

24. Sambrook, J., Fritsch, E. F. & Maniatis, T. (1989) Molecular Cloning:A
Laboratory Manual (Cold Spring Harbor Lab. Press, Plainview, NY),
2nd Ed.

25. Olivieri, R., Bugnoli, M., Armellini, D., Bianciardi, S., Rappuoli, R.,
Bayeli, P. F., Abate, L., Esposito, E., De Gregorio, L., Aziz, J.,
Basagni, C. & Figura, N. (1993) J. Clin. Microbiol. 31, 160-162.

26. Taylor, D. E. (1992) Annu. Rev. Microbiol. 46, 35-64.
27. Hanahan, D., Jesse, J. & Bloom, F. R. (1991) Methods Enzymol. 204,

63-113.
28. Mueller, P. R. & Wold, B. (1989) Science 246, 780-786.
29. Rosenthal, A. (1992) Trends Biotechnol. 10, 44-48.
30. Nicosia, A. & Rappuoli, R. (1987) Infect. Immun. 55, 963-967.
31. Cover, T. L., Puryear, W., Perez-Perez, G. I. & Blaser, M. J. (1991)

Infect. Immun. 59, 1264-1270.
32. Tummuru, M. K. R., Cover, T. L. & Blaser, M. J. (1993)Infect. Immun.

61, in press.
33. Kuehn, M. J., Normark, S. & Hultgren, S. J. (1991) Proc. Nat!. Acad.

Sci. USA 88, 10586-10590.
34. Covacci, A. & Rappuoli, R. (1992) Mol. Microbiol., in press.
35. Wandersman, C. (1992) Trends Genet. 8, 317-322.
36. Taylor, D. E., Eaton, M., Chang, N. & Salama, S. M. (1992) J. Bacteriol.

174, 6800-6806.
37. Akopyanz, N., Bukanov, N. O., Westblom, T. U., Kresovich, S. &

Berg, D. E. (1992) Nucleic Acids Res. 20, 5137-5142.
38. Michel, J. L., Madoff, L. C., Olson, K., Kling, D. E., Kasper, D. L. &

Ausbel, F. M. (1992) Proc. Natl. Acad. Sci. USA 89, 10060-10064.
39. Enea, V., Ellis, J., Zavala, F., Arnot, D. E., Asavanich, A., Quakyi, I.

& Nussenzweig, R. S. (1984) Science 225, 628-630.
40. Dailey, D. C. & Alderete, J. F. (1991) J. Bacteriol. 59, 2083-2088.
41. Eichel-Streiber, C. & Sauerborn, M. (1990) Gene 96, 107-113.
42. Pereira, M. E. A., Mejia, J. S., Ortega-Barria, E., Matzilevich, D. &

Prioli, R. P. (1991)1. Exp. Med. 174, 179-191.
43. Crabtree, J. E., Wyatt, J. I., Sobala, G. M., Miller, G., Tompkins, D. S.,

Primrose, J. N. & Morgan, A. G. (1993) Gut, in press.

Genetics: Covacci et al.


