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Binding studies of 160 overlapping, synthetic octapeptides from the hydrophilic regions of the Sta58 major
outer membrane protein of Rickettsia tsutsugamushi with sera from patients with scrub typhus revealed 15
immunodominant peptides which are recognized by all the sera tested. Further analysis of the specificity of
peptide binding with five of these peptides indicated that the peptides showed significantly stronger binding to
scrub typhus patients’ sera than they did to sera from patients with other febrile illnesses common in the region,
i.e., malaria, dengue fever, typhoid fever, and leptospirosis. The main antibody class binding to these peptides
appears to be immunoglobulin M, and there appears to be little correlation between reactivity with peptides
and antibody titers measured by the indirect inmunoperoxidase test.

Throughout the Asia-Pacific region scrub typhus is a major
cause of febrile illness (15); it is caused by Rickettsia
tsutsugamushi, which is transmitted to humans by the Lep-
totrombidium mite vector. In Malaysia, for example, scrub
typhus is the most frequent diagnosis (19%) in patients
admitted to a hospital with fever (1). Although the disease
can be effectively treated with antibiotics such as doxycy-
cline (14), relapses do occur and there is renewed concern of
the possibility of emergence of antibiotic-resistant strains
among pathogenic bacteria generally (2). In cognizance of
these potential problems, it seems prudent that the develop-
ment of vaccines against scrub typhus be pursued (6). In the
past, the development of scrub typhus vaccines has been
complicated by antigenic diversity or heterogeneity of rick-
ettsial strains (6) and lack of knowledge of the major protein
immunogens involved in protective immunity. More re-
cently, however, information on the identity and character-
istics of the major protein immunogens of R. tsutsugamushi
has become available (5, 17). Molecular sequence data for
some of these immunogens (16), together with the develop-
ment of methods for the synthesis of multiple peptides on
polyethylene pins (4), have also enabled epitope-mapping
studies of these immunogens, which may be relevant to
diagnostic tests and vaccine design. We report here the
results of a study to identify and map the immunodominant
epitopes within the hydrophilic regions of the Sta58 major
outer membrane protein of R. tsutsugamushi by the multi-
ple-pin peptide approach.

A total of 160 overlapping octapeptides (1 amino acid [aa]
moved at a time) selected from the hydrophilic regions of the
published sequence of Sta58 (16) were synthesized in dupli-
cate by using the Epitope Scanning Kit (Chiron Mimotopes,
Clayton, Victoria, Australia) according to the supplier’s
instructions. The software supplied with the kit arbitrarily
designated 10 hydrophilic segment numbers based on the
sequence of Sta58 and the hydrophobicity profile (16). The
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following list indicates the hydrophilic segment number,
number of peptides synthesized, and starting amino acid
residue: segment 1, 4 peptides, aa 40; segment 2, 4 peptides,
aa 112; segment 3, 26 peptides, aa 128; segment 4, 36
peptides, aa 176; segment 5, 6 peptides, aa 278; segment 6,
40 peptides, aa 328; segment 7, 12 peptides, aa 386; segment
8, 6 peptides, aa 432; segment 9, 14 peptides, aa 472; and
segment 10, 12 peptides, aa 524. The method used is based
on Fmoc chemistry, and N-L-Fmoc-protected amino acids
were purchased from Milligen/Biosearch (Burlington,
Mass.). The success of the syntheses was monitored by the
simultaneous synthesis of a positive (PLAQ) and a negative
(GLAQ) control peptide and subsequently testing their bind-
ing to the supplied monoclonal antibody. The synthesized
peptides, on pins configured to a 96-well microtiter plate
format, were then tested for binding with sera from scrub
typhus patients by a modified enzyme-linked immunosor-
bent assay (ELISA). A blocking step was first performed on
the pins by incubating the pins for 1 h at room temperature
with 2% bovine serum albumin-0.1% Tween 20 in phos-
phate-buffered saline (PBS) (pH 7.2). The blocks of pins
were then incubated overnight at 4°C with 175 pl of a 1:1,000
dilution of serum per well. Blocks were then washed four
times with 0.01 M PBS (pH 7.2) and incubated with 175 pl of
peroxidase-labeled, affinity-purified anti-human immuno-
globulin G (IgG)-IgM-IgA (heavy plus light chains), anti-
human IgG, anti-human IgM, or anti-human IgA (1/1,000
dilution; Kirkegaard & Perry Laboratories, Inc., Gaithers-
burg, Md.) per well for 60 min at room temperature. After
four washes with 0.01 M PBS (pH 7.2), the pins were placed
in wells containing substrate (2,2’-azino-di-3-ethyl-benzthia-
zoline sulfonate; Sigma Chemical Co., St. Louis, Mo.) and
color development was allowed to proceed for approxi-
mately 45 min. The reaction was stopped by simply remov-
ing the blocks, and plates were then read at 414 nm in an
ELISA plate reader (Titertek Multiskan II; Flow Laborato-
ries). After testing with a particular serum, antibodies bound
to the peptides were then removed by sonicating the blocks
in 0.1 M PBS with 1% sodium dodecyl sulfate at 60°C in a
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FIG. 1. Scan of antibody binding activity of two scrub typhus patients’ sera (bottom two panels) and one normal serum sample (top panel)

with overlapping Sta58 octapeptides from hydrophilic regions.

sonication bath (Branson model 3200). Pins were then ready
for testing with the next serum sample. In order to identify
which peptides give ELISA signals which are significantly
above background values, the following algorithm was used:
a mean was calculated for the lower half of all values, three
times the standard deviation was added to this mean value,
and all values above this cutoff are treated as significant.
Sera from scrub typhus patients were obtained from patients
admitted to the University and General Hospitals, Kuala
Lumpur, Malaysia, and were positive both by the Weil-Felix

test to Proteus strain OX-K antigens (18) and by the indirect -

immunoperoxidase technique (7). The majority of sera col-
lected were acute-phase sera (in the first 2 to 3 weeks of
illness). Patients had histories which were typical of scrub
typhus as seen in Malaysia. Sera from patients with other
febrile illnesses common in the region (malaria, dengue

fever, leptospirosis, and typhoid fever) were also tested.
Diagnosis in these cases was performed according to stan-
dard serological and/or isolation procedures.

On testing of the synthesized peptides with sera from
scrub typhus patients, multiple, immunodominant regions
which were not seen with normal sera were observed (Fig.
1). The plots presented in Fig. 1 were consistently seen with
multiple sera from scrub typhus patients and normal, healthy
individuals. The algorithm to determine ELISA values
which are significant was then applied to ELISA results with
nine scrub typhus patients’ sera (Fig. 2). This analysis
revealed that there were 15 octapeptides which gave signif-
icant ELISA values and which were recognized by all nine
serum samples tested and 7 peptides which were recognized
by eight of the nine serum samples (Fig. 2). There were no
reactive peptides in hydrophilic segments 1 and 2 (Fig. 2).
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FIG. 2. Plot of frequency of binding seen with various peptides when tested with nine scrub typhus patients’ sera (upper panel). The lower
panel shows mean ELISA titers (4,,,) for peptides which react with all nine or eight of nine serum samples.

Five peptides from the 15 reactive with all nine serum
specimens (P1, MRFDRGYI; P2, VNSCREQI; P3, DART
MQYV; P4, ARTMQYVD; and P5, RTMQYVDM; Fig. 2)
were then selected for further study. These five peptides (P1
to P5), plus two negative peptides (N1, PGFGDRKK, and
N2, EQKERKDR), were resynthesized on fresh pins and
tested against a panel of sera. The results show strongest
binding of these peptides to scrub typhus sera with signifi-
cantly less binding to sera from patients with other febrile
illnesses common in the region, i.e., dengue fever, leptospi-
rosis, and typhoid fever (Fig. 3). Sera from patients with
confirmed cases of malaria also showed significantly lower
binding (data not shown). Analysis of antibody classes
binding to P1 to P5 revealed that IgM is the predominant
class (Fig. 4). There also appears to be little correlation
between peptide binding and antibody titers evaluated by the
indirect immunoperoxidase test in that sera with low IgM
titers by the indirect immunoperoxidase test showed signif-
icant binding to P1 to PS5 (left panel, Fig. 4) and sera with
high IgG titers may or may not bind to P1 to P5 (center and
right panels, Fig. 4).

The Sta58 outer membrane protein from R. tsutsugamushi
is among the antigens most often recognized by the host

immune response during infection in humans and animals (5,
17). This antigen is most probably identical to the 63-kDa
protein described by Hanson (5) and the 60-kDa protein
described by Tamura et al. (17). The present study shows
that sera from scrub typhus patients are able to recognize
multiple, continuous epitopes which were distributed across
the hydrophilic regions of Sta58. Many immunogenic peaks
were observed, and although variations occur between indi-
vidual sera, 15 peptides were consistently recognized by all
nine scrub typhus patients’ sera tested. The presence of
multiple reactivities is a common observation when human
sera are tested by this approach and presumably means that
no major population of antibodies directed to a linear epitope
is present in the sera tested and that such antibodies are in a
minority. This observation does not, however, diminish the
potential value of such epitopes as peptide immunogens. In
order to limit the number of peptides that need to be tested,
we opted for those present on the hydrophilic regions of
Sta58 on the assumption that most antigenic epitopes will be
found on the protein surface and that relatively hydrophilic
regions are more likely to be on the surface (11). This does
not mean, of course, that immunogenic epitopes are not
present in the hydrophobic regions, as was shown with
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FIG. 3. Representative result of the reactivity of five selected
peptides (P1 to PS) with various sera. Two negative, nonreactive
peptides (N1 and N2) were also tested. P1, MRFDRGYI; P2,
VNSCREQI; P3, DARTMQYYV; P4, ARTMQYVD; P5, RTMQYV
DM; N1, PGFGDRKK; N2, EQKERKDR. The standard single-
letter code for amino acids is used. Sera were from patients with the
following illnesses: scrub typhus (M), typhoid fever (A), leptospi-
rosis , and dengue fever (N).
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FIG. 4. Class of antibody binding to peptides P1 to P5 with three selected scrub typhus patients’ sera. IgG titers of the three sera by the indirect immunoperoxidase test were all

1,600; IgM titers by that test were, from left to right, <50, =1,600, and =1,600. B, IgG, IgA, and IgM; @, IgG; B, IgA

foot-and-mouth disease virus (10). The multiple-peptide ap-
proach has also been used to define antigenic epitopes on
other bacterial pathogens (3, 9, 13). The present study has
shown that the systematic epitope-mapping approach used is
useful for the identification of sequence-dependent linear
epitopes that are recognized by host antibodies during
infection. The data also suggest that the epitopes recognized (aup1p) Lisusq (eondo
by polyclonal human sera are widely distributed within
hydrophilic regions of Sta58 and that sera from patients with
other common febrile illnesses in the region do not bind to
these epitopes. Of interest also is the finding that the reactive
peptides bind primarily to IgM in the sera, perhaps reflecting
recent infection with R. tsutsugamushi. Should some of
these epitopes indeed prove to be scrub typhus specific, they
may be valuable as pure diagnostic antigens in order to
improve the sensitivity and specificity of serologic diagnosis
(8). It should also be pointed out that the present study has
not directly addressed the question of the absolute specific-
ity of the peptides through absorption studies with native
antigen or free peptides and that specificity is inferred from
nonreactivity of normal sera and sera from patients with
other illnesses common to the region.

Peptide Number

The work described in this study was supported by grants 3026
and 3084 from the IRPA Programme, Ministry of Science, Technol-
ogy and Environment, Malaysia, and grant 30331B from the Na-
tional Working Group on Biotechnology, Ministry of Science,
Technology and Environment, Malaysia. -

We thank Mak Joon Wabh, Institute for Medical Research, Kuala
Lumpur, Malaysia, for the gift of sera from malaria patients. (uupiy) Lysusq (eondo

=



VoL. 61, 1993

REFERENCES

. Brown, G. W., A. Shirai, M. Jegathesan, D. S. Burke, J. C.
Twartz, J. P. Saunders, and D. L. Huxsoll. 1984. Febrile illness
in Malaysia—an analysis of 1,629 hospitalized patients. Am. J.
Trop. Med. Hyg. 33:311-315.

. Cohen, M. L. 1992. Epidemiology of drug resistance: implica-
tions for a post-antibiotic era. Science 257:1050-1055.

. Conlon, J. W., I. W. Clarke, and M. E. Ward. 1988. Epitope
mapping with solid-phase peptides; identification of type-, sub-
species- and genus-reactive antibody binding domains on the
major outer membrane protein of Chlamydia trachomatis. Mol.
Microbiol. 2:673-679.

. 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.

. Hanson, B. 1986. Identification and partial characterization of
Rickettsia tsutsugamushi major protein immunogens. Infect.
Immun. 50:603-609.

. Kazar, J., and R. Brezina. 1991. Control of rickettsial diseases.
Eur. J. Epidemiol. 7:282-286.

. Kelly, D. J., P. W. Wong, E. Gan, T. C. Chan, D. Cowan, and
G. E. Lewis. 1990. Multi-laboratory evaluation of a scrub typhus
diagnostic kit. Am. J. Trop. Med. Hyg. 43:301-307.

. McDade, J. E. 1991. Diagnosis of rickettsial diseases: a perspec-
tive. Eur. J. Epidemiol. 7:270-275.

. McGuinness, B., A. K. Barlow, 1. N. Clarke, J. T. Poolman, and
J. E. Heckels. 1990. Comparative sequence analysis of the class
1 protein gene (porA) from three strains of Neisseria meningit-
idis: synthetic peptides define the epitopes responsible for
serosubtype specificity. J. Exp. Med. 171:1871-1882.

10.

11.

12.

13.

14.

15.

16.

17.

18.

NOTES 4531

Meloen, R. H., and S. J. Barteling. 1986. Epitope mapping of
outer structural protein VP1 of three different serotypes of
foot-and-mouth disease virus. Virology 149:55-63.

Moore, M. L. 1992. Peptide design considerations, p. 9-75. In
G. A. Grant (ed.), Synthetic peptides—a user’s guide. W. H.
Freeman & Co., New York.

Oaks, E. V., D. J. Kelly, R. Rice, and C. K. Stover. 1989.
Antigenic and genetic relatedness of eight Rickettsia tsutsuga-
mushi antigens. Infect. Immun. 5§7:3116-3122.

Radford, A. J., P. R. Wood, H. Bilman-Jacobe, H. M. Geysen,
T. J. Mason, and G. Tribbick. 1990. Epitope mapping of
Mpycobacterium bovis secretory protein MPB70 using overlap-
ping peptide analysis. J. Gen. Microbiol. 136:265-272.

Raoult, D. 1991. Antibiotic treatment of rickettsiosis. Recent
advances and current concepts. Eur. J. Epidemiol. 7:276-281.

Rapmund, G. 1984. Rickettsial diseases of the Far East: new
perspectives. J. Infect. Dis. 149:330-338.

Stover, C. K., D. P. Marana, G. A. Dasch, and E. V. Oaks. 1990.
Molecular cloning and sequence analysis of the Sta58 major
antigen gene of Rickettsia tsutsugamushi: sequence homology
and antigenic comparison of Sta58 to the 60-kilodalton family of
stress proteins. Infect. Immun. 58:1360-1368.

Tamura, A., N. Ohashi, H. Urakami, K. Takahashi, and M.
Oyanagi. 1985. Analysis of polypeptide composition and anti-
genic components of Rickettsia tsutsugamushi by polyacryl-
amide gel electrophoresis and immunoblotting. Infect. Immun.
48:671-675.

Vinson, J. W. 1976. Rickettsiae, p. 500-505. In N. R. Rose and
H. Friedman (ed.), Manual of clinical immunology. American
Society for Microbiology, Washington, D.C.



