
Am. J. Trop. Med. Hyg., 103(6), 2020, pp. 2294–2304
doi:10.4269/ajtmh.20-0511
Copyright © 2020 by The American Society of Tropical Medicine and Hygiene

Development of a Multiplex Bead Assay for the Detection of IgG Antibody Responses to
Guinea Worm

Jeffrey W. Priest,1* Olga Stuchlik,2 Matthew Reed,2 Peter Soboslay,3 Vitaliano Cama,4,5 and Sharon L. Roy4,5
1Division of Foodborne, Waterborne, and Environmental Diseases, Centers for Disease Control and Prevention, Atlanta, Georgia; 2Division of
Scientific Resources, Centers for Disease Control and Prevention, Atlanta, Georgia; 3Institute of Tropical Medicine, University of Tubingen,

Tubingen, Germany; 4Division of Parasitic Diseases and Malaria, Centers for Disease Control and Prevention, Atlanta, Georgia; 5World Health
Organization Collaborating Center for Dracunculiasis Eradication, Centers for Disease Control and Prevention, Atlanta, Georgia

Abstract. The success of the Guinea Worm (GW) Eradication Program over the past three decades has been tem-
pered by the persistence of GW disease in a few African nations and the potential for a future resurgence in cases.
Domestic dogs are now amajor concern as a disease reservoir as large numbers of cases of canine GWdisease are now
reported each year, mainly along the Chari River in Chad. As a first step toward the development of a serologic assay for
dogs, archived human plasma samples from dracunculiasis-positive donors from Togo were used to select adult female
GW antigens for peptide sequencing and cloning. Eight protein sequences of interest were expressed as recombinant
glutathione-S-transferase (GST) fusion proteins, and the most promising proteins were coupled to carboxylated mi-
crospheres for use in multiplex assays. A thioredoxin-like protein (TRXL1) and a domain of unknown function (DUF148)
were assessed for total IgG and IgG4 reactivities using a panel of specimens from GW cases, uninfected donors, and
individuals infected with various nematode worms, including Onchocerca volvulus. Both the DUF148-GST and the
TRXL1-GST assays cross-reacted withO. volvulus sera, but the latter assay was always the more specific. The IgG4 and
total IgG TRXL1-GST assays both had sensitivities > 87% and specificities > 90%. Maximum specificity (> 96%) was
obtained with the total IgG assay when reactivity to both antigens was used to define a positive case. Given the good
performance of the human assay, we are now working to modify the assay for dog assessments.

INTRODUCTION

Dracunculiasis, or Guinea worm (GW) disease, is targeted
for global eradication by the World Health Assembly.1 The
disease is caused by the roundworm Dracunculus medi-
nensis. A person becomes infected after drinking water con-
taining small crustaceans (copepods) that are themselves
infected with the third-stage larvae of D. medinensis. After a
10- to 14-month incubation period, the gravid adult female
worm, measuring up to 1 m in length, emerges through a
blister that forms on the skin, most often on the lower leg or
foot. The blister is associated with a burning pain that fre-
quently drives the infected person to seek relief by immersing
the affected body part in cool water. When the worm detects
the temperature difference on submersion, it discharges first-
stage larvae into the water, and the larvae are ingested by
copepods where they undergo two molts to become in-
fectious third-stage larvae and begin the life cycle again.2

The ongoing efforts of theGWEradication Program (GWEP)
arenow focusedon six countries inAfrica currently affectedby
GW (Angola, Cameroon, Chad, Ethiopia, Mali, and South
Sudan).3–6 In 2019, 54 human GW cases were reported from
Chad, South Sudan, Angola, and Cameroon (likely imported
from Chad).7 As the human case count eventually trends to-
ward zero, identification of each and every case will become
increasingly important for the global elimination of the para-
site. Guinea worm disease is diagnosed in the field by its
clinical presentation—emergence of a string-like worm from a
skin lesion. With the decline in human cases reported globally,
all human cases should be laboratory confirmed at the U.S.
CDC by protocol since 2014.8 This involves sending a piece of
the emergedworm in alcohol to the CDC for detailed evaluation

includingmorphologicexaminationandPCRassay.9,10 In those
instances where rumors of individuals with GW disease symp-
toms are reported to health officials but no worm specimen is
collected or available for laboratory verification, a sensitive and
specific serologic assay would be useful as means of case
confirmation or exclusion. Serologic assays may also have
someuse in focal surveillance of communities where outbreaks
of unknown magnitude are ongoing, especially if the assay is
shown to detect specific antibody responses during the
asymptomatic, prepatent period of the GW infection.
In addition, recombinant GW antigens identified in these

human studiesmayhave future use in species-specificassays
for the assessment of population-level infection dynamics in
dogs, cats, andbaboons that have recently becomeaconcern
as reservoirs for GW transmission in some parts of sub-
Saharan east Africa. Sustained GW transmission in dogs has
been ongoing in Chad since 2012.11 Since 2014, dog cases
have also been reported in Ethiopia and Mali, although in far
fewer numbers than in Chad. Single dog cases have also been
reported in South Sudan (2015) and Angola (2019). Guinea
worm cases in cats (Chad, Ethiopia, and Mali) and baboons
(Ethiopia) have been reported as well.9,12,13 Genome se-
quencing,microsatellite genotypeanalysis, andmitochondrial
haplotype evaluation have confirmed that the human and
animal GW specimens are all D. medinensis and are geneti-
cally indistinguishable.11,13,14Researchon themechanismsof
animal transmission is now pointing toward the possible in-
gestion of transport hosts, such as fingerling fish or fish en-
trails containing infected copepods and/or paratenic hosts
such as frogs.15–17 Human behavior is likely playing a role in
GW transmission to dogs and cats. For example, in Chad,
mass fish harvesting occurs at the end of the dry season along
the country’s largest river system, the Chari River and its
tributaries, and this period coincides with the peak in monthly
incidence of GW cases in dogs (May–June). Humans may
facilitate animal access to small fish and fish guts.11,18
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Throughout the history of the GWEP, there has been no
commercially available or field-ready laboratory test for hu-
mans or animals to diagnose infection with D. medinensis.
Research on the immunologic responses of humans to
D. medinensis infections was conducted in sample pop-
ulations inNigeria (late 1980s),19Ghana (1989–1991),20–23 and
Togo (2005)24 with future aspirations toward possible devel-
opment of a serologic assay that might detect prepatent,
patent, and post-patent infections. Although these early
studies suggested that D. medinensis is immunogenic, they
relied on crude worm antigen preparations and failed to
identify the specific antigens responsible for the immunoge-
nicity and antibody recognition. They did, however, note that
IgG and, specifically, the subclasses of IgG1 and IgG4 were
elevated in the prepatent, patent, and post-patent periods
(P < 0.05).22,24 Cross-reactivity observed with sera from pa-
tients withOnchocerca volvulus and other helminth infections
was recognized as a possible challenge to further test
development.19,20,23

Since these early studies, laboratory methods have
evolved. In this study, we took advantage of a set of residual
human plasma samples from dracunculiasis-infected donors
and of the availability of excellent and well-characterized an-
tihuman IgG secondary antibody reagents to identify immu-
nodominant GW antigen targets. We then developed
serologic multiplex antibody assays for anti-GW antibodies in
human samples using recombinant forms of two of the newly
identified protein antigens. Future validation of these antibody
assays using dog and nonhuman primate sera could provide a
new and valuable tool for use in the final stages of the in-
ternational GW disease eradication program.

MATERIALS AND METHODS

Study samples. Anonymized, residual human plasma
samples from a previously reported GW study in Togo in 2005
were available for analysis.24 The plasma set included five
samples from donors with patent GW infection, 19 samples
from donors who reported previous GW infection (collected
1–8 years after worm emergence), and 12 samples from do-
nors who never reported GW infection. The plasma samples
were diluted with an equal volume of RPMI 1640 (Gibco,
Eggenstein, Germany) medium at the time of collection and
were stored frozen. CDC staff had no contact with donors and
noaccess topersonal identifying information. Theparticipants
in theoriginal study in Togo (thosewith patent andpost-patent
GW infections and those selected as endemic controls) pro-
vided informed consent to use their samples in GW assays to
study antibody reactivity in bodyfluids, including tears, serum,
and plasma. The Ministry of Health of Togo provided autho-
rization for the original study.17

For specificity determinations, the following anonymous
serum samples were available for testing: 25 sera from skin
snip–positive donors with O. volvulus infection from the
Democratic Republic of the Congo, Ethiopia, or Uganda; 10
sera from microfilaremic donors with Wuchereria bancrofti
from India or Haiti; five sera from donors infected with Loa
loa from Cameroon; five sera from donors infected with
Mansonella ozzardi from Peru; and 49 sera from Argentina
residents with stool-confirmed Strongyloides stercoralis in-
fections with or without other soil-transmitted helminths. The
specificity sample set also included eight anonymous sera

fromhealthy adult blood donors froma region of Haiti that was
highly endemic for W. bancrofti.
Residual GW adult female worm segments from diagnostic

human specimens were used with CDC human subjects’
approval.
Antigen preparation. An ∼2-cm segment of GW collected

fromadogandstored inethanolwasdried at room temperature
under vacuum (<2mmHg) in aSpeedVac concentrator (Savant
Instruments,Farmingdale,NY) for at least 4hours.Thesegment
was cut into 1 mm pieces and suspended in 0.5 mL of buffer
containing 50 mM tris(hydroxymethyl)-aminomethane at pH
7.5, 2 mM ethylenediaminetetraacetic acid (EDTA), 100 mM
NaCl, and 1% sodium dodecyl sulfate (SDS). The pieces were
ground with a pestle, heated to 95�C for 10 minutes, and son-
icated for 30 seconds (Heat Systems, model W-255 sonicator
with amicrotip at setting number 4) (Heat Systems-Ultrasonics,
Farmingdale,NY).After a 10-minutecentrifugation (3,000×g) at
4�C to remove insoluble material, the protein concentration of
the supernatant was determined using the bicinchoninic acid
(BCA) microassay with bovine serum albumin as the standard
(Pierce, Rockford, IL). The protein yield from the SDSextraction
procedurewasapproximately4mg.Anequal volumeof 2×SDS
loading buffer with 20% β-mercaptoethanol was added, and
the sample was heated at 95�C for 5 minutes before
electrophoresis.25

Alternatively, an ∼2 cm segment of dried worm from a hu-
man patient was cut into 1 mm pieces and suspended in
0.5 mL of buffer containing 50 mM Na2HPO4 at pH 7.5,
100 mM NaCl, 2 mM EDTA, 0.2 mM phenylmethylsulfonyl
fluoride (PMSF), 0.2 mM 4-(2-aminoethyl)benzenesulfonyl
fluoride, and 2 mM N-ethylmaleimide. The worm was ground
with a pestle at room temperature, and 50 μL of Triton X-114
(TX-114) was then added with further grinding at 4�C. The
suspended worm pieces were sonicated as described earlier
and then subjected to a freeze-thaw cycle. Following the re-
moval of insoluble worm material by centrifugation at 4�C (10
minutes, 3,000 × g), TX-114 phase partition extraction was
performed using the method of Ko and Thompson.26,27 Pro-
teins were precipitated from the detergent-enriched phase
and the detergent-depleted aqueous phase (Aq) with the ad-
dition of 4 volumesof acetoneandovernight storageat−20�C.
The precipitates were collected by centrifugation (10minutes,
3,000 × g, 4�C), dried at room temperature, resuspended in
0.5mLofphosphate-buffered saline (PBS; 10mMNa2HPO4at
pH 7.2 and 0.85%NaCl) with 1%SDS, and heated at 95�C for
5 minutes. The protein yield in the Aq was variable depending
on the quality of the worm segment but was often in the range
of 300–450 μg. An equal volume of 2× SDS loading buffer with
20% β-mercaptoethanol was added before polyacrylamide
gel electrophoresis.25

Sodium dodecyl sulfate polyacrylamide gels and West-
ern blot analysis. Total SDS-extracted GW proteins
(1.5–2 μg/mm in a 130-mm preparative well) were resolved on
10–22.5% gradient SDS polyacrylamide gels using the
Laemmli buffer system25 and then electro-blotted onto poly-
vinylidene difluoridemembrane (PVDF; Immobilon P,Millipore
Corporation, Bedford, MA). Pre-stained protein markers were
included on each polyacrylamide gel to monitor electropho-
retic progress (ThermoFisher Scientific, Waltham, MA). The
blotted membrane was cut into 2-mm strips, and strips were
incubated overnight at 4�C in 2 mL of 1:200 dilutions of each
test plasma in 0.3% Tween-20 in PBS. Bound total IgG
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antibodies were detected using dilutions of biotinylated
mouse antihuman IgG (clone H2 from Southern Biotech, Bir-
mingham, AL) and biotinylated mouse antihuman IgG4 (clone
HP6025 from Southern Biotech) together in the same in-
cubation.Bound IgGsubclass antibodiesweredetectedusing
dilutionsof biotinylatedmouseantihuman IgG1 (cloneHP6069
from Invitrogen, Camarillo, CA), antihuman IgG2 (clone
HP6002 from Invitrogen), antihuman IgG3 (cloneHP6047 from
Invitrogen), or antihuman IgG4 (clone HP6025 from Southern
Biotech). Secondary antibodies and streptavidin/alkaline
phosphatase were diluted 1:1,000 in 0.3% Tween-20 PBS,
and each was incubated with the strips for 1 hour at room
temperature. Blotsweredeveloped aspreviously described.27

AuroDye Forte colloidal gold stain (GE Healthcare, Piscat-
away, NJ) was used to visualize the total protein profile on a
blot strip.
To determine whether the antigens were composed of

protein or carbohydrate, on-blot digestion was performed
using the method of Priest et al.28 Polyvinylidene difluoride
strips of SDS-extracted GW proteins were incubated with
either 25 mM NaIO4 in 50 mM sodium acetate buffer at
pH 4.5 (overnight at room temperature) or with 100 μg/mL
proteinase K in PBS buffer (overnight at 37�C). After extensive
washing of the periodate-treated strips with 1% glycine in
PBS and extensive washing of the proteinase-treated strips
with PBS containing 0.3% Tween-20 and 1 mM PMSF,
Western blots were conducted for either total IgG or IgG4

subclass responses as described earlier using a human
plasma with a strong positive GW response.
Antigen sequencing and identification. Triton X-114 ex-

traction Aq proteins (approximately 300 μg in a 130-mm pre-
parative well or 65 μg in a 35-mm preparative well) were
resolved by SDS polyacrylamide gel electrophoresis as de-
scribed earlier. The gelswere stained overnight in a solution of
0.5 mg/mL Coomassie brilliant blue R-250 (Sigma-Aldrich
Co., St. Louis, MO) in 7% acetic acid and 50%methanol. The
gel was destained in a solution of 15% acetic acid and 10%
methanol until protein bands were visible. The protein band
corresponding to Western blot–reactive antigen was excised
from the gel along with equivalent sized segments of gel im-
mediately above and below the protein band. All three gel
slices were washed with 50% acetonitrile, washed with 100%
acetonitrile, and then stored at 4�C for peptide sequencing.
Gel slices were cubed with a scalpel into 1 mm pieces and

washed three times with 50% acetonitrile and 10 mM (NH4)
HCO3. The samples were dried in a SpeedVac rotary evapo-
rator, reduced with dithiothreitol in 10mM (NH4)HCO3 at 37�C
for 1 hour followed by alkylation with iodoacetamide in 10mM
(NH4)HCO3 at 25�C for 1 hour. Gel samples were washed with
10 mM (NH4)HCO3 followed by two washes with 50% aceto-
nitrile and 10 mM (NH4)HCO3. Samples were dried in a
SpeedVac and reconstituted with trypsin (V5111, Promega
Corporation,Madison,WI) in 10mM (NH4)HCO3.Digestswere
incubated at 37�C overnight. Tryptic digests were extracted
using two washes of 60%acetonitrile and 10mM (NH4)HCO3,
and were dried in a SpeedVac. Samples were submitted
for nano-liquid chromatography- mass spectrometry/mass
spectrometry (nano-LC-MS/MS) analysis.
Nano-LC-MS/MS mass spectrometric analysis was per-

formed using a ThermoFisher Scientific model Lumos Elec-
trospray Ionization tribrid orbitrap instrument interfaced with
an on-line EASY-Spray nanospray source (ThermoFisher

Scientific) to perform LC-MS/MS using a RSLCnano HPLC
(ThermoFisher Scientific) configured for nanoliter per-minute
flows. A desalting trap column (0.3 × 5mm, 5 μmC18PepMap
120 A, ThermoFisher Scientific) was used, and the analytical
column used was a C18 EASY-Spray column (0.075 ×
250 mm, 2 μm, 120A, ThermoFisher Scientific) operated at a
column temperature of 35�C. The solvents used were 0.1%
formic acid in water (A) and 80%acetonitrile/0.1% formic acid
(B). Thegradientwas2–35%B in120minutes. Thesourcewas
operated at a spray voltage of 1900V. The capillary tempera-
ture was set to 275�C. The mass spectrometer was set to
data-dependent acquisitionmodewith a 3-second cycle time.
A singleMSspectrumwas acquired in the orbitrap followedby
as many MS/MS spectra as could be acquired in the ion trap
during the 3-second cycle. The MS spectra were acquired in
the orbitrap using anm/z range of 350–1,500 at a resolution of
120,000 with a maximum injection time of 50 ms and an au-
tomatic gain control (AGC) target of 200,000 ions. TheMS/MS
datawere acquired in the linear ion trapwith an automatedm/z
range starting at 110 m/z using the “Rapid” scan mode with a
maximum ion inject time of 300msand anAGC target of 3,000
ion using collision-induced dissociation fragmentation at 35%
collision energy and quadrupole isolation of 1.6 Da. A pre-
cursor was selected based on intensity and charge state
(charges between 2 and 7), and precursor exclusion was set
for 20 seconds after one spectrum was acquired for each
parent ion.
The collecteddatawereprocessedbyProteomeDiscoverer

(v. 2.2.0.388, ThermoFisher Scientific) using the built-in
Sequest HT search engine. The data were searched against
the D. medinensis protein database downloaded from the
WormBase public database (www.wormbase.org)29,30 (accessed
April 2, 2018 and July 18, 2018) with added common con-
taminating proteins such as human keratins. False discovery
rates (FDRs) andquality scores (q-value, post error probability)
were calculated for each peptide and protein hit using the
Percolator node in Proteome Discoverer. “High” confidence
proteins and peptides used a FDR cutoff of 0.01, and “me-
dium” confidence proteins and peptides used a cutoff of 0.05.
Antigen cloning, expression, and analysis. Dracunculus

medinensis protein-coding sequences of interest were opti-
mized for bacterial expression and synthesized by GenScript
as inserts between the BamHI and EcoRI restriction enzyme
sites of pGEX4T-2 plasmid (GE Healthcare). Plasmids were
transformed into Escherichia coli HB101 cells as directed by
the manufacturer (Promega Corporation). Schistosoma japo-
nicum glutathione-S-transferase (GST) fusion proteins were
expressed in isopropyl-β-D-thiogalactopyranoside–induced
bacterial cultures and purified by glutathione Sepharose 4B
column chromatography as directed by the manufacturer
(GSTbulk purificationmodule;GEHealthcare).Glutathione-S-
transferase protein was expressed from pGEX4T-2 plasmid
with no DNA insert and purified as described for use as a
negative control.31 Purifiedprotein preparationsweredialyzed
overnight at 4�C against > 300 volumes of PBS buffer (Spec-
traPor3 membrane, 3,500-Da cutoff; Spectrum Laboratories,
Rancho Dominguez, CA) and assayed for protein content
using the BCA microassay (Pierce). Purified GST fusion pro-
teins (approximately 6 μg/well) were resolved on 12% poly-
acrylamide mini gels using the method of Laemmli.25 One gel
was stained with Coomassie Brilliant Blue R-250 (Bio-Rad,
Hercules, CA), whereas another was electro-blotted onto
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PVDFmembrane. AWestern blot was performed using a pool
of 1:200 plasma from GW-infected patients, a 1:1,000 mouse
antihuman IgG4, and a 1:1,000 streptavidin/alkaline phos-
phatase as described earlier.
The GW domain of unknown function 148 (DUF148) and

thioredoxin-like protein 1 (TRXL1)–GST fusion proteins were
digested overnight at room temperature with thrombin as di-
rected by the manufacturer (GE Healthcare) and then passed
over a glutathione Sepharose 4B column to remove the re-
leased GST and uncleaved fusion protein. The protein con-
centration of the flow-through fraction containing the purified
antigen of interest with no GST was determined by BCA
microassay. Purified TRXL1 and DUF148 antigens without
GST (approximately 6 μg/well) alongwith approximately 10 μg
of TX-114 Aq GW antigen were resolved on a 10–22.5% gra-
dient SDS polyacrylamide gel using the Laemmli buffer sys-
tem25and then transferredontoaPVDFmembrane. AWestern
blot was performed using a pool of 1:200 plasma from GW-
infected patients, a 1:1,000 mouse antihuman IgG4 dilution,
and a 1:1,000 streptavidin/alkaline phosphatase dilution as
described earlier.
Bead coupling and multiplex bead assays. Protocols for

coupling of antigens to SeroMap beads (Luminex Corpora-
tion, Austin, TX) have recently been described in detail by
Priest and Moss.32 For the current study, the GST control
proteinwas coupled at a concentration of 15μgprotein/12.5 ×
106 beads in 25 mM 2-(N-morpholino)-ethanesulfonic acid
buffer with 0.85% NaCl at pH 5.0. Domain of unknown func-
tion 148–GST, TRXL1–GST, heat shock protein 1 (HSP1)–
GST, and HSP2–GST proteins were each coupled using
120 μg protein/12.5 × 106 beads in PBS buffer at pH 7.2.
Sera were diluted 1:400 in buffer containing PBS at pH 7.2,

0.5% polyvinyl alcohol, 0.8% polyvinylpyrrolidone, 0.5% ca-
sein, 0.3% Tween-20, 0.02% NaN3, and 3 μg/ml E. coli
extract.32,33 For the plasma samples from Togo, the 1:1 pre-
dilution in the RPMI mediumwas considered in the final 1:400
dilution calculation. The conditions previously described by
Priest and Moss32 for serum incubation, secondary antibody
binding, streptavidin-coupled R-phycoerythrin binding, and
final buffer washwere used for theGWmultiplex bead assays.
Total IgG antibody assays used 1 μg/mL biotinylated mouse
antihuman IgG (clone H2; Southern Biotech) plus 0.8 μg/mL
biotinylated mouse antihuman IgG4 (clone HP6025; Southern
Biotech) as the detection reagent and were run in duplicate.32

Multiplex bead assays for IgG4 antibody detection used only
the biotinylated mouse antihuman IgG4 antibody (0.8 μg/mL)
and were run in single wells. Assays were read using a
Bio-Plex 200 instrument with Bio-Plex Manager version 6.2
software, build 175 (Bio-Rad). Results for single-well IgG4
assays are expressed as the median fluorescent intensity
(MFI) without a blank correction. Average results for duplicate
well IgG assays are expressed as the MFI value minus the
value for the buffer-only background blank (MFI-bg). If ³ 2
positive responses from a test sample had coefficients of
variation > 15% between the duplicate wells, then the assay
was repeated.
Data analysis. Mature protein-coding sequences were

predicted usingSignalP-5.0 (http://www.cbs.dtu.dk/services/
SignalP).34 Sequences were compared using the basic local
alignment search tool for proteins from theNational Center for
Biotechnology Information.35,36 Cutoff values were de-
termined either by Youden’s J-index or by receiver-operating

characteristic (ROC) curve analysis with the closest to (0,1)
criterion.37–39 Receiver-operating characteristic curves were
generated, and statistical analyses (the Kruskal–Wallis one-
way analysis of variance and the Mann–Whitney rank-sum
test) were conducted using SigmaPlot 13.0 (Systat Software,
Inc., San Jose, CA). An alpha level of 0.05 was used to de-
termine statistical significance.

RESULTS

Identification of immunodominant GW antigens. In a
preliminary experiment, Western blots for total IgG antibodies
using plasma from GW disease and endemic normal donors
from Togo (Supplemental Figure 1) did not reveal clearly
identifiable and well-isolated antigen bands that could be
used to differentiate between infected and uninfected indi-
viduals. An IgG subclass analysis using the plasma from one
GW disease patient demonstrated that the IgG response was
dominated by IgG4 antibodies with a less intense IgG1 com-
ponent (Supplemental Figure 2). Western blots for IgG4 anti-
bodies using the Togo plasma panel demonstrated a clear
pattern of antigen recognition on blot strips incubated with
GW disease donor plasma that was largely absent on blot
strips incubated with endemic normal plasma (Figure 1). A
total of 15 of 24 plasma samples (62%) from GW-disease
donors had detectable (although sometimes quite faint) IgG4

antibody reactivity to antigens in the 10 to −11 kDa size range,

FIGURE 1. IgG4Western blots of plasma samples fromGW-infected
and GW-uninfected individuals from Togo. Guinea worm proteins
extracted into SDSbuffer as described inMaterials andMethodswere
resolved on 10–22.5% gradient SDS polyacrylamide gels (1.5–2 μg/
mm in a 130-mmpreparativewell) and then electro-blotted ontoPVDF
membrane.Membrane strips (2mm)were incubated in 1:200 dilutions
of each test plasma in 0.3% Tween-20 in PBS, and bound IgG4 anti-
bodies were detected using a biotinylated monoclonal mouse anti-
human IgG4 antibody and the streptavidin/alkaline phosphatase
system. B indicates a control strip incubated with Tween-PBS buffer
alone. Au indicates a strip incubated with AuroDye Forte to stain all
bound proteins. The apparent molecular weights of See Blue Plus 2
pre-stainedmarkers (ThermoFisherScientific) are indicatedon the left.
The locationof theantigenbandof interest is indicatedbyanarrow.GW=
Guineaworm;MWapp= apparentmolecular weights; PBS= phosphate-
buffered saline; PVDF = polyvinylidene difluoride; SDS = sodium dodecyl
sulfate.
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whereas none of the endemic negative donors had similar
reactivity.
To determine whether the epitopes of interest were protein

or carbohydrate in nature, strips of GW antigen were treated
overnight with either sodium periodate to cleave the vicinal
diols of carbohydrates or with proteinase K to digest the pep-
tide bonds of proteins. As shown in Supplemental Figure 3,
proteinase K digestion eliminated antibody binding to the blot
strip, whereas sodium periodate treatment had no effect on
either IgG or IgG4 antibody recognition of the antigen band.
The antigen of interest was enriched in the detergent-

depleted, aqueous fraction following TX-114 extraction of
dried GW fragments (Figure 2). Surprisingly few proteins were
extracted into the TX-114 detergent-enriched fraction, and
most of the proteins remained in the insoluble pellet. This may
reflect the fact that the worm had been submerged in ethanol

for an extended period of time for transport and for storage
before extraction.
Protein sequencing, cloning, and expression. Potential

protein sequences of interestwere identified from two separate
peptide mass sequencing runs of TX-114-extracted Aq GW
proteins. Even though the target antigen migrated on SDS
polyacrylamide gels with an apparent molecular weight signif-
icantly below 16 kDa, an uppermolecular weight limit of 18 kDa
was chosen for the search criteria to account for potential
posttranslational modifications such as signal peptide cleav-
age. Eight candidate proteins were identified based on the
predictedmolecularweights and the relative distributions of the
proteins between the excised gel band and the two control gel
segments cut from the regions immediately above and below
the band (Table 1). The potential proteins of interest included
TRXL1 and TRXL2, HSP1 and HSP2, two transthyretin-like
proteins (THY1 and THY2), a DUF148, and an unknown protein
sequence. Predicted mature protein molecular weights were
determined from the coding sequences using SignalP-5.0
(Table 1).34 Basic local alignment search tool for proteins
comparison of the predicted D. medinensis protein sequences
to predicted proteins encoded in other nematode worm spe-
cies’ genomes revealed a large number of highly conserved
homologues. For example, the D. medinensis DUF148 se-
quence exhibits 44% identity at the amino acid level to the
Toxocara canis homologue (Supplemental Figure 4A), and the
D. medinensis TRXL1 sequence exhibits 49% identity to the
T. canis thioredoxin domain–containing protein 12 homologue
(Supplemental Figure 4B).40

Predicted mature protein coding sequences for all eight of
the proteins of interest were synthesized and inserted into
plasmids for expression as GST fusion proteins. Six of the
proteins were expressed in the soluble fraction in E. coli and
could be purified by glutathione Sepharose 4B column chro-
matography. Transthyretin-like protein1 andTHY2expression
products were found in the inclusion bodies and were not
further studied.When the soluble, purifiedGST fusionproteins
were resolved on a 12% SDS polyacrylamide gel (Figure 3A),
transferred to PVDF membrane, and exposed to a pool of
human GW infection plasma for aWestern blot, IgG4 antibody
reactivity was noted to bands corresponding to the DUF148,
TRXL1, HSP1, and HSP2 proteins (Figure 3B). Domain of
unknown function 148 and TRXL1 mature proteins, cleaved
from their respective GST fusion proteins by thrombin treat-
ment and purified by glutathione Sepharose 4B column
chromatography, were run on a 10–22.5% gradient SDS
polyacrylamide gel alongside a sample of TX-114-extracted
Aq GW proteins. After transfer to PVDF membrane and ex-
posure to a pool of human GW infection plasma for a Western
blot, IgG4 antibody reactivity to the DUF148 and TRXL1 pro-
teins was noted at approximately the same molecular weight
as the target band in the GW aqueous protein extract lane
(indicated in Supplemental Figure 5 by an arrow).
Multiplex bead assays. IgG4 and total IgG antibody re-

sponses to recombinant GW fusion proteins were assessed
by multiplex bead assay (Figure 4). Plasma samples from
residents of Togowho had current or a previous history of GW
infection at the time of sample donation had IgG4 antibody
responses to DUF148–GST (median = 56 MFI; range =
10–16,534) and to TRXL1–GST (median = 518 MFI; range =
9–29,222) that were significantly higher than responses ob-
served using plasma from endemic normal individuals from

FIGURE 2. TX-114 phase-114 extraction of antigens from GW. An-
tigens from the detergent-depleted Aq, the detergent-enriched TX-
114 phase (Tx), and the insoluble GW pellet (Insol) obtained as de-
scribed in the Materials and Methods were resolved on a 10–22.5%
gradient SDS polyacrylamide gel and then electro-blotted onto the
PVDFmembrane. One panel was stainedwith AuroDye Forte colloidal
gold (left), whereas the other panel (right) was incubated with a 1:200
pool of plasma from GW-positive donors and developed to visualize
bound IgG4antibodiesasdescribed in theMaterials andMethods.The
apparent molecular weights of See Blue Plus 2 pre-stained markers
(ThermoFisher Scientific) are indicated on the left. The location of the
antigen bandof interest is indicatedby an arrow. Aq= aqueousphase;
GW = Guinea worm; MWapp = apparent molecular weights; PVDF =
polyvinylidene difluoride; SDS = sodium dodecyl sulfate; TX-114 =
Triton X-114.
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Togo or non-endemic sera. For both IgG4 assays, responses
to sera from O. volvulus–positive donors were significantly
higher than responses from the endemic and non-endemic
sample sets. Using the total IgG antibody assay, plasma

samples from GW-positive donors had responses to DUF148–
GST (median = 654.5 MFI-bg; range = 143–24,271) and to
TRXL1–GST (median = 2,735 MFI-bg; range = 58–30,933) that
were significantly higher than responses observed using
plasma from endemic normal individuals from Togo, sera from
O. volvulus–positive donors, or non-endemic sera.Onchocerca
volvulus–positive donor serum responses were significantly
higher than responses from the endemic and non-endemic
sample sets for total IgG TRXL1–GST assay.
In contrast to the TRXL1–GST and DUF148–GST assays

described earlier, only low IgG4 and total IgG responses were
observed to the recombinantHSP1–GST (median = 10MFI and
17MFI-bg, respectively) andHSP2–GST (median = 11MFI and
18 MFI-bg, respectively) proteins using plasma from GW-
positive donors. Heat shock protein 1–GST and HSP2–GST
responses for GW-positive donor plasma and responses for
endemic negative donors from Togo were not significantly dif-
ferent using theMann–Whitney rank-sumtest (HSP1–GST IgG4

P-value = 0.72; HSP2–GST IgG4 P-value = 0.80; HSP1–GST
IgG P-value = 0.40; HSP2–GST IgG P-value = 0.18). Given the
low HSP responses among the GW-positive donors, these
antigens were not included in multiplex assay testing of the
O. volvulus–positive and non-endemic serum sets. Beads
coupled with GST protein, included in each assay well as a
negative control, had responses ranging from 19 to 39 MFI
(median = 24; mean = 25) for IgG4 assays and from −2 to 100
MFI-bg (median = 4.5; mean = 7) for total IgG assays.
Receiver-operating characteristic curves using results from

the complete set of test samples (24 positive plasma samples
from GW-infected donors and 114 negative samples from indi-
viduals who never had GW) were used to identify cutoff values
for the IgG4 multiplex bead assays (Supplemental Figure 6). For
the DUF148-GST and TRXL1-GST IgG4 multiplex assays, cut-
offs of 17.5MFI and 19.5MFI units were identified, respectively,
but the value of 17.5 MFI units for the DUF148-GST assay was
not above the limit of detection as determined from the three
plate blank values (mean +3SDs= 22MFI). The summary of the
IgG4 responses for the various categories of sample donors is
given in Table 2. The DUF148-GST multiplex assay had a
sensitivity of 79.2% and a specificity of 85.1%, with an area
under the ROC curve of 0.86 (Supplemental Figure 6). The
TRXL1-GSTmultiplex assay had a sensitivity of 87.5%and a
specificity of 93.9%, with an area under the curve of 0.90. If a
“simultaneously positive by both assays” definition was
applied to the IgG4 antibody response data set, then the
sensitivity would be 79.2%, and the overall specificity of the
test would improve to 94.7%, with only 20% of O. volvulus
donors classified as positive (Table 2).

TABLE 1
Accession numbers and identities of potential proteins of interest identified by mass sequencing of excised polyacrylamide gel bands containing
Guinea worm proteins

Accession number Identity Abbreviation Predicted CDS MW (kDa) Mature protein MW (kDa)*

DME_0000774101-mRNA-1 Thioredoxin-like protein TRXL1 17.8 15.9
DME_0000113301-mRNA-1 Domain of unknown function 148 DUF148 16.0 14.2
DME_0000286601-mRNA-1 Transthyretin-like protein THY1 15.7 13.3
DME_0000083201-mRNA-1 Heat shock protein HSP1 12.8 12.8
DME_0000929301-mRNA-1 Thioredoxin-like protein TRXL2 12.8 12.8
DME_0000801701-mRNA-1 Heat shock protein HSP2 12.7 12.7
DME_0000148801-mRNA-1 Transthyretin-like protein THY2 12.7 10.4
DME_0000028101-mRNA-1 Unknown protein SMU1 12.3 10.4
MW = molecular weight.
* Predicted using SignalP 5.0 to identify cleaved amino-terminal signal peptide sequence.

FIGURE 3. Analysis of purified recombinant GWGST fusion proteins.
Soluble, recombinant GW proteins purified by glutathione Sepharose
4B column chromatography were resolved together on one 12% SDS
polyacrylamide gel as described in the Materials and Methods. The gel
inPanelAwasstainedwithCoomassieBrilliant BlueR-250. Another gel
was electro-blotted onto the PVDF membrane, incubated with a 1:200
pool of plasma from GW-positive donors, and developed to visualize
bound IgG4 antibodies as described in the Materials and Methods
(Panel B). Lane designations are as follows: pre-stained molecular
weight standards, S; DUF148, D; TRXL1, T1; HSP1, H1; HSP2, H2;
SMU1, U; and TRXL2, T2. The apparent molecular weights of See Blue
Plus 2 pre-stained markers (ThermoFisher Scientific) are indicated on
the right, and the apparent molecular weights of PageRuler Plus pre-
stainedmarkers (ThermoFisher Scientific) are indicated on the left. DUF
= domain of unknown function; GW=Guineaworm;GST = glutathione-
S-transferase; HSP= heat shock protein;MWapp = apparentmolecular
weights; PVDF = polyvinylidene difluoride; SDS = sodium dodecyl sul-
fate; SMU = unknown protein sequence; TRXL = thioredoxin-like pro-
tein; TX-114 = Triton X-114.
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Areas under the ROC curves were slightly higher for the
DUF148-GST (area under the curve = 0.88) and TRXL1-GST
(area under the curve = 0.95) total IgG multiplex assays
(Supplemental Figure 7) than for the IgG4 assays described
earlier. Using a ROC-identified cutoff of 161.5 MFI-bg, the
DUF148-GST multiplex assay was 95.8% sensitive and
74.6% specific with 36% of the responses of O. volvulus do-
nors classified as positive (Table 2). Using a ROC-identified
cutoff of 236.5 MFI-bg, the TRXL1-GST multiplex assay was
91.7% sensitive and 90.4% specific with 28% of the re-
sponses of O. volvulus donors classified as positive. Both
cutoffs were greater than the respective limits of quantitation
(37 MFI; 27 MFI). If, however, a “simultaneously positive by
both assays” definition was applied to the antibody response
data set, then the overall specificity of the test would improve

to 96.5% with only 12% of O. volvulus donors classified as
positive (Table 2). Although the sensitivity of the combined
antigen test would decrease to 87.5%, Youden’s J-index
suggests that the combined test is superior to either individual
assay (0.84 versus 0.70 and 0.82).
Domain of unknown function 148-GST andTRXL1-GST IgG

antibody responses were higher in samples collected during
GWpatency orwithin 1 year of wormemergence (n = 9) than in
samples collectedmore than 1 year after illness resolution (n =
15) (Figure 5), and the observed difference was statistically
significant in the case of the TRXL1-GST assay (Mann–
Whitney rank-sum test; P = 0.007). If only responses from this
currently infected/recently recovered patient category (£ 1
year after worm emergence) were used as the positive set in
the ROC analysis, the area under the ROC curve would

FIGURE 4. Multiplex bead assay detection of IgG4 and IgG antibodies to recombinant DUF148–GST and TRXL1–GST fusion proteins. Multiplex
bead assays were conducted as described in the Materials and Methods using SeroMap beads covalently coated with either DUF148–GST (left
panels) or TRXL1–GST (right panels). Appropriatebiotinylatedmonoclonal secondary antibodieswere used todetect either IgG4 (toppanels) or total
IgG (bottom panels). Antibody response distributions for the GW-positive plasma samples from Togo (GW pos, n = 24), plasma samples from
uninfected controls from Togo (Endemic Neg, n = 12), sera from patients with confirmed infection ofOnchocerca volvulus (O. volvulusPos., n = 25),
and sera from non-endemic regions with other nematode infections (non-endemic, n = 77) are represented by box plots. Boxes include values
between the 25th and75thpercentiles.Whiskers anddatapoints represent the10th and90th and the 5th and95th percentiles, respectively.Median
values are indicated by a horizontal line within the boxes. Distributions that show statistically significant differences (P < 0.05) using the Kruskal–
Wallis one-way analysis of variance on rankswith pairwisemultiple comparison procedures are indicated by bracketswith asterisks. DUF= domain
of unknown function; GST = glutathione-S-transferase; GW = Guinea worm; TRXL = thioredoxin-like protein.
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improve to 0.99 (Figure 6). At aROC-definedcutoff of 754MFI-
bg, the sensitivity of theTRXL1-GST IgGassaywas100%with
a specificity of 94.7%, and only 16% of the responses of
O. volvulus donors were classified as positive (Table 2). Using
a “simultaneously positive by both assays” definition with a
DUF148-GST IgG assay cutoff of 199.5 MFI-bg would im-
prove overall specificity to 97.4% but would decrease the
sensitivity to 88.9%, and Youden’s J-index for the combined
test (J-index = 0.86) would be lower than that of the TRXL1-
GST assay alone (J-index = 0.95) because of the mis-
classification of one positive sample.

DISCUSSION

The first successful attempt at the development of a sero-
logic assay for GW disease used first-stage larvae as antigen
in a total IgG indirect fluorescence assay (IFA).41 This IFA by

TABLE 2
Human serum IgG antibody reactivity to Guinea worm antigens

Donor group Number
DUF148

IgG4, n (%)
TRXL1

IgG4, n (%)
Both*

IgG4, n (%)
DUF148
IgG, n (%)

TRXL1
IgG, n (%)

Both*
IgG, n (%)

DUF148 IgG
HC,† n (%)

TRXL1 IgG
HC,† n (%)

Both* IgG
HC,† n (%)

D. medinensis, patent 5 3 (60)‡ 4 (80) 3 (60) 4 (80) 5 (100) 4 (80) 4 (80) 5 (100) 4 (80)
D. medinensis, post-patent £ 1 year 4 4 (100) 4 (100) 4 (100) 4 (100) 4 (100) 4 (100) 4 (100) 4 (100) 4 (100)
D. medinensis, post-patent > 1 year 15 12 (80) 13 (87) 12 (80) 15 (100) 13 (87) 13 (87) NU§ NU§ NU§
Onchocerca volvulus 25 12 (48) 6 (24) 5 (20) 9 (36) 7 (28) 3 (12) 9 (36) 4 (16) 2 (8)
Wuchereria bancrofti 10 2 (20) 1 (10) 1 (10) 2 (20) 0 0 1 (10) 0 0
Loa loa 5 1 (20) 0 0 0 0 0 0 0 0
Mansonella ozzardi 5 1 (20) 0 0 0 0 0 0 0 0
Strongyloides stercoralis 49 0 0 0 15 (31) 3 (6) 1 (2) 10 (20) 2 (4) 1 (2)
Haiti non-endemic 8 1 (12) 0 0 3 (37) 0 0 3 (37) 0 0
Togo endemic negative 12 0 0 0 0 1 (8) 0 0 0 0
D. medinensis = Dracunculus medinensis; DUF148 = domain of unknown function 148; GST = glutathione-S-transferase; ROC = receiver-operating characteristic; MFI-bg = median fluorescent

intensityminus background; TRXL1 = thioredoxin-like protein 1. Summary of multiplex bead assay results using ROC assigned cutoffs for DUF148–GST and TRXL1–GST coated beads. Except for
the last column of this table, cutoffs were defined using ROC curve analysis of the entire sample set of 24 positives and 114 negatives. For the last column, only the nine samples from patent and
recent infection donors were used in the ROC analysis.
* Simultaneously positive for responses to both DUF148–GST and TRXL1–GST antigens.
†HC: high cutoffs of 199.5 and 754 MFI-bg, respectively, were used for the DUF148–GST and TRXL1–GST assay results reported in these columns.
‡Number positive (%).
§NU: not used in the ROC curve analysis.

FIGURE 5. The magnitude of the IgG response to recombinant GW
proteins varies with time since worm emergence. Box plots show the
distributions of total IgG responses for DUF148-GST and TRXL1-GST
multiplex bead assays of plasma samples from GW-positive donors
from Togo. Responses of samples (n = 9) collected from individuals
with patent infection or from individuals within 1 year of worm emer-
gence (£ 1) are plotted separately from the responses of samples (n =
15) collected from individualsmore than 1 year after worm emergence
(> 1). Box plot characteristics are as described in Figure 4. Distribu-
tions that show statistically significant differences (P < 0.05) using the
Mann–Whitney rank-sum test are indicated by a bracket with an as-
terisk. DUF = domain of unknown function; GST = glutathione-S-
transferase; GW = Guinea worm; TRXL = thioredoxin-like protein.

FIGURE 6. Receiver-operating characteristic curve results using
total IgG responses from DUF148–GST (black line) and TRXL1–GST
(red line) multiplex bead assays. Curves were constructed using MFI-
bg responses of samples (n = 9) collected from individualswith a patent
GW infection or from individuals within 1 year of GW emergence and
responses of samples (n = 114) collected from individuals who never
had GW. The optimal threshold for the DUF148–GST assay was 199.5
MFI-bg units with a sensitivity of 88.9%and a specificity of 79.8%. The
optimal threshold for the TRXL1–GST assay was 754MFI-bg units with
a sensitivity of 100% and a specificity of 94.7%. DUF = domain of
unknown function; GW = Guinea worm; GST = glutathione-S-trans-
ferase; MFI-bg =median fluorescent intensityminus background; ROC
= receiver-operating characteristic; TRXL = thioredoxin-like protein.
This figure appears in color at www.ajtmh.org.
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Muller41 had a sensitivity of 97% using sera from individuals
with patent infections, and the antibody titers waned in the
months followingworm emergence.Muller41 was also the first
to document GW assay cross-reactivity with sera from on-
chocerciasis patients (17% cross-reactivity by IFA). He con-
ducted experimental infections in rhesus monkeys and
demonstrated that detectable antibody titers appeared sev-
eral months before worm emergence.41 Other groups have
used soluble antigen fractions extracted from adult female
worms or first-stage larvae to develop ELISA, dot ELISA, and
Falcon assay screening test ELISA methods that are easier to
use and more amenable to large-scale surveys.19,20,23,24,42

The ELISA results confirmed that antibody responses increase
in the prepatent period and decline following resolution of the
infection.19,21–23AlthoughELISAspecificitywasoften improved
by focusing on the IgG4 antibody response, cross-reactivity
with sera from onchocerciasis patients was consistently
observed.19,20,23,43 Multiple laboratories have previously ob-
served that GW assay specificity was higher when using a low
molecularweight fractionofsolubleGWantigen (12–20kDasize
range) than when using a fraction containing larger size
antigens.19,20,43We did, in fact, observe some highermolecular
weight antigensby the IgG4Western blot that appeared to react
with sera from individuals who never reported GW infection.
One of these antigens, a galectin with a molecular weight of
30 kDa, reacted extensively with sera from donors who never
had GW (data not shown).
In this work, we report the development of a multiplex bead

assay based on two low molecular weight antigens identified
fromanaqueous extract of adult femaleD.medinensisworms.
The 14.2 kDa GW DUF148 antigen is member of the SXP-1
family of proteins that includes the Brugia malayi Bm14
antigen44,45 and the O. volvulus Ov17 antigen.46,47 SXP-1
antigens are characterized by strong IgG responses that are
often skewed to the IgG4 subclass and by considerable anti-
body cross-reactivity between antigens from related parasitic
nematode species of humans.44,47–49 Consistent with these
reports, cross-reactivity with sera from O. volvulus–positive
donors was high with both DUF148-GST multiplex assays
(IgG4 = 48%; IgG = 36%). Bloch and Simonsen reported that
the distribution of IgG subclass responses to GW antigens
varied between individuals.20 With our assay, we also see
some individuals who have responses heavily skewed to the
IgG4 subclass as well as some individuals who lack IgG4 re-
sponses altogether. Despite a 10% loss of specificity, the
much-improved sensitivity of the IgG assay compared with
the IgG4 assay (95.8% versus 79.2%, respectively) resulted in
a higher J-index for the DUF148-GST IgG assay.
The second low molecular weight antigen identified by our

peptide sequencing efforts and used for multiplex assay, the
15.9kDaGWTRXL1, isamemberof the thioredoxinsuperfamily
of redox proteins that contain a CysXaaYaaCys motif.50 Thio-
redoxins and TRXL have been identified in parasitic nematodes
as components of the excretory/secretory fraction and are be-
lieved tobe involved inhost immunomodulation.51,52Aswith the
GWDUF148-GST assay described earlier, cross-reactivity with
sera from onchocerciasis patients was observed with the
TRXL1-GSTmultiplex assays (IgG4 = 24%; IgG = 28%), but the
overall specificitiesofboth assayswere>90%.The sensitivities
and specificities of the TRXL1-GST IgG and IgG4 assays dif-
fered by only about 4% such that the J-indices of both assays
were comparable. Based on J-index comparisons and ROC

areas, theTRXL1-GSTassaysweresuperior to theDUF148-GST
assays.
Bloch and Simonsen suggested that a combination of two

or more assay results representing different classes or sub-
classes of antibodies might produce an improved overall
method for thedetectionofGW infection.20 Althoughwecould
not simultaneously measure more than one type of antibody
response in a single assay well, the multiplex bead assay
format does allow for the measurement of a single type of
antibody response (total IgG or IgG4, in our case) to multiple
antigens in one assay well. When we reevaluated the results
using a “simultaneously positive for antibodies to two anti-
gens” definition, we observed high specificities for both the
IgG4 and IgG assays (94.7% and 96.5%, respectively). Given
that antibodies to GW antigens decline with time after worm
emergence,19,21–23 we excluded results from plasma col-
lected > 1 year after GW emergence and repeated the ROC
curve analysis for the IgG assay. The higher cutoffs assigned
by this analysis resulted in the highest specificity of any assay
we measured (97.4% when using the “positive-for-two” defi-
nition), with only two (8%) of theO. volvulus–positive and only
one (2%)of the strongyloidiasis-positive donorsmisclassified.
Wewould note that an added advantage of themultiplex bead
assay format is that highly specific markers for O. volvulus,
B. malayi, and S. stercoralis infection could easily be in-
corporated into the method to highlight those individuals
who might be at increased risk of misclassification due to
potential antibody cross-reactivity from non-GW nematode
infections.47,53,54 With a sensitivity of 88.9%, the high-cutoff,
“positive-for-two” total IgG assay J-index (0.86) is compara-
ble to that of the IgG4, low-molecular-weightGW larval antigen
ELISA reported by Bloch and Simonsen (0.88).20

The success of the GWEP in minimizing the number of hu-
man cases ofGWdiseaseworldwide has resulted in one of the
major weaknesses of this work: namely, that we only had
plasma collected in 2005 from 24GW-positive donors in Togo
for analysis, and only nine of these were collected during or
immediately after worm emergence. A misclassification of
only one response from among these nine samples would
have a major impact on the overall interpretation of assay
performance. Additional studies of human samples collected
during or immediately after GW emergence would improve
confidence in thequality of the assay. Alternatively, the assays
could be further tested after modification for use with sera
fromdogs, cats, or baboons, as infections in those animals are
nowmore common than infections in humans. Likely, all that is
required is a specific, low-background secondary antibody
against the IgGs of each species. A second weakness of our
study is that we lacked prepatent samples from individuals
who were infected with GW. For the assay to be an effective
tool for serosurveillance, we need to demonstrate that it can
detect specific antibody responses before thewormbecomes
detectable. Current large-scale studies of dogs in highly en-
demic regions of Chad could provide the sample set neces-
sary to validate the assay in prepatent populations if a
functional dog assay can be developed. Finally, our GW-
positive samples came from only one small location in Togo
that represents only a small part of the original parasite geo-
graphic range. Although it is possible that antigen sequence
differences between isolated populations might impact sen-
sitivity, this scenario is unlikely, given recent DNA sequence
analysis of GW populations.13,14
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In conclusion,we report the development of a newmultiplex
bead assay using two recombinant, lowmolecular weight GW
antigens. The IgG4 and total IgG TRXL1-GST assays both
performed well with sensitivities > 87% and specificities
> 90%. Maximum specificity (> 96%) was obtained with the
total IgG assay when both the TRXL1-GST and DUF148-GST
tests were used to define a positive case.We are nowworking
to adapt the assay for use with other animal species.
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