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Noroviruses (NoVs) are recognized as the leading cause of epidemic and sporadic acute gastroenteritis. Early
detection of NoV is crucial to control the spread of the disease. In this study, we evaluated the diagnostic accuracy,
analytical sensitivity, and analytical reactivity of the IDEIA Norovirus assay (an enzyme immunoassay [EIA]) in a
prospective and retrospective study design. A total of 557 prospectively collected fecal samples and a panel of 97
archived fecal samples, including 21 different GI and GII genotypes, were tested by conventional reverse transcrip-
tion-PCR (RT-PCR)/bidirectional sequencing, real-time RT-PCR, and electron microscopy. The sensitivity and
specificity of the EIA were 57.6% and 91.9%, respectively. The sensitivity for detecting NoV in fecal samples from
outbreaks improved from 44.1% when three samples were tested to 76.9% when five samples per outbreak were
tested. The EIA was able to detect strains from 7 GI and 11 GII genotypes. The analytical sensitivity of the EIA was
3.1 � 106 and 1.6 � 107 virus particles g�1 of fecal sample for NoV GI and GII strains, respectively. Most GII
samples positive by EIA had a threshold cycle (CT) of <26.5, and 50% of the GII samples negative by EIA had a CT
of >25.6, suggesting that, although strains from genotypes GI.8, GII.10, and GII.16 were not detected, the low
sensitivity of the EIA is primarily caused by low virus concentration. In conclusion, the current EIA may be of use
as a rapid screening test during a norovirus outbreak investigation when multiple fecal samples are available;
however, sporadic samples should be tested by molecular methods.

Noroviruses (NoVs) cause approximately 23 million infec-
tions each year in the United States, accounting for 60% of the
disease burden caused by known enteric pathogens (35). They
are the leading cause of epidemics of gastroenteritis worldwide
(39) and an important cause of sporadic gastroenteritis ill-
nesses in children and adults (40). Major factors for the public
health impact of NoVs include: (i) great strain diversity (five
genogroups [GI to -V] and 32 genotypes) (33, 52, 53), (ii) low
infectious dose (as low as 18 particles) (46), (iii) prolonged
asymptomatic shedding (3), (iv) environmental stability (10),
and (v) the lack of long-term immunity (38, 46). NoV out-
breaks often occur in semiclosed environments that favor per-
son-to-person transmission, including long-term care facilities,
cruise ships, prisons, hospitals, and recreational facilities (6, 9,
20, 23, 24, 36, 41, 45, 49).

To date, only strains of GI, GII, and GIV have been de-
tected in humans (53), and although several genotypes may
cocirculate in the community, GII.4 strains have been respon-
sible for the majority of the outbreaks since the mid 1990s (54).
Recent studies demonstrated that GII.4 strains have evolved
over time into new emerging variants that have replaced pre-
viously dominant variant strains (4, 32, 43, 53).

Experimental human infection with NoV has shown that

virus shedding may precede clinical symptoms (GI.1 viral load
peak range, 108 to 10 12 copies g�1 of stool) and continues for
several weeks in the presence or absence of clinical symptoms
(3). However, during outbreaks lower viral loads (GI, 104 to
108; GII, 104 to 1010) are typically found (37).

Early detection of NoV is crucial to control the spread of
disease in outbreaks (15, 21). Since the discovery of Norwalk
virus in 1972 by electron microscopy (EM), followed by its
cloning and sequencing in 1990 (25), detection of NoV has
evolved from a conventional reverse transcription-PCR (RT-
PCR) assay in the mid 1990s (2, 51) to real-time RT-PCR
(rRT-PCR) assays, which have become the method in most
clinical laboratories for the diagnosis of NoV (26, 30, 47).
These molecular techniques, combined with sequence analysis,
have resulted in a better understanding of the role of NoV as
the leading cause of epidemic gastroenteritis and an important
cause of sporadic gastroenteritis (18, 40). Several enzyme im-
munoassays (EIAs) for rapid detection of NoV (5, 12, 13) have
been developed recently and are commercially available in
Europe, Japan, and Australia. These EIAs can be applied in
large-scale clinical and epidemiological studies. To overcome
the great antigenic diversity of NoV strains and to allow for
detection of new strains, EIAs require antibodies that cross-
react between NoV genogroups and/or genotypes. Current
EIAs are based on polyclonal or monoclonal antibodies raised
against a panel of different virus-like particles (VLPs). Previ-
ous studies have demonstrated that the sensitivity and speci-
ficity of NoV EIAs vary with the diagnostic goal (outbreak or
sporadic cases) and test design (19), which raises questions
about their usefulness for routine screening of samples.
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In this study, we determined the diagnostic accuracy of a
commercial NoV EIA and assessed its analytical sensitivity and
reactivity by comparing the obtained results with rRT-PCR,
EM, and conventional RT-PCR results. Prospective samples
from three sites as well as samples from a comprehensive panel
of archived NoV genotypes were evaluated.

MATERIALS AND METHODS

Study design. To evaluate the EIA, the IDEIA Norovirus kit (Oxoid Ltd., Ely,
United Kingdom), two separate studies were performed: (i) to evaluate the
diagnostic accuracy and analytical sensitivity, a prospective study with fecal
samples collected during outbreaks was performed; (ii) to evaluate the analytical
reactivity, a retrospective study was performed by testing a panel of archived
fecal samples representing strains of most circulating NoV genotypes, other
enteric viral pathogens, and 10 negative fecal samples for known viral pathogens.
This panel of 97 archived fecal samples had been collected from outbreaks of
acute gastroenteritis in the United States from 2000 to 2007 and had been stored
as whole stool at 4°C. These samples had been tested previously for GI and GII
NoV by real-time TaqMan RT-PCR (rRT-PCR) (47) and genotyped by sequenc-
ing of region C and region D RT-PCR products (29, 50).

Specimen collection. A total of 557 fecal samples (102 outbreaks [with three or
more samples] and 136 sporadic cases) were collected between February and
December 2008 from infants, children, and adults with symptoms of viral gas-
troenteritis (acute onset of nausea, vomiting, abdominal cramps, and diarrhea).
The samples were collected within 72 h of onset of symptoms at the Common-
wealth of Virginia Division of Consolidated Laboratory Services (VA; n � 251),
Oregon State Public Health Laboratory (OR; n � 206), and Colchester Hospital
in the United Kingdom (UK; n � 100).

IDEIA Norovirus kit (EIA). The IDEIA Norovirus kit is a single-plate assay in
which microwells are coated with monoclonal antibodies to both GI and GII
NoV strains. Two different lot numbers of the kit were used during the study
(594141 and 651103). Fecal samples were tested according to the manufacturer’s
instructions upon receipt. Briefly, 10% fecal sample suspensions (clinical samples
or quality controls) were prepared by adding 0.1 g of raw fecal sample or 100 �l
of liquid fecal sample to 1 ml of sample diluent provided with the EIA kit. After
vortexing, solids were removed by centrifugation for 5 min at 6,000 � g. Positive
controls (NoV virus-like particles) and negative controls (sample diluent) which
were provided in the kit and quality control (QC) samples (see below) were
included in each run. One hundred microliters of clarified fecal sample and 100
�l of conjugate were added to each well and incubated for 1 h at room temper-
ature. After washing with freshly prepared wash buffer, 2 drops of substrate were
added to each well and strips were incubated for 30 min in the dark. The reaction
was stopped by adding 2 drops of Stop solution, and optical densities (ODs) were
measured at 450/630 nm with an MRX Revelation spectrophotometer (Dynex
Technologies, Inc., Chantilly, VA.). The cutoff was calculated as the average OD
value for the negative controls plus 0.1. Samples with OD values greater than the
cutoff value plus 0.01 were regarded as positive, and samples with OD values
lower than the cutoff value minus 0.01 were regarded as negative. Samples with
OD values between the cutoff value � 0.01 were retested and removed from the
study if they remained equivocal.

QCs. Eight fecal samples (three NoV negative, two NoV GI positive, and three
NoV GII positive) were provided by Oxoid Ltd. and were included in each EIA
run. Clarified supernatants of the QC samples were stored at �20°C in 100-�l
aliquots.

Inter- and intra-assay reproducibility. To evaluate the interassay reproduc-
ibility of the IDEIA Norovirus kit, the eight QCs were tested in triplicate on the
same day using two different kit lot numbers (594141 and 651103). We also
evaluated the interassay reproducibility between runs for which the eight QC
samples were included in each run throughout the study (10 months). The
intra-assay reproducibility was evaluated by testing replicates of the eight QC
samples in a single run.

Conventional RT-PCR. RNA was extracted from 50 �l of a clarified 10% fecal
suspension using the KingFisher instrument and MagMAX 96 viral RNA isola-
tion kit (Ambion, Austin, TX), according to the manufacturer’s instructions.
RT-PCR was performed using GI- and GII-specific oligonucleotide primers
(regions B, C, and D), currently used for NoV characterization at the CDC, and
the Qiagen (Valencia, CA) one-step RT-PCR kit as previously described (1, 29,
34, 50). Amplified products were analyzed on ethidium bromide-stained 2%
agarose gels.

Bidirectional sequencing. RT-PCR products of appropriate sizes were gel
purified (QIAquick PCR purification kit; Qiagen, Valencia, CA) and sequenced

using the BigDye terminator cycle sequencing ready reaction kit (PE Applied
Biosystems). Sequences were edited by using Sequencher (Gene Core Corpora-
tion, Ann Arbor, MI) and genotyped by local BLAST analysis against NoV
reference sequence databases at CDC. Phylogenetic trees were generated using
TreeCon software (48).

NoV GI/GII TaqMan rRT-PCR. All rRT-PCRs were performed using GI- and
GII-specific probe/oligonucleotide primer sets targeting the ORF1/2 junction
region (47). The protocol was optimized for the Ag-Path one-step RT-PCR kit
(Ambion, Austin, TX) and Applied Biosystems 7500 platform. Standard curves
were generated using 10-fold serial dilutions of NoV GI.4 and GII.4 T7 RNA
transcripts (17). The number of NoV RNA copies in a fecal sample was deter-
mined based on the CT value and corresponding number of RNA copies/�l
extrapolated from the appropriate standard curve (GI or GII).

RT-PCR inhibitors. rRT-PCR-negative samples were retested in the presence
of 3 � 103 copies of GII.4 T7 RNA transcripts (17) to assess the presence of
inhibitors. If inhibition was detected, the sample was removed from the study.

Electron microscopy. Samples were tested according to validated laboratory
standard operating procedures. Briefly, 20% fecal suspensions in phosphate-
buffered saline (PBS) were clarified by centrifugation at 2,500 � g for 30 min.
Supernatants were recovered, and virus was concentrated through 30% (wt/vol)
sucrose by ultracentrifugation at 45,000 � g. Pellets were resuspended in PBS
and clarified by centrifugation at 2,500 � g for 8 min, and 25 �l was transferred
to a petri dish. A 300-mesh Formvar- and carbon-coated grid was floated on the
drop for 15 to 60 min at room temperature. Any excess fluid was blotted, and 25
�l of 2% (wt/vol) phosphotungstic acid (pH 6.5) was added. The grid was air
dried and analyzed under an electron microscope (50,000� magnification) (16).

Diagnostic accuracy. To evaluate the diagnostic accuracy of the EIA, all 557
prospectively collected fecal samples were tested with the IDEIA Norovirus kit,
conventional RT-PCR/bidirectional sequencing, and rRT-PCR. One hundred of
these 557 samples were randomly selected and submitted for EM analysis.

The rRT-PCR and EIAs were performed at different sites but with identical
protocols. All 251 fecal samples collected in VA were tested by rRT-PCR at the
state laboratory and submitted to the CDC for further testing by EIA. All 206
fecal samples collected in OR were tested by rRT-PCR and EIA at the state
laboratory and then submitted to the CDC. All 100 fecal samples from the
United Kingdom were tested by EIA at the hospital and then submitted to the
CDC for further testing by rRT-PCR. In addition, all 557 fecal samples were
tested by conventional RT-PCR/bidirectional sequencing at the CDC. A total of
100 fecal samples (VA and OR, n � 75; UK, n � 25) were randomly selected and
submitted to the Leeds Teaching Hospitals NHS Trust, United Kingdom, no
later than 15 days after collection, and EM was performed within 31 days after
collection. Fecal samples were stored at 4°C throughout the study.

Analytical reactivity. To evaluate the ability of the EIA to detect different NoV
genotypes, a panel of archived fecal samples was assembled, including 77 NoV
GI- or GII-positive samples, 10 samples that tested negative for NoV GI and
GII, and 10 samples that were positive for other enteric viruses (rotavirus, n �
3; sapovirus, n � 3; enterovirus n � 2; astrovirus, n � 2) but were negative for
NoV (Table 1). All samples were tested by using the EIA kit, by conventional
RT-PCR/bidirectional sequencing to confirm the genogroup/genotype, and by
rRT-PCR to determine the CT value at the CDC.

Analytical sensitivity. To estimate the minimum number of viral particles
required for a positive signal with the EIA kit (limit of detection), six fecal
samples (three GI and three GII) were selected based on the following two
parameters: (i) samples that tested positive by EIA and (ii) samples that had a
low CT value (i.e., high copy number) by rRT-PCR. A 20% (wt/vol) suspension
(0.5 g stool in 2.5 ml of buffer) and seven 10-fold serial dilutions were prepared
and tested in triplicate by EM, EIA, and rRT-PCR.

Data analysis. The presence/absence of NoV for each specimen (clinical
diagnostic truth) was determined based on three different criteria or reference
standards: (i) conventional RT-PCR/bidirectional sequencing; (ii) EM; (iii) a
composite reference method algorithm, including EM, conventional RT-PCR/
bidirectional sequencing, and rRT-PCR (Table 2). The median CT value and
interquartile range were calculated for rRT-PCR-positive samples and EIA-
positive and -negative samples; EIA-positive and -negative groups were com-
pared by the rank sum test in SPSS 17.0 (44).

Inter- and intra-assay reproducibility. Statistical analysis was performed using
a two-sample t test between the different lots of the EIA kit (P � 0.05). Means,
standard deviations and percent coefficient of variation were calculated to eval-
uate the inter- and intra-assay reproducibility (8).

Diagnostic accuracy. The diagnostic accuracy of the IDEIA Norovirus kit was
evaluated for individual fecal samples and for outbreaks. An outbreak was
considered positive when two or more samples tested positive. Sensitivity, spec-
ificity, positive and negative predictive values (PPV and NPV, respectively),
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overall agreement, and 95% confidence intervals (CI) were calculated as
previously described (22, 28). Sensitivity levels were compared using the �2

test (P � 0.05).
Analytical sensitivity. The number of particles per gram of fecal sample was

calculated based on the highest dilution in which particles were detected by EM.
The number of NoV RNA copies per gram of fecal sample was calculated for
each sample by rRT-PCR. The limit of detection of the EIA was established as
the lowest number of viral particles (based on EM) and NoV RNA copies g�1

(based on rRT-PCR) that tested positive in at least two of three replicates.

RESULTS

All EIA control samples (positive, negative, and QC) gave
reproducible results in all three sites (CDC, OR, and United
Kingdom). Inter- and intra-assay reproducibility studies did
not show significant differences between lots, runs, or repli-
cates within the same run. Seven of the 557 fecal samples,
including 2 samples that tested equivocal by EIA and 5 samples
that contained RT-PCR inhibitors, were removed from the
study (data not shown).

Diagnostic accuracy of the EIA. The sensitivity and specific-
ity of the IDEIA Norovirus kit ranged from 57.4% to 77.8%
and 79.7% to 91.9%, respectively, when the results were com-
pared by different reference standards. With conventional RT-
PCR/bidirectional sequencing as the reference standard, the
100 samples tested by EM gave sensitivities for EIA, EM, and
rRT-PCR of 57.8% (95% CI, 50.4 to 61.9), 51.6% (95% CI,
44.4 to 55.0), and 100% (95% CI, 93.2 to 100.0), respectively,
and specificities of 88.9% (95% CI, 75.5 to 96.2), 91.7% (95%
CI, 78.9 to 97.8), and 97.2% (95% CI, 84.6 to 99.9), respec-
tively. The sensitivity and specificity of the EM were 51.6%
(95% CI, 44.4 to 55.0) and 91.7% (95% CI, 78.9 to 97.8),
regardless of the reference standard. The sensitivity and spec-
ificity of the rRT-PCR were 96.1% (95% CI, 94.5 to 97.0) and

97.7% (95% CI, 95.3 to 99.1), respectively, with no significant
difference when the RT-PCR/bidirectional sequencing or the
algorithm were included as the reference standard. However,
the sensitivity and specificity of the rRT-PCR decreased to
91.7% (95% CI, 79.0 to 97.8) and 50.0% (95% CI, 42.8 to
53.4), respectively, when the EM was used as reference
standard. The decrease in the rRT-PCR specificity was
caused by 32 samples that tested negative by EM but posi-
tive by rRT-PCR. However, 31 of these 32 samples were
confirmed as NoV-positive by conventional RT-PCR/bidi-
rectional sequencing (data not shown). Therefore, the algo-
rithm (Table 2) was used as reference standard throughout
the rest of the study.

Overall, the sensitivity and specificity of the IDEIA Norovi-
rus kit were 57.6% (95% CI, 55.0 to 59.6) and 91.9% (95% CI,
87.9 to 94.8), respectively (Table 3). The sensitivity and spec-
ificity of the EIA for assessing the cause of an outbreak by
detecting NoV in two or more samples were 58.7% (95% CI,
52.6 to 61.6) and 88.9% (95% CI, 72.2 to 97.0), respectively.
The sensitivity and specificity for detecting NoV in specimens
from sporadic cases of gastroenteritis were 59.0% (95% CI, 50.6
to 64.0) and 93.3% (95% CI, 86.5 to 97.4), respectively. The
sensitivity of the EIA to detect NoV in two or more samples per
outbreak was determined for outbreaks from which three to more
than five samples were collected. A statistically significant in-
crease in sensitivity was observed when 5 samples/outbreak were
tested rather than 3 (z � �2.014; P � 0.044).

The PPV and NPV were 91.5% (95% CI, 87.2 to 94.6) and
59.0% (95% CI, 56.4 to 60.9), respectively, and the overall
agreement of the results was 71.3% when the total data set was
analyzed. When results from sporadic cases were analyzed, the
PPV and NPV were 87.8% (95% CI, 75.3 to 95.2) and 73.7%
(95% CI, 68.3 to 76.9), respectively, and 93.6% (95% CI, 84.0
to 98.3) and 43.6% (95% CI, 35.4 to 47.6), respectively, when
results from outbreaks were analyzed (Table 3).

Analytical reactivity. The IDEIA Norovirus kit uses pools of
4 and 10 monoclonal antibodies specific for different NoV GI
and GII strains, respectively. The panel of archived fecal sam-
ples included 77 specimens representing 8 NoV GI, 13 NoV
GII, 10 NoV-negative samples, and 10 samples positive for
other enteric viruses (Table 1). Cross-reactivity with other en-
teric viruses or false-positives result were not detected (data
not shown). Overall, the EIA detected 7/8 GI and 11/13 GII

TABLE 1. Analytical reactivity study: human norovirus genotypes
and subclusters included in the panel of archived fecal samplesa

Genotype
(subcluster)

GenBank
accession

no.
Reference strain ID No. of

specimens

I.1 L23828 Hu/GI.1/KY89/1989/JP 2
I.2 L07418 Hu/GI.2/Southampton/1991/UK 2
I.3 U04469 Hu/GI.3/Desert Shield 395/1990/SA 1
I.3b AF145709 Hu/GI.3b/Stavanger/1995/NO 2
I.4 AB042808 Hu/GI.4/Chiba/2000/JP 3
I.5 AJ277614 Hu/GI.5/Musgrove/1989/UK 4
I.6 AF093797 Hu/GI.6/Hesse/1998/DE 2
I.7 AJ277609 Hu/GI.7/Winchester/1994/UK 2
I.8 AF538679 Hu/GI.8/Boxer/2001/US 2
II.1 U07611 Hu/GII.1/Hawaii virus/1971/US 3
II.2 X81879 Hu/GII.2/Melksham/1989/UK 4
II.3 U02030 Hu/GII.3/Toronto/1993/CA 10
II.4 (95/96-US) AJ004864 Hu/GII.4/Grimsby/1995/UK 1
II.4 (DenHaag) EF126965 Hu/GII.4/DenHaag89/2006/NL 7
II.4 (Hunter) DQ078814 Hu/GII.4/Hunter 504D/2004/AU 2
II.4 (Yerseke) EF126963 Hu/GII.4/Yerseke38/2006/NL 4
II.4 (Osaka) AB434770 Hu/GII.4/OC07138/2007/JP 2
II.5 AJ277607 Hu/GII.5/Hillingdon/1994/UK 5
II.6 AJ277620 Hu/GII.6/Seacroft/1990/UK 4
II.7 AJ277608 Hu/GII.7/Leeds/1990/UK 4
II.10 AF427118 Hu/GII.10/Erfurt/546/2000/DE 1
II.12 AJ277618 Hu/GII.12/Wortley/1990/UK 3
II.13 AY113106 Hu/GII.13/Fayetteville/2002/US 2
II.14 AY130761 Hu/GII.14/M7/1999/US 2
II.16 AY502010 Hu/GII.16/Tiffin/1999/US 1
II.17 AY502009 Hu/GII.17/CS-E1/2002/US 2

a Norovirus genotypes and subclusters were assigned according to the methods
of Zheng et al. (53, 54).

TABLE 2. Clinical diagnostic truth, based on the composite
reference methods algorithm to determine the presence or

absence of NoV in specimens collected between
February and December 2008

Reference methoda
Clinical

diagnostic
truthrRT-PCR Conventional RT-

PCR/sequence EM

�/� � � �
�/� �/� � �
�/� � �/NA �
� � � �
� � � Indeterminateb

a �/�, positive or negative by the indicated methodology; NA, not available.
b If the EM testing result was negative, then it was counted against IDEIA test

performance in the positive and negative agreement calculation regardless of the
IDEIA norovirus kit test result, unless there was other information (e.g., epide-
miologic information) available to assist in establishing diagnostic truth.
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genotypes tested (Fig. 1). Results showed that GI.1 to GI.4
samples were detected regardless of the virus concentration
(CT range, 19.6 to 37.7), whereas GI.8, showing higher virus
concentration (CT range, 16.2 to 19.7) was not detected. Some,
but not all, GI.5 to GI.7 strains were detected by EIA. Simi-
larly, all GII.5, -7, -13, -14, and -17 samples (CT range, 10.7 to
35.2) were detected, whereas only some GII.1, GII.2, GII.3,
GII.4, GII.6 and GII.12 samples (CT range, 9.7 to 34.5) were
detected by EIA. None of the GII.10 and GII.16 samples (CT

18.7 and 24.9, respectively) were detected by EIA.
Detection of NoV genotypes in samples collected during the

prospective study. A total of 336 fecal samples were positive by
conventional RT-PCR/bidirectional sequencing (Table 4). The
NoV genotypes were determined based on CDC’s reference

database for regions B, C, and D. Thirty-one of 336 samples
(9.2%) were classified as GI, and 305 of 336 (90.8%) were
classified as GII. GII.4 was the most frequently (76.5%) de-
tected genotype, followed by GII.3 (7.7%), GI.4 (5.1%), GI.8
(2.7%), and GII.1 (2.1%). The IDEIA Norovirus kit detected
58% (95% CI, 52.4 to 62.9) of the samples, including most but
not all of the GII.4, GII.3, GI.4, and GII.1 samples. However,
it failed to detect GI.7, GI.8, GI.14, GII.6, GII.9, and GII.14.
Strains from four different GII.4 subclusters (GII.4 DenHaag,
GII.4 Osaka, GII.4 Yerseke, and a novel GII.4 strain) were
detected by RT-PCR/bidirectional sequencing. The percentage
of strains of each GII.4 subcluster detected by the EIA ranged
from 34.0% to 100%, although samples belonging to the Osaka
subcluster were not detected by the IDEIA Norovirus kit.

TABLE 3. Diagnostic accuracy parameters for the IDEIA Norovirus kit

Sample source (n)
Diagnostic accuracy (95% CI) % Overall

agreementSensitivity Specificity PPV NPV

All samples (557) 57.6 (55.0–59.6) 91.9 (87.9–94.8) 91.5 (87.2–94.6) 59.0 (56.4–60.9) 71.3
Outbreaksa,b (102) 58.7 (52.6–61.6) 88.9 (72.2–97.0) 93.6 (84.0–98.3) 43.6 (35.4–47.6) 66.7
Sporadic cases (136) 59.0 (50.6–64.0) 93.3 (86.5–97.4) 87.8 (75.3–95.2) 73.7 (68.3–76.9) 77.9

Outbreaksb with indicated no.
of samples collected

3 (46) 44.1 (34.3–46.9) 100.0 (71.8–100) 93.8 (72.9–99.7) 38.7 (27.9–41.8) 57.4
4 (27) 63.2 (47.9–68.1) 100.0 (62.8–100.0) 92.3 (70.0–99.6) 53.3 (34.0–59.6) 71.4
5 (17) 76.9c (64.6–89.0) 100 (45.4–100.0) 83.3 (70.0–96.4) 40.0 (7.9–71.3) 76.4
	5 (12) 77.8c (55.8–88.3) 100.0 (38.3–100.0) 100.0 (59.6–97.9) 60.0 (20.5–78.9) 83.3

a Outbreaks include three or more samples.
b An outbreak was considered positive if two or more samples were positive.
c Significantly different from outbreaks in which only three samples were collected (P � 0.05).

FIG. 1. Analytical reactivity, based on the NoV genotypes (8 GI and 13 GII) detected by EIA and their CT values. A panel of 77 NoV strains
was tested by EIA and rRT-PCR.

VOL. 48, 2010 DIAGNOSTIC ACCURACY OF NOROVIRUS EIA 2773



Analytical sensitivity. Three GI.4 and three GII.4 samples
that previously tested positive by rRT-PCR and EIA were
10-fold serially diluted and tested in triplicate by EM, EIA, and
rRT-PCR. The number of virus particles in the highest dilution
positive by EM and the number of NoV RNA copies by rRT-
PCR in the highest dilution positive by EIA were used to
calculate the virus concentration per gram of fecal sample. The
limit of detection of the EIA was different for strains of each
genogroup (Table 5). For GI, the average lowest number of
particles required for a positive signal by EIA was 3.1 � 106

particles g�1 of fecal sample (range, 2.1 � 106 to 4.9 � 106),
which corresponds to 4.1 � 107 NoV RNA copies g�1 of fecal
sample. For GII.4, the detection limit was 1.6 � 107 particles

g�1 of fecal sample (range, 6.8 � 106 to 2.1 � 107), or 4.2 � 108

NoV RNA copies g�1 of fecal sample.
Distribution of CT values for GII-positive samples collected

during the prospective study. Because 291 (95.4%) of 305
RT-PCR/bidirectional sequencing-positive GII samples were
also positive by rRT-PCR, we analyzed the distribution of their
CT values and their outcome by EIA (Fig. 2A and B). Overall,
the rRT-PCR GII-positive samples (n � 291) had a median CT

value of 21.5 (interquartile range [IQR], 18.0 to 26.0) (Fig.
2A). The ability of the EIA to detect NoV in this subset of
samples was also analyzed. Only 59.6% (174 of 291) of the
rRT-PCR NoV GII-positive samples were detected by EIA.
There was an overlap in the distribution of CT values between

TABLE 4. Sensitivity of the IDEIA Norovirus kit by genotype for 336 NoV-positive samples by
conventional RT-PCR/bidirectional sequencing

Genotypea Reference norovirus strain GenBank
accession no.

No. of sequenced
specimens

Specimens detected by EIA

No. (%) 95% CI

I.4 Hu/GI.4/Chiba 407/1987/JP AB022679 1 1 (100) 16.8–100.0
Hu/GI.4/Queens Arms/1992/UK AJ313030 3 3 (100) 38.3–100.0
Hu/GI.4/Valetta/1995/MT AJ277616 13 13 (100) 73.4–100.0

I.6 Hu/GI.6/Hesse/1998/DE AB112109 1 1 (100) 16.8–100.0
I.7 Hu/GI.7/Winchester/1994/UK AJ277609 1 0 (0) 0–83.3
I.8 Hu/GI.8/Boxer/2001/US AF538679 9 0 (0) 0–34.5
I.14b Hu/GI.14/Saitama T25GI/2001/JP AB112100 3 0 (0) 0–61.8
II.1 Hu/GII.1/Hawaii/1971/US U07611 7 3 (43) 15.8–75.0
II.3 Hu/GII.3/Arg320/1995/AR AF190817 24 14 (58) 38.8–75.6

Hu/GII.3/Toronto/1991/CA EF202567 2 1 (50) 9.4–90.5
II.4 Hu/GII.4/Yerseke38/2006/NL EF126963 9 6 (67) 35.1–88.3

Hu/GII.4/DenHaag89/2006/NL EF126965 237 139 (59) 52.3–64.7
Hu/GII.4/OsakaCity07138/2007/JP AB434770 1 0 (0) 0–83.3
Hu/GII.4/Apeldoorn317/2007/NL AB445395 10 7 (70) 39.2–89.7

II.5 Hu/GII.5/White river/290/1994/US AF414423 3 3 (100) 38.3–100.0
II.6 Hu/GII.6/Seacroft/1990/UK AJ277620 2 0 (0) 0–71.0
II.7 Hu/GII.7/Gwynedd/273/1994/US AF414409 3 2 (67) 20.2–94.4

Hu/GII.7/Leeds/1990/UK AJ277608 2 1 (50) 9.4–90.5
II.9c Hu/GII.9/ICB2162/1998/BR DQ386959 3 0 (0) 0–61.8
II.14 Hu/GII.14/M7/1999/US AY130761 2 0 (0) 0–71.0

Total 336 194 (58) 52.4–62.9

a Norovirus genotypes and subclusters were assigned according to the methods of Zheng et al. (53, 54) except where indicated.
b Determined according to the methods of Kageyama et al. (27).
c Based on RdRp sequence region (1).

TABLE 5. Analytical sensitivitya

Sample (genotype)
Virus concnb

(particles g�1c/RNA
copies g�1d)

EIA rRT-PCR (CT) EM (no. of
particles)

Minimum detectable virus concne

No. of
particles g�1

No. of RNA
copies g�1

A (GII.4) 2.09E�08/1.15E�10 � 21.3 52,557 2.10E�07 1.15E�09
B (GII.4) 6.80E�07/2.07E�09 � 23.9 16,969 6.80E�06 2.07E�08
C (GII.4) 2.10E�09/5.85E�09 � 25.6 52,321 2.09E�07 5.85E�07
Avg for A, B, and C 1.62E�07 4.20E�08

D (GI.4) 2.12E�08/1.03E�10 � 23.6 5,303 2.12E�06 1.03E�08
E (GI.4) 4.94E�06/6.45E�06 � 27.9 12,370 4.94E�06 6.45E�06
F (GI.4) 2.15E�08/1.41E�09 � 25.3 53,735 2.15E�06 1.41E�07
Avg for D, E, and F 3.07E�06 4.12E�07

a Based on the minimum number of EM-detectable virus particles and NoV RNA copies detected by rRT-PCR required for a positive signal in the EIA (limit of
detection).

b The number of viral particles and number of RNA copies per g of fecal sample in the original (undiluted) specimen.
c Particle counts were calculated based on the EM results.
d The number of NoV RNA copies per g were calculated based on the number of copies/�l in a 20% suspension.
e The number of viral particles or NoV RNA copies per g of fecal sample in the highest dilution positive by EIA.
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EIA-positive samples (CT range, 9.1 to 34.4) and negative
samples (CT range, 14.4 to 40.5) (Fig. 2B). However, a signif-
icant difference in the median CT value of EIA-positive sam-
ples (median CT, 19.1; IQR, 16.5 to 22.9) compared to EIA-
negative samples (median CT, 25.6; IQR, 21.9 to 29.8) was
observed (P � 0.0001).

DISCUSSION

In this study, we evaluated the diagnostic accuracy, ana-
lytical sensitivity, and reactivity of the latest version of the
IDEIA Norovirus assay. The assay showed excellent speci-
ficity (91.9%) and PPV (91.5%) but low sensitivity (57.6%)
and NPV (59.0%). We demonstrated that the lack of sensitiv-

ity of the assay during the prospective study was primarily due
to the low analytical sensitivity (or limit of detection) of the
assay. The kit detects most of the NoV GI and GII genotypes
circulating in humans (53), although some uncommon geno-
types could not be detected.

Laboratory diagnosis of NoV outbreaks relies on the detec-
tion of virus particles by EM, detection of viral RNA by RT-
PCR, or detection of viral antigens by EIA (12, 16, 39). A
critical parameter for evaluating the performance of EIAs is
the selection of the reference method. When using EM as the
reference method we found that the sensitivity of the IDEIA
Norovirus assay was 77.8% and the sensitivity of the rRT-PCR
was 91.7%. The specificity of the rRT-PCR was only 50%,
because 32 samples confirmed as NoV by sequence analysis

FIG. 2. Distribution of CT values of GII-positive samples collected during the prospective study in 291 samples regardless of the EIA result
(A) or positive by EIA (174/291) and negative by EIA (117/291) (B). The median CT value (50th) and interquartile range (25th to 75th) were
calculated for rRT-PCR-positive samples (�) and EIA positive (‚) and negative (E) samples.
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tested negative by EM. Using conventional RT-PCR/bidirec-
tional sequencing as the reference method, the sensitivity of
the rRT-PCR increased to 100%, compared to 57.8% and
51.6% for the EIA and EM, respectively. Therefore, we chose
an algorithm that combined conventional RT-PCR, rRT-PCR,
and EM results as the reference method.

The low sensitivity of the IDEIA Norovirus assay in our
study is similar or higher than previously reported results (5,
11, 12, 19, 42). There are several reasons that could explain the
low sensitivity of the EIA. First, collection of samples at 	72 h
after onset of symptoms is directly correlated with the lack of
detecting NoV by the EIA (12, 18). In addition, storage of fecal
samples for long periods of time before testing may also com-
promise the level of virus, as proteolytic degradation may oc-
cur. In our study, fecal samples were collected and tested
within 72 h after onset of viral gastroenteritis symptoms (12,
19, 42), while in other studies samples were tested by EIA after
storage for 2 to 3 years (11). Second, differences in inclusion
criteria for the fecal samples between different studies may
influence the outcome. For example, in our study, samples
were only included when the clinical symptoms were consistent
with a NoV outbreak. Other studies tested all samples that
were submitted to a public health laboratory (12, 42) or a
subset of samples reflecting the strain diversity, but not neces-
sarily the prevalence of NoVs (5). Finally, the antigenic diver-
sity of the NoV strains may explain the discrepancy in sensi-
tivity of the EIA kit found in different studies. The IDEIA
Norovirus kit uses a cocktail of monoclonal and polyclonal
antibodies generated against virus-like particles representing a
selection of GI and GII genotypes, and certain genotypes may
be missed (5). This was clearly shown in a study where the
sensitivity, but not the specificity, dropped significantly when
samples from 2002, when the pandemic strain GII.4 Farming-
ton Hills emerged, were tested (11, 53), or when samples were
selected to reflect the known NoV genotypes at that time (5).

The low sensitivity of the assay raises serious questions
about the usefulness of this kit for routine screening for NoV.
In our study, the sensitivity of the IDEIA Norovirus assay to
diagnose a NoV outbreak compared to detecting NoV in a
single fecal sample did not differ significantly (58.7% and
59.0%, respectively). However, the sensitivity of the assay to
confirm a norovirus outbreak increased from 44.1% when
three samples were tested to 76.9% when five samples were
tested (19, 42). A previous study using statistical analysis dem-
onstrated that when at least five fecal samples per outbreak are
tested, finding two out of five samples positive was sufficient to
diagnose an outbreak as NoV with at least 95% confidence,
with a test sensitivity of 72% (14). However, in our study,
71.6% of the outbreaks had less than five samples, which in-
creased the risk of false-negative outbreaks.

With the great genetic and antigenic diversities of human
NoV strains (3 genogroups [GI, GII, and GIV] and at least 25
genotypes) (53) and the continuous emergence of new strains
(43, 54), it is crucial that a diagnostic test detects the wide
antigenic variety of contemporary NoV strains. The IDEIA
Norovirus assay successfully detected strains from seven geno-
types in fecal samples collected during the prospective arm of
the study, but it failed to detect strains of another six genotypes
(GI.7, GI.8, GI.14, GII.6, GII.9, and GII.14). However, in the
retrospective study, 18 of the 21 genotypes were detected and

only strains of GI.8, GII.10, and GII.16 were missed. The
failure to detect specific NoV genotypes was also reported in
previous studies (19), but unlike our study, no contemporary
strains were included in those earlier studies. For GII.4 strains,
the majority of the samples with a CT lower than 26.5 tested
positive by the EIA kit, which suggests that although a few
genotypes are not detected in the EIA kit (e.g., GI.8), the low
sensitivity for samples collected during the prospective study is
primarily caused by an insufficient amount of virus (analytical
sensitivity).

Our study is the first to estimate the detection limit of a
commercial norovirus EIA. The lowest number of GII.4 RNA
copies that resulted in a positive signal by EIA was 4.20 � 108

copies g�1 of fecal sample, which equals a CT value of 25.6
based on the standard curve. Fifty percent of the GII samples
that tested negative by EIA had a CT value higher than 26.5,
suggesting that this is the approximate detection limit of the
EIA. For GI.4, the lowest number of NoV RNA copies g�1 of
fecal sample that resulted in a positive signal by EIA was
4.94 � 106, which equals a CT value of 27.9 based on the
standard curve. During the first 48 h of a NoV outbreak, the
viral load in fecal samples ranges from 107 to 108 copies g�1 (7,
31, 37), which suggests that samples that are collected later
than 48 h after the onset of symptoms could be missed by the
IDEIA Norovirus kit. However, additional studies are needed
to evaluate the limit of detection of other genotypes.

In summary, the IDEIA Norovirus assay showed excellent
specificity and PPV but low sensitivity and NPV both for out-
breaks as well as for samples from sporadic cases. The low
NPV indicates that EIA-negative results need to be confirmed
by RT-PCR, but a positive result strongly correlates with the
presence of NoV. The kit successfully detected 18 of the 21
genotypes evaluated and demonstrated that at least 107 virus
particles g�1 of fecal sample are required for a positive signal.
Taken together our data demonstrate that (i) the IDEIA No-
rovirus kit should only be used for samples collected during an
outbreak; (ii) samples should be collected preferably during
the first 48 h after onset of symptoms; and (iii) testing more
than five samples per outbreak significantly increases the like-
lihood of a positive NoV diagnosis for the outbreak.

In conclusion, the IDEIA Norovirus kit may be useful for
rapid screening of fecal samples collected during an outbreak
of acute gastroenteritis. However, negative samples will have
to be confirmed by a second technique, such as rRT-PCR.
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