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SARS-CoV-2 antigen lateral flow tests for detecting infectious 
people: linked data analysis
Jonathan J Deeks,1,2 Anika Singanayagam,3,4 Hamish Houston,3 Alice J Sitch,1,2 Seran Hakki,3 
Jake Dunning,5 Ajit Lalvani3

AbstrAct
Objectives
To investigate the proportion of lateral flow tests (LFTs) 
that produce negative results in those with a high 
risk of infectiousness from SARS-CoV-2, to investigate 
the impact of the stage and severity of disease, 
and to compare predictions made by influential 
mathematical models with findings of empirical 
studies.
Design
Linked data analysis combining empirical evidence 
of the accuracy of the Innova LFT, the probability of 
positive viral culture or transmission to secondary 
cases, and the distribution of viral loads of SARS-
CoV-2 in individuals in different settings.
setting
Testing of individuals with symptoms attending 
NHS Test-and-Trace centres across the UK, residents 
without symptoms attending municipal mass testing 
centres in Liverpool, and students without symptoms 
screened at the University of Birmingham.
ParticiPants
Evidence for the sensitivity of the Innova LFT, based 
on 70 individuals with SARS-CoV-2 and LFT results. 
Infectiousness was based on viral culture rates on 246 
samples (176 people with SARS-CoV-2) and secondary 
cases among 2 474 066 contacts; distributions 
of cycle threshold (Ct) values from 231 497 index 
individuals attending NHS Test-and-Trace centres; 70 
people with SARS-CoV-2 detected in Liverpool and 62 
people with SARS-CoV-2 in Birmingham (54 imputed).

Main OutcOMe Measures
The predicted proportions who were missed by LFT 
and viral culture positive and missed by LFT and 
sources of secondary cases, in each of the three 
settings. Predictions were compared with those made 
by mathematical models.
results
The analysis predicted that of those with a viral culture 
positive result, Innova would miss 20% attending an 
NHS Test-and-Trace centre, 29% without symptoms 
attending municipal mass testing, and 81% attending 
university screen testing without symptoms, along 
with 38%, 47%, and 90% of sources of secondary 
cases. In comparison, two mathematical models 
underestimated the numbers of missed infectious 
individuals (8%, 10%, and 32% in the three settings 
for one model, whereas the assumptions from 
the second model made it impossible to miss an 
infectious individual). Owing to the paucity of usable 
data, the inputs to the analyses are from limited 
sources.
cOnclusiOns
The proportion of infectious people with SARS-CoV-2 
missed by LFTs is substantial enough to be of clinical 
importance. The proportion missed varied between 
settings because of different viral load distributions 
and is likely to be highest in those without symptoms. 
Key models have substantially overestimated the 
sensitivity of LFTs compared with empirical data. An 
urgent need exists for additional robust well designed 
and reported empirical studies from intended use 
settings to inform evidence based policy.

Introduction
The use of lateral flow tests (LFTs) to detect SARS-CoV-2 
has proliferated worldwide.1 In the UK, twice weekly 
testing is encouraged in people without symptoms 
and is currently freely available to all (test to detect).2 
One-off use has been recommended before visiting care 
home residents and attending social gatherings (test to 
protect)3 and large scale events (test to enable).4 5 LFTs 
were recently (until February 2022) used for vaccinated 
travellers returning to the UK, and they are also used 
to end self-isolation after a positive test result (test 
to release). LFTs are cheap and can quickly provide 
results, limiting delays to self-isolation, which is known 
to reduce transmission.6 Although empirical data show 
LFTs give a positive result when virus is present on a 
swab in high quantities,7 and therefore can detect 
people who are likely to be infectious, the proportion 
missed who are infectious has not been evaluated.

As dedicated studies of LFT performance in specific 
applications are scarce, policy decisions on the use of 
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WhAt Is AlreAdy knoWn on thIs topIc
Lateral flow tests (LFTs) for SARS-CoV-2 are recommended for widespread use, 
particularly to detect infection in those without symptoms
LFTs only detect SARS-CoV-2 when large quantities of virus are present in 
samples—individuals with high levels are more likely to have active infection and 
be infectious than those with lower levels; hence the tests have been advocated 
for detecting infectiousness
No studies have directly evaluated the proportion of infectious people that LFTs 
detect because no reference standard exists for infectiousness, and current 
policy has been supported by predictions from mathematical models rather than 
empirical evaluations

WhAt thIs study Adds
The proportion of people with markers of infectiousness missed by the Innova 
LFT depends on the distribution of viral loads in the population tested
When testing people without symptoms, higher proportions of people who are 
infectious are most likely to be missed
The current analysis of these empirical data highlights inaccuracies in the 
assumptions made by key models about the relationships between viral loads 
and infectiousness, resulting in an overestimation of test sensitivity
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LFTs have largely been supported by mathematical 
models. However, key assumptions have been made 
about the relationships between the distribution of 
viral load, estimates of diagnostic sensitivity, and 
measures of infectiousness.8-10 Simplistic approaches 
have been adopted where it is assumed that those with 
viral loads above a fixed threshold (often assumed to 
be 106 copies/mL)) are highly likely to be infectious, 
whereas those with viral loads below the threshold 
are assumed to have little infectious virus.11 The 
same assumptions have been used to suggest that 
LFT sensitivity estimates should be recalibrated when 
considering the detection of infectious disease.12 These 
assumptions, which so far have rarely been based 
on empirical data analysis, prompt claims that LFTs 
identify many currently infectious individuals and 
only give a negative result during the pre-infectious or 
post-infectious phases.1 8 13 14 To date, only one study 
has used empirical data to produce these predictions.15

As the proposed use of LFTs for test to enable, test 
to protect, and test to release requires false negative 
results to be minimised,16 an assessment of the current 
evidence base to understand the sensitivity of LFTs for 
detecting infectious people within such applications 
is critical. Without this understanding, the resulting 
impacts on transmission cannot be accurately 
ascertained. Although LFTs are cheap, it will not be 
possible to perform formal cost effectiveness analyses 
of LFTs for specific community based applications 
until these impacts are better understood.

Difference in sensitivity between polymerase chain 
reaction and lateral flow tests
LFTs detect SARS-CoV-2 viral protein (antigen) and are 
less sensitive than reverse transcription polymerase 
chain reaction (RT-PCR) tests, which detect SARS-CoV-2 
genetic material (RNA).7 Test sensitivity is related to the 
amount of virus in a sample, with the limit of detection 
being the lowest amount that a test can accurately 
detect. Although direct comparisons have been limited, 
the lowest amount of virus detectable by LFTs and RT-
PCR tests has been shown to differ by several orders 
of magnitude,17-22 and one study suggests RT-PCR 
tests can detect SARS-CoV-2 earlier than LFTs.23 Lower 
limits of detection are often quantified in serial dilution 
studies. In these studies, there is no difference between 
the virus that LFTs detect and the virus that LFTs miss 
in its capacity to infect human cells—the issue is simply 
whether the quantity of virus in the sample is sufficient 
to register on the test. An understanding of whether 
the lower limits of detection of LFTs are adequate to 
identify those who are infectious is important.

challenges in defining a reference standard for 
infectiousness
Evaluating the accuracy of a test requires a target 
condition (the disease state to detect) and a reference 
standard to establish whether an individual does or 
does not have the target condition.24 25 In the case 
of SARS-CoV-2, there is no agreed target condition 
for infectiousness and no reference standard that 

accurately distinguishes current active infection from 
recent infection at the time of testing.16 The results of 
RT-PCR tests can remain positive for an average of 17 
days after initial infection,26 including a period after 
active infection has subsided (a post-infectious period). 
Two quantities likely to be related to both current active 
infection and infectiousness at the time of testing (but 
too inaccurate to be considered a reference standard) 
are direct evidence of transmission to secondary cases 
(ie, those who acquired the virus from an infected 
individual) and the ability to culture virus in laboratory 
cell lines, aligning with the Medicines and Healthcare 
Products Regulatory Agency definition of a relevant 
target condition of “current active infection” as “an 
infection in which the causative organism has the 
potential, either now or in the future, to cause disease 
or onward transmission.”27

Influential models, however, have focused on a 
narrower target condition of identifying individuals 
who are supposedly infectious at the time of testing.8 In 
some models, infectiousness and the sensitivity of LFTs 
are both defined using viral load thresholds, which can 
mean it is highly unlikely (or even impossible) for LFTs 
to miss an individual who is infectious. For example, a 
model might assume the sensitivity of LFTs to be 100% 
below a given viral load and define all people who are 
infectious to be below this same threshold, meaning 
no infected individual can be missed.

estimating how reliably lFts detect infectiousness
Just as LFT sensitivity depends on viral load, the 
probabilities of a positive viral culture result and 
secondary transmission are also related to viral load. 
Viral load can be measured from upper respiratory 
tract swabs using a quantitative RT-PCR with 
appropriate standard curves, but often is inferred 
semiquantitatively using cycle threshold (Ct) values 
from diagnostic laboratory RT-PCR assays, which 
report the number of reaction cycles required before 
virus is detectable (lower values indicating higher viral 
load).

In this article we link available empirical data 
describing the viral load (Ct value) distributions 
from populations in three intended use settings for 
LFTs, and the relationships between viral load and 
LFT sensitivity, probability of a positive viral culture 
result, and probability of secondary transmission. 
We calculate estimates of how well a LFT used in 
these settings would detect individuals with features 
that make them at high risk of being infectious, 
compare our empirically based predictions with the 
assumptions and outputs of two influential models,8 9 
and investigate how future tests that can detect SARS-
CoV-2 at lower viral loads would identify those who are 
likely to be infectious.

Methods
inclusion criteria, selection, and extraction
We focus on the Innova assay (widely distributed in 
the UK) and consider its application in UK test settings. 
We undertook repeated searches and surveillance 
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of preprints and unpublished reports of studies of 
LFTs for the Cochrane review of rapid tests for SARS-
CoV-2 (see supplementary material for details of 
search strategies and studies7). From these searches 
we identified studies that reported the accuracy of 
Innova in real world settings stratified by viral load or 
Ct value, together with distributions of cases by viral 
load or Ct value in settings where the test was applied. 
From the search and citation tracking of articles in 
the specialty, we identified studies that reported 
on the relationship of viral load with viral culture 
and secondary attack rates. We aimed to identify 
studies of these relationships with sample sizes large 
enough to provide estimates of the risk of culture and 
transmission across the full range of viral loads. We 
also required availability of equations to convert Ct 
values to viral loads to harmonise data from different 
RT-PCR machines.

Two authors (JJD and AJS) independently extracted 
data from published or preprint versions of papers, 
with discrepancies resolved by consensus. Data from 
figures were digitised (Quintessa, Graph Grabber 
Version 2.0.2) and means of multiple duplicate 
extractions used.

The supplementary material provides full details 
of the equations and methods used. For ease of 
standardisation given the data available, we elected to 
express viral loads in terms of Ct values produced by 
the RT-PCR assay used by the Lighthouse laboratories. 
On this scale a viral load of 106 viral copies/mL 
corresponds to a Ct value of 18.3, 105 viral copies/mL to 
a Ct value of 21.3, and 104 viral copies/mL to a Ct value 
of 24.4.28 We produced equations that allowed us to 
predict the sensitivity of the Innova assay, probability 
of viral culture success, and probability that a case 
would infect a secondary case based on Ct value.

Predicting the proportion of people who would test 
negative on lFt but positive for viral culture and 
transmission
Our focus was to identify the joint probability that 
people are likely to be infectious (in that they have a 
viral culture positive result or are a secondary case) 
and that they test negative on Innova. At each Ct 
value, the probability that an individual with a positive 
culture result is missed is obtained by multiplying 
the probability of culture positivity at that Ct value 
by 1−sensitivity of the test at that Ct value. Similarly, 
the probability that an infected individual is missed 
who is the source of a secondary case is obtained by 
multiplying the probability of being a secondary case 
by 1−sensitivity of the test at that Ct value.

These predicted probabilities were applied to 
distributions of Ct values from field studies of Innova in 
intended use settings to predict the total percentage of 
missed infected individuals who would be detectable 
on RT-PCR, viral culture positive, and a source of 
secondary cases. Estimates of the total percentages 
of people in each setting who would be viral culture 
positive and a source of secondary cases were obtained 
in a similar way.

comparison with previous models
Two influential models cited in testing policy 
documents (box 1) are considered—one from the UK9 
and one from the US.8 We applied the functions for 
sensitivity and infectiousness used in these models 
to the distributions of Ct values from the same field 
studies of Innova in intended use settings, and 
estimated the percentage of people with viral culture 
positive and false negative results on the LFT and a 
source of transmission and false negative on the LFT, 
and compared these results with the empirical data.

simulating the impact of lFts with lower limits of 
detection
We simulated tests able to detect lower levels of virus 
by translating the curve for the sensitivity of the Innova 
LFT by changes equivalent to 101-fold, 102-fold, 
103-fold, and 104-fold lowering of the lower limit of 
detection (each step equivalent to a Ct change of 3.05). 
This model assumes that at each step the sensitivity of 
the test improves at each Ct value to be equivalent to 
that of the Ct value minus 3.05 for the previous test in 
the sequence.

Patient and public involvement
No patients or members of the public were involved in 
the design, conduct, reporting, or dissemination plans 
of our research. Patient and public involvement will 
have contributed to the primary studies that are used 
in our linked data analysis. Our linked data analysis 
required specialist input; it was not possible to provide 
training to enable patient and public involvement. We 
were aware from engagement of the general public 
that further information on the ability of LFTs to detect 
infectious people with SARS-CoV-2 was desired.

results
viral load distribution from innova field studies in 
intended use settings
Datasets were obtained for Ct values for testing in three 
settings: symptomatic testing at an NHS Test-and-
Trace centre,15 mass testing in Liverpool in residents 
without symptoms,28 and in students at the University 
of Birmingham32 (see box 1).

sensitivity of innova
Two evaluations of the Innova LFT in real world 
settings by non-healthcare workers were identified 
that presented findings stratified by Ct value that 
could be converted to viral load (see supplementary 
material). Data from mass testing in Liverpool28 were 
used for sensitivity (70 RT-PCR positive people with 
non-void LFT results) over data from the University of 
Birmingham32 (eight RT-PCR positive people) based 
on sample size (see box 1). The top panel in figure 1 
shows the reported proportion detected (with 95% 
confidence intervals) in each of four Ct categories, with 
the fitted curve allowing prediction of sensitivity at 
each Ct value. The sensitivity of Innova was predicted 
to be >95% at Ct values ≤14 (2.6×107 viral copies/mL) 
but <50% at Ct values ≥22 (6.1×104 viral copies/mL).
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viral culture and secondary transmission rates
Similar risks have been shown across the full range 
of viral loads in viral culture samples from two large 
cohorts29 30: the Public Health England Colindale 
cohort was used because a conversion equation from 
the laboratory enabled us to approximate Ct values to 
viral loads (personal communication, 2021) (see box 
1).29 The middle panel in figure 1 shows the reported 
proportion who were culture positive (with 95% 
confidence intervals) in each of the five Ct categories 
reported, with the fitted curve allowing prediction of 
culture positive rates at each Ct value. Viral culture 
rates varied from 95% at Ct values <11 to <10% at Ct 
values >26.27

Two studies were identified that reported secondary 
transmission rates,31 33 but only the NHS Test-and-Trace 
data provided estimates at lower viral loads (see box 1). 
As no raw data were reported, the risk relationship was 
extracted from the fitted curve. The middle panel in 

figure 1 shows the relationship between Ct value and 
secondary transmission, with rates declining from 11% 
at Ct values of 15, to 4% at Ct values of 29.34 Importantly, 
no step change is discernible related to a minimal level 
of virus for positive viral culture or transmission.

How sensitive is innova for detecting infectious 
people?
The bottom panel in figure 1 shows at each Ct value the 
joint probability that an individual would be culture 
positive or a source of secondary transmission and 
would have a false negative result on the Innova LFT. 
The probabilities are low at low Ct values (when infected 
people will be successfully detected by the test) but 
rise as Ct values increase (and the sensitivity of the test 
decreases). The probability of an infected individual 
being missed and viral culture positive is >10% at 
Ct values between 18 and 25; and the probability of 
being missed and a source of transmission is >3% for 

box 1: sources of data

liverpool: sensitivity of innova in asymptomatic mass testing, and distribution of ct values28

5869 Liverpool residents were dual tested with Innova and reverse transcription polymerase chain reaction (RT-PCR) undertaken at a Lighthouse 
laboratory, 74 of whom had a positive test result on RT-PCR and 70 of those had a non-void LFT result. Figure 1 shows the numbers tested and the 
sensitivity of Innova, by Ct value. This pilot was the largest evaluation of an LFT with mass testing by non-healthcare workers, and it provides results 
most likely to be applicable to current implementation.
Public Health england, colindale: relationship of ct values and viral culture29

Virus culture on vero E6 cells was attempted in 324 upper respiratory tract samples from 253 infected people who tested positive for SARS-CoV-2 by 
RT-PCR. Virus was isolated from 133 (41%) of the samples (n=111 infected people) as presented in figure 1, grouped by Ct value. The distribution of 
viral culture positivity closely agrees with that observed in a larger set from Marseille.30 We preferred to use the Public Health England data owing to 
the availability of a calibration study from this laboratory that was used to convert Ct values into viral copy numbers, allowing comparison with data 
from the Lighthouse laboratory assay (personal communication, 2021). A caveat is that this calibration study was performed using a standard curve 
using Orf1ab RNA, in the absence of an RdRp equivalent. Further work (unpublished) from the laboratory has shown that Orf1ab and RdRp Ct values 
are similar from the same samples, with additional analysis performed to assess for effects of differences in assay format. Therefore, despite the 
caveats discussed, we consider these to be the best available data at the present time.
nHs test and trace: relationship of viral load and transmission with distribution of ct values15 31

Data were analysed from the NHS Test-and-Trace system to investigate the probability of contacts of known infected people who were tested using 
the Lighthouse laboratory becoming infected. Contacts were identified who had a RT-PCR test within 10 days of the index case and were named only 
by a single case. Of 2 474 066 eligible contacts, 231 498 (9.4%) tested positive by RT-PCR. Logistic regression was used to estimate the relationship 
between RT-PCR confirmed infection in contacts and the index case’s Ct value using splines to account for non-linearity in continuous variables. 
The fitted line was digitally extracted from the paper and a simple logistic function was found adequate to regenerate it. An earlier version of the 
manuscript included a histogram providing the distribution of Ct values in index cases.15

university of birmingham student testing; distribution of ct values10

Before they returned home at the end of 2020, more than 7000 students at the University of Birmingham were tested once by trained non-healthcare 
workers using Innova. All those who tested positive, and a 10% sample of those who tested negative, were verified by RT-PCR in the university NHS 
Turnkey laboratory using the same assay as the Lighthouse laboratories. Ct values for the two true positives and six false negatives were available. As 
only 10% of the students with a negative result with Innova were tested, Ct values for false negatives were imputed (nine for every one observed) with 
three at the observed value, two each ±1 Ct value, and one each ±2 Ct values compared with the observed.
Mathematical models of infectiousness8 9

Quilty et al (the Edmunds model) used an agent based model to simulate the viral load dynamics of exposed contacts each day and predicted onward 
transmission under different quarantine and testing strategies.9 The authors included testing using either RT-PCR or LFTs. The model assumed a four 
level function of sensitivity for LFTs across Ct values, and that individuals were infectious if Ct values were <30. The model predicted that releasing 
individuals from quarantine if they had a negative LFT result on day 7 after exposure, or daily testing using a LFT without quarantine, would create 
reductions in transmission equivalent to 14 days of post-exposure quarantine.

Larremore et al (the Mina model) used compartmental and agent based models to simulate the viral load dynamics of infected individuals each 
day, and considered how tests with lower levels of detection of 105 viral copies/mL and 103 viral copies/mL performed in detecting infectious 
individuals.8 Participants with viral loads >106 viral copies/mL were considered infectious. Comparisons were made between the two tests, and 
between different testing frequencies. Little difference was found between the tests, whereas more frequent testing led to larger reductions in the 
time spent infectious and not self-isolating.
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Ct values between 22 and 32. At higher Ct values the 
probabilities of being viral culture positive or a source 
of onwards transmission are low. Thus although many 
infected people with high Ct values will be missed, 
they are unlikely to be viral culture positive or transmit 
infection to others.

What is the impact of different applications on the 
ability of lFts to detect infectious people?
The distribution of viral loads (Ct values) determines 
the impact of the risks in figure 1 (bottom panel) on the 
effectiveness of any public health strategy where LFTs 
have been applied. Figure 2 shows the distributions of 
Ct values in three settings overlaid with the predicted 
risks of missing people with a positive viral culture 
result (figures in left panel) and transmission (figures 
in right panel).

Ct values in people with presumed symptoms from 
the NHS Test-and-Trace programme (fig 2, top two 
panels) showed higher viral loads (lower Ct values) 
than other settings. The analysis predicts that the 
following would be missed by the Innova LFT: two 
fifths of those with SARS-CoV-2 detectable on RT-PCR 
(38%), one fifth (20%) with a positive viral culture 
result, and two fifths (38%) who are a source of 
transmission (table 1).

In the other two settings, people without symptoms 
were tested and viral loads were lower (ie, higher 
Ct values) (fig 2, middle and bottom panels). The 
percentages of people predicted to be viral culture 
positive or sources of transmission were lower, as 
expected, but the ability of the test to identify them 
correctly also decreased. In Liverpool and Birmingham, 
the analysis predicts that the Innova LFT would miss 
59% and 92% of those with a positive RT-PCR result, 
respectively, 29% and 81% of those with a positive 
viral culture result, and 47% and 90% who are a 
source of transmission.

How do the predictions of test sensitivity compare 
with observed sensitivity?
The predicted proportion of infected people detectable 
by RT-PCR match closely with the observed sensitivity 
data from the three settings. The observed sensitivity 
of the Innova LFT from the Porton Down/University of 
Oxford study was 58% (95% confidence interval 52% 
to 63%)22 (when tested by non-healthcare workers) 
compared with a prediction of 62%; in Liverpool 
40% (28% to 52%) were detected28 compared with a 
prediction of 41%, and in Birmingham 3% (1% to 16%) 
were detected32 compared with a prediction of 8%. 
This close similarity between observed and predicted 
sensitivity illustrates that the observed differences 
between settings are likely largely driven by differences 
in the distribution of viral load, which in turn relates to 
the clinical disease spectrum and the timepoint in the 
course of infection when individuals are tested.

How do these estimates compare with previous 
models?
We consider the two key models: a UK model from the 
Edmunds group described in Quilty et al9 and a US 
model from the Mina group described in Larremore et 
al8 (see box 1), which have been cited in government 
reports and policy documents. Both models simulate 
a viral load for individuals on each day (created by 
modelling a trajectory of viral loads over time) and 
classify individuals as infectious during times when 
viral loads are above a chosen value indicative of 
infectiousness and classify them as detected when they 
are above a chosen value relating to the lower level 
of detection of the test. The models use probabilistic 
functions for infectiousness and sensitivity at viral 
loads above these lower limits (fig 3). The findings 
are strongly influenced by whether the lower limit at 
which individuals are deemed infectious is higher or 
lower than the lower limit at which the test detects 
infectiousness.
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The UK model cites laboratory studies of the Innova 
LFT as the source for its sensitivity function.22 The 
top panel in figure 3 shows that the UK model’s four 
level function overestimates the sensitivity of the test 
compared with the real world sensitivity data from the 
Liverpool mass testing pilot.28 The US model used a 
simplistic single step function for sensitivity, from 0% 
to 100% at either 100 000 viral copies/mL (Ct=22.3, 
shown) or in a sensitivity analysis at 1000 viral 

copies/mL (Ct=33.6, not shown), both overestimating 
sensitivity at high viral loads and underestimating at 
low viral loads.

The UK model cites the same source for its 
infectiousness function as used in our empirical 
analysis for probability of viral culture,29 but modelled 
infectiousness using a constant risk for high viral loads 
below the Ct value of 30, and with zero risk at lower 
viral loads at and above a Ct value of 30 (fig 3, middle 
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panel). This consideration of infectiousness as a binary 
yes or no concept related to viral load is contrary to the 
empirical evidence cited. The US model assumed a 
lower limit of infectiousness at 1 000 000 viral copies/
mL (Ct=18.3), above the lower limit of detection of the 
test, and modelled the increase in infectiousness as 
linear (shown), exponential, and step functions with 
Ct values (sensitivity analyses, not shown).

The bottom panel in figure 3 shows the risk of people 
being both infectious and having a false negative result 
at each Ct value for both models. The UK model shows 
a risk of 5% at low Ct values, with an increased risk 
only for Ct values between 27 and 29.9 and no risk 
at higher values. Applying this risk function predicts 
much lower risks of infectious people having a false 
negative result than the empirical data (8%, 10%, and 
32% in NHS Test-and-Trace, Liverpool mass testing, 
and University of Birmingham settings (table 1).

The US model assumed a lower limit for infectiousness 
above the level of viral load where tests were assumed 
to have 100% sensitivity, creating an extreme scenario 
where few infectious people are ever predicted and none 
are ever missed (fig 3, bottom panel). This feature does 
not change across the sensitivity analyses considered 
in the paper. This combination of assumptions means 
the model is destined to estimate sensitivity for 
infectiousness as 100% in all settings (table 1). No 
differences in sensitivity between tests considered in 
the paper with lower limits of detection of 103 and 105 
are observed, as both have 100% sensitivity at viral 
loads <106 viral copies/mL lower limit of infectiousness. 
Consequently, the authors’ conclusion that the low 
sensitivity of the tests does not materially affect their 
suitability for use in mass testing8 created by this 
combination of unrealistic assumptions, is misleading. 
The small difference between tests with different lower 
levels of detection in the authors’ analysis results from 
the time point when infections are first detected being 
earlier with more sensitive RT-PCR tests when used in a 
daily schedule.

How much more sensitive do lFts need to be to 
detect infectious people?
We simulated tests able to detect increasingly lower 
levels of virus by translating the curve for the sensitivity 
from the top panel in figure 1 to reflect increases 
equivalent to detection of 10-fold, 100-fold, 1000-
fold, and 10 000-fold lower concentrations of viral 
copies/mL (each step corresponding to a 3.05 decrease 
in Ct values28 31). Substantial increases in detection of 

table 1 | Predicted sensitivity of innova lateral flow test to detect people with a positive viral culture result and who are a source of transmission 
compared with predictions from models. values are percentages

sources of data

all cases viral culture positive source of transmission uK (edmunds) model: Quilty et al9 us (Mina) model: larremore et al8

Predicted 
sensitivity Predicted

Predicted 
sensitivity Predicted

Predicted 
sensitivity

Predicted 
infectious

Predicted sensitivity 
for infectiousness

Predicted 
infectious

Predicted sensitivity 
for infectiousness

NHS Test-and-Trace 
centre (symptomatic) 62 46 80 8 62 93 92 8 100

Liverpool mass testing 
pilot (asymptomatic) 41 46 71 6 53 74 90 3 100

University of Birmingham 
students (asymptomatic) 8 9 19 4 10 31 68 0 -

Innova (empirical)
Edmunds (model)
Mina (model)

Viral culture (empirical)
Edmunds (model)
Mina (model)
Secondary cases (empirical)

Viral culture (empirical)
Edmunds (model)
Mina (model)
Secondary cases (empirical)
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empirical evidence sources for sensitivity on the innova lateral flow test,28 probability 
of positive viral culture,29 and risk of secondary transmission31
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infected people predicted to have viral culture positive 
results or to be sources of transmission are seen with 
more sensitive tests (table 2). In the NHS Test-and-Trace 
and Liverpool mass testing settings, the Medicines and 
Healthcare Products Regulatory Agency’s guidance on 
a minimum sensitivity of 97% to rule-out infection27 is 
met by tests able to detect viral loads 1000 to 10 000 
times lower than the current performance of the Innova 
LFT, which might not be achievable, or might require a 
combination of tests.

discussion
Principal findings and comparison with other 
studies
LFTs are an important tool in controlling the covid-19 
pandemic because they are cheap, provide results 
quickly, and are widely available, reducing delays to 
self-isolation when a positive test result is detected. 
These public health benefits may outweigh the limited 
sensitivity of LFTs and might prove cost effective for 
certain applications. However, claims that LFTs can 
identify “the vast majority who are infectious” are 
likely overstated and risk providing false reassurance to 
those seeking to rule-out infection.2 Establishing how 
well tests detect current active SARS-CoV-2 infection or 
infectiousness is challenging as no accurate reference 
standard exists as a comparator. Instead, the ability of 
the test to identify those with established markers for 
infectiousness (namely positive viral culture result or 
sources of secondary cases) can be assessed. Using an 
analysis linking six sources of empirical evidence, we 
have shown that the current Innova LFT is predicted to 
miss substantial proportions of infectious individuals 
based on these established markers. The findings 
raise concerns about the utility and cost effectiveness 
of applying LFTs in test-to-enable and test-to-protect 
applications—further evaluation is required.

We have shown that infectious individuals are at 
most risk of having a false negative test result when 
their viral load is in the middle range of Ct values 
(between Ct values 18 and 25, we estimate a >10% 
probability that an individual with SARS-CoV-2 is 
missed by LFT and is also viral culture positive). The 
observed sensitivity of the test varies when used in 

different populations because of spectrum effects.35 

36 Thus, estimates of observed sensitivity for the test 
in one setting cannot be generalised to other settings, 
particularly when it is expected that the distributions of 
viral load will differ. The settings compared here show 
that differences can be large, with observed sensitivity 
being highest when average viral loads are high (eg, 
symptomatic testing) and low when average viral loads 
are lower (eg, testing asymptomatic students).

The impact of setting on performance shows that 
it is critical to monitor how LFTs perform in different 
applications to enable evidence based policy decisions. 
For example, monitoring LFT sensitivity in school 
children is urgently required37 as data show that viral 
kinetics might differ between children and adults, with 
viral loads potentially lower in children, which would 
put them at greater risk of false negative test results38 
and lead to outbreaks in schools should false negative 
test results give false reassurance.

The UK criteria for RT-PCR testing of people with 
symptoms are narrow.39 Recent research, highlighted 
in UK media, has raised public awareness of the 
broader range of symptoms of covid-19,40-42 and 
anecdotal evidence suggests widespread use of LFTs 
for symptomatic testing. Our findings raise concern 
that LFTs might provide false reassurance to those with 
unofficial symptoms, using the test result to rule-out 
infection.

Some models that claim LFTs work well as tests 
for infectiousness have assumed infectiousness only 
occurs above fixed lower bounds of viral load, above 
or close to the known lower limit of detection for LFTs.8 
This is contrary to empirical evidence, which shows 
that viral culture and transmission—both indicators of 
infectiousness—have a continuum of risk, rather than 
step changes, and occur commonly at viral loads lower 
than those detectable by current LFTs.29 31 Many papers 
that claim viral culture can only occur at very high viral 
loads have looked at only a few samples with low viral 
loads and thus cannot estimate these risks.43 44 Going 
forward, it is essential that the assumptions made in 
models of test strategies are identified, scrutinised, 
and compared with empirical information, and that 
findings are confirmed in empirical studies.

table 2 | Predicted sensitivity of lateral flow tests with lower limits of detection to identify people with rt-Pcr detectable results, viral culture positive 
results, or to be sources of transmission. values are percentages

setting and outcome Observed
virus detectable levels
101-fold lower than observed 102-fold lower than observed 103-fold lower than observed 104-fold lower than observed

nHs test-and-trace centre (symptomatic)
RT-PCR detectable 62 76 86 93 97
Viral culture positive 80 90 96 98 99
Source of transmission 62 83 91 96 98
liverpool mass testing pilot (asymptomatic)
RT-PCR detectable 41 55 68 80 99
Viral culture positive 71 85 93 97 99
Source of transmission 53 68 79 88 98
university of birmingham students (asymptomatic)
RT-PCR detectable 8 17 34 56 98
Viral culture positive 19 35 66 74 98
Source of transmission 9 20 38 60 87
RT-PCR=reverse transcription polymerase chain reaction.
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uncertainty
Our approach uses estimates from multiple sources 
to model the relationship between Ct value and 
the sensitivity, culture positivity, and secondary 
transmission associated with the Innova LFT (see 
supplementary material). Individual level data were 
preferred when available. When individual level 
data were not available, we obtained these data from 
graphics, or used the mid-point when aggregate data 
were given. All data were extracted in duplicate to 
ensure accuracy. There is the potential for error in 
the estimates from the logistic regression models 
fitted to describe the relationship between Ct value 
and sensitivity, culture positivity, and secondary 
transmission associated with the Innova LFT. After 
data extraction, we used modelling techniques to 
enable us to describe these relationships. Although 
model assumptions were checked, and, in some 
cases, multiple approaches were used, with the best 
performing carried forward, these models are based 
on assumptions to which no data will perfectly adhere. 
We cannot compute meaningful confidence intervals 
for these estimates as these results are calculated 
from combining the derived equations with the Ct 
distributions observed across the settings. Any sample 
size attributed to these results would be defined by 
us, rendering the confidence intervals meaningless. 
In our sensitivity analyses we assume lower levels of 
detection (better tests).

limitations and key assumptions
Evaluating the accuracy of a test for current infection 
or infectiousness is challenging owing to the absence 
of a reference standard. All predictions are affected by 
the limitations of the markers of risk that are evaluated, 
and it is not possible to obtain precise estimates of the 
sensitivity of tests for these target conditions.

Both transmission and viral culture have limitations 
for estimating infectiousness, and neither are feasible 
to undertake in large studies of LFTs in asymptomatic 
groups. For example, while evidence of transmission 
confirms that an individual was infectious, absence 
of evidence does not indicate non-infectiousness. The 
likelihood of transmission depends highly on social, 
environmental, and behavioural factors, including 
when people have been isolating (preventing 
transmission that otherwise would have occurred). 
Moreover, obtaining clear evidence of transmission 
events is difficult, and assumptions are often made 
about who infected who, particularly at times of high 
prevalence when potential infectious contacts might 
be multiple. Transmission also does not identify 
the time point when an individual was infectious to 
contacts exposed for a duration of time, and so it might 
not be possible to pinpoint the exact infectious period.

People who are infectious must harbour viable virus 
(ie, it can replicate) that can be identified in cell culture 
of specimens. Nonetheless, the presence of viable 
virus in the upper respiratory tract is not sufficient for 
transmission to occur and therefore is not a perfect 
surrogate for infectiousness. To initiate infection 

in the next host the virus needs to be successfully 
emitted into the environment, retain its viability as 
it travels between hosts, and overcome an initial 
immune response. Importantly, viral culture requires 
technical expertise, and the sensitivity of cultures 
can be affected by sample handling (eg, transport 
and storage conditions), cell lines, and reagents and 
will likely vary between laboratories. Therefore, a 
negative culture result might not exclude the presence 
of infectious virus. Furthermore, the relationship 
between infectivity in laboratory cell lines in vitro and 
infectivity in the upper respiratory tract of humans in 
vivo is poorly defined.

During infection, viral load increases rapidly to 
a peak and then decreases more slowly. It was not 
possible for us to know if the Ct values were increasing 
or decreasing, however, as the usable datasets for the 
purposes of our analysis had single test results only, 
and test-and-trace data cannot identify sources of 
infection. Our analysis assumes that the same viral load 
produces the same risk of infectiousness and the same 
risk of false negative LFT results. These relationships 
are likely to be highly complex. Given that infected 
individuals have a discreet period of infectiousness, 
the risk of secondary transmission in those identified 
earlier, when viral load is increasing, will probably be 
higher than in those identified later when viral load is 
decreasing, as these individuals will remain infectious 
for longer.1 Moreover, the relative infectiousness of an 
individual with a given Ct value in the viral growth 
phase may be higher than the same Ct value in the 
viral decline phase. Potential changes in the ratio 
between quantity of RNA and live culturable virus 
during infection are not well characterised because of 
a lack of longitudinal sampling from recently infected 
individuals with concurrent quantification of viral 
RNA copy number and viral culture. For example, host 
immune response mediators present in samples taken 
later in infection might impair the virus’s ability to 
infect cells. These relationships could also change with 
different SARS-CoV-2 variants and vaccination status, 
to an unknown extent.

Swabbing technique (including differences between 
self-testing or assisted testing) might affect the 
quality of the sample and therefore the relationships 
investigated in our analysis. We chose, however, to 
take a pragmatic approach, as this reflects how the 
testing system currently operates in the real world.

Difficulties also exist in standardising Ct values 
between laboratories, which can be affected by, for 
example, sample volumes, the assay used, and the 
gene target. Some laboratories have performed small 
calibration experiments to generate equations that 
link Ct values to viral copy numbers for the assays they 
use, but important limitations remain in comparability 
between laboratories and applicability of Ct values 
to predict in vivo viral load. The use of conversion 
equations does not account for differences in sample 
runs, and the amount of viral RNA detected on a swab 
might not reflect that in vivo (as a result of sampling 
quality).45
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Ct values used in the datasets that formed this 
analysis were only measured at a single point in time. 
We acknowledge that some testing procedures are not 
that simple, with strategies involving serial testing being 
considered. Given that in the UK the standard is testing at 
most twice a week, we feel our analysis is representative. 
Daily LFT testing might, however, mitigate the 
consequences of low sensitivity and warrants further 
investigation to generate empirical data.

The findings in this analysis therefore must be taken 
as illustrative and not exact (providing indicators 
of cases that might be missed), given these concerns 
around the validity of the data collated, the use of Ct 
values as a common metric to connect detection with 
outcomes, and the approximations we have made in 
extracting these data. These data are, however, currently 
the best available and clearly show that missing people 
with current infection or who are infectious is possible 
in all settings and likely when applied to community 
based public health interventions, and the impact of 
the low sensitivity of LFTs differs considerably between 
different settings and applications. Even for the same 
application, the impact may change depending on 
whether the epidemic curve is rising or falling.46

conclusions
Allowing for the uncertainties in the results from 
our analyses, the proportion of people with current 
infection missed by the Innova LFT is likely to be of 
public health importance, particularly in settings 
with greater proportions of infectious people with 
lower viral loads; where the tests are often being 
applied. Claims that Innova detects the “vast majority 
of infectious cases” are not supported. Key models 
have failed to appropriately use empirical evidence to 
inform assumptions of test accuracy and chances of 
infectiousness, resulting in unrealistic overestimates 
of test performance. Although the public health 
benefits of using LFTs within asymptomatic screening 
programmes might outweigh these concerns about 
sensitivity, and be preferred to not performing any 
asymptomatic testing, clinicians and policy makers 
must be aware of the limitations and formal cost 
effectiveness analyses should be performed. Until new 
generation LFTs are available that meet the regulatory 
performance requirements,27 negative test results from 
LFTs cannot be relied on to exclude current infection. 
Policy makers need to ensure that the public are 
aware of the risk of being infectious despite testing 
negative, and that tests are not used in situations 
where the consequences of false negative results are 
considerable.
We thank David Jackson, Jade Cogdale, and colleagues at Public 
Health England for the use of the Ct to RNA copy number conversion 
equation.
Contributors: JJD conceived the study and wrote the first draft of 
the paper. JJD and AJS undertook data extraction and analysis and 
interpreted findings. AS, HH, SH, JD, and AL contributed detail on 
virological, infectious disease and public health aspects of the study, 
and contributed to interpretation of the findings. All authors reviewed, 
commented on, and approved the manuscript. JJD is the guarantor 
and accepts full responsibility for the work and/or the conduct of 
the study, had access to the data, and controlled the decision to 

publish. The corresponding author attests that all listed authors meet 
authorship criteria and that no others meeting the criteria have been 
omitted.
Funding: JJD and AJS are supported by the National Institute for 
Health Research (NIHR) Birmingham Biomedical Research Centre 
at the University Hospitals Birmingham NHS Foundation Trust and 
the University of Birmingham. AS, HH, SG, and AL are supported by 
the NIHR Health Protection Research Unit in Respiratory Infections, 
National Heart and Lung Institute, Imperial College London. The views 
expressed are those of the author(s) and not necessarily those of the 
NHS, the NIHR, or the Department of Health and Social Care.
Competing interests: All authors have completed the ICMJE uniform 
disclosure form at www.icmje.org/disclosure-of-interest/ and declare: 
JJD is member of the Medicines and Healthcare Products Regulatory 
Agency’s In-Vitro Diagnostics external advisory group and contributed 
to the Birmingham University evaluation of Innova. He has grant 
funding from The Foundation for Innovative New Diagnostics for the 
Cochrane review evaluating the accuracy of tests for SARS-CoV-2. 
AJS reports National Institute for Health Research /UK Research 
and Innovation funds separate to this study. no support from any 
organisation for the submitted work; no financial relationships with 
any organisations that might have an interest in the submitted work in 
the previous three years; no other relationships or activities that could 
appear to have influenced the submitted work.
Ethical approval: Not required.
Data sharing: See supplementary file for data used in this analysis.
The lead author (JJD) affirms that the manuscript is an honest, 
accurate, and transparent account of the study being reported; that 
no important aspects of the study have been omitted; and that any 
discrepancies from the study as planned (and, if relevant, registered) 
have been explained.
Dissemination to participants and related patient and public 
communities: No study participants existed to whom we could 
disseminate the results of this study. We will disseminate the findings 
from this work across through our university web pages (using plain 
language summaries), via social media, and through engaging further 
with media, as appropriate.
Provenance and peer review: Not commissioned; externally peer 
reviewed.
This is an Open Access article distributed in accordance with the 
Creative Commons Attribution Non Commercial (CC BY-NC 4.0) license, 
which permits others to distribute, remix, adapt, build upon this work 
non-commercially, and license their derivative works on different 
terms, provided the original work is properly cited and the use is non-
commercial. See: http://creativecommons.org/licenses/by-nc/4.0/.

1  Crozier A, Rajan S, Buchan I, McKee M. Put to the test: use of 
rapid testing technologies for covid-19. BMJ 2021;372:n208. 
doi:10.1136/bmj.n208 

2  Department of Health and Social Care. Guidance: Understanding 
lateral flow antigen testing for people without symptoms. Updated 
23 April 2021. www.gov.uk/guidance/understanding-lateral-flow-
antigen-testing-for-people-without-symptoms.

3  Department of Health and Social Care. Guidance: Guidance on care 
home visiting. Updated 14 May 2021. www.gov.uk/government/
publications/visiting-care-homes-during-coronavirus/update-on-
policies-for-visiting-arrangements-in-care-homes.

4  Department of Business Energy & Industrial Strategy. Department for 
Digital Culture, Media & Sport; Department of Health and Social Care. 
Notice: Information on the Events Research Programme. Updated 19 
April 2021. www.gov.uk/government/publications/guidance-about-
the-events-research-programme-erp-paving-the-way-for-larger-
audiences-to-attend-sport-theatre-and-gigs-safely-this-summer/
guidance-on-the-events-research-programme.

5  Revollo B, Blanco I, Soler P, et al. Same-day SARS-CoV-2 antigen 
test screening in an indoor mass-gathering live music event: a 
randomised controlled trial. Lancet Infect Dis 2021;21:1365-72. 
doi:10.1016/S1473-3099(21)00268-1 

6  Kucharski AJ, Klepac P, Conlan AJK, et al, CMMID COVID-19 working 
group. Effectiveness of isolation, testing, contact tracing, and 
physical distancing on reducing transmission of SARS-CoV-2 in 
different settings: a mathematical modelling study. Lancet Infect 
Dis 2020;20:1151-60. doi:10.1016/S1473-3099(20)30457-6 

7  Dinnes J, Deeks JJ, Adriano A, et al, Cochrane COVID-19 Diagnostic 
Test Accuracy Group. Rapid, point-of-care antigen and molecular-
based tests for diagnosis of SARS-CoV-2 infection. Cochrane 
Database Syst Rev 2020;8:CD013705.

8  Larremore DB, Wilder B, Lester E, et al. Test sensitivity is secondary 
to frequency and turnaround time for COVID-19 screening. Sci 
Adv 2021;7:eabd5393. doi:10.1126/sciadv.abd5393 

copyright.
 on 25 F

ebruary 2022 at B
arnes Library M

edical S
chool. P

rotected by
http://w

w
w

.bm
j.com

/
B

M
J: first published as 10.1136/bm

j-2021-066871 on 23 F
ebruary 2022. D

ow
nloaded from

 

http://creativecommons.org/licenses/by-nc/4.0/
http://www.gov.uk/guidance/understanding-lateral-flow-antigen-testing-for-people-without-symptoms
http://www.gov.uk/guidance/understanding-lateral-flow-antigen-testing-for-people-without-symptoms
http://www.gov.uk/government/publications/visiting-care-homes-during-coronavirus/update-on-policies-for-visiting-arrangements-in-care-homes
http://www.gov.uk/government/publications/visiting-care-homes-during-coronavirus/update-on-policies-for-visiting-arrangements-in-care-homes
http://www.gov.uk/government/publications/visiting-care-homes-during-coronavirus/update-on-policies-for-visiting-arrangements-in-care-homes
http://www.gov.uk/government/publications/guidance-about-the-events-research-programme-erp-paving-the-way-for-larger-audiences-to-attend-sport-theatre-and-gigs-safely-this-summer/guidance-on-the-events-research-programme
http://www.gov.uk/government/publications/guidance-about-the-events-research-programme-erp-paving-the-way-for-larger-audiences-to-attend-sport-theatre-and-gigs-safely-this-summer/guidance-on-the-events-research-programme
http://www.gov.uk/government/publications/guidance-about-the-events-research-programme-erp-paving-the-way-for-larger-audiences-to-attend-sport-theatre-and-gigs-safely-this-summer/guidance-on-the-events-research-programme
http://www.gov.uk/government/publications/guidance-about-the-events-research-programme-erp-paving-the-way-for-larger-audiences-to-attend-sport-theatre-and-gigs-safely-this-summer/guidance-on-the-events-research-programme
http://www.bmj.com/


RESEARCH: SpECiAl pApER

the bmj | BMJ 2022;376:e066871 | doi: 10.1136/bmj-2021-066871 11

9  Quilty BJ, Clifford S, Hellewell J, et al, Centre for the Mathematical 
Modelling of Infectious Diseases COVID-19 working group. 
Quarantine and testing strategies in contact tracing for SARS-
CoV-2: a modelling study. Lancet Public Health 2021;6:e175-83. 
doi:10.1016/S2468-2667(20)30308-X 

10  Fearon E, Fyles M. Group. TM. On the use of LFA tests in contact 
tracing: preliminary findings. https://assets.publishing.service.
gov.uk/government/uploads/system/uploads/attachment_data/
file/950771/s0897-testing-of-traced-contacts.pdf.

11  Department of Health and Social Care. Asymptomatic testing for 
SARS-CoV-2 using antigen-detecting lateral flow devices – evidence 
from performance data October 2020 – May 2021. https://assets.
publishing.service.gov.uk/government/uploads/system/uploads/
attachment_data/file/999866/asymptomatic-testing-for-SARS-
CoV-2-using-antigen-detecting-lateral-flow-devices-evidence-from-
performance-data-Oct-2020-to-May-2021.pdf.

12  Petersen I, Crozier A, Buchan I, Mina MJ, Bartlett JW. Recalibrating 
SARS-CoV-2 Antigen Rapid Lateral Flow Test Relative Sensitivity from 
Validation Studies to Absolute Sensitivity for Indicating Individuals 
Shedding Transmissible Virus. Clin Epidemiol 2021;13:935-40. 
doi:10.2147/CLEP.S311977 

13  Innova Medical Group. The pros and cons of antigen and PCR tests. 
https://innovamedgroup.com/the-pros-and-cons-of-antigen-and-pcr-
tests/.

14  Corman VM, Haage VC, Bleicker T, et al. Comparison of seven 
commercial SARS-CoV-2 rapid point-of-care antigen tests: a single-
centre laboratory evaluation study. Lancet Microbe 2021;2:e311-9. 
doi:10.1016/S2666-5247(21)00056-2 

15  Lee LYW, Rozmanowski S, Pang M, Charlett A, Anderson C, Hughes 
GJ, et al. An observational study of SARS-CoV-2 infectivity by viral 
load and demographic factors and the utility lateral flow devices 
to prevent transmission. 20 Jan 2021. [Pre-print]. 2021. https://
modmedmicro.nsms.ox.ac.uk/wp-content/uploads/2021/01/
infectivity_manuscript_20210119_merged.pdf.

16  Deeks JJ, Raffle AE. Lateral flow tests cannot rule out SARS-CoV-2 
infection. BMJ 2020;371:m4787. doi:10.1136/bmj.m4787 

17  Foundation for Innovative New Diagnostics. FIND EVALUATION 
UPDATE: SARS-COV-2 MOLECULAR DIAGNOSTICS 2020. www.finddx.
org/covid-19/sarscov2-eval-molecular/.

18  Pickering S, Batra R, Merrick B, et al. Comparative performance of 
SARS-CoV-2 lateral flow antigen tests and association with detection 
of infectious virus in clinical specimens: a single-centre laboratory 
evaluation study. Lancet Microbe 2021;2:e461-71. doi:10.1016/
S2666-5247(21)00143-9 

19  Foundation for Innovative New Diagnostics. FIND evaluation of SARS-
CoV-2 antigen (AG) detecting tests. 2021. www.finddx.org/sarscov2-
eval-antigen/.

20  Vogels CBF, Brito AF, Wyllie AL, et al. Analytical sensitivity and 
efficiency comparisons of SARS-CoV-2 RT-qPCR primer-probe  
sets. Nat Microbiol 2020;5:1299-305. doi:10.1038/s41564- 
020-0761-6 

21  Fung B, Gopez A, Servellita V, et al. Direct Comparison of SARS-CoV-2 
Analytical Limits of Detection across Seven Molecular Assays. J Clin 
Microbiol 2020;58:e01535-20. doi:10.1128/JCM.01535-20 

22  Peto T, UK COVID-19 Lateral Flow Oversight Team. COVID-19: 
Rapid antigen detection for SARS-CoV-2 by lateral flow assay: A 
national systematic evaluation of sensitivity and specificity for 
mass-testing. EClinicalMedicine 2021;36:100924. doi:10.1016/j.
eclinm.2021.100924 

23  Smith RL, Gibson LL, Martinez PP, et al. Longitudinal Assessment of 
Diagnostic Test Performance Over the Course of Acute SARS-CoV-2 
Infection. J Infect Dis 2021;224:976-82. doi:10.1093/infdis/jiab337 

24  Doust JA, Bell KJL, Leeflang MMG, et al. Guidance for the design and 
reporting of studies evaluating the clinical performance of tests 
for present or past SARS-CoV-2 infection. BMJ 2021;372:n568. 
doi:10.1136/bmj.n568 

25  Lord SJ, Staub LP, Bossuyt PM, Irwig LM. Target practice: choosing 
target conditions for test accuracy studies that are relevant to clinical 
practice. BMJ 2011;343:d4684. doi:10.1136/bmj.d4684 

26  Cevik M, Tate M, Lloyd O, Maraolo AE, Schafers J, Ho A. SARS-CoV-2, 
SARS-CoV, and MERS-CoV viral load dynamics, duration of viral 
shedding, and infectiousness: a systematic review and meta-
analysis. Lancet Microbe 2021;2:e13-22. doi:10.1016/S2666-
5247(20)30172-5 

27  Medicines and Healthcare products Regulatory Agency (B) (MHRA). 
Target product profile: In Vitro Diagnostic (IVD) self-tests for the 
detection of SARS-CoV-2 in people without symptoms. 2021. www.
gov.uk/government/publications/how-tests-and-testing-kits-for-
coronavirus-covid-19-work

28  García-Fiñana M, Hughes DM, Cheyne CP, et al. Performance of the 
Innova SARS-CoV-2 antigen rapid lateral flow test in the Liverpool 
asymptomatic testing pilot: population based cohort study. 
BMJ 2021;374:n1637. doi:10.1136/bmj.n1637 

29  Singanayagam A, Patel M, Charlett A, et al. Duration of 
infectiousness and correlation with RT-PCR cycle threshold 
values in cases of COVID-19, England, January to May 2020. 
Euro Surveill 2020;25:2001483. doi:10.2807/1560-7917.
ES.2020.25.32.2001483 

30  Jaafar R, Aherfi S, Wurtz N, et al. Correlation Between 3790 
Quantitative Polymerase Chain Reaction-Positives Samples and 
Positive Cell Cultures, Including 1941 Severe Acute Respiratory 
Syndrome Coronavirus 2 Isolates. Clin Infect Dis 2021;72:e921. 
doi:10.1093/cid/ciaa1491 

31  Lee LYW, Rozmanowski S, Pang M, et al. SARS-CoV-2 infectivity 
by viral load, S gene variants and demographic factors and the 
utility of lateral flow devices to prevent transmission. Clin Infect 
Dis 2021;ciab421. doi:10.1093/cid/ciab421 

32  Ferguson J, Dunn S, Best A, et al. Validation testing to determine 
the sensitivity of lateral flow testing for asymptomatic SARS-CoV-2 
detection in low prevalence settings: Testing frequency and 
public health messaging is key. PLoS Biol 2021;19:e3001216. 
doi:10.1371/journal.pbio.3001216 

33  Marks M, Millat-Martinez P, Ouchi D, et al. Transmission of COVID-19 
in 282 clusters in Catalonia, Spain: a cohort study. Lancet Infect 
Dis 2021;21:629-36. doi:10.1016/S1473-3099(20)30985-3 

34  World Health Organization (WHO). Public health surveillance for 
COVID-19. Interim guidance. 16 December 2020. https://apps.who.
int/iris/rest/bitstreams/1323058/retrieve

35  Ransohoff DF, Feinstein AR. Problems of spectrum and 
bias in evaluating the efficacy of diagnostic tests. N Engl J 
Med 1978;299:926-30. doi:10.1056/NEJM197810262991705 

36  Singanayagam A, Hakki S, Dunning JA, et al, TACCC Study 
Investigators. Community transmission and viral load kinetics of the 
SARS-CoV-2 delta (B.1.617.2) variant in vaccinated and unvaccinated 
individuals in the UK: a prospective, longitudinal, cohort study. Lancet 
Infect Dis 2022;22:183-95.

37  Royal Statistical Society COVID-19 Taskforce. Statement on the need 
for transparency about information on secondary pupils’ update 
of Lateral Flow Testing, PCR-corroboration, cycle-threshold-values 
(proxy for viral load) and genomic analyses. 2021. https://rss.org.uk/
RSS/media/File-library/News/2021/RSS-statement-on-surveillance-
in-schools-5-March-2021.pdf.

38  Jones TC, Biele G, Mühlemann B, et al. Estimating 
infectiousness throughout SARS-CoV-2 infection course. 
Science 2021;373:eabi5273. doi:10.1126/science.abi5273 

39  Crozier A, Dunning J, Rajan S, Semple MG, Buchan IE. Could 
expanding the covid-19 case definition improve the UK’s pandemic 
response?BMJ 2021;374:n1625. doi:10.1136/bmj.n1625 

40  Elliott J, Whitaker M, Bodinier B, et al. Predictive symptoms for 
COVID-19 in the community: REACT-1 study of over 1 million people. 
PLoS Med 2021;18:e1003777. doi:10.1371/journal.pmed.1003777 

41  Antonelli M, Capdevila J, Chaudhari A, et al. Optimal symptom 
combinations to aid COVID-19 case identification: Analysis 
from a community-based, prospective, observational cohort. J 
Infect 2021;82:384-90. doi:10.1016/j.jinf.2021.02.015 

42  Houston H, Hakki S, Pillay TD, et al. Broadening symptom 
criteria improves early case identification in SARS-CoV-2 
contacts. Eur Respir J 2021; published online 25 November. 
doi:10.1183/13993003.02308-2021 

43  Wölfel R, Corman VM, Guggemos W, et al. Virological assessment of 
hospitalized patients with COVID-2019. Nature 2020;581:465-9. 
doi:10.1038/s41586-020-2196-x 

44  Alexandersen S, Chamings A, Bhatta TR. SARS-CoV-2 genomic 
and subgenomic RNAs in diagnostic samples are not an indicator 
of active replication.medRxiv . 2020:2020.06.01.20119750. 
doi:10.1101/2020.06.01.20119750

45  Public Health England. Understanding cycle threshold (Ct) in SARS-
CoV-2 RT-PCR: A guide for health protection teams. 2020. https://
assets.publishing.service.gov.uk/government/uploads/system/
uploads/attachment_data/file/926410/Understanding_Cycle_
Threshold__Ct__in_SARS-CoV-2_RT-PCR_.pdf

46  Hay JA, Kennedy-Shaffer L, Kanjilal S, Lipsitch M, Mina MJ. Estimating 
epidemiologic dynamics from single cross-sectional viral load 
distributions.medRxiv . 2020:2020.10.08.20204222.

Supplementary material: Additional information 
and tables

copyright.
 on 25 F

ebruary 2022 at B
arnes Library M

edical S
chool. P

rotected by
http://w

w
w

.bm
j.com

/
B

M
J: first published as 10.1136/bm

j-2021-066871 on 23 F
ebruary 2022. D

ow
nloaded from

 

https://assets.publishing.service.gov.uk/government/uploads/system/uploads/attachment_data/file/950771/s0897-testing-of-traced-contacts.pdf
https://assets.publishing.service.gov.uk/government/uploads/system/uploads/attachment_data/file/950771/s0897-testing-of-traced-contacts.pdf
https://assets.publishing.service.gov.uk/government/uploads/system/uploads/attachment_data/file/950771/s0897-testing-of-traced-contacts.pdf
https://assets.publishing.service.gov.uk/government/uploads/system/uploads/attachment_data/file/999866/asymptomatic-testing-for-SARS-CoV-2-using-antigen-detecting-lateral-flow-devices-evidence-from-performance-data-Oct-2020-to-May-2021.pdf
https://assets.publishing.service.gov.uk/government/uploads/system/uploads/attachment_data/file/999866/asymptomatic-testing-for-SARS-CoV-2-using-antigen-detecting-lateral-flow-devices-evidence-from-performance-data-Oct-2020-to-May-2021.pdf
https://assets.publishing.service.gov.uk/government/uploads/system/uploads/attachment_data/file/999866/asymptomatic-testing-for-SARS-CoV-2-using-antigen-detecting-lateral-flow-devices-evidence-from-performance-data-Oct-2020-to-May-2021.pdf
https://assets.publishing.service.gov.uk/government/uploads/system/uploads/attachment_data/file/999866/asymptomatic-testing-for-SARS-CoV-2-using-antigen-detecting-lateral-flow-devices-evidence-from-performance-data-Oct-2020-to-May-2021.pdf
https://assets.publishing.service.gov.uk/government/uploads/system/uploads/attachment_data/file/999866/asymptomatic-testing-for-SARS-CoV-2-using-antigen-detecting-lateral-flow-devices-evidence-from-performance-data-Oct-2020-to-May-2021.pdf
https://innovamedgroup.com/the-pros-and-cons-of-antigen-and-pcr-tests/
https://innovamedgroup.com/the-pros-and-cons-of-antigen-and-pcr-tests/
https://modmedmicro.nsms.ox.ac.uk/wp-content/uploads/2021/01/infectivity_manuscript_20210119_merged.pdf
https://modmedmicro.nsms.ox.ac.uk/wp-content/uploads/2021/01/infectivity_manuscript_20210119_merged.pdf
https://modmedmicro.nsms.ox.ac.uk/wp-content/uploads/2021/01/infectivity_manuscript_20210119_merged.pdf
http://www.finddx.org/covid-19/sarscov2-eval-molecular/
http://www.finddx.org/covid-19/sarscov2-eval-molecular/
http://www.finddx.org/sarscov2-eval-antigen/
http://www.finddx.org/sarscov2-eval-antigen/
http://www.gov.uk/government/publications/how-tests-and-testing-kits-for-coronavirus-covid-19-work
http://www.gov.uk/government/publications/how-tests-and-testing-kits-for-coronavirus-covid-19-work
http://www.gov.uk/government/publications/how-tests-and-testing-kits-for-coronavirus-covid-19-work
https://apps.who.int/iris/rest/bitstreams/1323058/retrieve
https://apps.who.int/iris/rest/bitstreams/1323058/retrieve
https://rss.org.uk/RSS/media/File-library/News/2021/RSS-statement-on-surveillance-in-schools-5-March-2021.pdf
https://rss.org.uk/RSS/media/File-library/News/2021/RSS-statement-on-surveillance-in-schools-5-March-2021.pdf
https://rss.org.uk/RSS/media/File-library/News/2021/RSS-statement-on-surveillance-in-schools-5-March-2021.pdf
https://assets.publishing.service.gov.uk/government/uploads/system/uploads/attachment_data/file/926410/Understanding_Cycle_Threshold__Ct__in_SARS-CoV-2_RT-PCR_.pdf
https://assets.publishing.service.gov.uk/government/uploads/system/uploads/attachment_data/file/926410/Understanding_Cycle_Threshold__Ct__in_SARS-CoV-2_RT-PCR_.pdf
https://assets.publishing.service.gov.uk/government/uploads/system/uploads/attachment_data/file/926410/Understanding_Cycle_Threshold__Ct__in_SARS-CoV-2_RT-PCR_.pdf
https://assets.publishing.service.gov.uk/government/uploads/system/uploads/attachment_data/file/926410/Understanding_Cycle_Threshold__Ct__in_SARS-CoV-2_RT-PCR_.pdf
http://www.bmj.com/

