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Competitive lateral flow assays (LFAs) provide a versatile and cost-effective platform for detecting a wide
range of molecular targets across fields such as healthcare, food safety, and environmental monitoring,
particularly for small analytes or single epitopes that lack suitable bioreceptor pairs. However, the
interpretation of competitive LFAs can be challenging due to their counterintuitive output, where the
absence of a test line signifies the presence of the target. In this review, we present a comprehensive
overview of the fundamental strategies underlying competitive LFAs, explore the mathematical models that
quantify assay performance, and outline the critical parameters involved in their design and optimization.
We further highlight notable applications and discuss methods to enhance the user experience through
improved result interpretation and user-centric design. By consolidating current knowledge and best
practices, this work will serve as a valuable reference for researchers and developers seeking to refine the
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1. Introduction

During the early 1960s and in the subsequent years, rapid
tests based on paper chromatography experienced a dramatic
increase in examples and applications in research
laboratories." This phenomenon was translated decades later
in the development of lateral flow assays (LFAs), which
changed the original paraffin® and paper substrate to
nitrocellulose. Since then, LFAs have progressively become
more integrated into our daily lives.> Currently, we use them
in a myriad of applications ranging from healthcare (e.g.,
pregnancy and Covid-19 tests) to food and environmental
(e.g., pesticide and heavy metal detections) analysis.**
Clearly, their popularity resides in their ability to provide
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usability, reliability, and effectiveness of competitive LFAs.

meaningful results within minutes at a low cost.>® Their
user-friendliness is achieved through a thoughtful, and
sometimes complex, optimization of all LFA components
(such as membranes, bioreceptors, labels, buffers), resulting
in the appearance of a test line (TL) that can be readily
assessed with the naked eye, rendering them as ideal
diagnostic devices to be used at the point of care.”™®

1.1. Principles and types of lateral flow assays

An LFA takes advantage of the capillary-driven flow of the
sample through a set of sequential pads for delivering a
visible signal on the strip, indicating the presence or absence
of a certain target. In order to achieve this the LFA generally
comprises four overlapping membranes: (i) a sample pad, (ii)
conjugate pad, (iii) detection membrane and (iv) absorbent
pad. The fluid sample is dispensed onto the sample pad and
then flows via capillary action until reaching the conjugate
pad. The conjugate pad contains the pre-adsorbed conjugates
(e.g., nanoparticles conjugated to a specific recognition
element for the target), which are resuspended within the
sample as it keeps migrating. Following the conjugate pad,
the fluid reaches the detection membrane, where the
presence or absence of the target induces the specific
immobilization of the conjugates on the TL and control line
(CL), obtained by printing specific bioreceptors on the
membrane itself. Finally, the excess of fluid is wicked to the
absorbent pad. For more in-depth exploration of LFA

This journal is © The Royal Society of Chemistry 2025
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principles and fabrication methods, the literature offers
excellent references for further reading.>>***

From a sensor design perspective, LFAs can be divided
into two main categories: sandwich (non-competitive) and
competitive assays.'” In the former, the intensity of the TL
increases proportionally with the target concentration
(Fig. 1A), whilst in the latter the intensity of the TL decreases
as the amount of target in the sample increases (Fig. 1B). In
particular, immune-sandwich LFAs are mostly employed for
the detection of targets that present at least two different
epitopes. This allows the formation of the so-called immuno-
sandwich complex between at least two different antibodies
and the antigen. Immune-sandwich based assays tend to offer
an easier user-experience given their more intuitive read-out (z.e.,
signal intensity directly proportional to target
concentration).>>" In contrast, competitive assays have
generally been exploited for the detection of small molecules or
single epitope targets, when it is not possible to form an
immune-sandwich  complex.>>'*  They offer important
advantages over the non-competitive assays such as: the
requirement of just one single bioreceptor and the fact that they
are insensitive to the hook effect (ie., when extremely high
concentrations of the analyte saturate the antigen binding sites
in an immunoassay, leading to a decrease in the signal), a
leading cause of false negative results.>”'* However, competitive
LFAs often present significant challenges, including the need for
more intricate optimization to balance the amounts of
bioreceptors in order to achieve a sufficiently strong signal
without compromising sensitivity. They also feature an inverse
signal-to-analyte relationship, which can result in a less intuitive
readout for individuals lacking specialized training and may rely
more on advanced detection strategies due to the inherently
lower absolute signal, substantially increasing complexity and
overall costs. Finally, multiplexing is typically less

Top row, left to right: Julia Pedreira-Rincon, Lourdes
Rivas, Joan Comenge, Vasso Skouridou, and Daniel
Camprubi-Ferrer. Bottom row, left to right: Jose Muioz,
Ciara K. O'Sullivan, Alejandro Chamorro-Garcia, and
Claudio Parolo
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straightforward in the competitive format because each target
requires its own competition reaction, and the multiple inverse
signals can complicate data interpretation.

In this manuscript, we provide a comprehensive review of
competitive LFAs, discussing their design, theoretical models
that aid in their development, the use/optimizations of their
different components, their applications and the end-user
perspective. In order to do this, we searched in PubMed for
all manuscripts published between 2013 and 2023 that
contained the words “competitive” and “lateral flow” in the
Title or the Abstract. From that search, excluding the
manuscripts that did not discuss competitive LFAs and their
fabrication, we identified 131 manuscripts. From these
references, some of them included different competitive
assays in the same study, thus in this manuscript, we will
refer to 161 assays in total. Since not all the articles refer to
each aspect discussed, each section will reference only the
assays that contain the relevant information. Finally, for the
convenience of the reader, in the SI we provide a complete
table (Table S1f) of all the manuscripts analysed and
categorized taking into account 19 different parameters.

1.2. Competitive lateral flow assay formats: working
principles and considerations

As a general rule, competitive assays universally involve a
synthetic target molecule or target analog (herein referred to
as a ‘“competitor”) that competes with the target for the
binding sites of the bioreceptor. This principle can be
adapted into countless biosensor architectures for
competitive detection, in the literature we identify two main
format types of competitive LFA, direct and indirect
(collectively referred to as “Standard”) and four less common
variants (here collectively referred to as “Non-standard”).

The authors of this review form an interdisciplinary team whose
expertise spans chemistry, biotechnology, materials science, and
clinical research. By integrating biosensor design, biomolecular
engineering, advanced nanomaterials, and  point-of-care
technologies, they offer a holistic perspective on the challenges and
opportunities of competitive LFAs across diverse applications, from
clinical settings to environmental and food safety monitoring. Julia
Pedreira-Rincon: PhD student specializing in malaria diagnostics.
Lourdes Rivas: senior researcher focusing on LFA development. Joan
Comenge: senior researcher working on nanoparticle synthesis and
Sfunctionalization. Vasso Skouridou: senior researcher working on
aptamer and LFA development, DNA detection and recombinant
protein production. Daniel Camprubi-Ferrer: medical doctor and
researcher specialized in malaria, dengue and travel-related
diseases. Jose Mufioz: head of the Travel Medicine Unit and professor
working on travel medicine and neglected tropical diseases. Ciara K.
O'Sullivan: ICREA Professor working on aptamer selection and the
development of optical and electrochemical biosensors. Alejandro
Chamorro-Garcia: senior researcher developing optical and
electrochemical biosensors. Claudio Parolo: Ramodn y Cajal
researcher developing optical and electrochemical biosensors.
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Signal representation
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Fig. 1 Schematic representation of LFA signal outputs. (A) Sandwich format: an increase in target analyte concentration leads to a higher intensity
of the test line (TL), resulting in a positive correlation between analyte concentration and signal intensity. (B) Competitive format: an increase in
target analyte concentration results in a reduction of signal intensity on the TL, demonstrating an inverse correlation between analyte

concentration and signal intensity.

Direct competitive format. The direct competitive format
uses a competitor that is modified with a signaling reporter
(e.g., colorimetric or fluorescent NP) and a capture
bioreceptor that 1is printed on the detection pad
(nitrocellulose membrane) to form the TL (Fig. 2A).>° In the
absence or low concentrations of the target, the competitor
binds to the detection bioreceptor, generating the classical
colored TL. However, in the presence of high target
concentrations, the target itself predominantly binds the
detection bioreceptor, impeding the competitor to
accumulate on the TL and therefore not producing the
colored signal.® This specific format presents the advantages
related to the strong control of the competitor's attachment
to the reporter leveraging various binding chemistries (e.g.,
covalent or non-covalent bonds), and therefore the proper
orientation to maximize recognition by the bioreceptor.

Indirect competitive format. This format uses a detection
bioreceptor labelled with a reporter while the competitor is
immobilized on the nitrocellulose membrane (Fig. 2B).” In
this case, in the absence or low target concentrations, the
bioreceptor binds the competitor on the TL generating the
colored signal. Conversely, in the presence of significant
target  concentrations, the detection bioreceptor
predominantly binds the target in solution and therefore will
not bind the competitor on the detection pad as the antigen
binding sites are already occupied by the target.* Unlike in
direct LFAs, where the competitor is conjugated to a reporter,
immobilization onto the TL primarily relies on non-covalent
interactions with nitrocellulose, making orientation and
stability more difficult to control. That becomes particularly
challenging for typical targets in competitive assays, which
tend to be small molecules that are substantially more
difficult to immobilize onto the nitrocellulose than average
proteins. To mitigate this, buffer composition can be fine-
tuned to optimize interactions, or carriers (e.g,, nano/
microparticles) can be employed to facilitate competitor
immobilization and orientation in the detection line. The
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Standard formats
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Fig. 2 Standard competitive assay formats. Panel (A) illustrates a
direct assay using an antibody as a capture bioreceptor and the
competitor conjugated to the nanoparticle. Panel (B) displays the
indirect competitive format using an antibody as a detection
bioreceptor (i.e., conjugated to the nanoparticle) while the competitor
is printed on the TL.

This journal is © The Royal Society of Chemistry 2025
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Non-standard formats
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Fig. 3 Non-standard competitive assay formats. (A) In a double competitive assay the use of a conjugate carrier multiple competitor allows the
formation of an immune-sandwich in the absence of the target molecule.** (B) In the so-called aptamer-based competitive assay® the competitor
molecule is a nucleic acid strand complementary to the aptamer. (C) Restrictive competitive assays'®Y detect full cells, which retain the
nanoparticle in the conjugate pad due to their large size, therefore preventing the formation of the TL. (D) It is also possible to perform the

competition before the test by mixing the sample and the nanoparticle conjugate before adding them into the strip.

detection bioreceptor must also be efficiently conjugated to a
reporter without affecting its affinity for neither the target
nor the competitor.

Non-standard competitive formats. These formats also
exhibit an inverse correlation between the target
concentration and signal output. In such setups, neither
the detection nor capture bioreceptors are the competitors
(target analogs). Instead, the competition arises from the
dynamic interactions between different bioreceptors
binding the target. Below are some types of these
competitive formats:

This journal is © The Royal Society of Chemistry 2025

18,19

e Dual competitive: this format (Fig. 3A) relies on the use
of a specially designed competitor that consists of a multiple
hapten-competitor carrier that is pre-absorbed in the sample
pad. This is crucial as the presence of multiple effective
competitors in the same molecule allows for the formation of
a sandwich. Specifically, the presence of the target in the
sample inhibits the formation of the immune-sandwich
complex between the competitor and the capture/detection
bioreceptors, while in target absence the competitor enables
polyvalent interactions forming the mentioned immune-
sandwich.'® This approach combines typical advantages of a

Lab Chip, 2025, 25, 2578-2608 | 2581
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sandwich assay (sample preconcentration in the detection
bioreceptor) with the advantages of competitive assays
(capable of detecting single epitope targets). Besides, the
competitor is modified onto the carrier protein, simplifying
the handling and stability, and the bioreceptors, typically
antibodies, are the ones labelled with the reporter and
immobilized on the lines.

e Aptamer-based competitive format exploiting their
nucleic acid nature: this competitive assay involves aptamers
or nucleic acid sequences that bind to specific targets with high
affinity and specificity. However, instead of using a target analog
as the competitor, DNA molecules complementary to different
regions of the aptamer are employed for this purpose. These
complementary DNA sequences are designed in such a way that
the aptamer acts as a bridge between them. Typically, one of
these sequences is immobilized on the detection line (capture
DNA) and the other labelled free in solution (detection DNA)
along with the aptamer and target. In this approach, target
molecules bind the aptamers, sequestering them and therefore
preventing them from forming a complex with the detection
and capture sequences, resulting in a non-visible signal at the
TL (Fig. 3B). Consequently, the signal intensity inversely
correlates with the concentration of the target analyte.">?°® In
aptamer-based LFAs, ensuring sufficient exposure of the
aptamer's binding pocket is critical for maintaining high
affinity and specificity. The hybridization and folding properties
of aptamers must be carefully optimized to prevent non-specific
interactions and ensure efficient target capture.

e Restrictive competitive: this format restricts the
competition of target molecules by limiting the access of
larger molecules or by creating steric hindrance and
entrapping them in specific compartments.'® This approach
requires targets of considerable size such as lymphocyte cells
that are too bulky to pass from the conjugate to the detection
pad. The assay utilizes a labelled antibody against the target
(detection bioreceptor), and a secondary antibody (capture
bioreceptor) against the detection antibody (Fig. 3C). The
detection antibodies bind the target in the conjugate pad but
remain stuck due to the size of the target itself, never
reaching the detection line. In the absence of the target the
detection antibodies flow easily along the membrane and are
captured in the detection line generating a signal.'®'” To
ensure optimal performance, the membrane pore size and
capillary flow rate must prevent unintended target migration
while allowing free detection antibodies to move. The
detection bioreceptor must bind strongly to the target for
effective retention in the conjugate pad.

e Competition previous to the test: in this setup, the
target and a labelled competitor are mixed with the detection
bioreceptor during a pre-incubation step, before they flow
through the test strip (Fig. 3D). This allows the binding
competition to happen in an optimized environment,
enhancing the sensitivity and precision of the test. This
approach is generally used in two applications: i) the
detection of amplified nucleic acid targets and ii) when the
target analyte and a BSA-modified competitor compete for

2582 | Lab Chip, 2025, 25, 2578-2608
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antibodies in solution."®'® For optimal performance, the pre-
incubation buffer must maintain the pH and ionic strength
needed for effective target-competitor interactions.

1.3. Considerations of assay mechanisms and implications in
the design

According to our analysis, a significant 81% of competitive
LFAs developed use the indirect format. Conversely, the
direct format is less common, representing only 9% of
developed LFAs. The remaining 10% of competitive assays
are represented by the non-standard types. The decision of
which strategy to employ depends on a combination of
practical, experimental and economic considerations. A
plausible explanation of indirect assays' domination in the
literature might be related to the assay's working principle
and superior performance, specifically the fact that the
labelled detection bioreceptor can interact with the target
before reaching the TL, where the competitor has been
previously printed. This short “incubation” gives priority to
the analyte to bind to the capture bioreceptor in solution
rather than the printed competitor, limiting the latter to
the remaining bioreceptor's free binding sites and therefore
resulting in more sensitive response. On the contrary, in the
direct method, the target and the labelled competitor reach
the TL almost simultaneously, not giving any preference nor
advantage to the target for interaction with the available
capture bioreceptor's binding sites. Moreover, as each label is
generally functionalized with multiple competitors, the
overall complex would exhibit greater avidity compared to
individual targets. In these cases, if one competitor molecule
is displaced from the binding site, all other competitors on
the label are in close enough proximity to readily bind to the
bioreceptor. Overall, this would lead to a less sensitive device.
Regarding non-standard competitive formats, the mechanism
varies. In the dual competitive format, similar to the indirect
approach, the competition occurs on the conjugation pad.
This arrangement allows a short incubation period where
both the competitor and the target compete for the binding
sites on the detection bioreceptor. In contrast, in aptamer-
based competitive LFAs, the target molecule modifies either
the detection or capture bioreceptors, impairing their ability
to bind to each other and thus generate a signal.

Beyond the technical and biochemical aspects of competitive
LFAs, economic considerations play a crucial role in assay
development. The choice of bioreceptors, labeling strategies,
and detection methods can significantly impact overall
expenses, influencing not only material costs but also
production scalability and accessibility. For instance,
bioreceptor selection involves a trade-off between performance
and cost. Monoclonal antibodies provide high specificity and
reproducibility but come at higher costs compared to polyclonal
antibodies, which, although less expensive, are less consistent
and specific. As an alternative, aptamers can be considerably
cheaper than antibodies once selected, particularly when
utilizing unmodified DNA aptamers, allowing for cost-effective

This journal is © The Royal Society of Chemistry 2025
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mass production. However, the initial aptamer selection process
may be as expensive as or even costlier than antibody
production, especially when chemical modifications are
required to enhance performance. Nevertheless, aptamers offer
greater temperature stability, potentially reducing storage and
transportation costs by eliminating or decreasing the need for
stringent temperature controls. Competitor costs represent
another significant economic factor. Many molecules employed
as competitors, especially certain proteins, are expensive,
making efficient, high-yield labeling strategies critical to ensure
economic viability. Labeling methods also significantly
influence final test production costs. Gold nanoparticles
(AuNPs) represent the most cost-effective option due to their
inexpensive and straightforward fabrication processes, well-
established commercial availability, and minimal requirements
for signal detection, such as naked-eye observation or simple
colorimetric measurements. In contrast, labels such as

quantum  dots,  europium  nanoparticles, = magnetic
nanoparticles, and fluorescent dyes, although offering
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enhanced sensitivity, generally involve higher material costs,
complex production methods, and a less mature supply
industry. These factors increase the per-strip cost and often
necessitate specialized reading platforms, further contributing
to overall expenses. Ultimately, developers must balance
affordability with performance demands, as increased
sensitivity typically requires more expensive bioreceptors,
advanced labeling strategies, and specialized detection systems.

2. Theoretical modelling

Traditionally, biosensing assay design and development have
predominantly been approached from an experimental
standpoint.”*** Despite the publication of remarkable
research studies and reviews addressing theoretical
modelling and their experimental validation, a significant
gap still exists between both fields. We particularly recognize
the importance of understanding and approaching
competitive assays from a modelling perspective due to their

B)
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S 8 1077 ,
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Fig. 4 Modelling of a direct competitive assay using an analytical expression. (A) Schematic representation of the selected system, the main
components contained and relevant parameters. In this study, the concentration of the labelled target (competitor, C) and bioreceptor complex
(C-R) determines the amount of signal in the assay, therefore the complex's concentration can be understood as an indicator of the assay's output
signal. Panels B to D demonstrate how the system behaves in different scenarios: (B) study of the Ky ratio: changing C's dissociation constant (Kyc)
while keeping constant the T's dissociation constant (K7), bioreceptor's concentration [R]p and initial competitor's concentration [Clg; (C) [Rlo, Kot
and Kyc were kept constant at increasing values of [Clo; (D) [Clo, Kqr and K4c kept constant at increasing values of [R]o.
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less intuitive outcomes and the consequent optimization
challenges. In this section, aim is to provide
comprehensive insights to assist other researchers in the
field in applying basic modelling to assist the development
and optimization of their assays, bridging the gap between
theoretical and experimental approaches.

our

2.1. Introduction to competitive assay models

Taking a standard direct competitive assay between a target, a
labelled competitor and a bioreceptor in solution, we will
explore this system from an analytical modelling point of view
that will allow us to relate the general parameters involved in
the competitive assay and their corresponding outcomes, such
as the critical optimization of the amounts of labelled
bioreceptor and its effect on the limit of detection (LoD).

The detection or recognition event in a sensing system
can be understood as the reaction between a recognition
element, or bioreceptor, and its target, or ligand, and may be
simplistically described by the law of mass action:'?

71+ ) 2 [T

(R1)
where T is the free target, R the free bioreceptor, T-R the
target-receptor complex, k,r the kinetic association constant
rate, and kqr the dissociation constant rate (also referred to
as kon and kg, respectively).

The equilibrium constants, (Keq)
dissociation (Ky), represent the ratio of bound to unbound
analyte and antibody at the equilibrium, and can be
described as the ratio of kinetic constants k., and kg

association and

kar  [T-R]
=2 = 1
kg IR W
kar _ [T][R]
Kg=-—= 2
"k  [T-R] @)
And therefore, K.y and Ky are inversely proportional:
1
Keg = — 3
“= T ®)

In the specific case of competitive assays, which rely on the
estimation of empty binding sites not occupied by the target,
the reaction scheme presents an extra layer of complexity to
account for the element that competes with the target. For
the standard case of a direct competitive assay, we can
describe the reactions taking place as follows:

kar

(Signalling) [C-R] = [R]
Kac kar

[T-R] (Not signalling) (R2)
where R is the free bioreceptor, T-R the target-receptor
complex, K,r the target's association constant, Ky; the
target's dissociation constant, C-R the bioreceptor and
labelled synthetic target complex (competitor), K,c the
competitor's association constant, and Kyc the competitor's
dissociation constant (this formula describes the

equilibrium depicted in Fig. 4A). The target present in the
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sample, 7, does not have a measurable signal associated,
therefore, the formation of 7-R complexes induces a
signal reduction, while the competitor C, labelled to a
reporter, forms the C-R complex which is responsible for
generation of the signal (Fig. 4A). Therefore, the T-R can
be understood as an indicator of the assay's output signal.
Considering that the law of mass action and assumptions
(see Section S1t) are applicable it is possible to model a
competitive assay in the equilibrium state as initially
reported by Berson S. A. and co-workers® and subsequently
re-evaluated by other researchers.">*® Furthermore, an
analytical solution to quantify the concentration of the C-R
complex in the equilibrium was proposed and elegantly
developed by Sotnikov and co-workers.>® (see the ESIt for
more details and final expression sections S1 and S2,
formulas S1-171). With a simple direct competitive assay
in mind, the same as depicted in Fig. 4A, we can adjust
the above-mentioned model to estimate C-R and model
different case scenarios (Fig. 4B-D). To that end, the set
of parameters involved was maintained constant, while
one single parameter was varied over the titration of T.
The characteristic signal decrease of a competitive assay
acquires different shapes by either shifting the midpoints
(IC50, that is the analyte concentration at which the
signal intensity is reduced by 50%) towards higher/lower
concentrations or increasing/reducing the transition
steepness in the binding curves.

The competition between C and T for the R is governed by
the specific K47 and K4c constants. Their effect is evidenced
when maintaining all other parameters constant and
increasing R's affinity for C and thus decreasing the Kyc
(Fig. 4B). Low affinities for C result in small signal changes,
as scarce amounts of C manage to remain attached to the R.
However, small concentrations of T will easily displace the C
and induce the signal loss, rendering the assay very sensitive
to very low amounts of 7. When increasing the affinity, C-R
complex formation is favored, hindering the T binding to R,
rendering the system less sensitive to low levels of T and big
signal changes. Ideally, a slightly reduced affinity for C would
enhance the assay's sensitivity while allowing a good signal
change. However, tuning the Kgr vs. Kgqc ratio becomes a
complex challenge far from trivial to engineer. Generally, the
label modification on C does not have a serious impact on
the Ky meaning that, essentially, both constants can very
often be considered equal.

Generally, typical parameters, with significant impact
on the assay's performance that are more feasible to
engineer/tune are the competitor's initial concentration
([Clo) and bioreceptor's initial concentration ([R],). To
illustrate their impact on the assay we set Kqr vs. Kqc to
be equal to 1 x 107" M and explored the response
dependence of [C], and [R], in the model
(Fig. 4C and D). Low amounts of C, result in small
signal changes, since few C molecules will occupy R,
binding sites (Fig. 4C). Optimal scenarios are at C, above
the R, to ensure the full occupancy of the binding sites,
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a situation very susceptible to the presence of T,
resulting in very sensitive detection. In contrast, an
excess of Cp, higher than the R,, will have a detrimental
effect on the assay sensitivity, as is evidenced by the
binding curve shifting towards higher T values (Fig. 4C),
where the high C, forces the C-R formation, requiring
more [T] to be detected.

In the last scenario, keeping a constant [C], and
varying [R], (Fig. 4D) demonstrate that increasing [R],
concentrations allow more C-R formation and therefore
higher initial signal while retaining good sensitivities
(Fig. 4D). A further increase of [R], results in further
shifting of the binding curve towards higher T values, and
the subsequent loss in sensitivity. This phenomenon is
easily explained by the excess of available binding sites in
the R, with regard to total C,. That means that 7 will
find plenty of binding sites available in R, before
competing with C, allowing 7T-R formation without
affecting C-R. Another observed phenomenon is the
steeper transitions in the binding curves at high [R],
concentrations, not typical Langmuir isotherms as in other
panels. This is caused by the depletion regime, in which
the bioreceptor's concentration is higher than its
dissociation constant.*® Here, the model demonstrates the
importance of the [R], and how a simple excess of it can
negatively affect the resulting assay, inducing a significant
loss in sensitivity.

Overall, this general model demonstrates the delicate
balance among the different components involved in
competitive assays, meaning that an excess of one
component can be detrimental to the sensitivity of the assay,
and therefore increase the LoD of the test. The tight balance
of components' concentrations also gives the opportunity to
tune and shift the linearity of the system to better fit the
specific needs of a specific sensing scenario. For instance,
when maximized sensitivity is not the ultimate end, but the
detection in a high [7] range, then simply by increasing
either [R], or [C], the binding curves will shift to higher [7]
allowing the system response to better align with the desired
detection window.

2.2. Models for lateral flow competitive assays

In the specific case of LFA strips, the assay takes place
on a porous matrix under a main capillary flow initiated
by the addition of a liquid sample onto the sample pad.
Therefore, the biochemical reactions related to the target's
recognition and the signal generation occur while reagents
migrate towards the TL and CL, and not in a
homogeneous static mix at equilibrium.>”*® Furthermore,
other aspects need to be taken into account, such as the
multivalency of conjugates, as when using NPs more than
one recognition element can be loaded, increasing
significantly the number of binding sites. These factors
introduce other layers of complexity in the system that
the theoretical models must account for.*
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Approaches to address mathematical description/
simulation of lateral flow immunoassays can be divided into
two main categories: analytical modelling (mathematical
modelling) in which the systems are described using sets of
exact equations or numerical modelling (computational
modelling) in which solutions are approximated through
step-by-step  numerical  calculations  accounting for
parameters in specific scenarios.’”

The analytical approach offers a better understanding of the
detection systems and the functioning, but this approach
requires several approximations and is more complex to
develop. Therefore, few mathematical models have been
described in the literature for competitive LFAs. One of the first
models detailed is that reported by Qian and Bau in the early
2000s*® where they built a model approximating for
equilibrium conditions, which are only fulfilled at high target
and high affinity bioreceptors. Years later, Sotnikov and co-
workers*! proposed an improved version of the mathematical
model that accounted for the non-equilibrium nature of LFA
interactions. Other studies in the field developed mathematical
models with a special focus on implications of the flow, and
how they affect the final result of the assay"” or other models
in which special weight was given to the reporter label.**

The numerical or computational modelling, in contrast to
the analytical model, allows for the consideration of more
parameters in the system while requiring
approximations. This comes at the cost of requiring the input
of various empirical parameters or their potential ranges.
However, due to its versatility and superior applicability to
routine experimental work, numerical modelling clearly
dominates the literature.*® In particular, numerical modelling
outperforms analytical models in capturing the complexities
of flow-related parameters within assays. In addition,
numerical modelling leverages advanced computational
techniques to incorporate a broader range of variables and
interactions.”* This allows numerical modelling to simulate
complex flow dynamics more accurately, leading to better and
more precise predictions.*>*®

fewer

2.3. How to exploit the theoretical models when developing a
competitive lateral flow assay

Significant efforts to adapt theoretical models to improve
design, optimization, development and performance
prediction of LFAs*>*” can be found in the literature. Some
modelling approaches have even been developed to address
very specific questions such as determining the optimal TL
location and sample volume.*®> However, current assay
development and optimization still rely heavily on
experimental and empirical trial and error approaches,
failing to fully leverage the advances in competitive LFA
modelling. This gap needs to be addressed by systematically

making these theoretical models more accessible to
researchers developing the LFAs and progressively
integrating them as a valuable tool throughout the

development process.
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Fig. 5 Modelling of an indirect competitive assay using an analytical
expression reported by Sotnikov and co-workers.** (A) Scheme of
reactions involved the indirect competitive LFA using a labelled
antibody R in solution as a conjugate and the competitor immobilized
on the detection line C. k,r and k,c are the kinetic association
constants for T and C respectively, and k47 and kqc are the kinetic
dissociation constants for T and C. (B) Implication of the capillary flow
(CF) from detection pads of different porosity: higher porosity
substrates (CF75, faster assay) and lower porosity (CF240, slower
assay). Panel (C) displays the effects of different [C] in the detection
line. B stands for the migration time from sample addition until the
detection line, b is the total duration of the assay starting.

To evidence the utility of mathematical models in
competitive LFAs we selected an indirect competitive lateral
flow immunoassay as a testbed scenario. To study the
implications of diverse parameters we utilized the model
developed by Sotnikov and co-workers.”’ In this indirect
competitive format (Fig. 5A), the antibody R labelled with
the gold NP responsible for the assay's signal is free in
solution to flow along the strip. The target in the sample T
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competes with the competitor immobilized on the detection
line C for the binding sites of R. Binding sites in R
unoccupied by T will bind C generating a signal at the
detection line. In this context we consider the formation of
C-R as the signal obtained in the assay. Utilizing the
analytical model above mentioned (see Section S37) it is
possible to explore the effects of tuning different parameters
in a competitive LFA.

The capillary flow (CF) that depends on the detection
pad's porosity was explored (Fig. 5B) by translating CF into
assay time, as higher porosity (lower CF number) results in
faster assays (shorter assay time), leaving lower times for
reagents to diffuse and interact. Conversely, lower porosity
detection pads (higher CF number) present slower assays
allowing more time for reagents to diffuse and interact. The
model demonstrates the compromise of the total signal
achieved and flow speed; this means that a fast flow (CF75)
results in a low signal, due to the limited C-R formation
achievable in the reaction time given. Contrarily, the extra
time allowed by the CF240 detection pad favors C and R
interaction, allowing more efficient C-R formation, with the
extra time also increasing the efficiency of T-R, requiring less
T to result in complete signal depletion as compared to lower
CF. Subsequently, we evaluated the effects of different C on
the detection line (Fig. 5C). In this scenario, too low amounts
of C result in highly sensitive assays with low signals,
hindering the reading of results. Higher amounts of C allow
stronger signals, however above certain thresholds it has a
negative impact on the sensitivity, as the equilibrium is
shifted by the excess of C, requiring even more 7T to compete
for the binding sites on R. As specific examples, Nalumachu
and co-workers reported a thorough analysis of a numerical
model of a competitive LFA for detection of cortisol,"" in
which the authors incorporated the transport and reaction
phenomena occurring in the assay strips. With this approach,
they estimated the optimal competitor concentration and
flowing regimes that maximize the signal on the test line. In
another example, Gasperino and colleagues developed a
numerical model to assist the tuning of the assay's response
to the desired detection range, ensuring the alignment with
the detection requirements of the target,>” such as modelling
how to tune the visual detection threshold, the dynamic
range, etc. In complementary work, Xia G. and co-workers
have developed a numerical model to assess the effect of
sample volume on the sensitivity of a sandwich test to detect
pepsinogen.*® In this work, the authors used fluorescent
microspheres at a constant target concentration, a situation
that can be extrapolated easily into a competitive assay, to
demonstrate that a sample volume lower than 43.9 pL
induced a flow that allows sensitive detection.

In summary, incorporating a theoretical model at an
initial stage in LFA development can substantially improve
and simplify the general process reducing the experimental
steps and trial-and-error optimizations. Although theoretical
models cannot entirely substitute for the assay development,
since final experimental validation and ultimate parameter
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Fig. 6 Targets and limits of detection: (A) molecular weight

distribution of different types of targets, organized by the type of
competitive format. This figure presents the MW (kDa) distribution of
various targets, categorized along the x-axis. The scatter plot
differentiates target types based on the assay format: direct (red circle),
indirect (green triangle), and non-standard (blue square) (n = 154). (B)
Comparative analysis of competitive LFAs focusing on the limits of
detection across different targets and competitive formats. (B1) The
boxplot shows the LoD values for indirect competitive LFAs grouped
by target type. For each target, the boxes represent the range of LoD
values observed (n = 115), being 1 x 10* ng mL™ the highest LoD,
which corresponds to the detection of a protein, specifically hLF,>°
and 0.1 ng ml™ the lowest LoD, which corresponds to the detection of
a hormone, specifically cortisol.’! (B2) The boxplot shows the LoD
values for direct competitive LFAs, sorted by type of target (n = 8),
where the highest reported value is 1.25 x 10° ng mL™, in allergen
detection assay, per a 2 and 9,°2 and the minimum value is 1.6 x 10~
ng mL™%, a detection assay for the hormone ft4.>® (B3) The plot displays
the LoD values for LFAs using non-standard competitive formats, also
sorted by type of target (n = 14), being 100 ng mL™? the highest LoD
for the antibiotic ampicillin,?® and 2.25 x 10™* ng mL™ the highest LoD
in a test for the detection of tumor maker PCA3.5*

tuning experimentally are always required, they can definitely
reduce the experimental working times, cut the reagent
expense and help to guide and develop complex and more
sophisticated assays.
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3. Classification of competitive lateral
flow assays according to the target
properties

Given their ability to generate a measurable signal employing
a single type of bioreceptor, competitive LFAs are known for
the detection of “small” molecules and individual epitopes.
However, they can also be developed for the detection of full-
size antigens when the use of an immune-sandwich is not
feasible. This trend is further driven by the high and rising
costs of antibodies, encouraging the use of single-antibody
systems to reduce overall assay expenses. In Fig. 6A we show
the distribution of the different target types and their
molecular weight (MW) depending on the type of competitive
format. In Fig. S1,} we present detailed percentages of studies
that have targeted different categories, including small
molecules (<1 KDa), proteins (1-200 KDa) and cells/spores
(>200 KDa), providing further insight into the typical size
preferences in competitive LFAs.

Looking in particular at the detected target's size (Fig. 6A)
we found that: direct competitive LFAs have been employed
to detect targets with sizes between 0.112 kDa and 80
kDa,””® with a median MW of 0.883 kbDa; indirect
competitive LFAs have been employed for the detection of
targets with sizes between 0.126 kDa and 300 kDa,**"® with a
median MW of 0.330 kDa; and non-standard competitive LFA
formats have been employed to detect targets between 0.200
kDa and 32 kDa,"””*® with a median MW of 0.324 kDa. Our
analysis suggests that any of the three formats have been
successfully employed in the detection of a wide range of
target sizes. Of note, all three formats have been
predominantly employed for the detection of targets below 1
kDa (Fig. S47).

When examining the type of target (Fig. 6A), we observed
that direct competitive LFAs have been mostly employed for
hormone (4 assays) and protein (6 assays) detection; indirect
competitive LFAs have been mostly employed for drug (43
assays, 17 of them are antibiotic) and toxin (33 assays)
detection; non-standard competitive LFA formats have been
mostly employed for drug (6 assays) and toxin (4 assays)
detection. While apparently any of the three formats can be
used to detect any type of target, we found that for
microorganism (Salmonella sp., B. anthracis spores and A.
brassicae spores)®””® and antibody’® detection the indirect
format has mainly been used. In contrast, targets like CD8
glycoprotein'” and HIV RNA'® have been detected exclusively
using the non-standard formats. Pesticides have been detected
either with the indirect and the non-standard format.

4. Classification on the basis of the
assay's limit of detection

Besides the size and type of analyte, the LoD represents
another relevant criterion often used to compare sensing
strategies. In this manuscript, we have reported the LoDs as
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they were reported in the original studies (Fig. 6B),
regardless of the method used to calculate them, with the
use of the value of the blank plus three times its standard
deviation being the most extensively used and accepted
method for the calculation of the LoD. Analyzing 137 assays,
we found that: direct competitive LFAs' lowest LoD reported
was 0.23 pg mL™" or 1.02 x 107* M for tumor biomarker
PCA3 detection,” and the highest LoD was 10 ug mL™" or
1.25 x 10°® M for human lactoferrin;®® the indirect
competitive LFAs' lowest LoD was 0.016 pg mL™" or 2.06 x
107 M for free thyroxine detection,” and the highest LoD
was 1.25 mg mL™" or 5.44 x 10> M for American cockroach
allergens.”® Finally, using the non-standard competitive
format, the lowest LoD was 0.6 pg ml™" or 1.83 x 107> M
for the toxin AFM1," while the highest LoD was 100 ng
mL™ or 2.7 x 10 M for ampicillin.*

Although we are aware that the comparison of the LoD of
devices specific for different targets is a mere reviewing
exercise, we believe that it still provides relevant information.
For example, the LoD's median values for indirect, direct and
non-standard formats are 1.76 ng mL™" (3.18 nM), 0.55 ng
mL™"' (1.69 nM) and 0.5 ng mL™" (1.49 nM) respectively,
demonstrating a tendency of direct and non-standard type
assays to achieve lower LoDs. Moreover, when considering
analyte sizes, we observed that the smallest median LoD
values correspond to the larger analytes. Specifically, analytes
larger than 200 kDa exhibited a median LoD of 53.3 fM,
analytes between 1-200 kDa showed a median of 2.42 nM,
and analytes smaller than 1 kDa had a median LoD of 2.96
nM LoD. In another note, when considering the analyte's
properties (Fig. 6B), we found the following: for drugs (total
median: 1 ng mL™, 1.55 nM); direct: 0.2 ng mL™ (0.7 nM),
indirect: 1.2 ng mI™ (3.2 nM), non-standard: 1.6 ng ml™* (4.2
nM) being the smallest median LoD for the direct format.
For hormone targets (total median: 0.8 ng mL™" (2.54 nM);
direct: 0.3 ng mL™ (0.8 nM), indirect: 1 ng mL™" (3.18 nM),
non-standard: 1.57 ng mL™" (5 nM) with the direct format
showing again the lowest LoD median. For metal ion targets
(total median: 2 ng mL™ (4.19 nM); direct: 3 ng mL™" (3.4
nM), indirect: 8.65 ng mL ™" (36.4), non-standard: 0.56 ng
mL™ (2.8 nM) and the lowest median LoD corresponds to the
non-standard competitive formats.

4.1. Technical innovations enabling lower LoD values

Recent advancements have significantly improved LoDs in
competitive LFAs. Particularly 31 of the studies reviewed use
specific signal amplification strategies to improve the
sensitivity and the LoD. Some of these methods include
surface-enhanced Raman scattering (SERS),>*%°"** gold
nanobeads,”®® quantum dots,*”®®* and fluorescence
quenching,****’® which enhance signal intensity and reduce
background noise. Enzymatic amplification, such as
horseradish peroxidase (HRP)-mediated TMB and luminol
reactions,”"7® increases the assay's detectability by catalyzing
colorimetric or chemiluminescent signals. Additionally, silver
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enhancement techniques improve the visibility of
nanoparticle-based detection by depositing metallic silver
around labels.””””® Other innovative approaches, such as
isothermal  amplification,"®  recombinase  polymerase
amplification (RPA),*° and carbon nanotube electrodes,®"
further enhance sensitivity by increasing reaction efficiency
or improving electrochemical readouts.

Specifically, the lowest LoD for the indirect competitive
LFA>® was 0.016 pg ml™" (2.06 x 10"* M) for thyroxine (T4), and
a dynamic range spanning three orders of magnitude. This
remarkable sensitivity was attained employing a bifunctional
ligand (T4-biotin) in combination with magnetic labels and
magnetic reading of the test. This bifunctional ligand is a
molecular entity that can simultaneously bind to two different
sites. Thanks to the biotin the bifunctional ligand can be
captured with high affinity and efficiency by streptavidin
present on the TL, while the T4 side will bind the anti-T4 Ab
(Ab-MB) that are labelled with magnetic NPs. The T4 target in
the sample competes with the T4-biotin for the Ab-MB
complex.”® The magnetic NP reading enabled robust and
specific detection, leveraging volumetric quantification via
magnetic particle quantification (MPQ) readers.

The lowest direct competitive reported LoD was 0.23 pg
mL™ or 1.02 x 107** M is for the genomic tumor biomarker
PCA3.%* This low detection limit is primarily attributed to the
use of a SERS detection. This increased sensitivity is achieved
through the competitive hybridization interaction between
the target DNA and DNA-labelled SERS reporter nanotags,
which allows for the precise quantification of the target DNA
based on Raman peak intensity changes on the TL.>*

The lowest LoD reported in non-standard competitive
formats was 0.6 pg mL ™" or 1.83 x 107> M for aflatoxin M1
(AFM1) and chloramphenicol (CAP)."® The assay benefits
from a pre-incubation step that enhances sensitivity,
combined with anti-BSA antibodies to allow universal
detection of multiple analytes on the same test strip."’

As an illustrative example, for the analyte aflatoxin B1
(AFB1), detected using three distinct detection formats -
direct, indirect and non-standard (aptamer-based) - the
corresponding LoD values were 5 ng ml™" (16.01 uM),** 3.87
ng ml™ (12.39 uM) (mean value)’®”>*% and 1 ng ml™
(3.20 uM),*® respectively. This comparison underscores the
importance of assay design in optimizing sensitivity for
specific applications, paving the way for more effective and
tailored diagnostic solutions.

While these technical innovations have significantly
improved the limit of detection (LoD) in competitive LFAs,
their real-world application presents several challenges that
must be considered when developing cost-effective and
scalable assays. Many high-sensitivity techniques, such as
SERS, MPQ, and enzymatic amplification, require specialized
reagents and complex protocols, increasing costs and
reducing the simplicity that makes LFAs ideal for point-of-
care diagnostics. Additionally, these methods often demand
fluorescence, Raman, or magnetic readers, limiting their
feasibility in low-resource settings despite the development
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of portable detection devices. Lastly, scalability remains a
concern, as nano-based and enzymatic amplification
approaches require precise reaction conditions and batch-to-
batch consistency, posing challenges for large-scale cost-
effective commercial production. Therefore, future efforts
should focus on integrating high-sensitivity methods into
practical, scalable, and affordable LFA designs.

5. Classification according to samples
used

Having analysed the competitive LFAs employed for a wide
range of different targets, we analyzed the types of samples
and pretreatments. Here, we consider a pretreatment any
preparatory step executed prior to testing a sample, including
purification, concentration, dilution, or extraction of a
specific component with the aim to minimize any matrix
effect and maximize the signal-to-noise ratio.** In the
following section we discuss the types of samples (Fig. S2+)
we identified upon reviewing 159 assays and when
appropriate what type of pretreatment they required.

5.1. Food and water samples

Solid food (or feed) represents the most commonly examined
sample type in competitive LFAs, as shown in 59 studies.
Given their solid state, these foods invariably require some
form of pretreatment as the targets need to be extracted to a
liquid phase, which is a basic operating need of LFAs assays.
Corn is the most frequently analyzed food,>*°¢7>86788:90
primarily targeting the toxins Fumonisin type B and Aflatoxin
type B1. To a lesser extent a diverse array of other matrices
including eggs, fruits, meats, sea food, and peanuts are
analyzed in competitive LFAs. Given the considerable
differences in the type of solid food analyzed, the ideal
pretreatment must be thoroughly optimized after carefully
considering physicochemical properties of both the sample
and the analyte.®® Basic pretreatment methods for solid food
samples include grinding, cutting, or pureeing, followed by
dilution and/or centrifugation,*16>67.75:86:9193  More
complex procedures may involve additional steps such as
sonication and extraction using various solvents,>*8*8%947101
Liquid foods, including milk, are the second most
frequent type of sample employed in competitive LFAs (26
studies). This type of sample often requires simpler or no

pretreatment.”*'*7*°* Typically, the preparation of these
samples generally involves only a dilution and/or
55,105-109

centrifugation step. Dilution helps to minimize the
matrix effect to acceptable levels for LFA detection and to
adjust the analyte concentration to levels suitable for LFA
detection. Centrifugation helps in removing contaminants
such as solid particles and, specifically in milk samples,
separating from the lipid layer'’*™"'* to ensure clearer and
more homogeneous samples.

Water samples (11 studies) do not generally require
pretreatment given the lack of major contaminants,
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making water a simple and homogeneous matrix as
compared to other types of samples. Consequently, water
samples can often be tested directly in competitive LFAs.
However, when required, pretreatment of water samples
may involve simple steps such as filtration, to remove
suspended particles and impurities that could interfere
with the analytical process. For example, in the case of
hospital wastewaters,”” which contain various impurities
such as particles, proteins, metal ions, or nucleases,
pretreatment is essential to prevent the blockage of
micropores in the assay. In one of these specific
examples,”” the sample was first centrifuged, and the
supernatant was then diluted in trichloroacetic acid, to
precipitate proteins and other macromolecules. Following
another round of centrifugation, the final supernatant was
collected and filtered.>® Alternatively, using an appropriate
sample pad for filtration could help avoid the need for
extensive pretreatment by effectively removing impurities
and preventing micropore blockage during the assay.

5.2. Bodily fluids

Beyond food, milk and water samples, the articles reviewed
predominantly focused on bodily fluids, with substantial
attention to urine (19 assays), serum (13 assays), blood (9
assays), saliva (8 assays) and plasma (6 assays).

For point-of-care clinical applications a small volume of
whole blood is the sample of choice since it can be obtained
directly with a fingerpick. We identified 9 studies that analyzed
whole blood through competitive LFAs, using two main
approaches. One approach consists in the integration of a
blood filter pad in the strip itself, which facilitates the
separation of plasma from the blood cells without the need for
any specific pretreatment,”® decreasing the viscosity of the
samples and minimizing the non-specific background caused
by the red color of red blood cells. It is important to note that
this limits the assay to the measurement of extracellular
biomarkers. The other approach consists in pretreating the
blood sample before applying it to the strip. While this can be
applied to any type of biomarker, this is essential for
intracellular biomarkers that need to be extracted from blood
cells by lysis. In order to achieve this, processes including
extraction, dilution, centrifugation, and the use of specialized
reagents such as radioimmunoprecipitation assay (RIPA)
buffer, along with protease and phosphatase inhibitors are
often employed.'** "

Serum and plasma present an initial processing that is
intrinsic to their preparation, involving the separation of these
components from whole blood. This includes centrifugation,
which is crucial for removing cellular components and yielding
clear serum or plasma. The pretreatment methods we discuss
apply after serum or plasma has been obtained. Subsequent
processes may include additional centrifugation to concentrate
the samples, dilution for further analysis, filtration to remove
remaining particulates, or chemical treatment to stabilize the
Samples.53,59,1167120
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Urine and saliva present a particularly attractive choice
compared to the other body fluids previously mentioned as
they can be obtained non-invasively, quickly, and easily. This
significantly reduces patient discomfort and anxiety, which
increases patient adherence to testing protocols (a crucial
aspect for applications requiring a recurrent testing regime
such as managing chronic conditions or ongoing health
assessments).'?’ Looking at their pretreatments, in most
cases, urine samples can be used directly as collected'**™**°
or diluted.”" However, there are instances where urine
samples may require a degree of pretreatment, most
commonly centrifugation (to remove sediments) or pH
adjustment (to ensure correct biorecognition).****! Saliva is
often employed to detect salivary cortisol.>"7>7%77:132
Generally, saliva samples do not need pretreatment as it is
directly obtained in an extraction buffer, and the sample pad
of the LFA removes the matrix effect of the oral
fluids.”>7¢777912L133  However, patients are sometimes
required to refrain from eating or drinking for a defined
period of time before sample collection.”” In exceptional
cases saliva needs pretreatment such as centrifugation to
remove cell debris and other proteins.”*”732

In the context of bodily fluids, the bioanalytical field has
recently focused on developing novel minimally or non-invasive
sampling strategies. Besides the commonly utilized urine and
saliva samples, sweat and interstitial fluid (ISF) are emerging as
promising sample types. To successfully integrate these samples
into LFAs, researchers are employing automated microfluidic
devices for sweat collection'* ™" and microneedle-based
systems™**? for interstitial fluid extraction. We anticipate that
ongoing advances in automated sampling strategies to reliably
collect sufficient sample volumes, coupled with parallel
biomarker discovery studies utilizing these fluids, will
increasingly facilitate the incorporation of sweat and interstitial
fluid into various LFAs, including competitive formats,
particularly due to the abundance of small-molecule analytes
present in these samples.

5.3. Other types of samples

In the case of plant samples (2 assays), pretreatment is
necessary as they are in a solid state. This process typically
involves drying the plant material, followed by grinding it
into a finer form. After grinding, an extraction is carried out
using a suitable solvent. This step is crucial for isolating the
desired compounds from the plant cells. The process is often
followed by sonication, which helps in breaking down cell
walls and facilitating the extraction of target compounds.
Finally, the sample undergoes centrifugation to separate the
extract from the solid plant material, resulting in a sample
that is ready for analysis."*"'*>

In the analysis of pharmaceutical drugs (7 assays), various
pretreatment methods have been described, mostly tailored
to the specific needs of the analysis and the characteristics of
the sample matrix. These methods can range from simple
procedures such as grinding, diluting, centrifuging, and
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filtering the sample, to more elaborate steps like sonication
or extraction using various solvents.'**'** Each of these
techniques is designed to effectively prepare the sample for
accurate testing, ensuring the isolation and purity of the drug
compounds for precise analysis.

Finally, the use of buffer spiked samples (4 assays), in
early assay development, serves as a preliminary step to study
reactions and interferences in a controlled environment. This
approach is crucial for validating analytical procedures and
understanding target analyte interactions before analyzing
complex biological samples.

6. Classification according to the
bioreceptors (recognition elements)

The LFA component that predominantly defines the
sensitivity and specificity of the test is the bioreceptor. While
the general definition of a bioreceptor includes any molecule
or biological entity (including whole cells) capable of
specifically binding to a given analyte, in LFAs the most
common ones are antibodies and to some extent aptamers.’
To be employed in LFAs, bioreceptors, besides providing
excellent specificity and sensitivity, must also guarantee
adequate stability, rapid binding kinetics and low cost. The
stability is crucial because bioreceptors in LFAs are
completely dried either on nitrocellulose or as conjugates
with the labels and as soon as the sample reaches them, they
must quickly regain their original structure and functionality.
The rapid-binding kinetics are equally important since the
vast majority of LFAs do not include any incubation step and
the binding must be almost immediate. Finally, the
bioreceptors and the labels employed are generally the most
expensive components of the LFAs and therefore play a
crucial role in the overall affordability of the final product.
All these considerations are true for any type of LFA.”

6.1. Types of bioreceptors

Antibodies. Antibodies are highly specific and versatile,
capable of binding strongly to their target antigens, which
makes them effective even at low concentrations. Produced
by the immune system, typically in animal hosts, these
Y-shaped proteins can be engineered to recognize virtually
any antigen.>*

However, despite their benefits, antibodies can have
stability issues and may exhibit batch-to-batch variability,
making their production expensive and time-consuming, with
potential for cross-reactivity and ethical concerns due to the
use of animals in their production.**

There are different types of antibodies used in LFAs:
monoclonal, polyclonal, and fragments. Monoclonal antibodies
have a unique binding site, providing targeted and consistent
interactions. They are derived from a single B-cell lineage and
are designed to recognize and bind to a single, specific
epitope.” This high degree of specificity enhances assay
sensitivity, particularly for small targets, and reduces the risk
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of off-target interactions.”® Moreover, monoclonal antibodies
provide consistent and reproducible results with no batch-to-
batch variability. However, they tend to be more expensive
compared to other bioreceptors, and their development process
is time-intensive.” In competitive assays monoclonal antibodies
are preferred, as the detection principle relies on the occupancy
of binding sites, monoclonal antibodies ensure identical
binding sites and recognition of the exact same epitope over all
the bioreceptor population, being ideal to build precise and
specific competitive assays.**

Polyclonal antibodies, in contrast to monoclonal antibodies,
originate from different B-cell lineages. Consequently, they
constitute a mixture of antibodies capable of recognizing
various epitopes on the same antigen.” Their advantage lies in
their ease and speed of production, making them a cost-
effective choice.” Despite that, due to their broader specificity,
polyclonal antibodies may cross-react with other analytes or
molecules present in the sample and they exhibit higher
variability between different batches.” Besides, the fact that
different polyclonal antibodies can bind an antigen through
more than one epitope, competitive assays based in polyclonal
antibodies might suffer from the variability of epitope
recognition of the polyclonal population of bioreceptors.

Antigen-binding fragments (F(ab)s) are the part of the
antibody molecule responsible for specific antigen binding.
Fabs can be produced either through recombinant DNA
technologies or by enzymatic cleavage of full-length
antibodies.  Generally, F(ab)s demonstrate reduced
nonspecific binding compared to full-sized antibodies and,
are generally more cost-effective and easier to produce.’?'
Recombinant Fabs, in particular, offer high batch-to-batch
consistency due to the controlled production process. In
contrast, Fabs obtained through enzymatic cleavage might
have variability influenced by the cleavage conditions. Similar
to monoclonal antibodies, they offer low batch-to-batch
variability and, owing to their smaller size, permit the
incorporation of a higher number of bioreceptors per probe.’
In contrast, they are less stable than full-length antibodies
due to the absence of an Fc region.’

Aptamers. Aptamers are synthetic nucleic acids, typically
short, single-stranded DNA or RNA molecules, that possess
high association constants, allowing them to selectively
recognize various targets.>®

Aptamers are selected through a process called SELEX
(systematic evolution of ligands by exponential enrichment),
where they are iteratively screened from a large pool of
random sequences to identify those that bind best to the
target."”® Aptamers excel in targeting organic molecules
within the MW range of 100-10 000 Da.?

Their advantages over other bioreceptors, such as
antibodies, include in vitro production processes, cost-
effectiveness, straightforward labelling methods, and
enhanced stability.>® Unlike antibodies, aptamers do not
require animal hosts for their selection and exhibit higher
stability and batch-to-batch reproducibility.**>*4¢
Additionally, aptamers can be amplified post-selection and
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exhibit higher batch-to-batch reproducibility as compared to
polyclonal antibodies.®"*>

6.2. Bioreceptor affinity for the target

A common parameter used to assess the affinity between the
bioreceptor and the target of interest is its dissociation
constant (Ky). It represents the concentration of target that
binds half of the binding sites of the bioreceptor.*® Lower K4
values typically indicate higher affinity, which is often
desirable for achieving low LoDs.>>® Of the 131 reviewed
studies, only 14 studies mentioned the Ky values of their
bioreceptors. These studies revealed a broad spectrum of
affinities, ranging from 600 nM (ref. 25) to 91.74 pM."**
Notably, bioreceptors with lower Ky values, such as 131.58
pPM,**” 165.29 pM,'*® 2702.70 pM,"*® and 91.74 pM,**® reflect
high affinity, indicating their potential efficiency even at
minimal analyte concentrations. These bioreceptors achieved
LoDs of 0.229 nM, 232 nM, 3.21 uM, and 1.36 nM,
respectively. Conversely, the highest K4 values, such as 600
nM,* 580 nM,"” 172 nM,'** 17 nM,*® and 10.41 nM,'**
indicate lower affinity and correspond to LoDs of 269 nM,
1.36 nM, 143 nM, and 5 nM, respectively, suggesting that
bioreceptors with lower affinity require higher analyte
concentrations for effective detection.

While selecting bioreceptors with very low K4 values can
enhance assay sensitivity, other factors must be considered
to ensure optimal performance. The production of high-
affinity mAbs can be costly and time-consuming, whereas
aptamer engineering often requires extensive screening to
optimize binding properties.>® Additionally, extremely low Ky
values may result in slow dissociation kinetics, potentially
reducing assay responsiveness.'> Another critical aspect is
cross-reactivity, as some high-affinity bioreceptors may bind
structurally similar molecules, impacting assay specificity.®
To address these considerations, recent studies have explored
computational modeling to predict and refine antigen-
antibody interactions before synthesis, significantly
improving selection efficiency."’ Additionally, engineered
antibody fragments (e.g., F(ab) or scFv) and bifunctional
ligands have been employed to enhance specificity while
maintaining optimal binding kinetics.’® Some researchers
have also adjusted the bioreceptor-to-competitor ratio to
ensure that competitive displacement is not hindered by
excessively strong binding.

The ability to fine-tune affinity is particularly evident in
aptamer-based LFAs.> As observed in Alnajrani et al,*® two
aptamers with different K4 were employed to investigate their
impact on the sensitivity and performance of the lateral flow
aptasensor. The full-length 60-mer aptamer exhibited a Ky of
47 nM, while its truncated 38-mer variant demonstrated a
significantly lower Ky of 1 nM. This substantial difference in
Ky values highlights the improved affinity of the truncated
aptamer for the target molecule, dabigatran etexilate (DBG).
The truncated 38-mer aptamer, with its higher affinity (lower
K4), was expected to provide better sensitivity and selectivity
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in detecting DBG. However, the study found that the full-
length 60-mer aptamer offered a robust and reliable
detection performance, achieving a detection limit of 20 nM
in both buffer and blood samples as opposed to 100 nM
when using the truncated version.*®

6.3. Detection bioreceptor

The detection bioreceptor, typically a molecule like an
antibody, aptamer or protein, is either labeled with a reporter
molecule such as NPs or enzymes or immobilized in the
detection line. When labelled forming the bioreceptor-
reporter conjugate generates the signal at the TL indicating
the presence or absence of the captured analyte.

In the direct competitive format, the competitor serves as the
detection bioreceptor. In contrast, in the indirect competitive
format and in the non-standard types of competitive formats,
the detection bioreceptor is a molecule capable of recognizing
the target molecule. Fig. 7B illustrates that those competitors
such as toxins, proteins, metal ions, hormones, and antigens,
typically detect targets with MW similar to themselves. Among
the 161 assays reviewed, 130 assays utilize the indirect
competitive format, 128 assays employ antibodies and 2 an
aptamer, as depicted in Fig. 7A. Within the 128 assays employing
antibodies, 11 did not mention the type of antibody, 103 use
monoclonal antibodies, 12 polyclonal antibodies and 2 antigen-
binding fragments. In the 16 assays employing the non-standard
competitive format, 11 employ aptamers as detection
bioreceptors, 1 uses DNA, and 4 exploit monoclonal antibodies,
as shown in Fig. 7A. Antibodies and aptamers as detection
bioreceptors exhibit comparable MW ranges (mean MW: 329.9
and 323.8 g mol ™", respectively) (Fig. 7B).

6.4. Capture bioreceptor

The capture bioreceptor refers to the bioreceptor
immobilized on the TL within the LFA. Its primary function
is to capture or bind the target analyte present in the sample
being tested. Typically, the capture bioreceptor is an antibody
or aptamer that specifically recognizes and binds to the
target analyte with high affinity and specificity but it can also
be the competitor in the case of competitive LFAs. Once the
analyte binds to the capture bioreceptor, it forms a complex
that is detected by the detection bioreceptor. In competitive
LFAs, the concentration of the capture bioreceptor, typically
antibodies, at the TL ideally ranges from 0.1 mg mL™" to 1
mg mL ™" This concentration will determine the assay's peak
signal and consequently, its sensitivity. Intuitively, a higher
concentration of the bioreceptor on the TL leads to a higher
density of labelled NPs that can be captured.

In the review of 161 assays, for the 130 assays employing
the indirect competitive format the capture bioreceptor is the
competitor, and the median concentration at the TL was
observed to be 0.65 mg mL™", equivalent to 11.34 uM. In the
direct format, which comprised 15 assays, antibodies were
used as a capture bioreceptor in 12 of them, with the median
concentration at the TL, similar to the indirect format, of
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Fig. 7 Comparative analysis of the detection bioreceptor

depending on the type of competitive assay and the target
molecular weight. (A) Percentage distribution of the different
detection bioreceptors across the three types of competitive
formats. (n = 160) (B) Boxplot representation of the MW
distribution of targets (g mol™) for the different bioreceptors.
Each bioreceptor type is represented in the x-axis, with the
corresponding boxplot revealing the median, interquartile range,
and outliers. The numeric labels above each boxplot specify the
median MW for easy reference (n = 160).

0.65 mg mL™" or 8.13 uM. For the non-standard competitive
format, 16 assays, 5 assays used DNA which was the most
frequently used capture bioreceptor, with a median TL
concentration of 0.25 mg mL™" or 4.7 uM, a notably lower
concentration than standard formats. Approximately 2% of
the test analyzed used aptamers in the TL with a median
concentration of 0.05 mg ml™" or 5 uM.

To enhance cost-efficiency without sacrificing sensitivity,
we need to use lower-end bioreceptor concentrations,
particularly with high-affinity bioreceptors.

Antibodies are the preferred choice for the direct
competitive format due to their high specificity, strong affinity,
and demonstrated assay performance. In contrast, the
utilization of lower concentrations of DNA bioreceptors for the
non-standard competitive format suggests that DNA-antigen
interaction might be more efficient or may not necessitate as
high a bioreceptor density for effective detection.
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6.5. Supplementary proteins for enhancing bioreceptor
performance

In situations where the capture bioreceptor is expensive, when
highly concentrations are not feasible or when we need to
maintain the bioreceptor's structure and functionality over
time, as low concentrations may induce protein denaturing
and loss of binding activity, it is sometimes necessary to
introduce additional proteins. In this case, bovine serum
albumin (BSA) or egg ovalbumin (OVA) is often used.

BSA, with a MW of 66 kDa, is a primary component of
bovine blood plasma, while OVA, lighter at 45 kDa, is the
main protein in egg whites. Among the 161 assays analyzed,
103 incorporate one of these proteins on the TL. However,
their inclusion in the direct and non-standard competitive
formats is rare, with only three assays reported, two direct
and 1 of the non-standard category. BSA and OVA mainly
serve as blocking agents in indirect LFAs, mitigating non-
specific binding and helping to maintain the integrity of
protein structures.

BSA is preferred and utilized in 82 assays, in contrast to
OVA's 21 and the choice between BSA and OVA is often
guided by the specific application and potential for
interference or cross-reactivity with the target analyte.
Furthermore, BSA is generally more accessible and cost-
effective than OVA, which can significantly impact the
decision between the two in research and commercial
settings. Importantly, for applications involving fragments of
antibodies, which have lower MW (below 50 kDa for
fragments and 15 kDa for nanobodies), BSA, with its higher
MW of 66 kDa, is typically avoided as a blocking agent due to
potential interference.

The analysis also showed a variation in reporting practices
regarding the use of BSA or OVA; some studies did not mention
their addition at all, as indicated in Fig. S3 in the ESI{ as ‘NA’.
Among the minority of studies that did report concentrations,
the median used was 1.5% w/v, ranging from a minimum of
0.5% w/v to a maximum of 6.7% w/v. These details underscore
the nuanced decisions made in assay design to ensure both
functionality and economic responsibility.

7. Impact of the competitor's
properties in competitive lateral flow
assays

As previously mentioned, a competitor is a molecule that
closely resembles or mimics the target analyte. The
competitor competes with the target molecule for the binding
sites of the bioreceptor.

In the case of the direct format, the competitor is used
as a detection bioreceptor, with a wide range of types of
molecules used including hormones, ions, proteins and
toxins, among others (Fig. 7A). The concentration of this
competitor in the reporter varies widely, from 5 pug mL™
(602 uM) to 3000 ug mL™' (120 mM). This variation is
due to the differing affinities and detection requirements
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of each assay type. Higher concentrations are often
needed for molecules with lower affinities or for assays
requiring higher sensitivity. The optimization of these
concentrations is crucial to ensure accurate detection and
minimize cross