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Abstract 

Rapid diagnostic tests (RDTs) detecting Plasmodium falciparum histidine-rich protein 2 (HRP2) have been an important 
tool for malaria diagnosis, especially in resource-limited settings lacking quality microscopy. Plasmodium falciparum 
parasites with deletion of the pfhrp2 gene encoding this antigen have now been identified in dozens of countries 
across Asia, Africa, and South America, with new reports revealing a high prevalence of deletions in some selected 
regions. To determine whether HRP2-based RDTs are appropriate for continued use in a locality, focused surveys and/
or surveillance activities of the endemic P. falciparum population are needed. Various survey and laboratory methods 
have been used to determine parasite HRP2 phenotype and pfhrp2 genotype, and the data collected by these differ-
ent methods need to be interpreted in the appropriate context of survey and assay utilized. Expression of the HRP2 
antigen can be evaluated using point-of-care RDTs or laboratory-based immunoassays, but confirmation of a deletion 
(or mutation) of pfhrp2 requires more intensive laboratory molecular assays, and new tools and strategies for rigor-
ous but practical data collection are particularly needed for large surveys. Because malaria diagnostic strategies are 
typically developed at the national level, nationally representative surveys and/or surveillance that encompass broad 
geographical areas and large populations may be required. Here is discussed contemporary assays for the pheno-
typic and genotypic evaluation of P. falciparum HRP2 status, consider their strengths and weaknesses, and highlight 
key concepts relevant to timely and resource-conscious workflows required for efficient diagnostic policy decision 
making.
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Background
Malaria caused by Plasmodium species has plagued 
humanity and shaped the human genome for millen-
nia. However, identification and visualization of this 

parasite to confirm infection did not occur until the late 
nineteenth century with advances in microscopy and 
staining techniques. Widespread deployment of antigen-
detecting malaria rapid diagnostic tests (RDT) com-
menced in the first decade of the twenty-first century 
as a result of the World Health Organization (WHO) 
policy change requiring parasitological confirmation 
of malaria infection in all age groups prior to adminis-
tration of anti-malarials [1–4]. RDTs have proved to be 
a great asset for malaria diagnosis, case management, 
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and epidemiological surveillance, and multiple Plasmo-
dium antigen targets exist for parasitological diagnosis 
of blood-stage infection [5]. At present, the most sensi-
tive and specific RDT target is Plasmodium falciparum 
histidine-rich protein 2 (HRP2), which is abundantly 
expressed and released by merozoites during blood-stage 
infection [6, 7]. Due to the predominance and clinical 
importance of P. falciparum in sub-Saharan Africa and 
limited access to quality microscopy, many countries cur-
rently utilize RDTs detecting only HRP2 as their primary 
malaria diagnostic test [8]. The histidine-rich protein 3 
(HRP3) antigen is paralogous to HRP2 and encoded by 
the pfhrp3 gene on chromosome 13, whereas pfhrp2 is 
found on chromosome 8 [9, 10]. Both genes are found 
near the subtelomeric regions [11], where recombination 
occurs commonly. Though many of the same epitopes for 
monoclonal antibodies are also found within HRP3 [12], 
this protein is considerably shorter in length and by itself 
contributes to a positive RDT result only at higher para-
site densities [13].

Deletion of the pfhrp2 gene was first identified in cul-
ture adapted parasites, but it was thought those mutants 
would be unable to establish human infection viably in 
natural settings. It was of great surprise when a large per-
centage of P. falciparum isolates collected in Peru from 
2003 to 2008 lacked pfhrp2 and/or pfhrp3 (pfhrp2/3), 
where HRP2-RDT use was basically non-existent [14].
This high prevalence of gene deletions led the WHO to 
recommend using tests targeting alternative antigens or 
quality microscopy for malaria diagnosis in Peru, and to 
urgently map gene deleted parasites in neighboring coun-
tries and others outside South America [15]. Since this 
Peru report was published in 2010, P. falciparum popula-
tions with deletions of pfhrp2/3 have been identified in 
different areas throughout the malaria endemic world, 
and concerningly, in many countries relying heavily on 
HRP2-based RDTs [16](apps.who.int/malaria/maps/
threats). However, the prevalence of these deletions have 
only been severe enough to recently change the malaria 
diagnostic strategy in Eritrea, Djibouti, and Ethiopia 
in accordance with the WHO recommendations listed 
below. Previous findings of pfhrp2 deletions in Peru, Bra-
zil, Colombia, Suriname had also caused these countries 
to preemptively consider RDT targets other than HRP2 
for P. falciparum diagnosis [16]. With > 99% of clinical 
malaria occurring in sub-Saharan Africa due to P. falcipa-
rum, and the very limited number of alternative diagnos-
tics, compelling evidence is required to justify a change 
in current HRP2-based RDT diagnostic policies.

The WHO currently recommends that countries alter 
their malaria diagnostic policies if the local prevalence 
of pfhrp2 deletion causing false-negative RDT results in 

symptomatic P. falciparum infection exceeds 5% [17]. 
For most P. falciparum only settings, this change would 
mean moving from an HRP2-based single-antigen RDT 
to a single parasite lactate dehydrogenase [Pan-pLDH] 
RDT, P. falciparum-specific pLDH (Pf-pLDH) RDT, or 
a multi-antigen test (HRP2 plus Pan-pLDH and/or Pf-
pLDH). Though a finding of high deletion prevalence 
would make the decision to move away from HRP2-
only RDTs more straightforward, the more common 
scenario that has been observed is low and mostly 
geographically heterogeneous prevalence of pfhrp2 
deletion in symptomatic infections [18–24], with sea-
sonal fluctuations [25]. For these increasingly com-
mon scenarios, more intense sampling is required to 
obtain accurate and precise prevalence estimates at the 
country-level for decision making purposes. Further-
more, nationwide RDT change is a highly challenging 
process involving recall and/or destruction of RDTs, 
selection and distribution of alternative quality RDTs 
may be more difficult to acquire due to limited num-
ber of suppliers and increased costs, re-training health 
care workers, continuous performance surveillance, 
and other logistical challenges [26]. Thus, the decision 
to change RDTs should not be made lightly and must be 
informed by accurate, timely surveillance data and pre-
cise prevalence estimates of pfhrp2/3 deletions causing 
negative HRP2-RDTs.

In an attempt to improve the quality of pfhrp2/3 dele-
tion surveillance and establish a degree of uniformity in 
reporting, the WHO published standard survey proto-
cols to guide country malaria control programs in 2019 
[17]. The protocol includes recommendations for well-
defined survey populations, standardized sampling 
methods, ethical considerations, and technical pro-
cedures to confirm deletions and estimate prevalence. 
These recommendations and the growing consensus 
in the field confirms the importance of rigorous labo-
ratory methods to confirm deletions. A set of recom-
mendations for accurately reporting gene deletions was 
published in 2014 [27] and provides technical guidance 
for laboratory analysis of gene deletions. While these 
recommendations improved the quality of laboratory 
results [16], a revision and expansion of these recom-
mendations is planned in response to new technolo-
gies and methods established and increasingly used in 
recent years. Outlined here currently are available lab 
assays utilized for confirmation of pfhrp2/3 deletions 
and consider how they may be best utilized in efforts 
for data-based decision making regarding HRP2 diag-
nostics. A summary of types of data collection and test-
ing workflows for assays listed below is presented in 
Fig. 1.



Page 3 of 12Beshir et al. Malaria Journal  2022, 21:201  

Phenotypic screening for the HRP2 antigen
Testing for the HRP2 (and HRP3) antigens in the blood 
of P. falciparum infected individuals can be performed 
by hundreds of commercially available RDTs using cap-
illary blood from fingerprick at the point-of-care (with 
results in 15–30  min) or later in a laboratory setting. 
Current commercial and in-house Plasmodium spp. anti-
gen detection laboratory immunoassays include ELISA, 
chemiluminescent assay, and bead-based assay [7]. All 
three assays can be applied to multiple biospecimen 
types in a high-throughput format to allow practical data 
collection for hundreds of blood samples in a standard 
workday. The analytical sensitivity of the best-in-class 
conventional HRP2-RDTs is estimated around 1.0 ng/mL 
blood [28], but laboratory immunoassays have published 
limits of quantification below 0.01  ng/mL [7]. While 
RDTs used in predominantly P. falciparum endemic 
regions may target only HRP2 for detection of this para-
site, a limited number also target an additional P. falci-
parum specific antigen, Pf-pLDH, or may include only 
a single non-specific Pan-pLDH target. Current HRP2 
ELISAs remain in single-target format, available chemi-
luminescent and bead-based assays have the advantage 
of multiplex formats, allowing for simultaneous detec-
tion of HRP2 along with other Plasmodium antigens. 
Mass phenotypic screening of individual biospecimens 

for the presence/absence of HRP2 can be used as a high-
throughput economical tool to provide initial evidence 
for pfhrp2 deletions in a P. falciparum population by ‘dis-
cordance’ with a non-HRP2 target—whether this is an 
antigen target or some other indicator of P. falciparum 
infection. This approach is particularly useful for very 
large surveys and in areas where training and reliance on 
health workers to screen for pfhrp2/3 deletions using two 
separate RDTs (HRP2-targeting and Pf-pLDH or Pan-
pLDH targeting) or an HRP2 RDT and microscopy is not 
considered feasible.

Discordant diagnostic profiles in which further charac-
terization is useful are included below:

1. P. falciparum blood-stage parasites confirmed by 
microscopy are expected to have sufficiently high 
parasite density for detection by quality HRP2-based 
RDTs [5]. Thus, if P. falciparum parasitaemia is visu-
alized on a blood smear but negative by HRP2-RDT, 
a sample would be labelled as discordant.

2. An RDT detecting HRP2 along with Pf-pLDH (or 
Pan-pLDH) could provide a discordant result if 
positive for the pLDH target but negative for HRP2. 
Depending on the endemic setting, a Pan-pLDH +/
HRP2—result could also be interpreted as infection 
with other Plasmodium species.

Fig. 1 Flow diagram for phenotypic and genotypic testing for confirming pfhrp2 and pfhrp3 gene status. Following collection of blood sample, 
tests can be performed immediately or later by laboratory assays. Antigen and gene data can be gathered for appropriate interpretation decision 
making. aPoint-of-contact (POC) assays will require whole blood, whereas laboratory assays can accommodate whole blood, fractionated blood, or 
dried blood on filter paper as appropriate starting sample types
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3. By laboratory assays outside of the point-of-care 
environment, discordance could be identified by 
positivity to P. falciparum (by previous microscopy, 
non-HRP2-RDT result, or by PCR positivity) but 
negativity to HRP2 by laboratory assays. Additionally, 
if employing a multiplex antigen detection assay, a 
negative result to HRP2 but positive to other Plasmo-
dium target antigens could be labelled as discordant.

Though strong initial evidence for pfhrp2/3 dele-
tion could be provided by any of the three discordance 
profiles above, confirmation of gene deletion or loss-of-
function mutations requires the use of molecular assays. 
However, phenotypic characterization using laboratory 
immunoassays offers the opportunity to evaluate other 
common causes of RDT discordance, including poor 
quality RDT performance (poor product quality and/
or poor storage conditions), operator error, low parasite 
densities, or infection with non-falciparum Plasmodium 
spp., among other factors [21]. It should be noted that 
discordance in test results due to gene deletions is most 
often caused by parasites with deletion of both the pfhrp2 
and pfhrp3 genes. Depending on the antibody used in the 
antigen screening immunoassay, parasites with deletion 
of only pfhrp2 gene (or pfhrp3 gene) may have sufficient 
HRP2 or HRP3 antigen to trigger a positive result dur-
ing phenotypic screening and would not be identified as 
‘discordant’. As the main purpose of the surveillance is to 
determine the rate of false-negative RDT results caused 
by parasites lacking pfhrp2/3 genes, antigen screening 
(especially using HRP2-based RDTs) not only helps to 
focus on the most relevant samples, but also provides a 
direct line of evidence on the rate of false-negative HRP2-
RDT results in symptomatic patient population.

Molecular confirmation of pfhrp2 and pfhrp3 genes
Conventional PCR
Conventional PCR is the most commonly used method to 
confirm pfhrp2/3 deletions. The wide availability of basic 
thermocyclers and gel electrophoresis equipment enable 
its use in diverse laboratory settings. The approach used 
in the first demonstration of deletions in field isolates 
from Peru involved amplification of two exons each of 
pfhrp2/3 genes, each in a separate reaction, followed by 
visualization of PCR products on agarose gels [14]. PCR 
primers and conditions originated from an earlier pub-
lication reporting genetic diversity of pfhrp2/3 genes 
[29]. Samples that failed to amplify either exon of the 
pfhrp2/3 genes were considered a possible pfhrp2/3 dele-
tion. Because the readout is absence of PCR product, it is 
critical to demonstrate that there is sufficient and quality 
parasite DNA in the PCR reaction to produce a product 
if these genes were present. Quality control for genomic 

DNA was achieved by amplifying at least two other sin-
gle-copy genes with similar amplicon sizes to exon 2 of 
pfhrp2/3 (e.g., msp1 and msp2 or glurp). To complement 
this approach, others have also used a parasite density 
cutoff (e.g.,  ≥ 100 parasites/µL) to guard against misclas-
sification of deletions in the setting of low DNA template 
[30]. Amplification of the genetic sequences flanking 
pfhrp2/3 genes has also been used to provide supportive 
evidence for gene deletions [14, 27]. To date, the con-
ventional PCR method, using slightly varying primer 
sequences and PCR conditions, has been commonly used 
to provide laboratory confirmation of pfhrp2/3 dele-
tions in many studies involving parasite genotypes from 
around the globe. Pros and cons of this and other PCR 
methods to detect and classify pfhrp2/3 genes are sum-
marized in Table 1.

Exon 1 of pfhrp2 and pfhrp3 genes are prone to spu-
rious amplification, sometimes amplifying exon 1 of the 
other gene due to a high level of sequence homology in 
exon 1 between the two genes [30, 31]. It is also challeng-
ing to amplify exon 1 efficiently due to AT-rich repeats 
in the intron; lowering the extension temperature from 
72 to 60  °C has been shown to increase PCR efficiency 
of exon 1 amplification [30]. More recently, a conven-
tional one-step PCR method was established to amplify 
the full length pfhrp2 gene in a single PCR reaction [31]. 
The assay detects deletions of pfhrp2 that involve either 
or both exons, overcomes spurious amplification of exon 
1 and reduces the number of PCR reactions required. 
However, the 95% confidence lower limit of detection 
of this one-step PCR assay is estimated at 133 and 385 
parasites/µL from whole blood and dried blood spot field 
samples, respectively. The detection sensitivity is inferior 
to conventional PCR that amplifies a single exon [30], 
likely due to reduced efficiency in amplifying across the 
highly AT rich intron and producing a longer amplicon.

These experiences confirm the importance of careful 
assay optimization and quality control within individual 
laboratories to guard against unintentional misclassifica-
tion of deletions. Several conditions consistently improve 
the performance of conventional PCR for pfhrp2/3 dele-
tion characterization are outlined below:

1. Maximize DNA template in the reaction. Preferably, 
5–10 µL of genomic DNA (if using a DBS, extracted 
from three 6 mm punches) per 25 µL reaction.

2. Utilize a quality hot-start DNA polymerase to 
increase detection sensitivity and accuracy of gene 
deletions. As commercial availability of reagents may 
differ regionally, and each laboratory has inherent 
subtle differences, the choice of the optimum poly-
merase should be determined based on internal vali-
dation by a lab group.
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3. Always include appropriate controls. In addition to 
the usual no-template control (NTC) and a P. falci-
parum positive control, it is important to include 
pfhrp2-deleted and pfhrp3-deleted strain controls 
such as the Dd2 and HB3 culture strains, respec-
tively. This is important because several commonly 
used PCR assays have been shown to amplify the 
paralogous pfhrp2 or pfhrp3 genes under some con-
ditions because of sequence homology in exon 1 of 
both genes [30].

4. Use care when conducting nested assays or evaluat-
ing low-parasite-density samples. Semi-nested and 
nested PCR can offer higher sensitivity for amplifi-
cation of pfhrp2 and pfhrp3 from samples with low 
parasite densities. However, these approaches also 
increase the risk of cross-contamination and com-
plicate laboratory workflows. Instead, many recent 
laboratory analyses have used a single round of PCR 
with 45 cycles instead of nested PCR [30, 32–35], and 
used a parasite density cutoff to select samples with 

sufficient target concentration to reduce the risk of 
false-negative results [36]. This approach works well 
in studies of symptomatic individuals, as parasite 
densities in symptomatic patients are generally high 
and give good PCR results with a single round PCR. 
This is also consistent with the WHO recommenda-
tions to prioritize gene deletion surveillance in symp-
tomatic patients and enables assessment of false-neg-
ative RDT prevalence during case management.

5. Ensure adequate parasite DNA template is present 
before making deletion calls. Final pfhrp2/3 deletion 
calls should only be made when PCR fails to amplify 
either exon of these genes but successfully ampli-
fies at least two single-copy genes (using assays with 
the same number of amplification cycles). In addi-
tion, requiring a parasite density of ≥ 100 parasites/
µL reduces the risk of unintentional misclassification 
of deletions due to PCR failure at low parasite DNA 
concentration. Including a positive control at low 

Table 1 PCR assays for detecting pfhrp2 and pfhrp3 genes with advantages and disadvantages

Advantages Disadvantages References

Conventional PCR Numerous, 
summarized in: 
[27, 30]

 Can be performed in most labs that can perform molecular 
diagnosis of malaria

Time-intensive— > 2 h per reaction

 Can readily check presence of flanking genes Requires multiple distinct PCR reactions; ≥ 6 reactions per sample 
for control and pfhrp2/3 genes

 Can detect single and dual exon deletions Need to visualize PCR products on agarose gels

Do not detect gene deletions when gene deleted parasites are 
mixed with wild-type parasites in the same sample
Nested assays are prone to contamination

Requires high volume of DNA for > 6 PCR reactions

Multiplex real-time PCR [37, 38]

 Streamlined workflow Requires multichannel real-time PCR machine

 Quantitative read-out Proper interpretation of results requires training

 Can detect mixed infections involving pfhrp2/3-deleted and 
intact strains

Careful optimization required for individual laboratories

 Only one PCR reaction and requires less volume of DNA May not detect some partial gene deletions involving one exon 
as most assays targeting one exon only

 Includes internal control

Digital droplet PCR [42]

 Higher confidence deletion calls than other PCR methods
 Can detect mixed infections involving pfhrp2/3-deleted and 
intact strains

Specialized equipment that is not widely available
Requires advanced laboratory and analysis expertise
More expensive than conventional approaches

Sequencing approaches [20, 36, 49, 50]

 Enable identification of mutations that affect HRP2 expression 
(e.g., coding changes)

 Mapping and comparison of deletion breakpoints is possible 
using next-generation sequencing approaches (amplicon-
based and whole-genome)

 Enables analysis of parasite relatedness, transmission, and 
evolution

Current approaches are not well-suited for initial deletion identifi-
cation, especially in lower parasite density samples
Specialized equipment that is not widely available
Requires advanced laboratory and analysis expertise
More expensive than conventional approaches
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parasite density near the proposed threshold on each 
plate also provides a control for PCR sensitivity.

6. Verify assays before applying them to field samples. 
As with all molecular assays, it is essential to verify 
the performance of any pfhrp2 or pfhrp3 assay in 
each laboratory utilizing the assay. Differences in 
laboratory reagents, users, and equipment can affect 
PCR performance, particularly at low parasite den-
sity concentrations. At a minimum, each lab should 
first verify their pfhrp2/3 PCR assays using repli-
cates of serially diluted, well-characterized P. falci-
parum DNA. For example, an experiment includ-
ing five replicates each of pfhrp2-deleted (ex: Dd2), 
pfhrp3-deleted (ex: HB3), and pfhrp2/3-intact (ex: 
3D7) strain DNA at 100,000, 10,000, 1000, 100, 10, 
and 1 parasites/µL each will provide insights into the 
assays’ limits of detection and repeatability at differ-
ent parasite densities. The results of assay verifica-
tion could bolster confidence of results presented in 
publications, especially the estimated lower detec-
tion limit and rationale for selecting parasite density 
threshold for deletion calling.

Multiplex real‑time PCR
Recently developed multiplex real-time PCR assays for 
pfhrp2/3 genes offer opportunities to improve through-
put and reduced costs compared to conventional PCR 
and are outlined in Table 2. The primer/probe sites for the 
pfhrp2/3 genes in conventional and qPCR assays are out-
lined in the Additional file  1. These probe-based assays 
can simultaneously amplify pfhrp2, pfhrp3, another Plas-
modium gene, and an internal control gene (usually a 
human housekeeping gene). Existing multiplex pfhrp2/3 
real-time PCR assays target exon 1–2 and/or exon 2 
using slightly different primer and probe targets, pro-
ducing different amplicon sizes. In addition to pfhrp2/3, 
the three assays published to date target different para-
site genes: pfldh [37], pfrnr2e2 [38], and pfbtub [39]. 
The pfldh, pfrnr2e2, and pfbtub genes are all single-copy 
which make them the most appropriate as references for 

reporting pfhrp2/3 genotype. Genes like cytb (similar to 
the 18S rRNA gene, which has 4–8 copies/genome), is a 
multicopy gene (30–100 copies per genome) [40] and is 
expressed in the P. falciparum mitochondria. Due to dif-
ferences in limits of detection, use of multicopy genes to 
verify enough parasite DNA template increases the risk 
of false deletion calls, particularly at low parasite density, 
and is discouraged.

Important considerations when conducting pfhrp2/3 
genotyping using multiplex real-time PCR:

1. Verify assays before applying them to field samples. 
The pfhrp2/3 multiplex real-time PCR assays should 
first be verified in the performing laboratory, using 
well-characterized laboratory strain positive controls 
or samples with known pfhrp2/3 status before apply-
ing them to unknown samples.

2. Always determine an assay’s reliable limit of detec-
tion in laboratory utilizing the assay. Through serial 
dilution series of purified DNA from known parasite 
densities, it is important to determine the limits of 
detection of the real-time PCR assays in the labora-
tory to ensure that they are not affected by operator 
or reagent differences.

3. Carefully determine the threshold line and the cycle 
threshold (Ct) cut-off value for negative results. This 
fluorescence threshold after a certain number of PCR 
cycles should be greater than the NTC on each assay 
plate and higher than the assay’s limit of detection. 
For example, analysis has often been restricted to 35 
cycles to avoid the risk of spurious signal resulting 
from prolonged cycling time. Any PCR experiment 
with no florescence signal in the human gene tar-
get or a high florescence signal (low Ct) in the NTC 
(≤ 35) should be invalidated and repeated.

4. Evaluate sample integrity using human housekeeping 
genes. Use human housekeeping gene amplification 
as a guide to decide whether a sample is adequate for 
interpretation (positive human DNA signal) or inva-
lid (no human DNA signal) and in need of repeating.

Table 2 qPCR assays: primer positions, parasite reference target, human gene and amplicon size

qPCR assay initial report (reference) pfhrp2/3 target position Parasite reference gene Internal control Amplicon 
size (base 
pairs)

Grignard et al. [37] Exon 2 pfldh Human TUBB pfhrp2: 98
pfhrp3: 84

Kreidenweiss et al. [39] Exon 2 Parasite pfbtub None pfhrp2: 78
pfhrp3: 79

Schindler et al. [38] Exon 1–2 pfrnr2e2 None pfhrp2: 286
pfhrp3: 289
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5. Include appropriate controls. Include lab culture con-
trols with single gene deletions on every assay plate: 
pfhrp2-deleted (ex: Dd2 strain) and pfhrp3-deleted 
(ex: HB3 strain). Use of only one positive control 
with double deletion is not optimal as cross-binding 
of primers cannot be monitored. In addition, include 
an NTC and pfhrp2/3-intact positive controls such as 
the P. falciparum international DNA standard PfINT 
[41], or a well-characterized P. falciparum wild-type 
control with known parasitaemia.

6. Deletion calls in multiclonal infection: Ensure the 
PCR efficiency for all targets is similar and adjust 
thresholds to normalize cycle threshold values across 
targets. Confirm the Ct value for the standard posi-
tive control (preferably PfINT) is set in such a way 
that it is the same for the reference gene, pfhrp2, and 
pfhrp3 before beginning to analyze the data for dele-
tions in multiclonal infections. After optimization of 
PCR efficiency and careful adjustment of the Ct val-
ues of all targets, deletions in multiclonal infection 
where deleted parasites are the predominant strain 
can usually be called if the Ct difference between the 
reference (e.g., pfldh) and pfhrp2 or pfhrp3 is ≥ 3.

Real-time PCR assays that include a single-copy para-
site reference gene target such as pfldh and pfrnr2e2 
are better suited for detecting pfhrp2/3 deletions in 
multiclonal infection, particularly when the amplifica-
tion efficiency of the reference gene is similar to that of 
pfhrp2/3. Current real-time PCR assays report detection 
of pfhrp2/3-deleted strains present at as low as 1% (minor 
clones) and as high as 80% (major clones) frequency in 
multiclonal infections [37]. However, the ability to detect 
deletions in multiclonal infections may vary between lab-
oratories, and it is important to verify the performance 
of the real-time PCR assay using mixtures of laboratory 
strain DNA or well-characterized multiclonal infections 
in the performing laboratory before using for this pur-
pose as a surveillance tool.

Multiplex pfhrp2/3 PCR assays which include inter-
nal amplification controls do not have as great of a need 
for replicate wells or runs. To ensure confidence in dele-
tion calls, samples with no human DNA signal or Ct 
value > 30.0 should be repeated. It would also be sug-
gested to repeat the assay on all samples with initial PCR 
evidence of a deletion.

Digital PCR
Digital PCR (dPCR) is another emerging technology 
that can be used to detect pfhrp2/3 gene deletions. In 
this method, reactions are partitioned as chambers in 
microfluidics-based dPCR or as droplets in droplet digi-
tal PCR (ddPCR). Because reactions are partitioned to 

approximately 20,000 droplets and amplification occurs 
in a single partition, dPCR is suitable for absolute quan-
tification of DNA targets, including detection of pfhrp2/3 
deletions in multiclonal infections [42]. Different stud-
ies have shown that quantification of target DNA using 
dPCR is affected by droplet volume and this in turn varies 
by manufacturer and laboratory [43]. Droplet volume has 
also been shown to be affected by the type of mastermix 
used [44]. Research on suitability of dPCR for detection 
of pfhrp2/3 deletions should include minimum informa-
tion on limit of detection, repeatability, reproducibility, 
droplet volume, mastermix (supermix), and analytical 
and diagnostic sensitivity. For groups looking to use these 
new assays within their laboratory, diagnostic sensitivity 
and specificity as well as quantification accuracy should 
be validated against conventional PCR and/or real-time 
qPCR to assure comparable performance.

Next‑generation sequencing
The pfhrp2 and pfhrp3 genes are located near the subtelo-
meric regions of chromosome 8 and 13, where genomic 
rearrangement including deletions commonly occur. 
These deletion events often involve large (~ 20 kb) chro-
mosomal fragments that contain many genes, includ-
ing pfhrp2 and pfhrp3 [45, 46]. Prior to whole-genome 
sequencing (WGS) being readily available, a strategy to 
examine the presence/absence of genes flanking pfhrp2 
and pfhrp3 was used, providing supporting evidence for 
chromosomal deletions around the pfhrp2 and pfhrp3 
location [14, 47]. Sanger sequencing of amplified pfhrp2 
and pfhrp3 fragments has also been used to characterize 
partial deletions that occur within these genes [26], and 
to understand sequence structure and genetic diversity of 
these genes in gene-intact parasite population [29, 48].

In recent years, WGS has been used to confirm gene 
deletions on chromosomes and characterize deletion 
breakpoints on re-arranged chromosomes. Plasmodium 
falciparum WGS involves sequencing individual DNA 
molecules in a sample using one of several sequencing 
platforms, most commonly using short sequencing reads 
that are then mapped to a reference genome, or de novo 
assembled into contiguous sequences by chromosome. 
This approach provides opportunities to identify or con-
firm pfhrp2/3 deletions, characterize pfhrp2 and pfhrp3 
deletion patterns within genome sequence (ex: size, 
location of breakpoints), and study the genetic diversity 
of deleted strains [20, 46, 49–51]. However, the highly 
complex and repetitive nature of the P. falciparum sub-
telomere makes it challenging to assemble the regions 
where pfhrp2 and pfhrp3 reside on chromosomes 8 and 
13, respectively. As a result, most P. falciparum genomic 
studies exclude these regions from analysis. Long-read 
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sequencing approaches like those offered by PacBio or 
Oxford Nanopore Technologies have the potential to 
overcome these challenges, but their use for subtelomere 
and telomere assembly to date has been largely limited to 
culture-adapted parasites [11].

A recently developed amplicon-based deep sequenc-
ing approach uses molecular inversion probes (MIPs) 
to amplify hundreds of targets spanning pfhrp2, pfhrp3, 
and their flanking genes in a single reaction [36]. When 
applied to samples collected during a large pfhrp2/3 dele-
tion survey in Ethiopia, this approach enabled cost-effec-
tive, high-throughput mapping of deletion breakpoint 
regions and identifying genetic signatures of evolutionary 
selection favoring pfhrp2/3-deleted parasites. However, 
other methods such as conventional or real-time PCR 
are better suited for initial deletion screening to esti-
mate prevalence, as MIP capture is inconsistent at lower 
parasite densities (< 1000 parasites/µL) but provide more 
detailed characterization of the deletions or parasite 
strains.

Practical considerations for reference laboratories 
and testing in resource‑limited settings
Capacity building and translation of these technologies 
to malaria endemic settings is critical for long-term sus-
tainability of these surveillance efforts, timely data col-
lection and reporting of results, and buy-in of national 
stakeholders. However, to the extent possible this capac-
ity should be an add-on to existing non-malaria related 
efforts to use molecular based analysis for infectious dis-
eases surveillance and/or case management purposes. 
The necessity for established lab capacity supporting 
cross-disease applications has become starkly appar-
ent during the recent 2014–2016 west Africa Ebola epi-
demic [52], and the current SARS-CoV-2 pandemic [53, 
54]. Similarly, high throughput laboratory based immu-
noassays that can screen for malaria antigens can also be 
utilized for detection of other proteins—antigens from 
other pathogens, human antibodies, or cytokines and 
immune factors [7]. In the same manner, technologies for 
nucleic acid amplification, detection, and sequencing are 
not specific for pfhrp2/3 and can support other malaria 
and infectious disease surveillance activities.

While building integrated laboratory infrastructure 
and capacity should be a common goal, practical limita-
tions may exist in different settings that prevent the use 
of advanced platforms. However, the most advanced 
technologies available are not necessarily required for 
pfhrp2/3 deletion surveillance and confirmation of 
gene absence. Practically, the two-RDT testing algo-
rithm comparing reactivity with HRP2 and Pf-pLDH 
test lines proposed in the WHO protocol could be insti-
tuted anywhere, regardless of laboratory capacity [17]. 

Additionally, testing of blood specimens by RDT can be 
done at point-of-care, or blood saved under cold stor-
age for later assaying of HRP2 by RDT in another setting. 
This pragmatic and economical screening of sympto-
matic persons can provide strong phenotypic evidence 
for P. falciparum infections not producing HRP2 and 
HRP3 antigens and requiring molecular interrogation to 
elucidate pfhrp2/3 genotype [18, 55, 56].

Amplification of the pfhrp2/3 genes and assessment 
of results can be performed most simply using conven-
tional or multiplex real-time PCR assays. Reagent and 
DNA storage for these assays only requires 4° and − 20° 
cold units, and thermocyclers or real-time PCR machines 
simply require a reliable source of electricity. Readouts 
and data interpretation of agarose gel and amplifica-
tion curve results are not complex and produce a binary 
positive/negative result for amplification of a gene tar-
get. However, appropriate interpretation of results can 
only be accomplished with proper controls included 
with each assay plate or reaction and careful validation of 
assays prior to their use on clinical samples. Using proper 
laboratory workflows and controls as outlined above, a 
scientist can have high confidence in gene amplification 
results. In general, amplification of other single-copy P. 
falciparum genes and inclusion of assay wells containing 
an NTC and well-characterized P. falciparum strains with 
pfhrp2/3 deletions are required [27].

Validation of new assays, or verification of performance 
of these assays in other laboratories, is critical before 
specimen screening of unknowns begins and manda-
tory before estimates regarding pfhrp2/3 deletion can be 
made. Considerations should be made for assay repeata-
bility and the estimated level of antigen or DNA the assay 
would be able to detect. Recombinant Plasmodium anti-
gens are available for immunoassay validation, and true 
negative blood can be obtained from persons not residing 
in an endemic setting [21]. A defined panel consisting of 
known P. falciparum genotypes (culture or field isolates) 
can assist in comparison of DNA assay performance 
among laboratories and verifying the assay is fit-for-
use in a setting. For molecular assays, the WHO offers 
a malaria nucleic acid amplification Malaria Molecular 
External Quality Assurance program (WHO Malaria 
NAAT EQA) that enables careful monitoring of PCR per-
formance and access to well-characterized Plasmodium 
samples, including pfhrp2/3 deleted parasites [57].

Current gaps in pfhrp2 deletion surveillance 
that laboratory data and deployment of new laboratory 
technologies need to overcome
Multiple factors that can lead to incorrect pfhrp2/3 dele-
tion genotyping results are outlined in Table  3. When 
more than one P. falciparum strain infects a single 
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individual, the presence of parasites with pfhrp2 (and/
or pfhrp3) deletions can be masked. Antigen detection 
assays are indifferent to which P. falciparum genotype is 
producing the HRP2 (or other) antigens, thus if enough 
HRP2/HRP3 is in the blood, RDT or laboratory-based 
antigen tests will return a positive result regardless of 
whether one strain has a deletion of pfhrp2 and/or pfhrp3 
[21, 58]. Similarly, conventional PCR assays will amplify a 
gene target if it is present, regardless of whether it is from 
the dominant P. falciparum strain or a minor strain. For 
this reason, if a HRP2-producing parasite exists within a 
multiclonal infection, it would potentially mask the pres-
ence of the pfhrp2-deleted strain using phenotypic or 
genotypic assays [24]. Therefore, in high-transmission 
areas where mixed-strain infections are common, the 
true prevalence of gene deletions in the P. falciparum 
population is likely to be underestimated. However, suf-
ficient HRP2 in blood would still elicit a positive HRP2-
RDT, thus providing appropriate case management 
regardless of how many (or which) genotypes exist within 
a patient. Additionally, WHO-recommended thresh-
olds for switching to non-HRP2 diagnostics are based 
on a percentage of false-negative HRP2-RDTs caused by 
pfhrp2/3 deletions, not a percentage of how many per-
sons harbor an infection with a pfhrp2-deleted P. falcipa-
rum genotype [17].

Since the development of lateral-flow RDTs, the dura-
tion of HRP2 antigenaemia has been shown to outlast P. 
falciparum parasitaemia for weeks to months [6, 59, 62, 
63], though this is not observed for other Plasmodium 
antigens [63, 64]. From a clinical perspective, this means 
an individual may test HRP2 positive due to a recently 
successfully treated P. falciparum infection, though the 
etiological cause of their current ailment may be some-
thing else. For surveillance of pfhrp2/3 deletions, this 
phenomenon would have the greatest effect on antige-
naemia as a proxy for Plasmodium presence and could 

mask a parasite infection with a deleted genotype. If the 
patient is truly infected with P. falciparum that does not 
express HRP2, but the antigen remains in the blood from 
a previous infection, both HRP2 RDTs and laboratory 
immunoassays may misclassify this infection as wild-type 
without suspicion of pfhrp2/3 deletion. This scenario is 
likely to occur more during high-transmission periods 
and/or in holoendemic settings where HRP2 antige-
naemia may persist for many months—resulting from 
mixed-strain P. falciparum infections [25].

The majority of areas investigated for the existence of 
pfhrp2/3 deletions in the resident P. falciparum popula-
tion have found encouraging results of very few, or no, 
P. falciparum infections with pfhrp2/3-deleted para-
sites and when P. falciparum infection is identified, high 
HRP2/HRP3 antigen levels which will elicit positive 
HRP2-RDTs [16, 18–22, 24, 34, 56, 65]. However, true 
representative surveys (or surveillance systems) to drive 
policy on malaria diagnostics at a national level need to 
involve representative study sites from multiple locali-
ties, and transmission settings each screening enroll-
ing hundreds of suspected malaria cases participants 
[17]. Additionally, clonal expansion of deleted genotypes 
could potentially be very focal in an area [36], and these 
genotypes could be missed if those affected sites are not 
sampled.

Conclusions
Increasing reports describe P. falciparum with dele-
tion (or other null mutation) of the pfhrp2 and pfhrp3 
genes in malaria-endemic countries. As these deletions 
are known to arise de novo in P. falciparum popula-
tions and have been found across the globe, it is reason-
able to assume that parasites with these gene deletions 
exist in most parasite populations. The most important 
questions are not whether these deletions exist in para-
site populations, but whether their prevalence is high 

Table 3 Different scenarios affecting the estimates for true pfhrp2/3 deletion prevalence

Scenario Implications for antigen 
detection

Implications for DNA 
detection

Implications for prevalence 
estimates and clinical impact

References

Multiclonal infection with wild-
type and deleted P. falciparum

Deleted parasites not detected 
even though antigen is detected

Deleted parasites not detected 
by conventional PCR, though 
possible to detect using multi-
plex real-time or dPCR

Underestimate true gene dele-
tion prevalence, though no 
clinical impact or effect on false-
negative RDT prevalence

[24, 37, 38]

Residual HRP2 from previous 
P. falciparum infection, and 
current infection with deleted P. 
falciparum

Positive result regardless of cur-
rent P. falciparum infection status

No effect Underestimate true gene 
deletion prevalence due to 
phenotypic positivity. No clinical 
impact

[59, 60]

Low-level and spatial heteroge-
neity of deletions

Results not representative Results not representative Incomplete data available to 
guide decision making

[61]

Seasonal fluctuations in deletion 
prevalence

Results not representative Results not representative Incomplete data available to 
guide decision making

[25]
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enough to affect the reliability of HRP2-RDTs for detec-
tion of P. falciparum malaria diagnostic strategies in a 
given country. Low-level and spatially-heterogeneous 
patterns of parasites with deletions will require larger 
sample sizes to obtain accurate and precise estimates. 
Multiple laboratory strategies to support these efforts 
now exist to determine HRP2 phenotype and deletion 
genotype. Low-cost screening tools will help make 
large-scale surveys and surveillance more practical, 
and establishment of lab capacity in endemic coun-
ties is an essential goal to attain. The choice of labora-
tory strategy should be informed by local technical and 
logistical considerations and must prioritize rigor and 
reproducibility.

Abbreviations
Ct: Cycle threshold; ELISA: Enzyme-linked immunosorbent assay; HRP2: 
Histidine-rich protein 2; HRP3: Histidine-rich protein 3; LDH: Lactate dehy-
drogenase; MIP: Molecular inversion probe; NTC: No-template control; PCR: 
Polymerase chain reaction; RDT: Rapid diagnostic test; WGS: Whole-genome 
sequencing; WHO: World Health Organization.

Supplementary Information
The online version contains supplementary material available at https:// doi. 
org/ 10. 1186/ s12936- 022- 04226-2.

Additional file 1: Figure S1. Target sequences of pfhrp2 and pfhrp3 for 
most primers in exon1 and exon2 locations of the genes. A The entire 
pfhrp2 and pfhrp3 genes showing location of the primers and probes. 
B Primer sequence locations for nested PCR amplification of pfhrp2 and 
pfhrp3 [14]. Locations of primers and probes for qPCR amplification of 
pfhrp2 and pfhrp3: C Grignard et al. [37]; D Kreidenweiss et al. [39]; E 
Schindler et al. [38]. F Genome location of the amplicon and locations of 
primers for one-step PCR amplification of pfhrp2 [31].

Acknowledgements
Not applicable.

Author contributions
KBB, JBP, JC, QC, and ER contributed to the development of this review. All 
authors read and approved the final manuscript.

Funding
This work was partially supported by NIH R01AI132547 (JBP). This work was 
supported, in part, by the Bill & Melinda Gates Foundation (Investment ID: 
OPP1209843). Under the Grant conditions of the Foundation, a Creative Com-
mons Attribution 4.0 Generic License has already been assigned to the Author 
Accepted Manuscript version that might arise from this submission. KBB is 
supported by Wellcome Trust ISSF.

Availability of data and materials
Not applicable.

Declarations
The findings and conclusions in this report are those of the authors and 
do not necessarily represent the official position of the Centers for Disease 
Control and Prevention. Use of trade names is for identification only and does 
not imply endorsement by the Centers for Disease Control and Prevention, the 
Public Health Service, or the U.S. Department of Health and Human Services.

Ethics approval and consent to participate
Not applicable.

Consent for publication
Not applicable.

Competing interests
JBP reports having received research support from the WHO and NIH relevant 
to the scope of this work. JBP also reports research support from Gilead Sci-
ences, non-financial support from Abbott Laboratories, and an honorarium 
from Virology Education for studies of viral hepatitis and COVID-19, outside 
the scope of the current work.

Author details
1 Faculty of Infectious Diseases, London School of Hygiene and Tropical 
Diseases, Keppel Street, London WC1E 7HT, UK. 2 Division of Infectious Diseases 
and Institute for Global Health and Infectious Diseases, University of North 
Carolina at Chapel Hill, Chapel Hill, NC 27599, USA. 3 Global Malaria Pro-
gramme, World Health Organization, Geneva, Switzerland. 4 Drug Resistance 
and Diagnostics, Australian Defence Force Malaria and Infectious Disease Insti-
tute, Brisbane, Australia. 5 QIMR Berghofer Medical Research Institute, Brisbane, 
Australia. 6 Division of Parasitic Diseases and Malaria, Center for Global Health, 
Centers for Disease Control and Prevention, Atlanta, GA 30029, USA. 

Received: 11 April 2022   Accepted: 17 June 2022
Published: 24 June 2022

References
 1. Chiodini PL. Malaria diagnostics: now and the future. Parasitology. 

2014;141:1873–9.
 2. Odaga J, Sinclair D, Lokong JA, Donegan S, Hopkins H, Garner P. 

Rapid diagnostic tests versus clinical diagnosis for managing people 
with fever in malaria endemic settings. Cochrane Database Syst Rev. 
2014;4:CD008998.

 3. Bell D, Wongsrichanalai C, Barnwell JW. Ensuring quality and access for 
malaria diagnosis: how can it be achieved? Nat Rev Microbiol. 2006;4(9 
Suppl):S7-20.

 4. WHO. Guidelines for malaria. Geneva: World Health Organization; 2021.
 5. WHO. Malaria rapid diagnostic test performance Results of WHO product 

testing of malaria RDTs: Round 8 (2016–2018). Geneva: World Health 
Organization; 2018.

 6. Poti KE, Sullivan DJ, Dondorp AM, Woodrow CJ. HRP2: transforming 
malaria diagnosis, but with caveats. Trends Parasitol. 2020;36:112–26.

 7. Plucinski M, Aidoo M, Rogier E. Laboratory detection of malaria antigens: 
a strong tool for malaria research, diagnosis, and epidemiology. Clin 
Microbiol Rev. 2021;34: e0025020.

 8. WHO. World malaria report 2021. Geneva: World Health Organization; 
2021.

 9. Wellems TE, Walliker D, Smith CL, do Rosario VE, Maloy WL, Howard RJ, 
et al. A histidine-rich protein gene marks a linkage group favored strongly 
in a genetic cross of Plasmodium falciparum. Cell. 1987;49:633–42.

 10. Scherf A, Mattei D. Cloning and characterization of chromosome break-
points of Plasmodium falciparum: breakage and new telomere formation 
occurs frequently and randomly in subtelomeric genes. Nucleic Acids 
Res. 1992;20:1491–6.

 11. Otto TD, Bohme U, Sanders M, Reid A, Bruske EI, Duffy CW, et al. Long read 
assemblies of geographically dispersed Plasmodium falciparum isolates 
reveal highly structured subtelomeres. Wellcome Open Res. 2018;3:52.

 12. Wellems TE, Howard RJ. Homologous genes encode two distinct 
histidine-rich proteins in a cloned isolate of Plasmodium falciparum. Proc 
Natl Acad Sci USA. 1986;83:6065–9.

 13. Kong A, Wilson SA, Ah Y, Nace D, Rogier E, Aidoo M. HRP2 and HRP3 
cross-reactivity and implications for HRP2-based RDT use in regions with 
Plasmodium falciparum hrp2 gene deletions. Malar J. 2021;20:207.

 14. Gamboa D, Ho MF, Bendezu J, Torres K, Chiodini PL, Barnwell JW, et al. A 
large proportion of P. falciparum isolates in the Amazon region of Peru 
lack pfhrp2 and pfhrp3: implications for malaria rapid diagnostic tests. 
PLoS ONE. 2010;5:e8091.

 15. WHO. Malaria Rapid Diagnostic Test Performance Results of WHO product 
testing of malaria RDTs: Round 3 (2010–2011). Geneva: World Health 
Organization; 2011.

https://doi.org/10.1186/s12936-022-04226-2
https://doi.org/10.1186/s12936-022-04226-2


Page 11 of 12Beshir et al. Malaria Journal  2022, 21:201  

 16. Thomson R, Parr JB, Cheng Q, Chenet S, Perkins M, Cunningham J. Preva-
lence of Plasmodium falciparum lacking histidine-rich proteins 2 and 3: a 
systematic review. Bull World Health Organ. 2020;98:558–68.

 17. WHO. Response plan to pfhrp2 gene deletions. Geneva: World Health 
Organization; 2019.

 18. McCaffery JN, Nace D, Herman C, Singh B, Sompwe EM, Nkoli PM, et al. 
Plasmodium falciparum pfhrp2 and pfhrp3 gene deletions among patients 
in the DRC enrolled from 2017 to 2018. Sci Rep. 2021;11:22979.

 19. Bharti PK, Chandel HS, Ahmad A, Krishna S, Udhayakumar V, Singh 
N. Prevalence of pfhrp2 and/or pfhrp3 gene deletion in Plasmodium 
falciparum population in eight highly endemic States in India. PLoS ONE. 
2016;11: e0157949.

 20. Parr JB, Kieto E, Phanzu F, Mansiangi P, Mwandagalirwa K, Mvuama N, et al. 
Analysis of false-negative rapid diagnostic tests for symptomatic malaria in 
the Democratic Republic of the Congo. Sci Rep. 2021;11:6495.

 21. Plucinski MM, Herman C, Jones S, Dimbu R, Fortes F, Ljolje D, et al. Screen-
ing for Pfhrp2/3-deleted Plasmodium falciparum, non-falciparum, and 
low-density malaria infections by a multiplex antigen assay. J Infect Dis. 
2019;219:437–47.

 22. Nsobya SL, Walakira A, Namirembe E, Kiggundu M, Nankabirwa JI, Ruha-
myankaka E, et al. Deletions of pfhrp2 and pfhrp3 genes were uncommon 
in rapid diagnostic test-negative Plasmodium falciparum isolates from 
Uganda. Malar J. 2021;20:4.

 23. Berzosa P, Gonzalez V, Taravillo L, Mayor A, Romay-Barja M, Garcia L, et al. 
First evidence of the deletion in the pfhrp2 and pfhrp3 genes in Plasmo-
dium falciparum from Equatorial Guinea. Malar J. 2020;19:99.

 24. Koita OA, Doumbo OK, Ouattara A, Tall LK, Konare A, Diakite M, et al. False-
negative rapid diagnostic tests for malaria and deletion of the histidine-
rich repeat region of the hrp2 gene. Am J Trop Med Hyg. 2012;86:194–8.

 25. Watson OJ, Verity R, Ghani AC, Garske T, Cunningham J, Tshefu A, et al. 
Impact of seasonal variations in Plasmodium falciparum malaria transmis-
sion on the surveillance of pfhrp2 gene deletions. Elife. 2019;8: e40339.

 26. Mihreteab S, Anderson K, Pasay C, Smith D, Gatton ML, Cunningham J, 
et al. Epidemiology of mutant Plasmodium falciparum parasites lacking 
histidine-rich protein 2/3 genes in Eritrea 2 years after switching from 
HRP2-based RDTs. Sci Rep. 2021;11:21082.

 27. Cheng Q, Gatton ML, Barnwell J, Chiodini P, McCarthy J, Bell D, et al. 
Plasmodium falciparum parasites lacking histidine-rich protein 2 and 3: a 
review and recommendations for accurate reporting. Malar J. 2014;13:283.

 28. Jimenez A, Rees-Channer RR, Perera R, Gamboa D, Chiodini PL, Gonzalez IJ, 
et al. Analytical sensitivity of current best-in-class malaria rapid diagnostic 
tests. Malar J. 2017;16:128.

 29. Baker J, McCarthy J, Gatton M, Kyle DE, Belizario V, Luchavez J, et al. Genetic 
diversity of Plasmodium falciparum histidine-rich protein 2 (PfHRP2) and its 
effect on the performance of PfHRP2-based rapid diagnostic tests. J Infect 
Dis. 2005;192:870–7.

 30. Parr JB, Anderson O, Juliano JJ, Meshnick SR. Streamlined, PCR-based 
testing for pfhrp2- and pfhrp3-negative Plasmodium falciparum. Malar J. 
2018;17:137.

 31. Jones S, Subramaniam G, Plucinski MM, Patel D, Padilla J, Aidoo M, et al. 
One-step PCR: a novel protocol for determination of pfhrp2 deletion 
status in Plasmodium falciparum. PLoS ONE. 2020;15: e0236369.

 32. Parr JB, Verity R, Doctor SM, Janko M, Carey-Ewend K, Turman BJ, et al. 
Pfhrp2-deleted Plasmodium falciparum parasites in the Democratic 
Republic of the Congo: a national cross-sectional survey. J Infect Dis. 
2017;216:36–44.

 33. Berhane A, Anderson K, Mihreteab S, Gresty K, Rogier E, Mohamed S, et al. 
Major threat to malaria control programs by Plasmodium falciparum lack-
ing histidine-rich protein 2, Eritrea. Emerg Infect Dis. 2018;24:462–70.

 34. Bosco AB, Anderson K, Gresty K, Prosser C, Smith D, Nankabirwa JI, et al. 
Molecular surveillance reveals the presence of pfhrp2 and pfhrp3 gene 
deletions in Plasmodium falciparum parasite populations in Uganda, 
2017–2019. Malar J. 2020;19:300.

 35. Prosser C, Gresty K, Ellis J, Meyer W, Anderson K, Lee R, et al. Plasmodium 
falciparum histidine-rich protein 2 and 3 gene deletions in strains from 
Nigeria, Sudan, and South Sudan. Emerg Infect Dis. 2021;27:471–9.

 36. Feleke SM, Reichert EN, Mohammed H, Brhane BG, Mekete K, Mamo H, 
et al. Plasmodium falciparum is evolving to escape malaria rapid diagnostic 
tests in Ethiopia. Nat Microbiol. 2021;6:1289–99.

 37. Grignard L, Nolder D, Sepulveda N, Berhane A, Mihreteab S, Kaaya R, et al. 
A novel multiplex qPCR assay for detection of Plasmodium falciparum with 

histidine-rich protein 2 and 3 (pfhrp2 and pfhrp3) deletions in polyclonal 
infections. EBioMedicine. 2020;55: 102757.

 38. Schindler T, Deal AC, Fink M, Guirou E, Moser KA, Mwakasungula SM, et al. 
A multiplex qPCR approach for detection of pfhrp2 and pfhrp3 gene 
deletions in multiple strain infections of Plasmodium falciparum. Sci Rep. 
2019;9:13107.

 39. Kreidenweiss A, Trauner F, Rodi M, Koehne E, Held J, Wyndorps L, et al. 
Monitoring the threatened utility of malaria rapid diagnostic tests by 
novel high-throughput detection of Plasmodium falciparum hrp2 and 
hrp3 deletions: a cross-sectional, diagnostic accuracy study. EBioMedi-
cine. 2019;50:14–22.

 40. Suplick K, Morrisey J, Vaidya AB. Complex transcription from the extra-
chromosomal DNA encoding mitochondrial functions of Plasmodium 
yoelii. Mol Cell Biol. 1990;10:6381–8.

 41. Padley DJ, Heath AB, Sutherland C, Chiodini PL, Baylis SA, Collaborative 
Study G. Establishment of the 1st World Health Organization International 
Standard for Plasmodium falciparum DNA for nucleic acid amplification 
technique (NAT)-based assays. Malar J. 2008;7:139.

 42. Vera-Arias CA, Holzschuh A, Oduma CO, Badu K, Abdul-Hakim M, Yukich J, 
et al. Plasmodium falciparum hrp2 and hrp3 gene deletion status in Africa 
and South America by highly sensitive and specific digital PCR. medRxiv. 
2021. https:// doi. org/ 10. 1101/ 2021. 06. 01. 21258 117.

 43. Kosir AB, Divieto C, Pavsic J, Pavarelli S, Dobnik D, Dreo T, et al. Droplet 
volume variability as a critical factor for accuracy of absolute quantifica-
tion using droplet digital PCR. Anal Bioanal Chem. 2017;409:6689–97.

 44. Emslie KR, McLaughlin JLH, Griffiths K, Forbes-Smith M, Pinheiro LB, Burke 
DG. Droplet volume variability and impact on digital PCR copy number 
concentration measurements. Anal Chem. 2019;91:4124–31.

 45. Dharia NV, Plouffe D, Bopp SE, Gonzalez-Paez GE, Lucas C, Salas C, 
et al. Genome scanning of Amazonian Plasmodium falciparum shows 
subtelomeric instability and clindamycin-resistant parasites. Genome Res. 
2010;20:1534–44.

 46. Sepulveda N, Phelan J, Diez-Benavente E, Campino S, Clark TG, Hopkins 
H, et al. Global analysis of Plasmodium falciparum histidine-rich protein-2 
(pfhrp2) and pfhrp3 gene deletions using whole-genome sequencing 
data and meta-analysis. Infect Genet Evol. 2018;62:211–9.

 47. Akinyi S, Hayden T, Gamboa D, Torres K, Bendezu J, Abdallah JF, et al. 
Multiple genetic origins of histidine-rich protein 2 gene deletion in 
Plasmodium falciparum parasites from Peru. Sci Rep. 2013;3:2797.

 48. Agaba BB, Anderson K, Gresty K, Prosser C, Smith D, Nankabirwa JI, et al. 
Genetic diversity and genetic relatedness in Plasmodium falciparum 
parasite population in individuals with uncomplicated malaria based 
on microsatellite typing in Eastern and Western regions of Uganda, 
2019–2020. Malar J. 2021;20:242.

 49. Gibbons J, Qin J, Malla P, Wang Z, Brashear A, Wang C, et al. Lineage-spe-
cific expansion of Plasmodium falciparum parasites with pfhrp2 Deletion 
in the Greater Mekong Subregion. J Infect Dis. 2020;222:1561–9.

 50. MalariaGen, Ahouidi A, Ali M, Almagro-Garcia J, Amambua-Ngwa A, 
Amaratunga C, et al. An open dataset of Plasmodium falciparum genome 
variation in 7,000 worldwide samples. Wellcome Open Res. 2021;6:42.

 51. Nolder D, Stewart L, Tucker J, Ibrahim A, Gray A, Corrah T, et al. Failure of 
rapid diagnostic tests in Plasmodium falciparum malaria cases among 
travelers to the UK and Ireland: identification and characterisation of the 
parasites. Int J Infect Dis. 2021;108:137–44.

 52. Naluyima P, Kayondo W, Ritchie C, Wandege J, Kagabane S, Tumubeere 
L, et al. The Joint Mobile Emerging Disease Clinical Capability (JMEDICC) 
laboratory approach: capabilities for high-consequence pathogen clinical 
research. PLoS Negl Trop Dis. 2019;13: e0007787.

 53. Shey M, Okeibunor JC, Yahaya AA, Herring BL, Tomori O, Coulibaly SO, 
et al. Genome sequencing and the diagnosis of novel coronavirus (SARS-
COV-2) in Africa: how far are we? Pan Afr Med J. 2020;36:80.

 54. Dzinamarira T, Dzobo M, Chitungo I. COVID-19: A perspective on Africa’s 
capacity and response. J Med Virol. 2020;92:2465–72.

 55. Rogier E, McCaffery JN, Nace D, Svigel SS, Assefa A, Hwang J, et al. 
Plasmodium falciparum pfhrp2 and pfhrp3 gene deletions from persons 
with symptomatic malaria infection in Ethiopia, Kenya, Madagascar, and 
Rwanda. Emerg Infect Dis. 2022;28:608–16.

 56. Herman C, Huber CS, Jones S, Steinhardt L, Plucinski MM, Lemoine JF, 
et al. Multiplex malaria antigen detection by bead-based assay and 
molecular confirmation by PCR shows no evidence of Pfhrp2 and Pfhrp3 
deletion in Haiti. Malar J. 2019;18:380.

https://doi.org/10.1101/2021.06.01.21258117


Page 12 of 12Beshir et al. Malaria Journal  2022, 21:201

•
 
fast, convenient online submission

 •
  

thorough peer review by experienced researchers in your field

• 
 
rapid publication on acceptance

• 
 
support for research data, including large and complex data types

•
  

gold Open Access which fosters wider collaboration and increased citations 

 
maximum visibility for your research: over 100M website views per year •

  At BMC, research is always in progress.

Learn more biomedcentral.com/submissions

Ready to submit your researchReady to submit your research  ?  Choose BMC and benefit from: ?  Choose BMC and benefit from: 

 57. Cunningham JA, Thomson RM, Murphy SC, de la Paz AM, Ding XC, Incar-
dona S, et al. WHO malaria nucleic acid amplification test external quality 
assessment scheme: results of distribution programmes one to three. 
Malar J. 2020;19:129.

 58. Plucinski M, Dimbu R, Candrinho B, Colborn J, Badiane A, Ndiaye D, et al. 
Malaria surveys using rapid diagnostic tests and validation of results 
using post hoc quantification of Plasmodium falciparum histidine-rich 
protein 2. Malar J. 2017;16:451.

 59. Plucinski MM, Dimbu PR, Fortes F, Abdulla S, Ahmed S, Gutman J, et al. 
Posttreatment HRP2 clearance in patients with uncomplicated Plasmo-
dium falciparum malaria. J Infect Dis. 2018;217:685–92.

 60. Plucinski MM, Dimbu PR, Fortes F, Murphy SC, Smith NT, Cruz KR, et al. 
Malaria parasite density in individuals with different rapid diagnostic 
test results and concentrations of HRP2 antigen. Am J Trop Med Hyg. 
2019;100:1202–3.

 61. Watson OJ, Slater HC, Verity R, Parr JB, Mwandagalirwa MK, Tshefu A, et al. 
Modelling the drivers of the spread of Plasmodium falciparum hrp2 gene 
deletions in sub-Saharan Africa. Elife. 2017;6: e25008.

 62. Kyabayinze DJ, Tibenderana JK, Odong GW, Rwakimari JB, Counihan H. 
Operational accuracy and comparative persistent antigenicity of HRP2 
rapid diagnostic tests for Plasmodium falciparum malaria in a hyperen-
demic region of Uganda. Malar J. 2008;7:221.

 63. Gerstl S, Dunkley S, Mukhtar A, De Smet M, Baker S, Maikere J. Assessment 
of two malaria rapid diagnostic tests in children under five years of age, 
with follow-up of false-positive pLDH test results, in a hyperendemic falci-
parum malaria area, Sierra Leone. Malar J. 2010;9:28.

 64. Plucinski MM, McElroy PD, Dimbu PR, Fortes F, Nace D, Halsey ES, et al. 
Clearance dynamics of lactate dehydrogenase and aldolase following 
antimalarial treatment for Plasmodium falciparum infection. Parasit Vec-
tors. 2019;12:293.

 65. Plucinski MM, Candrinho B, Dimene M, Colborn J, Lu A, Nace D, et al. 
Assessing performance of HRP2 antigen detection for malaria diagnosis 
in Mozambique. J Clin Microbiol. 2019. https:// doi. org/ 10. 1128/ JCM. 
00875- 19.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub-
lished maps and institutional affiliations.

https://doi.org/10.1128/JCM.00875-19
https://doi.org/10.1128/JCM.00875-19

	Screening strategies and laboratory assays to support Plasmodium falciparum histidine-rich protein deletion surveillance: where we are and what is needed
	Abstract 
	Background
	Phenotypic screening for the HRP2 antigen
	Molecular confirmation of pfhrp2 and pfhrp3 genes
	Conventional PCR
	Multiplex real-time PCR
	Digital PCR
	Next-generation sequencing
	Practical considerations for reference laboratories and testing in resource-limited settings
	Current gaps in pfhrp2 deletion surveillance that laboratory data and deployment of new laboratory technologies need to overcome

	Conclusions
	Acknowledgements
	References




