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Abstract: The methyl erythritol phosphate (MEP) pathway of isoprenoid biosynthesis is essential for
malaria parasites and also for several human pathogenic bacteria, thus representing an interesting
target for future antimalarials and antibiotics and for diagnostic strategies. We have developed a DNA
aptamer (D10) against Plasmodium falciparum 1-deoxy-D-xylulose-5-phosphate reductoisomerase
(DXR), the second enzyme of this metabolic route. D10 binds in vitro to recombinant DXR from
P. falciparum and Escherichia coli, showing at 10 µM a ca. 50% inhibition of the bacterial enzyme. In
silico docking analysis indicates that D10 associates with DXR in solvent-exposed regions outside the
active center pocket. According to fluorescence confocal microscopy data, this aptamer specifically
targets in P. falciparum in vitro cultures the apicoplast organelle where the MEP pathway is localized
and is, therefore, a highly specific marker of red blood cells parasitized by Plasmodium vs. naïve
erythrocytes. D10 is also selective for the detection of MEP+ bacteria (e.g., E. coli and Pseudomonas
aeruginosa) vs. those lacking DXR (e.g., Enterococcus faecalis). Based on these results, we discuss the
potential of DNA aptamers in the development of ligands that can outcompete the performance of
the well-established antibody technology for future therapeutic and diagnostic approaches.

Keywords: Plasmodium; DNA aptamers; methyl erythritol phosphate pathway; 1-deoxy-D-xylulose-
5-phosphate reductoisomerase

1. Introduction

Globally, in 2020 there were an estimated 241 million malaria cases, up from 227 million
in 2019, and 627,000 malaria deaths were reported, increasing the total number by 12%
compared to the previous year [1]. Malaria is mainly present in low-income countries where
limited accessibility to treatments as well as poor practices in mosquito bite prevention have
led to the prevalence of the disease despite the efforts devoted to controlling it. Malaria is
caused by protozoans of the Plasmodium genus, which are transmitted to people through
the bite of infected female Anopheles mosquitoes [2]. Five species of Plasmodium can infect
humans: P. vivax, P. ovale, P. malariae, P. knowlesi, and P. falciparum.
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The malaria parasite harbors an apicoplast, a vestigial plastid present in the Api-
complexa phylum. There are four pathways that are essential in blood-stage Plasmodium
parasites, which localize to the apicoplast lumen, namely, DNA replication, protein transla-
tion, isoprenoid biosynthesis, and iron-sulfur cluster biosynthesis [3]. Several investigations
have shown that the apicoplast is essential for P. falciparum survival and therefore have
identified it as an interesting drug target [4,5]. For instance, interference in the process
of apicoplast segregation during parasite multiplication inside the red blood cell (RBC)
produced merozoite stages which, despite being viable, failed to divide in the subsequent
growth cycles [6,7]. Parasites exhibiting this delayed death phenotype transmit defective
apicoplasts to their daughter cells, which are therefore unable to produce the isoprenoid
precursor isopentenyl pyrophosphate (IPP), a metabolic product of the apicoplast which is
essential for Plasmodium blood stages. Among other effects, IPP depletion causes disruption
of protein prenylation and the ensuing cellular trafficking impairment, which decreases the
pathogen’s viability [8]. In contrast to delayed death caused by the drugs interfering with
the housekeeping processes within the apicoplast, drugs targeting the biosynthesis of fatty
acids, isoprenoids, and heme result in rapid growth arrest and death of P. falciparum [9–12].

Isoprenoids are a chemically diverse group of compounds made up of repeated units
of IPP or its isomer dimethylallyl diphosphate (DMAPP). They are present in all organ-
isms, where they play essential roles as enzyme prosthetic groups and also as precursors
to ubiquinones and dolichols, which are involved in the electron transfer system in the
mitochondrion, protein prenylation and the formation of glycosylphosphatidyl inositol
anchors of membrane proteins [13–15]. In most eukaryotes and archaea, IPP is synthesized
through the cytosolic mevalonate pathway [16], which starts with the condensation of
acetyl-CoA and acetoacetyl-CoA. However, in Plasmodium, the apicoplast is the sole site of
isoprenoid precursor synthesis through the 2-C-methyl-D-erythritol-4-phosphate (MEP)
pathway [17]. This metabolic route (Figure 1) has seven enzymatic steps, starting with
the formation of 1-deoxy-D-xylulose-5-phosphate (DXP) by condensation of pyruvate and
glyceraldehyde-3-phosphate. The subsequent reaction is catalyzed by 1-deoxy-D-xylulose-
5-phosphate reductoisomerase (DXR) and involves an intramolecular rearrangement that
proceeds through retro-aldol/aldol isomerization of the DXP ketone to the branched alde-
hyde intermediate 2-C-methyl-D-erythrose-4-phosphate, followed by NADPH-dependent
reduction to form MEP [17–19]. All the enzymes metabolizing these and the remaining five
steps of this metabolic route are not present in vertebrates, pointing to the MEP pathway as
an ideal target for the development of new antibiotics and antimalarials [14,20].
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Figure 1. MEP pathway in P. falciparum. Abbreviations: Pyruvate (Pyr), glyceraldehyde 
3-phosphate (G3P), 1-deoxy-D-xylulose 5-phosphate (DXP), DXP synthase (DXS), DXP reductoi-
somerase (DXR), 2-C-methyl-D-erythritol 4-phosphate (MEP), MEP cytidylyltransferase (CMS), 
4-diphosphocytidyl-2-C-methylerythritol (CDP-ME), CDP-ME kinase (CMK), CDP-ME 
2-phosphate (CDP-MEP), 2-C-methyl-D-erythritol 2,4-cyclodiphosphate (MEcPP), MEcPP synthase 
(MCS), (E)-4-hydroxy-3-methyl-but-2-enyl pyrophosphate (HMB-PP), HMB-PP synthase (HDS), 
HMB-PP reductase (HDR), dimethylallyl pyrophosphate (DMAPP), isopentenyl pyrophosphate 
(IPP). Adapted from the scheme of Giménez-Oya et al. [21], with permission. 2010, John Wiley and 
Sons. 

DXR is present in all Plasmodium stages, and it appears to be essential for the in-
tra-erythrocytic development of the pathogen. The antibiotic fosmidomycin, a DXR in-
hibitor, is used as treatment against the clinical symptoms of malaria associated with the 
multiplication of the parasite inside the RBC [22,23]. A close derivative of fosmidomycin, 
FR-900098, inhibited the in vitro growth of P. falciparum with approximately twice the 
efficacy of the parental compound, showing no evidence of acute toxicity and genotoxi-
city [24]. The greatest challenge in malaria management is the resistance of the pathogen 
to conventional monochemotherapies and even to combination therapies, the most ef-
fective currently used antimalarial treatment [25]. Due to this resistance rapidly acquired 
by Plasmodium to all available drugs [26], strategies for the continuous rapid identifica-
tion of new antimalarial agents are urgently required. 

DNA aptamers have been developed against many relevant therapeutic targets for a 
variety of diseases (e.g., cancer, macular degeneration, diabetes, or infectious diseases) 
[27,28]. There are several advantages of aptamers as biomolecular ligands, such as their 
small size, remarkable flexibility in engineering their structures, high-temperature sta-
bility, animal-free and cost-effective production, and high affinity and selectivity for their 
targets, which make them attractive alternatives to monoclonal antibodies for a wide 
range of applications, including biosensor technologies, in vitro diagnostics, biomarker 
discovery, and therapeutics [29,30]. The first report on Plasmodium-specific aptamers 

Figure 1. MEP pathway in P. falciparum. Abbreviations: Pyruvate (Pyr), glyceraldehyde 3-phosphate
(G3P), 1-deoxy-D-xylulose 5-phosphate (DXP), DXP synthase (DXS), DXP reductoisomerase (DXR), 2-
C-methyl-D-erythritol 4-phosphate (MEP), MEP cytidylyltransferase (CMS), 4-diphosphocytidyl-2-C-
methylerythritol (CDP-ME), CDP-ME kinase (CMK), CDP-ME 2-phosphate (CDP-MEP), 2-C-methyl-
D-erythritol 2,4-cyclodiphosphate (MEcPP), MEcPP synthase (MCS), (E)-4-hydroxy-3-methyl-but-2-
enyl pyrophosphate (HMB-PP), HMB-PP synthase (HDS), HMB-PP reductase (HDR), dimethylallyl
pyrophosphate (DMAPP), isopentenyl pyrophosphate (IPP). Adapted from the scheme of Giménez-
Oya et al. [21], with permission. 2010, John Wiley and Sons.

DXR is present in all Plasmodium stages, and it appears to be essential for the intra-
erythrocytic development of the pathogen. The antibiotic fosmidomycin, a DXR inhibitor,
is used as treatment against the clinical symptoms of malaria associated with the multiplica-
tion of the parasite inside the RBC [22,23]. A close derivative of fosmidomycin, FR-900098,
inhibited the in vitro growth of P. falciparum with approximately twice the efficacy of the
parental compound, showing no evidence of acute toxicity and genotoxicity [24]. The
greatest challenge in malaria management is the resistance of the pathogen to conventional
monochemotherapies and even to combination therapies, the most effective currently used
antimalarial treatment [25]. Due to this resistance rapidly acquired by Plasmodium to all
available drugs [26], strategies for the continuous rapid identification of new antimalarial
agents are urgently required.

DNA aptamers have been developed against many relevant therapeutic targets for a va-
riety of diseases (e.g., cancer, macular degeneration, diabetes, or infectious diseases) [27,28].
There are several advantages of aptamers as biomolecular ligands, such as their small size,
remarkable flexibility in engineering their structures, high-temperature stability, animal-
free and cost-effective production, and high affinity and selectivity for their targets, which
make them attractive alternatives to monoclonal antibodies for a wide range of applica-
tions, including biosensor technologies, in vitro diagnostics, biomarker discovery, and
therapeutics [29,30]. The first report on Plasmodium-specific aptamers dates from 2009 when
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Barfod et al. successfully isolated a specific RNA aptamer against the DBL1α region of the
P. falciparum erythrocyte membrane protein 1, which is associated with heme metabolism
and parasitized RBC (pRBC) adhesion to blood vessels and erythrocytes [31]. In the same
year, Niles et al. isolated a DNA aptamer that specifically bound the heme group and
inhibited hemozoin formation in vitro in a similar way as the antimalarial compound
chloroquine acts. Consistently loading this aptamer into RBCs resulted in a reduction
of Plasmodium viability due to the accumulation of toxic heme in the pRBCs [32]. DNA
aptamers have also been proposed as sensing elements in future diagnostic devices for the
detection of malaria parasites in clinical samples [33,34].

Here, we have applied the systematic evolution of ligands by exponential enrichment
(SELEX) method [35,36] to identify a DNA aptamer against P. falciparum DXR and have
characterized its potential as an apicoplast biomarker and as a component of new diagnostic
and therapeutic approaches against malaria.

2. Materials and Methods

Unless otherwise indicated, oligonucleotides and other reagents were purchased from
the Sigma-Aldrich Corporation (St. Louis, MO, USA).

2.1. Preparation of Recombinant Enzymes

A truncated version of the P. falciparum DXR (Pf DXRt) lacking the sequence corre-
sponding to the apicoplast signal peptide [37] was obtained following an adaptation of a pre-
viously described method [38]. Briefly, a codon-optimized gene encoding Pf DXRt (UniProt
Q8IKG4) was synthetically produced (GenScript Biotech B.V., Leiden, The Netherlands) and
cloned into the pGS21a expression vector (GenScript Biotech B.V.; Supplementary Figure S1).
The generated pGS21a-Pf DXRt plasmid was used to obtain a recombinant enzyme as a
fusion protein containing a glutathione-S-transferase (GST) tag at the N-terminus, and
6× His-tags at both ends (6His-GST-Pf DXRt-6His), to enhance protein expression and
facilitate affinity purification, respectively. Escherichia coli BL21 cells were transformed with
the pGS21a-Pf DXRt vector and grown in Luria-Bertani (LB) medium supplemented with
0.1 mg/mL ampicillin at 37 ◦C until reaching an OD600 of 0.5. After that, expression of 6His-
GST-Pf DXRt-6His was induced by adding 0.5 mM isopropyl β-D-1-thiogalactopyranoside
(IPTG). The bacteria were incubated overnight (15 ◦C, 180 rpm), harvested by centrifuga-
tion (21,500× g, 15 min), and resuspended in a lysis buffer: 300 mM NaCl, 1 mM EDTA,
1 mM MgCl2, 0.2 mg/mL lysozyme, 20 µg/mL DNAse, 1 mM Pefabloc® SC protease
inhibitor (Merck KGaA, Darmstadt, Germany), 50 mM tris-HCl, pH 8.0, supplemented
with cOmpleteTM, Mini, EDTA-free Protease Inhibitor Cocktail (Merck KGaA). The cell
suspension was disrupted by sonication by applying pulses of 10 s-on/20 s-off at 80%
amplitude on ice to minimize enzyme inactivation. Finally, extracts were centrifuged
(43,700× g, 4 ◦C, 30 min), and the distribution of the recombinant protein in the soluble
and insoluble fractions was analyzed by sodium dodecyl sulfate-polyacrylamide gel elec-
trophoresis (SDS-PAGE) and Western blot (see below). The 6His-GST-Pf DXRt-6His was
recovered almost completely in the insoluble fraction, which, to solubilize the recombinant
enzyme, was incubated for 30 min in a solubilization buffer (2 M urea, 0.5 M NaCl, 2%
Triton X-100, 1 mM EDTA, 20 mM tris-HCl, pH 8.0) and sonicated as indicated above.
Samples were then centrifuged (43,700× g, 4 ◦C, 60 min), the pellet was discarded, and
the supernatant was transferred to cellulose dialysis tubes (14 kDa cut-off pore size). To
gradually remove urea from the medium, four buffers with decreasing urea concentrations
were prepared (1.5, 1, 0.5, and 0 M urea in 0.5 M NaCl, 20 mM tris-HCl, pH 8.0). Dialyses
were carried out overnight at 4 ◦C under constant stirring for at least 4 h in each buffer
to allow proper refolding of the protein [39]. Finally, EDTA (1 mM final concentration)
was added to the protein solution, and urea-free 6His-GST-Pf DXRt-6His was purified by
immobilized metal affinity chromatography (IMAC). Briefly, samples were applied onto
1-mL His-Trap FF columns (GE Healthcare, Chicago, IL, USA) equilibrated with buffer A
(100 mM NaCl, 10 mM imidazole, 40 mM tris-HCl, pH 8.0) and washed with 25 column



Pharmaceutics 2022, 14, 2515 5 of 23

volumes of the same buffer. The recombinant enzyme was eluted with a gradient of imi-
dazole from 10 to 500 mM prepared using buffer A and buffer B (100 mM NaCl, 500 mM
imidazole, 40 mM tris-HCl, pH 8.0). The different fractions were analyzed by SDS-PAGE
followed by Coomassie blue staining, and those containing 6His-GST-Pf DXRt-6His were
subsequently combined and concentrated using Amicon Ultra-15 10 kDa cut-off centrifugal
filters (Merck Millipore, Burlington, MA, USA) and stored at −20 ◦C in the presence of
50% glycerol until used. For the experiments carried out in this study, preparations were
desalted using Zeba™ Spin desalting columns (Thermo Fisher Scientific, Waltham, MA,
USA). Protein concentration in the samples was determined using the Pierce™ BCA Protein
Assay Kit (Thermo Scientific, Rockford, IL, USA) following the manufacturer’s protocol.

To obtain a GST-free enzyme for aptamer selection (see below), the synthetic DNA
sequence coding for Pf DXRt (described above) was cloned into the pQE30 plasmid vector
(Qiagen, Hilden, Germany; Supplementary Figure S2), which incorporates a 6× His-tag
at the N-terminus of the recombinant protein. The resulting pQE30-Pf DXRt construct
was used to transform competent M15 E. coli cells (Qiagen), and purified 6His-Pf DXRt
preparations were obtained following the IMAC protocol described above.

The dxr gene coding for E. coli DXR (EcDXR, UniProt P45568) was synthesized
(GenScript Biotech B.V.) and cloned into the pQE60 plasmid (GenScript Biotech B.V.;
Supplementary Figure S3) used to express C-terminal 6× His-tagged proteins. Compe-
tent M15 E. coli cells were transformed with the resulting pQE60-EcDXR construct, and
purified preparations of EcDXR-6His were obtained following the IMAC procedure de-
scribed above.

2.2. In Vitro Selection of DNA Aptamers

Aptamer candidates against 6His-Pf DXRt were selected using the Mag-SELEX
method [35,36,40] (Figure 2). Briefly, 100 µL of 6His-Pf DXRt enzyme preparations
(0.28 µg/µL) were incubated with 50 µL of cobalt magnetic beads (Dynabeads®, His-tag
Isolation & Pulldown, Life Technologies, Carlsbad, CA, USA) pre-equilibrated in binding
buffer (10 mM NaCl, 0.02% Tween-20, 50 mM monobasic sodium phosphate, pH 8.0). The
Dynabead-6His-Pf DXRt complex was incubated at room temperature (RT) with 100 µL of
a 10 ng/µL single-strand nucleic acid 76-mer library (up to 1015 sequences) with invariant
PCR primer-binding flanking regions on each end and a randomized central sequence
of 40 nucleotides (ATACCAGCTTATTCAATTN40AGATAGTAAGTGCAATCT, 1 µmol,
DNA Technology A/S, Denmark). Prior to adding them to the enzyme-coated beads,
oligonucleotides were allowed to fold into their native 3D conformations by a sequen-
tial incubation at 90, 5, and 37 ◦C (for 10, 15, and 8 min, respectively); this pre-folding
step was done for every SELEX cycle and for all the binding, targeting, and activity as-
says reported in this work. Sequences that did not bind the 6His-Pf DXRt-functionalized
beads were removed by hand pipetting the supernatant after capturing the beads us-
ing a magnetic separator (MagnetoPURE, Chemicell GmbH, Berlin, Germany), and the
ssDNA bound to the Dynabead-6His-Pf DXRt complex was eluted in binding buffer at
80 ◦C for 5 min. In each SELEX cycle, a negative selection step was performed, incu-
bating the aptamer pool with the protein-free beads to discard oligonucleotides with an
affinity toward unmodified beads. After positive selection, the eluted sequences were
amplified by PCR using Pfu DNA polymerase (Biotools B&M Labs, Madrid, Spain), which
is highly thermostable and shows proofreading activity [41]. As a rule, 20 cycles were
programmed in a DNA 2720 Thermal Cycler (Applied Biosystems, Thermo Fisher Sci-
entific): 94 ◦C, 60 s/46 ◦C, 30 s/72 ◦C, 30 s, with a 1-min 94 ◦C extra incubation before
the first cycle. The 5′ ends of forward (5′-ATACCAGCTTATTCAATT-3′) and reverse (5′-
AGATTGCACTTACTATCT-3′) primers were derivatized with 6-carboxyfluorescein (6FAM)
and tri-biotin, respectively. The PCR products were purified using the NucleoSpinTM Gel
and PCR Clean-up kit (Macherey-Nagel GmbH & Co. KG, Düren, Germany) and loaded in
a column (Micro Bio-Spin™ Chromatography Colums; Bio-Rad Laboratories, Inc., Hercules,
CA, USA) containing NeutrAvidinTM Agarose resin (Pierce, Thermo Fisher Scientific), from
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where the nonbiotinylated, fluorescein-labeled complementary strand was eluted with
0.1 M NaOH preheated to 96 ◦C. ssDNA was quantified using a NanoDrop 2000 spec-
trophotometer (Thermo Fisher Scientific) before entering the next cycle. This process was
repeated for 10 such rounds of binding and selection until a pool of aptamers that bound
fixed pRBCs with the desired specificity and affinity, as assessed by flow cytometry (see
Section 2.10), was identified. Knowing the initial load of ssDNA entering a SELEX cycle
(ssDNAin) and the amount of ssDNA eluted from the Dynabead-6His-Pf DXRt suspension
at the end of each selection round (ssDNAout), the yield of binding ssDNA was calculated
([ssDNAout/ssDNAin] × 100).
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2.3. Subcloning and Sequencing of Candidate Oligonucleotides

After 10 rounds of selection, the enriched oligonucleotide pool from SELEX cycles
8, 9, and 10 was PCR-amplified using unlabeled forward and reverse primers and Pfu
DNA polymerase. The resulting products were cloned into the pBluescript SK+ plasmid
after its linearization with SmaI (New England Biolabs, Ipswich, MA, USA) using T4
DNA ligase (New England Biolabs), and the ligation product was used for the heat-shock
transformation of competent TOP10 E. coli cells (Life Technologies). The transformed
cells were grown overnight at 37 ◦C in LB-agar plates containing 100 µg/mL ampicillin,
and the recombinant colonies were differentiated with the blue/white screening method
after the induction of lacZ expression in the presence of 5-bromo-4-chloro-3-indolyl-β-
galactopyranoside (X-gal) and IPTG. White clones were randomly chosen from the plates,
grown in 5 mL of LB (37 ◦C, 180 rpm, overnight), and their plasmids were isolated with
the NucleoSpin plasmid kit (Macherey-Nagel GmbH & Co. KG) and quantified in a
NanoDrop 2000 spectrophotometer. The successful insertion of sequences from the original
library was validated by PCR with the specific forward and reverse primers using a



Pharmaceutics 2022, 14, 2515 7 of 23

GoTaq Green Master Mix (Promega Corporation, Madison, WI, USA). DNA bands with
the expected lengths were detected in 3% agarose gels stained with SyBR® Safe DNA
Gel Stain (Invitrogen, Thermo Fisher Scientific) and visualized under UV light. Ninety-
six positive clones were sequenced using the M13 universal primer (Sanger sequencing
service, GENEWIZ GmbH, Leipzig, Germany; https://www.genewiz.com/en-GB/Public/
Services/Sanger-Sequencing, accessed on 10 January 2019). The selected sequences were
chemically synthesized (Sigma-Aldrich Corporation) in sufficiently large amounts for the
characterization of their binding to DXR.

2.4. Computational Analysis

Structures for Pf DXRt and EcDXR were obtained from the protein data bank (PDB
accession codes 5JMW and 1Q0Q, respectively). The aptamer structure was built from the
sequence following the previously described workflow [42]. First, the mFold web server [43]
built the ssDNA secondary structure from the initial sequence. Second, RNAComposer [44]
was used to construct a refined 3D equivalent of RNA. Third, 3DNA [45] performed the
translation from ssRNA to ssDNA, and finally, the refinement of the resulting structure
(energetic minimization, addition of water) was done with YASARA [46,47]. All the
protein-ssDNA dockings were performed with the HDOCK web server [48,49]. Figures
were created using the 3D Protein Imaging server [50].

2.5. Western Blots

Proteins (20 µg) were fractionated in 12.5% SDS-PAGE gels (120 V, 45 min, RT) and
electro-transferred for 1 h onto a preactivated polyvinylidene difluoride membrane at 4 ◦C
and 400 mA. The membrane was washed (2×, 5 min) with phosphate-buffered saline, pH
7.4 (PBS), and blocked under orbital stirring (50 rpm) at RT for 1 h with 5% (w/v) skim milk
powder in PBS containing 1% Triton X-100, washed again (3×, 5 min), and the aptamers
labeled at their 5’-ends with 6FAM (λex/em: 495/520 nm) or with biotin, were added
at a final concentration of 0.9 µM and incubated overnight. After washing (3×, PBS),
6FAM fluorescence was measured in an ImageQuant™ LAS 4000 CCD camera system (GE
Healthcare) using epi-illumination and a Y515 filter. Biotin-labeled aptamers were revealed
after incubation with horseradish peroxidase-conjugated streptavidin (Merck KGaA) and
reacted with enhanced chemiluminescence substrate (Merck KGaA) prior to detection in
an ImageQuant™ LAS 4000 CCD camera system.

2.6. Electrophoretic Mobility Shift Assay

Purified preparations of 6His-GST-Pf DXRt-6His, EcDXR-6His, GST (G6511, Sigma-
Aldrich Corporation), and bovine serum albumin (BSA) stored at −20 ◦C were desalted
and equilibrated at ca. 0.1 mg/mL in 10 mM NaCl, 0.02% Tween-20, 50 mM HEPES, pH
8.0. After that, 14 µL of dilutions of each protein in the same buffer were mixed with 1 µL
of chemically synthesized aptamer solution (150 ng) prepared in 0.5× TB buffer (45 mM
tris-HCl, 45 mM boric acid, pH 8.0), which was previously allowed to pre-fold as described
above, and incubated at RT for 60 min. Finally, samples were loaded into 2% agarose gels
run in 0.5× TB at 20 V/cm, stained with SyBR® Safe DNA Gel Stain, and imaged in an
ImageQuant™ LAS 4000 CCD camera system.

2.7. Determination of Aptamer Dissociation Constants

The dissociation constants (KD) for the aptamers selected in this study were ob-
tained by analyzing the binding of the fluorescently labeled ssDNA aptamer to target-
functionalized beads. Briefly, 20 µg of EcDXR-6His, 6His-GST-Pf DXRt-6His, GST, or BSA
(the last two proteins as negative control) were incubated (15 min, RT, PBS) with 5 µL of
4% w/v 4-µm-diameter aldehyde/sulfate latex beads (Thermo Fisher Scientific) in a final
volume of 20 µL. The mixture was then transferred to 1 mL PBS and incubated at 4 ◦C
with gentle orbital stirring overnight. After centrifugation, the protein-coated beads were
washed (3×, PBS), taken up in 50 µL PBS, and incubated (60 min, RT, in the dark) with

https://www.genewiz.com/en-GB/Public/Services/Sanger-Sequencing
https://www.genewiz.com/en-GB/Public/Services/Sanger-Sequencing
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6FAM-labeled aptamers (previously allowed to fold as described above) in a series of
dilutions (5.4, 2.7, 1.4, 0.7 and 0.3 µM) and analyzed by flow cytometry in a BD FACSAria
II flow cytometer (BD Biosciences, Heidelberg, Germany) using a 488 nm laser line with a
530/30 BP filter and FACSDiva software supplied with the instrument. Equilibrium KD and
the maximum number of binding sites (Bmax) of DXR-aptamer interactions were obtained
by fitting the dependence of relative fluorescence intensity of specific binding on aptamer
concentrations to the equation Y = Bmax X/(KD + X) [51]. GraphPad Prism 9 (GraphPad
Software, San Diego, CA, USA) was used to plot the saturation curve, choosing nonlinear
regression, the panel of saturation binding equations, and one site-specific binding. In
addition, the Scatchard plot, which plots bound ligand vs. the ratio bound/free ligand,
was also represented.

2.8. DXR Activity Assay

The EcDXR-6His activity was monitored spectrophotometrically in an Ultrospec 3300
Pro spectrophotometer (GE Healthcare) at 340 nm by following oxidation of NADPH at
RT in quartz cuvettes. Reactions were carried out in 500 µL of 100 mM tris-HCl buffer, pH
7.5, containing 1 mM MnCl2, 0.15 mM NADPH (Ref. N5130, Sigma-Aldrich Corporation),
0.15 mM DXP (Ref. 13368, Sigma-Aldrich Corporation), 10 mM DTT, and 10 µg of EcDXR-
6His. Prior to its incorporation into the reaction, the aptamer was allowed to fold as
described above. The GraphPad Prism 9 was used to calculate IC50 choosing the equation
inhibitor concentration vs. normalized response.

2.9. P. falciparum Cultures

The P. falciparum 3D7 strain was grown in vitro in group B human erythrocytes using
previously described conditions [52]. Parasites (thawed from glycerol stocks) were cultured
at 37 ◦C in T-25 or T-175 flasks (Thermo Fisher Scientific) containing human erythrocytes at
3% hematocrit in Roswell Park Memorial Institute (RPMI) complete medium containing
Albumax II (GibcoTM, Life Technologies), supplemented with 2 mM L-glutamine, under a
gas mixture of 92.5% N2, 5.5% CO2, and 2% O2. Parasitemia was determined by microscopic
counting of blood smears briefly fixed with methanol and stained for 10 min with Giemsa
(Merck KGaA) diluted 1:10 in Sorenson’s buffer, pH 7.2.

2.10. Confocal Fluorescence Microscopy and Flow Cytometry Analysis

A 15-mL RBC culture at 3% hematocrit infected with the P. falciparum 3D7 strain at
3% parasitemia was washed with RPMI, fixed for 30 min at RT with 3% paraformaldehyde
in PBS, and further washed with PBS (500× g, 5 min) until no hemolysis was observed.
The cell pellet was then taken up in 50 µL of blocking medium (PBS supplemented with
5 mM MgCl2 and 1 mg/mL BSA), gently stirred for 5 min, and incubated at 37 ◦C for
1 h in the presence of 1.2 µM fluorescein-labeled aptamers. Prior to incubation with the
cells, the aptamers (at 2.4 µM concentration) were allowed to fold into their native 3D
conformations as described above. After rinsing with PBS, the cells were stained for 30 min
at RT with 4 µg/mL of the DNA dye Hoechst 33342, rinsed with PBS, and placed in an 8-well
chamber slide system (Lab-Tek®II, Thermo Fisher Scientific), and observed with an LSM
800 confocal fluorescence microscope (Zeiss, Jena, Germany) with a 100× oil-immersion
objective (NA 1.4). The fluorochromes were detected at λex/em 400/480 (Hoechst 33342),
492/617 (6FAM), and 644/700 (Cy5.5 and Alexa Fluor 647). Colocalization analysis was
performed with a rabbit polyclonal anti-ferredoxin-NADP reductase antibody (Abcam,
Cambridge, UK) at 1:100 dilution, which was detected with an Alexa Fluor 647-labeled
goat anti-rabbit IgG secondary antibody (Invitrogen, Thermo Fisher Scientific) at 1:200
dilution, and with the Cy5.5-labeled aptamer 2008s, developed against P. falciparum lactate
dehydrogenase (Pf LDH) [53]. Image analysis was done with the Fiji software image
processing package [54], and the Manders’ overlap coefficient calculation was determined
using the JaCoP plug-in [55] for the Fiji software.
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For flow cytometry analysis, fixed pRBCs were diluted in PBS to a final concentration of
1–10 × 106 cells/mL, and samples were analyzed using an LSRFortessaTM flow cytometer
(BD Biosciences) set up with the 5 lasers, 20 parameters standard configuration. The
single-cell population was selected on a forward-side scattergram. The fluorochromes
were excited using 350 (Hoechst 33342), 488 (6FAM), and 640 nm lasers (Cy5.5 and Alexa
Fluor 647), and their respective emissions were collected with 450/50, 530/30, 730/45, and
670/14 nm filters. The analysis was done with FACSDiva software (BD Biosciences) and
Flowing Software 2.5.1 (www.btk.fi/cell-imaging; Cell Imaging Core, Turku Center for
Biotechnology, Finland).

2.11. Bacterial Cultures

The bacterial strains E. coli ATCC 25,922 (American Type Culture Collection, George-
town, DC, USA) and Pseudomonas aeruginosa PAO B+ isolate (kindly donated by Prof. Sara
Soto, ISGlobal) were maintained in LB medium, whereas the Enterococcus faecalis Ef1 isolate
(kindly donated by Prof. Sara Soto) was maintained in Tryptic Soy Broth. The concentration
of cells was determined by serial dilution with subsequent plating on agar plates and
measurement of colony-forming units (CFUs). To test the effect of aptamers on E. coli, a
bacterial culture treated with 50 µM aptamer was exposed to heat shock as previously
described [56]. For fluorescence microscopy studies, ca. 109 CFUs were washed three times
in PBS (10,000× g, 4 ◦C, 5 min), fixed with 4% paraformaldehyde (preheated at 60 ◦C) at
RT for 1 h, and washed with PBS again. After that, the cells were immersed in 1 mL of
blocking buffer (3% BSA in PBS) for 30 min at RT under 300 rpm shaking, washed two
times, and then incubated at 4 ◦C overnight in the dark with 1.2 µM aptamers. Excess
aptamers were washed away with PBS, and the fluorescence was observed in an 8-well
Lab-Tek®II chamber slide system using a Zeiss LSM 800 confocal laser scanning microscope
with a 100× oil-immersion objective (NA 1.4). 6FAM was detected at λex/em 492/617.

2.12. Ethics Statement

The human blood used in this work was from voluntary donors and commercially ob-
tained from the Banc de Sang i Teixits (www.bancsang.net, accessed on 6 April 2020). Blood
was not collected specifically for this research; the purchased units had been discarded for
transfusion, usually because of an excess of blood relative to the anticoagulant solution.
Prior to their use, blood units underwent the analytical checks specified in the current
legislation. Before being delivered to us, unit data were anonymized and irreversibly
dissociated, and any identification tags or labels were removed in order to guarantee the
non-identification of the blood donor. No blood data were or will be supplied, in accor-
dance with the current Spanish Ley Orgánica de Protección de Datos and Ley de Investigación
Biomédica. The blood samples will not be used for studies other than those made explicit in
this research.

3. Results and Discussion
3.1. Aptamer Selection

Flow cytometry analysis was used to follow after each SELEX cycle the enrichment in
6FAM-labeled aptamers binding pRBCs (Figure 3A), which, during the fixation process for
flow cytometry, become permeable to the aptamers [34]. The SELEX cycles were halted at
round 10 when the observed DXR-associated fluorescence was not significantly different
from that detected in rounds 8 and 9. The oligonucleotide pool from rounds 8, 9, and 10 were
subcloned in order to obtain plasmids containing individual aptamers. Ninety-six clones
were sequenced (Table S1), and the most represented oligonucleotide (D10, Figure 3B),
which was repeated 16 times, was chemically synthesized for further analysis. Since the
yield of recombinant 6His-Pf DXRt was relatively low, a GST tag was incorporated to obtain
the larger amounts of protein that would be required for subsequent characterization assays.
In Western blots, 6FAM-labeled D10 bound both 6His-GST-Pf DXRt-6His and EcDXR-6His
with similar affinity (Figure 3C). The biotin-labeled aptamer, however, recognized 6His-GST-

www.btk.fi/cell-imaging
www.bancsang.net
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Pf DXRt-6His much more strongly than the E. coli enzyme. Since the SELEX selection was
made with 6FAM-labeled oligonucleotides, the substitution of the fluorescent tag by biotin
likely resulted in a slightly different 3D conformation which could affect target binding.
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Figure 3. Selection of specific aptamers against Pf DXR. (A) Schematic rendering of the progressive
selection of pRBC-binding 6FAM-labeled aptamers along the SELEX cycles 2 to 10. The enrichment
in specific aptamers originally present in the randomly synthesized DNA library is reflected by
an increase in the binding of the selected fluorescent oligonucleotides to pRBCs, which become
permeable to aptamers after the fixation step prior to the flow cytometry analysis shown. (B) D10
sequence, showing in bold the PCR primer-binding regions. (C) Western blot analysis of D10 binding
to 6His-GST-Pf DXRt-6His and EcDXR-6His. The approximate electrophoretic mobility of free GST is
indicated. Petri dish cartoon reproduced with permission (https://creativecommons.org/licenses/
by-nc-nd/2.0/legalcode, accessed on 23 April 2021).

3.2. Characterization of Aptamer Binding to DXR In Vitro

To discard an effect of the fluorescein chemical group on the folding of the D10
conformation binding DXR, electrophoretic mobility shift assays were conducted to study
the interaction of non-labeled D10 aptamer with 6His-GST-Pf DXRt-6His and EcDXR-6His
(Figure 4A). The retardation observed for D10 in agarose gels indicated its concentration-
dependent interaction with DXR from both P. falciparum and E. coli. In-solution association
analyses of the interaction between the 6FAM-labeled D10 aptamer and 6His-GST-Pf DXRt-
6His indicated respective Bmax and KD values of 0.79 and 0.26± 0.07 µM (Figure 4B), which
were similar to those obtained for the D10-EcDXR-6His interaction (1.67 and 0.29 ± 0.09 µM,
respectively; Figure 4C). The binding to GST was negligible (Supplementary Figure S4).
These KD values were comparable to those of aptamers selected against Pf LDH [53] and
glutamate dehydrogenase [57] (42 nM and 0.5 µM, respectively).

https://creativecommons.org/licenses/by-nc-nd/2.0/legalcode
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Figure 4. Characterization of the D10 aptamer evolved against Pf DXRt. (A) Electrophoretic mobility
shift assay of the interaction of D10 with its target protein as part of the recombinant polypeptides
6His-GST-Pf DXRt-6His and EcDXR-6His. The negative controls include analysis of D10 binding to
BSA and GST and of aptamer 700 [34] to 6His-GST-Pf DXRt-6His. The arrows indicate the position
of DXR-D10 complexes just entering the gel. The last lane on the right side of each gel contains
no D10. (B,C) Determination of KD and Bmax for the binding of the 6FAM-labeled D10 aptamer
to (B) 6His-GST-Pf DXRt-6His and (C) EcDXR-6His. Insets: Scatchard plots. The negative control
binding of D10 to free GST is presented in Figure S4.

Due to the low metabolic activity of the recombinant forms of Pf DXRt obtained for
this work, in vitro DXR activity assays were conducted with the E. coli enzyme. The
label-free D10 aptamer showed a modest concentration-dependent inhibitory activity of
EcDXR-6His (Figure 5A), with an IC50 of 9.6 µM (8.7 µM/10.6 µM confidence interval,
95% confidence level) that, nevertheless, was significantly weaker than that obtained for
fosmidomycin (Figure 5B), whose reported IC50 for recombinant Pf DXR is 32 nM [58].
This result suggested that D10 binds the enzyme in a position that does not completely
block the active center, in agreement with the small areas recognized by aptamers in target
molecules [31,36,59–62]. Accordingly, no inhibitory activity was observed in E. coli cultures
up to a D10 concentration of 50 µM (Figure S5).

The electrophoretic mobility shift analysis data and association assays in solution
indicated that DXR is bound by unmodified D10 (Figure 4) but also by the aptamer func-
tionalized with 6FAM or biotin, according to Western blot data (Figure 3). Other studies
have shown that aptamers raised against Pf LDH can be incorporated into large structures,
such as DNA origami, without losing their ability to bind the target protein [62]. The
Pf LDH captured by aptamer-modified DNA origami retained its enzymatic activity, in
agreement with our results, indicating a good binding of D10 to DXR, which, however, at
10 µM does not completely inhibit the E. coli enzyme’s capacity to metabolize its substrate.
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sample containing DXR and 10 µM D10.

Because the full DXRt sequence was used in the SELEX process, the likelihood that
the selected aptamers bound the active site of the enzyme was low, given the large size of
the protein (47.3 kDa for the mature form) relative to the small dimensions of the antigens
recognized by the aptamers [36,61]. Bioinformatic structure-based analysis suggested that
the most favorable D10-DXR interactions were restricted to the solvent-exposed sides of
the proteins (Figure 6, Table S2 and Supplementary Videos S1–S4). Consistent with the
observed low level of suppression of enzymatic activity by D10, the predicted interactions
with active center amino acid residues were 4.7% for Pf DXRt (mainly the exposed regions
of W296 and P358) and 0.2% for EcDXR (M214). Notably, the vast majority of predicted
interactions with EcDXR and Pf DXRt (83.2% and 88.4%, respectively) were mediated by
the selected 40-nucleotide central region of D10 (C19-G58).
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Future antimalarial therapeutic aptamers inhibiting (in the nM range) this essen-
tial Plasmodium enzyme could be obtained through epitopic targeting, an experimental
approach that has already shown its potential for the development of aptamers against
discrete Pf LDH regions [60]. Most Plasmodium-specific aptamers have as proposed appli-
cations diagnosis, drug delivery, the study of molecular mechanisms, and protein purifi-
cation [29], and just a handful of works describe aptamers for therapeutic applications,
targeting adhesion proteins of the parasite such as EMP1 [31] and Var2CSA [67] or the
heme group released upon hemoglobin digestion [32]. An aptamer inhibiting the function
of the Leishmania infantum poly-A binding protein has potential for future therapies against
leishmaniasis [68]. However, no antimalarial therapeutic aptamer whose activity relies on
enzymatic inhibition has been developed so far. Epitopic targeting of the active center of
DXR and other MEP pathway enzymes could open a wide new avenue of aptamer-based
antimalarial compounds. Alternatively, D10 could be modified with chemical moieties
having DXR inhibitory activity, such as fosmidomycin analogs or yet-to-be-discovered
molecules that might benefit from D10 targeting to DXR in order to increase their anti-
malarial activities. As an example of this strategy, an aptamer-ampicillin conjugate was
constructed to impart an improved biofilm penetration and bacteria-killing efficacy to the
antibiotic [69].

3.3. Characterization of Aptamer Binding to Plasmodium Cells

The low activity of D10 as a DXR inhibitor led us to explore if it could be used as an
apicoplast marker for eventual applications in cell biology research and malaria diagnosis.
In colocalization studies done in P. falciparum cultures with the 2008s aptamer against the
cytosolic enzyme Pf LDH [53], 6FAM-labeled D10 specifically discriminated non-parasitized
red blood cells from Plasmodium-infected RBCs, according to flow cytometry (Figure 7A–D).
The confocal fluorescence microscopy data of the subcellular targeting of 6FAM-labeled
D10 in pRBCs showed a punctated pattern consistent with an apicoplastidic localization
(Figure 7E and Supplementary Video S5). The low Manders’ overlap correlation coefficient
(27%) is consistent with a preferentially non-cytosolic localization of D10.

D10 was observed to bind all the blood stages of the parasite, including ring forms
(Figure 8C,F), in agreement with targeting the apicoplast, as this organelle is present in
all the intraerythrocytic forms of the pathogen. Targeting the apicoplast was confirmed
by fluorescence confocal microscopy (Figure 8E,F) through colocalization analysis with an
antibody against the apicoplastidic enzyme ferredoxin-NADP reductase (FNR).

In previous work, we presented the selection of a family of DNA aptamers exhibiting
highly specific discrimination of RBCs vs. pRBCs [34]. When comparing D10 with aptamer
30, one of the sequences described in the article mentioned above, a similar binding
specificity was observed for both aptamers (Figure 9), which suggested that D10 can be a
valuable element for future malaria diagnostic approaches.
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Figure 7. Colocalization study in P. falciparum of D10 and Pf LDH detected with the 2008s aptamer.
(A–D) Flow cytometry analysis of (B) Pf LDH, (C) D10, and (D) both molecules together. The axis
scales indicate relative fluorescence arbitrary units. Panel (A) shows a control with Hoechst 33342
DNA staining only. Percentages in panels (B,C) indicate the fraction of labeled cells relative to the
total number of (upper panels) pRBCs and (lower panels) non-infected RBCs. The percentage in
panel (D) indicates the fraction of cells positive for D10 and Pf LDH relative to the total cells positive
for D10 or Pf LDH. (E) Confocal fluorescence microscopy analysis (merge-1: red and green channels;
merge-2: all channels). The Manders’ overlap coefficient is indicated in the merge-1 panel.
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arrowheads in panels (B,C) indicate the ring stage population. Percentages in panels B and C indicate
the fraction of labeled cells relative to the total number of (upper panels) pRBCs and (lower panels)
non-infected RBCs. The percentage in panel (D) indicates the fraction of cells positive for D10 and
FNR relative to the total of cells positive for D10 or FNR. (E,F) Confocal fluorescence microscopy
analysis in (E) schizont and (F) ring stages (merge-1: red and green channels; merge-2: all channels).
The Manders’ overlap correlation coefficients are indicated in the merge-1 panels.
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Figure 9. Comparison of the targeting to pRBCs of D10 and a previously described pRBC-specific
aptamer. (A) Fluorescence confocal microscopy analysis of the specific targeting to pRBCs of 6FAM-
labeled aptamer D10. White dots indicate some non-infected RBCs. (B–D) Flow cytometry analysis.
(B) Hoechst 33342-only control. (C) Targeting analysis of 6FAM-labeled aptamer 30. (D) Targeting
analysis of 6FAM-labeled aptamer D10. Percentages indicate the fraction of labeled cells relative to
the total number of (upper panels) pRBCs and (lower panels) non-infected RBCs.

3.4. Characterization of Aptamer Binding to Bacterial Cells

Since the D10 aptamer bound and slightly inhibited E. coli DXR in vitro, we explored
if it would also detect the enzyme in E. coli cell cultures in order to explore its potential
for bacterial presence determination. Bacterial contamination has become an increasing
concern in disease control, clinical diagnosis, environmental monitoring, and fouling
analysis of foods, hospital settings, and surgical instrumentation [70]. Indeed, E. coli cells
were strongly stained by 1.2 µM D10 but not by an identical concentration of the control
aptamer 700 [34], of an equal length but with a random sequence not selected to bind
DXR (Figure 10). D10 was also selective for the detection of other MEP+ bacteria (e.g.,
P. aeruginosa) vs. those lacking DXR (e.g., E. faecalis).
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Figure 10. Fluorescence microscopy analysis of E. coli, E. faecalis, and P. aeruginosa cells treated
with 1.2 µM 6FAM-labeled D10 aptamer. Positive and negative controls include the staining of
P. falciparum with the same aptamer and the three bacteria species with an identical concentration of
the 6FAM-labeled aptamer 700, respectively. DIC: differential interference contrast image.

The MEP pathway is present in many human pathogenic bacteria, both gram-positive
and gram-negative, such as Bacillus anthracis, Clostridium spp., Listeria monocytogenes, Chlamydia
spp., Salmonella enterica, Vibrio cholerae, Shigella spp., Neisseria spp., or Yersinia enterocolitica, to
name just a few [71]. The incorporation into biosensors of DNA aptamers such as D10,
specifically targeting MEP pathway enzymes, could represent an important advance in the
development of methods for the detection of pathogenic bacteria contamination. The im-
mense versatility of DNA also offers perspectives for multiplexed detection devices where
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specific aptamers designed to identify individual pathogens can significantly improve
current diagnostic methods.

The selection of D10 was made through a Mag-SELEX process where the target protein
was immobilized and exposed to a sequentially and structurally diverse library of up to
1015 oligonucleotides. Our strategy based on subcloning followed by Sanger sequencing
obtained an aptamer with excellent targeting specificity for Pf DXR in live parasite cells.
However, next-generation sequencing of the oligonucleotide pool at the end of the SELEX
cycles would have offered a greater number of sequences, thus allowing a more robust
result and possibly the identification of potential aptamers with higher enzymatic inhibition
capacities. Although SELEX has provided a toolbox of aptamers for multiple purposes,
recent advances in bioinformatics resources now offer time- and cost-efficient alternatives
for the development of novel oligonucleotides [42–49,72].

The vast majority of malaria rapid diagnostic tests (RDTs) manufactured, purchased,
and used are based on the detection of P. falciparum histidine-rich protein 2 (Pf HRP2),
alone or in combination with other antigens such as LDH and Plasmodium aldolase. These
approaches based on antibodies still have some limitations [73]: they have short expira-
tion times of around 9 months, their stability is compromised by high temperature and
humidity in field settings, and they rely on animal or hybridoma production, which can
be expensive and undergo batch production variability. Due to the intracellular nature of
the parasite, there are few validated diagnosis targets, which are at risk of being lost in
certain strains, as it has already been observed for Pf HRP2-based RDTs [74,75]. In addition,
current RDTs are mostly developed for P. falciparum, and those targeting other species
usually have less sensitivity [76]. Beyond their use as a diagnostic tool, the detection of
Plasmodium antigens in blood samples is also employed to verify the elimination of the
parasite after treatment, but the decay of parasite antigens takes longer than the clearance
of parasitemia, leading to false positives [77]. Therefore, accurate detection of the disease is
essential. Several nanotechnological tools have been assessed to strengthen the selection
and application of aptamers for malaria diagnosis targeting Pf LDH, such as 2008s [53],
pL1 [78,79], P38 [80], and LDHp 11 [60]. The 2008s ssDNA aptamer, with a high affinity for
Pf LDH, has been incorporated into a colorimetric assay for the rapid diagnosis of malaria
in blood samples [53,81], taking advantage of sequence and structural differences between
the Plasmodium and human enzymes. Multi-target technologies such as aptamer-tethered
enzyme capture [33] can help to determine if D10 will also have an affinity for DXR in other
Plasmodium species, which will inform its potential as either a pan-malaria diagnosis tool
or as a P. falciparum-specific marker. For instance, the need to discriminate between the
two main human malaria causative parasites, P. falciparum, and P. vivax, should help to
personalize treatments, possibly delaying resistance emergence and avoiding vivax malaria
relapses [82]. Advances in this field have made use of the different affinities that aptamers
such as 2008s, pL1, and LDHp11 show toward P. vivax and P. falciparum by integrating
their electric sensor outputs in simple logical gates [83]. The accuracy of such promising
approaches will benefit from the development of aptamers such as D10 that bind novel
diagnostic targets in the pathogen.

For malaria research, the study of Plasmodium organelles and dynamic processes and
changes in the metabolism of the parasite is of paramount importance. Visualization
of the pathogen and its subcellular compartments greatly contributes to understanding
its biology [84]. Few apicoplast markers are currently available, and to the best of our
knowledge, all of them rely on the use of antibodies, e.g., against FNR [85,86] and the acyl
carrier protein [87,88] or of apicoplast-targeted green fluorescent protein [89]. In this regard,
the apicoplast-specific D10 aptamer tagged with fluorescent molecules or biotin represents
an important addition to the small toolkit for the investigations of the cellular biology of
malaria parasites.

Finally, DNA aptamers have been proposed as good candidates for bacteria
sensing [70,90–93], which places aptamers such as D10, targeting MEP pathway enzymes,
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as interesting potential elements for the development of future biosensors of bacterial
infections.

4. Conclusions

We have characterized D10, the first DNA aptamer targeting P. falciparum 1-deoxy-D-
xylulose-5-phosphate reductoisomerase. D10 also binds the homologous E. coli enzyme,
weakly inhibiting its in vitro activity. D10 is a specific marker of Plasmodium-infected
erythrocytes and of the apicoplast organelle, which presents this aptamer as a potential
element of future malaria diagnostic strategies and as a valuable tool for cellular biology
studies in Plasmodium and other Apicomplexa. D10 also detects bacteria possessing the
methyl erythritol phosphate pathway, a property that can be applied to the detection of
certain microbial contaminations.

Supplementary Materials: The following are available online at https://www.mdpi.com/article/
10.3390/pharmaceutics14112515/s1, Figure S1: PfDXRt cloned into the pGS21a expression vector.
Figure S2: PfDXRt cloned into the pQE30 expression vector. Figure S3: EcDXR cloned into the
pQE60 expression vector. Figure S4: Negative control binding of D10 to free GST. Figure S5: Effect
of 50 µM D10 on the growth of an E. coli culture. Table S1: Sequences of 96 subcloned individual
oligonucleotides. Table S2: Top 10 energetically favorable protein-D10 interaction models according
to HDOCK. Video S1–S4: Enzyme-aptamer interactions. Video S1: E. coli monomer; Video S2:
E. coli dimer; Video S3: P. falciparum monomer; Video S4: P. falciparum dimer; Video S5: Confocal
fluorescence microscopy analysis of D10 subcellular targeting in P. falciparum.

Author Contributions: Conceptualization, X.F.-B. and S.I.; methodology, all authors; investigation,
all authors; formal analysis, all authors; P. falciparum cultures, Y.A.-P. and M.R.; microscopic analysis,
Y.A.-P.; computational analysis, V.I.; writing–original draft preparation, X.F.-B., writing–review and
editing, all authors; supervision, X.F.-B. and S.I.; funding acquisition, X.F.-B. and S.I. All authors have
read and agreed to the published version of the manuscript.

Funding: X.F.-B. was funded by (i) the Spanish Ministry of Science, Innovation, and Universities
(http://www.ciencia.gob.es/, accessed on 13 July 2022) and the Spanish State Research Agency
(http://www.aei.gob.es/, accessed on 13 July 2022), grant number RTI2018-094579-B-I00 and by
(ii) the Generalitat de Catalunya, Spain (http://agaur.gencat.cat/), grant number 2017-SGR-908. X.F.-
B. and S.I. were funded by the Unión Iberoamericana de Universidades (http://www.uiu.unam.mx,
accessed on 13 July 2022), grant number USP-05-2019. Work by C.R. was partially supported by the
Schlumberger Foundation Faculty for the Future program.

Institutional Review Board Statement: The study was conducted in accordance with the Declaration
of Helsinki, and approved by the Clinical Research Ethics Committee from the Hospital Clínic de
Barcelona (www.clinicbarcelona.org/ceim; Reg. HCB/2018/1223, 23 January 2019).

Informed Consent Statement: The human blood used in this work was from voluntary donors and
commercially obtained from the Banc de Sang i Teixits (www.bancsang.net, accessed on 6 April 2020).
Blood was not collected specifically for this research; the purchased units had been discarded for
transfusion, usually because of an excess of blood relative to the anticoagulant solution. Prior to their
use, blood units underwent the analytical checks specified in the current legislation. Before being
delivered to us, unit data were anonymized and irreversibly dissociated, and any identification tags
or labels were removed in order to guarantee the non-identification of the blood donor. No blood
data were or will be supplied, in accordance with the current Spanish Ley Orgánica de Protección de
Datos and Ley de Investigación Biomédica. The blood samples will not be used for studies other than
those made explicit in this research.

Data Availability Statement: All the data supporting the reported results can be found in the main
article and in the Supplementary Materials files.

Acknowledgments: V.I. was supported by the Spanish Ministry of Universities and the European
Union-NextGenerationEU (ruling 02/07/2021, Universitat Autònoma de Barcelona). ISGlobal and
IBEC are members of the CERCA Programme, Generalitat de Catalunya. We acknowledge support
from the Spanish Ministry of Science, Innovation, and Universities through the “Centro de Excelencia
Severo Ochoa 2019-2023” Program (CEX2018-000806-S). This research is part of ISGlobal’s Program on

https://www.mdpi.com/article/10.3390/pharmaceutics14112515/s1
https://www.mdpi.com/article/10.3390/pharmaceutics14112515/s1
http://www.ciencia.gob.es/
http://www.aei.gob.es/
http://agaur.gencat.cat/
http://www.uiu.unam.mx
www.clinicbarcelona.org/ceim
www.bancsang.net


Pharmaceutics 2022, 14, 2515 20 of 23

the Molecular Mechanisms of Malaria, partially supported by the Fundación Ramón Areces. We are
indebted to Sara Soto for providing the E. faecalis and P. aeruginosa strains.

Conflicts of Interest: The funders had no role in the design of the study; in the collection, analyses,
or interpretation of data; in the writing of the manuscript, or in the decision to publish the results.

References
1. World Health Organization. 2021. Available online: https://www.who.int/teams/global-malaria-programme/reports/world-

malaria-report-2021 (accessed on 13 July 2022).
2. Sato, S. Plasmodium—A brief introduction to the parasites causing human malaria and their basic biology. J. Physiol. Anthropol.

2021, 40, 1. [CrossRef] [PubMed]
3. Boucher, M.J.; Ghosh, S.; Zhang, L.; Lal, A.; Jang, S.W.; Ju, A.; Zhang, S.; Wang, X.; Ralph, S.A.; Zou, J.; et al. Integrative proteomics

and bioinformatic prediction enable a high-confidence apicoplast proteome in malaria parasites. PLoS Biol. 2018, 16, e2005895.
[CrossRef] [PubMed]

4. Yeh, E.; de Risi, J.L. Chemical rescue of malaria parasites lacking an apicoplast defines organelle function in blood-stage
Plasmodium falciparum. PLoS Biol. 2011, 9, e1001138. [CrossRef]

5. Goodman, C.D.; McFadden, G.I. Targeting apicoplasts in malaria parasites. Expert Opin. Ther. Targets 2013, 17, 167–177. [CrossRef]
[PubMed]

6. Dahl, E.L.; Rosenthal, P.J. Multiple antibiotics exert delayed effects against the Plasmodium falciparum apicoplast. Antimicrob.
Agents Chemother. 2007, 51, 3485–3490. [CrossRef]

7. Dahl, E.L.; Rosenthal, P.J. Apicoplast translation, transcription and genome replication: Targets for antimalarial antibiotics. Trends
Parasitol. 2008, 24, 279–284. [CrossRef]

8. Kennedy, K.; Cobbold, S.A.; Hanssen, E.; Birnbaum, J.; Spillman, N.J.; McHugh, E.; Brown, H.; Tilley, L.; Spielmann, T.;
McConville, M.J.; et al. Delayed death in the malaria parasite Plasmodium falciparum is caused by disruption of prenylation-
dependent intracellular trafficking. PLoS Biol. 2019, 17, e3000376. [CrossRef]

9. Biosca, A.; Ramírez, M.; Gomez-Gomez, A.; Lafuente, A.; Iglesias, V.; Pozo, O.J.; Imperial, S.; Fernàndez-Busquets, X. Characteri-
zation of domiphen bromide as a new fast-acting antiplasmodial agent inhibiting the apicoplastidic methyl erythritol phosphate
pathway. Pharmaceutics 2022, 14, 1320. [CrossRef]

10. Chakraborty, A. Understanding the biology of the Plasmodium falciparum apicoplast; an excellent target for antimalarial drug
development. Life Sci. 2016, 158, 104–110. [CrossRef]

11. Ramya, T.N.; Mishra, S.; Karmodiya, K.; Surolia, N.; Surolia, A. Inhibitors of nonhousekeeping functions of the apicoplast defy
delayed death in Plasmodium falciparum. Antimicrob. Agents Chemother. 2007, 51, 307–316. [CrossRef]

12. Waller, R.F.; Ralph, S.A.; Reed, M.B.; Su, V.; Douglas, J.D.; Minnikin, D.E.; Cowman, A.F.; Besra, G.S.; McFadden, G.I. A type
II pathway for fatty acid biosynthesis presents drug targets in Plasmodium falciparum. Antimicrob. Agents Chemother. 2003, 47,
297–301. [CrossRef]

13. Naik, R.S.; Davidson, E.A.; Gowda, D.C. Developmental stage-specific biosynthesis of glycosylphosphatidylinositol anchors
in intraerythrocytic Plasmodium falciparum and its inhibition in a novel manner by mannosamine. J. Biol. Chem. 2000, 275,
24506–24511. [CrossRef] [PubMed]

14. van der Meer, J.Y.; Hirsch, A.K. The isoprenoid-precursor dependence of Plasmodium spp. Nat. Prod. Rep. 2012, 29, 721–728.
[CrossRef] [PubMed]

15. Qidwai, T.; Priya, A.; Khan, N.A.; Tripathi, H.; Khan, F.; Darokar, M.P.; Pal, A.; Bawankule, D.U.; Shukla, R.K.; Bhakuni, R.S.
Antimalarial drug targets and drugs targeting dolichol metabolic pathway of Plasmodium falciparum. Curr. Drug Targets 2014, 15,
374–409. [CrossRef]

16. Lombard, J.; Moreira, D. Origins and early evolution of the mevalonate pathway of isoprenoid biosynthesis in the three domains
of life. Mol. Biol. Evol. 2011, 28, 87–99. [CrossRef] [PubMed]

17. Saggu, G.S.; Pala, Z.R.; Garg, S.; Saxena, V. New insight into isoprenoids biosynthesis process and future prospects for drug
designing in Plasmodium. Front. Microbiol. 2016, 7, 1421. [CrossRef]

18. Goble, J.L.; Adendorff, M.R.; de Beer, T.A.; Stephens, L.L.; Blatch, G.L. The malarial drug target Plasmodium falciparum 1-deoxy-
D-xylulose-5-phosphate reductoisomerase (PfDXR): Development of a 3-D model for identification of novel, structural and
functional features and for inhibitor screening. Protein Pept. Lett. 2010, 17, 109–120. [CrossRef]

19. Kholodar, S.A.; Allen, C.L.; Gulick, A.M.; Murkin, A.S. The role of phosphate in a multistep enzymatic reaction: Reactions of the
substrate and intermediate in pieces. J. Am. Chem. Soc. 2015, 137, 2748–2756. [CrossRef] [PubMed]

20. Lim, L.; McFadden, G.I. The evolution, metabolism and functions of the apicoplast. Philos. Trans. R. Soc. Lond. B Biol. Sci. 2010,
365, 749–763. [CrossRef]

21. Giménez-Oya, V.; Villacañas, O.; Obiol-Pardo, C.; Antolin-Llovera, M.; Rubio-Martinez, J.; Imperial, S. Design of novel ligands of
CDP-methylerythritol kinase by mimicking direct protein-protein and solvent-mediated interactions. J. Mol. Recognit. 2011, 24,
71–80. [CrossRef]

22. da Silva, M.F.; Saito, A.Y.; Peres, V.J.; Oliveira, A.C.; Katzin, A.M. In vitro antimalarial activity of different inhibitors of the
plasmodial isoprenoid synthesis pathway. Antimicrob. Agents Chemother. 2015, 59, 5084–5087. [CrossRef]

https://www.who.int/teams/global-malaria-programme/reports/world-malaria-report-2021
https://www.who.int/teams/global-malaria-programme/reports/world-malaria-report-2021
http://doi.org/10.1186/s40101-020-00251-9
http://www.ncbi.nlm.nih.gov/pubmed/33413683
http://doi.org/10.1371/journal.pbio.2005895
http://www.ncbi.nlm.nih.gov/pubmed/30212465
http://doi.org/10.1371/journal.pbio.1001138
http://doi.org/10.1517/14728222.2013.739158
http://www.ncbi.nlm.nih.gov/pubmed/23231425
http://doi.org/10.1128/AAC.00527-07
http://doi.org/10.1016/j.pt.2008.03.007
http://doi.org/10.1371/journal.pbio.3000376
http://doi.org/10.3390/pharmaceutics14071320
http://doi.org/10.1016/j.lfs.2016.06.030
http://doi.org/10.1128/AAC.00808-06
http://doi.org/10.1128/AAC.47.1.297-301.2003
http://doi.org/10.1074/jbc.M002151200
http://www.ncbi.nlm.nih.gov/pubmed/10833517
http://doi.org/10.1039/c2np20013a
http://www.ncbi.nlm.nih.gov/pubmed/22555616
http://doi.org/10.2174/13894501113149990169
http://doi.org/10.1093/molbev/msq177
http://www.ncbi.nlm.nih.gov/pubmed/20651049
http://doi.org/10.3389/fmicb.2016.01421
http://doi.org/10.2174/092986610789909548
http://doi.org/10.1021/ja512911f
http://www.ncbi.nlm.nih.gov/pubmed/25642788
http://doi.org/10.1098/rstb.2009.0273
http://doi.org/10.1002/jmr.1024
http://doi.org/10.1128/AAC.04161-14


Pharmaceutics 2022, 14, 2515 21 of 23

23. Jomaa, H.; Wiesner, J.; Sanderbrand, S.; Altincicek, B.; Weidemeyer, C.; Hintz, M.; Turbachova, I.; Eberl, M.; Zeidler, J.;
Lichtenthaler, H.K.; et al. Inhibitors of the nonmevalonate pathway of isoprenoid biosynthesis as antimalarial drugs. Science 1999,
285, 1573–1576. [CrossRef] [PubMed]

24. Wiesner, J.; Ziemann, C.; Hintz, M.; Reichenberg, A.; Ortmann, R.; Schlitzer, M.; Fuhst, R.; Timmesfeld, N.; Vilcinskas, A.; Jomaa,
H. FR-900098, an antimalarial development candidate that inhibits the non-mevalonate isoprenoid biosynthesis pathway, shows
no evidence of acute toxicity and genotoxicity. Virulence 2016, 7, 718–728. [CrossRef] [PubMed]

25. World Health Organization WHO Global Technical Strategy for Malaria 2016–2030. 2015. Available online: http://www.who.int/
malaria/areas/global_technical_strategy/en/ (accessed on 13 July 2022).

26. Menard, D.; Dondorp, A. Antimalarial drug resistance: A threat to malaria elimination. Cold Spring Harb. Perspect. Med. 2017,
7, a025619. [CrossRef]

27. Sola, M.; Menon, A.P.; Moreno, B.; Meraviglia-Crivelli, D.; Soldevilla, M.M.; Cartón-García, F.; Pastor, F. Aptamers against live
targets: Is in vivo SELEX finally coming to the edge? Mol. Ther. Nucleic Acids 2020, 21, 192–204. [CrossRef]

28. Zhou, J.; Rossi, J. Aptamers as targeted therapeutics: Current potential and challenges. Nat. Rev. Drug Discov. 2017, 16, 181–202.
[CrossRef] [PubMed]

29. Ospina-Villa, J.D.; López-Camarillo, C.; Castañón-Sánchez, C.A.; Soto-Sánchez, J.; Ramírez-Moreno, E.; Marchat, L.A. Advances
on aptamers against protozoan parasites. Genes 2018, 9, 584. [CrossRef]

30. Parashar, A. Aptamers in therapeutics. J. Clin. Diagn. Res. 2016, 10, BE01–BE06. [CrossRef]
31. Barfod, A.; Persson, T.; Lindh, J. In vitro selection of RNA aptamers against a conserved region of the Plasmodium falciparum

erythrocyte membrane protein 1. Parasitol. Res. 2009, 105, 1557–1566. [CrossRef]
32. Niles, J.C.; de Risi, J.L.; Marletta, M.A. Inhibiting Plasmodium falciparum growth and heme detoxification pathway using heme-

binding DNA aptamers. Proc. Natl. Acad. Sci. USA 2009, 106, 13266–13271. [CrossRef]
33. Cheung, Y.W.; Dirkzwager, R.M.; Wong, W.C.; Cardoso, J.; D’Arc Neves, C.J.; Tanner, J.A. Aptamer-mediated Plasmodium-specific

diagnosis of malaria. Biochimie 2018, 145, 131–136. [CrossRef] [PubMed]
34. Lantero, E.; Belavilas-Trovas, A.; Biosca, A.; Recolons, P.; Moles, E.; Sulleiro, E.; Zarzuela, F.; Avalos-Padilla, Y.; Ramírez,

M.; Fernàndez-Busquets, X. Development of DNA aptamers against Plasmodium falciparum blood stages using cell-systematic
evolution of ligands by exponential enrichment. J. Biomed. Nanotechnol. 2020, 16, 315–334. [CrossRef] [PubMed]

35. Stoltenburg, R.; Reinemann, C.; Strehlitz, B. FluMag-SELEX as an advantageous method for DNA aptamer selection. Anal. Bioanal.
Chem. 2005, 383, 83–91. [CrossRef]

36. Stoltenburg, R.; Reinemann, C.; Strehlitz, B. SELEX-a (r)evolutionary method to generate high-affinity nucleic acid ligands. Biomol.
Eng. 2007, 24, 381–403. [CrossRef]

37. Roos, D.S.; Crawford, M.J.; Donald, R.G.; Fraunholz, M.; Harb, O.S.; He, C.Y.; Kissinger, J.C.; Shaw, M.K.; Striepen, B. Mining the
Plasmodium genome database to define organellar function: What does the apicoplast do? Philos. Trans. R. Soc. Lond. B Biol. Sci.
2002, 357, 35–46. [CrossRef] [PubMed]

38. Umeda, T.; Tanaka, N.; Kusakabe, Y.; Nakanishi, M.; Kitade, Y.; Nakamura, K.T. Crystallization and preliminary X-ray crystallo-
graphic study of 1-deoxy-D-xylulose 5-phosphate reductoisomerase from Plasmodium falciparum. Acta Crystallogr. Sect. F. Struct.
Biol. Cryst. Commun. 2010, 66 Pt 3, 330–332. [CrossRef]

39. McCormick, A.M.; Jarmusik, N.A.; Endrizzi, E.J.; Leipzig, N.D. Expression, isolation, and purification of soluble and insoluble
biotinylated proteins for nerve tissue regeneration. J. Vis. Exp. 2014, 83, e51295.

40. Stoltenburg, R.; Schubert, T.; Strehlitz, B. In vitro selection and interaction studies of a DNA aptamer targeting Protein A. PLoS
ONE 2015, 10, e0134403. [CrossRef]

41. Cline, J.; Braman, J.C.; Hogrefe, H.H. PCR fidelity of Pfu DNA polymerase and other thermostable DNA polymerases. Nucleic
Acids Res. 1996, 24, 3546–3551. [CrossRef]

42. Jeddi, I.; Saiz, L. Three-dimensional modeling of single stranded DNA hairpins for aptamer-based biosensors. Sci. Rep. 2017,
7, 1178. [CrossRef]

43. Zuker, M. Mfold web server for nucleic acid folding and hybridization prediction. Nucleic Acids Res. 2003, 31, 3406–3415.
[CrossRef]

44. Popenda, M.; Szachniuk, M.; Antczak, M.; Purzycka, K.J.; Lukasiak, P.; Bartol, N.; Blazewicz, J.; Adamiak, R.W. Automated 3D
structure composition for large RNAs. Nucleic Acids Res. 2012, 40, e112. [CrossRef]

45. Li, S.; Olson, W.K.; Lu, X.J. Web 3DNA 2.0 for the analysis, visualization, and modeling of 3D nucleic acid structures. Nucleic
Acids Res. 2019, 47, W26–W34. [CrossRef]

46. Van Durme, J.; Delgado, J.; Stricher, F.; Serrano, L.; Schymkowitz, J.; Rousseau, F. A graphical interface for the FoldX forcefield.
Bioinformatics 2011, 27, 1711–1712. [CrossRef]

47. Krieger, E.; Joo, K.; Lee, J.; Lee, J.; Raman, S.; Thompson, J.; Tyka, M.; Baker, D.; Karplus, K. Improving physical realism,
stereochemistry, and side-chain accuracy in homology modeling: Four approaches that performed well in CASP8. Proteins 2009,
77 (Suppl. S9), 114–122. [CrossRef] [PubMed]

48. Yan, Y.; Zhang, D.; Zhou, P.; Li, B.; Huang, S.Y. HDOCK: A web server for protein-protein and protein-DNA/RNA docking based
on a hybrid strategy. Nucleic Acids Res. 2017, 45, W365–W373. [CrossRef] [PubMed]

49. Yan, Y.; Tao, H.; He, J.; Huang, S.Y. The HDOCK server for integrated protein-protein docking. Nat. Protoc. 2020, 15, 1829–1852.
[CrossRef]

http://doi.org/10.1126/science.285.5433.1573
http://www.ncbi.nlm.nih.gov/pubmed/10477522
http://doi.org/10.1080/21505594.2016.1195537
http://www.ncbi.nlm.nih.gov/pubmed/27260413
http://www.who.int/malaria/areas/global_technical_strategy/en/
http://www.who.int/malaria/areas/global_technical_strategy/en/
http://doi.org/10.1101/cshperspect.a025619
http://doi.org/10.1016/j.omtn.2020.05.025
http://doi.org/10.1038/nrd.2016.199
http://www.ncbi.nlm.nih.gov/pubmed/27807347
http://doi.org/10.3390/genes9120584
http://doi.org/10.7860/JCDR/2016/18712.7922
http://doi.org/10.1007/s00436-009-1583-x
http://doi.org/10.1073/pnas.0906370106
http://doi.org/10.1016/j.biochi.2017.10.017
http://www.ncbi.nlm.nih.gov/pubmed/29080831
http://doi.org/10.1166/jbn.2020.2901
http://www.ncbi.nlm.nih.gov/pubmed/32493542
http://doi.org/10.1007/s00216-005-3388-9
http://doi.org/10.1016/j.bioeng.2007.06.001
http://doi.org/10.1098/rstb.2001.1047
http://www.ncbi.nlm.nih.gov/pubmed/11839180
http://doi.org/10.1107/S1744309110001739
http://doi.org/10.1371/journal.pone.0134403
http://doi.org/10.1093/nar/24.18.3546
http://doi.org/10.1038/s41598-017-01348-5
http://doi.org/10.1093/nar/gkg595
http://doi.org/10.1093/nar/gks339
http://doi.org/10.1093/nar/gkz394
http://doi.org/10.1093/bioinformatics/btr254
http://doi.org/10.1002/prot.22570
http://www.ncbi.nlm.nih.gov/pubmed/19768677
http://doi.org/10.1093/nar/gkx407
http://www.ncbi.nlm.nih.gov/pubmed/28521030
http://doi.org/10.1038/s41596-020-0312-x


Pharmaceutics 2022, 14, 2515 22 of 23

50. Tomasello, G.; Armenia, I.; Molla, G. The Protein Imager: A full-featured online molecular viewer interface with server-side
HQ-rendering capabilities. Bioinformatics 2020, 36, 2909–2911. [CrossRef] [PubMed]

51. Liu, J.; Liu, H.; Sefah, K.; Liu, B.; Pu, Y.; Van, S.D.; Tan, W. Selection of aptamers specific for adipose tissue. PLoS ONE 2012,
7, e37789. [CrossRef] [PubMed]

52. Cranmer, S.L.; Magowan, C.; Liang, J.; Coppel, R.L.; Cooke, B.M. An alternative to serum for cultivation of Plasmodium falciparum
in vitro. Trans. R. Soc. Trop. Med. Hyg. 1997, 91, 363–365. [CrossRef]

53. Cheung, Y.W.; Kwok, J.; Law, A.W.L.; Watt, R.M.; Kotaka, M.; Tanner, J.A. Structural basis for discriminatory recognition of
Plasmodium lactate dehydrogenase by a DNA aptamer. Proc. Natl. Acad. Sci. USA. 2013, 110, 15967–15972. [CrossRef] [PubMed]

54. Schindelin, J.; Arganda-Carreras, I.; Frise, E.; Kaynig, V.; Longair, M.; Pietzsch, T.; Preibisch, S.; Rueden, C.; Saalfeld, S.; Schmid,
B.; et al. Fiji: An open-source platform for biological-image analysis. Nat. Methods 2012, 9, 676–682. [CrossRef] [PubMed]

55. Bolte, S.; Cordelières, F.P. A guided tour into subcellular colocalization analysis in light microscopy. J. Microsc. 2006, 224 Pt 3,
213–232. [CrossRef] [PubMed]

56. Froger, A.; Hall, J.E. Transformation of plasmid DNA into E. coli using the heat shock method. J. Vis. Exp. 2007, 6, 253. [CrossRef]
[PubMed]

57. Singh, N.K.; Chakma, B.; Jain, P.; Goswami, P. Protein-induced fluorescence enhancement based detection of Plasmodium falciparum
glutamate dehydrogenase using carbon dot coupled specific aptamer. ACS Comb. Sci. 2018, 20, 350–357. [CrossRef]

58. Giessmann, D.; Heidler, P.; Haemers, T.; Van Calenbergh, S.; Reichenberg, A.; Jomaa, H.; Weidemeyer, C.; Sanderbrand, S.;
Wiesner, J.; Link, A. Towards new antimalarial drugs: Synthesis of non-hydrolyzable phosphate mimics as feed for a predictive
QSAR study on 1-deoxy-D-xylulose-5-phosphate reductoisomerase inhibitors. Chem. Biodivers. 2008, 5, 643–656. [CrossRef]

59. Joseph, D.F.; Nakamoto, J.A.; Garcia Ruiz, O.A.; Peñaranda, K.; Sanchez-Castro, A.E.; Castillo, P.S.; Milón, P. DNA aptamers for
the recognition of HMGB1 from Plasmodium falciparum. PLoS ONE 2019, 14, e0211756. [CrossRef]

60. Frith, K.A.; Fogel, R.; Goldring, J.P.D.; Krause, R.G.E.; Khati, M.; Hoppe, H.; Cromhout, M.E.; Jiwaji, M.; Limson, J.L. Towards
development of aptamers that specifically bind to lactate dehydrogenase of Plasmodium falciparum through epitopic targeting.
Malar. J. 2018, 17, 191. [CrossRef]

61. Mitkevich, O.V.; Kochneva-Pervukhova, N.V.; Surina, E.R.; Benevolensky, S.V.; Kushnirov, V.V.; Ter-Avanesyan, M.D. DNA
aptamers detecting generic amyloid epitopes. Prion 2012, 6, 400–406. [CrossRef]

62. Godonoga, M.; Lin, T.Y.; Oshima, A.; Sumitomo, K.; Tang, M.S.L.; Cheung, Y.W.; Kinghorn, A.B.; Dirkzwager, R.M.; Zhou, C.;
Kuzuya, A.; et al. A DNA aptamer recognising a malaria protein biomarker can function as part of a DNA origami assembly. Sci.
Rep. 2016, 6, 21266. [CrossRef]

63. Sooriyaarachchi, S.; Chofor, R.; Risseeuw, M.D.; Bergfors, T.; Pouyez, J.; Dowd, C.S.; Maes, L.; Wouters, J.; Jones, T.A.; Van
Calenbergh, S.; et al. Targeting an aromatic hotspot in Plasmodium falciparum 1-deoxy-D-xylulose-5-phosphate reductoisomerase
with b-arylpropyl analogues of fosmidomycin. ChemMedChem 2016, 11, 2024–2036. [CrossRef]

64. Chofor, R.; Sooriyaarachchi, S.; Risseeuw, M.D.; Bergfors, T.; Pouyez, J.; Johny, C.; Haymond, A.; Everaert, A.; Dowd, C.S.;
Maes, L.; et al. Synthesis and bioactivity of beta-substituted fosmidomycin analogues targeting 1-deoxy-D-xylulose-5-phosphate
reductoisomerase. J. Med. Chem. 2015, 58, 2988–3001. [CrossRef] [PubMed]

65. Umeda, T.; Tanaka, N.; Kusakabe, Y.; Nakanishi, M.; Kitade, Y.; Nakamura, K.T. Molecular basis of fosmidomycin’s action on the
human malaria parasite Plasmodium falciparum. Sci. Rep. 2011, 1, 9. [CrossRef]

66. Mac Sweeney, A.; Lange, R.; Fernandes, R.P.; Schulz, H.; Dale, G.E.; Douangamath, A.; Proteau, P.J.; Oefner, C. The crystal
structure of E.coli 1-deoxy-D-xylulose-5-phosphate reductoisomerase in a ternary complex with the antimalarial compound
fosmidomycin and NADPH reveals a tight-binding closed enzyme conformation. J. Mol. Biol. 2005, 345, 115–127. [CrossRef]

67. Birch, C.M.; Hou, H.W.; Han, J.; Niles, J.C. Identification of malaria parasite-infected red blood cell surface aptamers by inertial
microfluidic SELEX (I-SELEX). Sci. Rep. 2015, 5, 11347. [CrossRef] [PubMed]

68. Guerra-Pérez, N.; Ramos, E.; García-Hernández, M.; Pinto, C.; Soto, M.; Martín, M.E.; González, V.M. Molecular and functional
characterization of ssDNA aptamers that specifically bind Leishmania infantum PABP. PLoS ONE 2015, 10, e0140048. [CrossRef]
[PubMed]

69. Lijuan, C.; Xing, Y.; Minxi, W.; Wenkai, L.; Le, D. Development of an aptamer-ampicillin conjugate for treating biofilms. Biochem.
Biophys. Res. Commun. 2017, 483, 847–854. [CrossRef] [PubMed]

70. Sharifi, S.; Vahed, S.Z.; Ahmadian, E.; Dizaj, S.M.; Eftekhari, A.; Khalilov, R.; Ahmadi, M.; Hamidi-Asl, E.; Labib, M. Detection of
pathogenic bacteria via nanomaterials-modified aptasensors. Biosens. Bioelectron. 2020, 150, 111933. [CrossRef]

71. Heuston, S.; Begley, M.; Gahan, C.G.M.; Hill, C. Isoprenoid biosynthesis in bacterial pathogens. Microbiology 2012, 158 Pt 6,
1389–1401. [CrossRef]

72. Zacco, E.; Kantelberg, O.; Milanetti, E.; Armaos, A.; Panei, F.P.; Gregory, J.; Jeacock, K.; Clarke, D.J.; Chandran, S.; Ruocco, G.; et al.
Probing TDP-43 condensation using an in silico designed aptamer. Nat. Commun. 2022, 13, 3306. [CrossRef] [PubMed]

73. Berzosa, P.; de Lucio, A.; Romay-Barja, M.; Herrador, Z.; González, V.; García, L.; Fernández-Martínez, A.; Santana-Morales, M.;
Ncogo, P.; Valladares, B.; et al. Comparison of three diagnostic methods (microscopy, RDT, and PCR) for the detection of malaria
parasites in representative samples from Equatorial Guinea. Malar. J. 2018, 17, 333. [CrossRef] [PubMed]

74. Kumar, N.; Pande, V.; Bhatt, R.M.; Shah, N.K.; Mishra, N.; Srivastava, B.; Valecha, N.; Anvikar, A.R. Genetic deletion of HRP2 and
HRP3 in Indian Plasmodium falciparum population and false negative malaria rapid diagnostic test. Acta Trop. 2013, 125, 119–121.
[CrossRef]

http://doi.org/10.1093/bioinformatics/btaa009
http://www.ncbi.nlm.nih.gov/pubmed/31930403
http://doi.org/10.1371/journal.pone.0037789
http://www.ncbi.nlm.nih.gov/pubmed/22662223
http://doi.org/10.1016/S0035-9203(97)90110-3
http://doi.org/10.1073/pnas.1309538110
http://www.ncbi.nlm.nih.gov/pubmed/24043813
http://doi.org/10.1038/nmeth.2019
http://www.ncbi.nlm.nih.gov/pubmed/22743772
http://doi.org/10.1111/j.1365-2818.2006.01706.x
http://www.ncbi.nlm.nih.gov/pubmed/17210054
http://doi.org/10.3791/253
http://www.ncbi.nlm.nih.gov/pubmed/18997900
http://doi.org/10.1021/acscombsci.8b00021
http://doi.org/10.1002/cbdv.200890060
http://doi.org/10.1371/journal.pone.0211756
http://doi.org/10.1186/s12936-018-2336-z
http://doi.org/10.4161/pri.20678
http://doi.org/10.1038/srep21266
http://doi.org/10.1002/cmdc.201600249
http://doi.org/10.1021/jm5014264
http://www.ncbi.nlm.nih.gov/pubmed/25781377
http://doi.org/10.1038/srep00009
http://doi.org/10.1016/j.jmb.2004.10.030
http://doi.org/10.1038/srep11347
http://www.ncbi.nlm.nih.gov/pubmed/26126714
http://doi.org/10.1371/journal.pone.0140048
http://www.ncbi.nlm.nih.gov/pubmed/26457419
http://doi.org/10.1016/j.bbrc.2017.01.016
http://www.ncbi.nlm.nih.gov/pubmed/28069377
http://doi.org/10.1016/j.bios.2019.111933
http://doi.org/10.1099/mic.0.051599-0
http://doi.org/10.1038/s41467-022-30944-x
http://www.ncbi.nlm.nih.gov/pubmed/35739092
http://doi.org/10.1186/s12936-018-2481-4
http://www.ncbi.nlm.nih.gov/pubmed/30223852
http://doi.org/10.1016/j.actatropica.2012.09.015


Pharmaceutics 2022, 14, 2515 23 of 23

75. Koita, O.A.; Doumbo, O.K.; Ouattara, A.; Tall, L.K.; Konaré, A.; Diakité, M.; Diallo, M.; Sagara, I.; Masinde, G.L.; Doumbo, S.N.;
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, 194–198. [CrossRef]

76. Gimenez, A.M.; Marques, R.F.; Regiart, M.; Bargieri, D.Y. Diagnostic methods for non-falciparum malaria. Front. Cell. Infect.
Microbiol. 2021, 11, 681063. [CrossRef]

77. Mayor, A.; Bassat, Q. “Resistance” to diagnostics: A serious biological challenge for malaria control and elimination. EBioMedicine
2019, 50, 9–10. [CrossRef] [PubMed]

78. Lee, S.; Manjunatha, D.H.; Jeon, W.; Ban, C. Cationic surfactant-based colorimetric detection of Plasmodium lactate dehydrogenase,
a biomarker for malaria, using the specific DNA aptamer. PLoS ONE 2014, 9, e100847. [CrossRef]

79. Choi, S.J.; Ban, C. Crystal structure of a DNA aptamer bound to PvLDH elucidates novel single-stranded DNA structural elements
for folding and recognition. Sci. Rep. 2016, 6, 34998. [CrossRef]

80. Jain, P.; Chakma, B.; Singh, N.K.; Patra, S.; Goswami, P. Aromatic surfactant as aggregating agent for aptamer-gold nanoparticle-
based detection of Plasmodium lactate dehydrogenase. Mol. Biotechnol. 2016, 58, 497–508. [CrossRef]

81. Fraser, L.A.; Kinghorn, A.B.; Dirkzwager, R.M.; Liang, S.; Cheung, Y.W.; Lim, B.; Shiu, S.C.; Tang, M.S.L.; Andrew, D.; Manitta, J.;
et al. A portable microfluidic Aptamer-Tethered Enzyme Capture (APTEC) biosensor for malaria diagnosis. Biosens. Bioelectron.
2018, 100, 591–596. [CrossRef]

82. World Health Organization. Guidelines for the Treatment of Malaria, 3rd ed.; 2015. Available online: http://apps.who.int/iris/
bitstream/10665/162441/1/9789241549127_eng.pdf (accessed on 13 July 2022).

83. Figueroa-Miranda, G.; Chen, S.; Neis, M.; Zhou, L.; Zhang, Y.; Lo, Y.; Tanner, J.A.; Kreidenweiss, A.; Offenhäusser, A.; Mayer, D.
Multi-target electrochemical malaria aptasensor on flexible multielectrode arrays for detection in malaria parasite blood samples.
Sens. Actuators B Chem. 2021, 349, 130812. [CrossRef]

84. Linzke, M.; Yan, S.L.R.; Tárnok, A.; Ulrich, H.; Groves, M.R.; Wrenger, C. Live and let dye: Visualizing the cellular compartments
of the malaria parasite Plasmodium falciparum. Cytom. A 2020, 97, 694–705. [CrossRef] [PubMed]

85. Kimata-Ariga, Y.; Morihisa, R. Effect of artemisinin on the redox system of NADPH/FNR/ferredoxin from malaria parasites.
Antioxidants 2022, 11, 273. [CrossRef]

86. Swift, R.P.; Rajaram, K.; Elahi, R.; Liu, H.B.; Prigge, S.T. Roles of ferredoxin-dependent proteins in the apicoplast of Plasmodium
falciparum parasites. mBio 2022, 13, e0302321. [CrossRef]

87. Gallagher, J.R.; Prigge, S.T. Plasmodium falciparum acyl carrier protein crystal structures in disulfide-linked and reduced states and
their prevalence during blood stage growth. Proteins 2010, 78, 575–588. [CrossRef]

88. Kehr, S.; Sturm, N.; Rahlfs, S.; Przyborski, J.M.; Becker, K. Compartmentation of redox metabolism in malaria parasites. PLoS
Pathog. 2010, 6, e1001242. [CrossRef] [PubMed]

89. Walczak, M.; Ganesan, S.M.; Niles, J.C.; Yeh, E. ATG8 Is essential specifically for an autophagy-independent function in apicoplast
biogenesis in blood-stage malaria parasites. mBio 2018, 9, e02021-17. [CrossRef] [PubMed]

90. Moutsiopoulou, A.; Broyles, D.; Dikici, E.; Daunert, S.; Deo, S.K. Molecular aptamer beacons and their applications in sensing,
imaging, and diagnostics. Small 2019, 15, e1902248. [CrossRef]

91. Sefah, K.; Shangguan, D.; Xiong, X.; O’Donoghue, M.B.; Tan, W. Development of DNA aptamers using cell-SELEX. Nat. Protoc.
2010, 5, 1169. [CrossRef]

92. Zeng, Y.; Qi, P.; Wang, Y.; Chen, C.; Zhang, D. DNA pom-pom nanostructure as a multifunctional platform for pathogenic bacteria
determination and inactivation. Biosens. Bioelectron. 2021, 177, 112982. [CrossRef]

93. McConnell, E.M.; Nguyen, J.; Li, Y. Aptamer-based biosensors for environmental monitoring. Front. Chem. 2020, 8, 434. [CrossRef]

http://doi.org/10.4269/ajtmh.2012.10-0665
http://doi.org/10.3389/fcimb.2021.681063
http://doi.org/10.1016/j.ebiom.2019.11.041
http://www.ncbi.nlm.nih.gov/pubmed/31812497
http://doi.org/10.1371/journal.pone.0100847
http://doi.org/10.1038/srep34998
http://doi.org/10.1007/s12033-016-9946-x
http://doi.org/10.1016/j.bios.2017.10.001
http://apps.who.int/iris/bitstream/10665/162441/1/9789241549127_eng.pdf
http://apps.who.int/iris/bitstream/10665/162441/1/9789241549127_eng.pdf
http://doi.org/10.1016/j.snb.2021.130812
http://doi.org/10.1002/cyto.a.23927
http://www.ncbi.nlm.nih.gov/pubmed/31738009
http://doi.org/10.3390/antiox11020273
http://doi.org/10.1128/mbio.03023-21
http://doi.org/10.1002/prot.22582
http://doi.org/10.1371/journal.ppat.1001242
http://www.ncbi.nlm.nih.gov/pubmed/21203490
http://doi.org/10.1128/mBio.02021-17
http://www.ncbi.nlm.nih.gov/pubmed/29295911
http://doi.org/10.1002/smll.201902248
http://doi.org/10.1038/nprot.2010.66
http://doi.org/10.1016/j.bios.2021.112982
http://doi.org/10.3389/fchem.2020.00434

	Introduction 
	Materials and Methods 
	Preparation of Recombinant Enzymes 
	In Vitro Selection of DNA Aptamers 
	Subcloning and Sequencing of Candidate Oligonucleotides 
	Computational Analysis 
	Western Blots 
	Electrophoretic Mobility Shift Assay 
	Determination of Aptamer Dissociation Constants 
	DXR Activity Assay 
	P. falciparum Cultures 
	Confocal Fluorescence Microscopy and Flow Cytometry Analysis 
	Bacterial Cultures 
	Ethics Statement 

	Results and Discussion 
	Aptamer Selection 
	Characterization of Aptamer Binding to DXR In Vitro 
	Characterization of Aptamer Binding to Plasmodium Cells 
	Characterization of Aptamer Binding to Bacterial Cells 

	Conclusions 
	References

