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Plasmodium falciparum purine nucleoside phosphorylase
(PfPNP) catalyzes an essential step in purine salvage for parasite
growth. 40-Deaza-10-Aza-20-Deoxy-10-(9-Methylene)-Immu-
cillin-G (DADMe-ImmG) is a transition state analog inhibitor of
this enzyme, and P. falciparum infections in an Aotus primate
malariamodel can be cleared by oral administration of DADMe-
ImmG. P. falciparum cultured under increasing DADMe-ImmG
drug pressure exhibited PfPNP gene amplification, increased
protein expression, and point mutations involved in DADMe-
ImmG binding. However, the weak catalytic properties of the
M183L resistance mutation (�17,000-fold decrease in catalytic
efficiency) are inconsistent with the essential function of PfPNP.
We hypothesized that M183L subunits may form mixed oligo-
mers of native and mutant PfPNP monomers to give hybrid
hexameric enzymes with properties conferring DADMe-ImmG
resistance. To test this hypothesis, we designed PfPNP con-
structs that covalently linked native and the catalytically weak
M183L mutant subunits. Engineered hybrid PfPNP yielded
trimer-of-dimer hexameric protein with alternating native and
catalytically weak M183L subunits. This hybrid PfPNP gave
near-native Km values for substrate, but the affinity for DADMe-
ImmG and catalytic efficiency were both reduced approximately
ninefold relative to a similar construct of native subunits. Con-
tact between the relatively inactiveM183L and native subunits is
responsible for altered properties of the hybrid protein. Thus,
gene amplification of PfPNP provides adequate catalytic activity
while resistance toDADMe-ImmGoccurs in thehybrid oligomer
topromote parasite survival. Coupledwith the slowdevelopment
of drug resistance, this resistance mechanism highlights the
potential for DADMe-ImmG use in antimalarial combination
therapies.

Plasmodium falciparum causes the most severe form of
human malaria, a leading cause of mortality in Sub-Saharan
Africa and Southeast Asia. In 2018, malaria accounted for
67% of the mortality in children under the age of five (1, 2).
The World Health Organization estimated that in 2018,
approximately 228 million people were infected with malaria,
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causing 405,000 deaths (1). P. falciparum is the predominant
species in malaria endemic areas (3, 4).

The development of drug-resistant malaria parasites has
plagued attempts at the eradication of malaria, as
P. falciparum has developed resistance to nearly all approved
antimalarial therapies. Emerging resistance to the current first-
line therapy for P. falciparum malaria, Artemisinin-based
Combination Therapy (ACT) in the Greater Mekong subre-
gion, a region of high malaria endemicity, causes concerns of a
new health crisis (5–8). Developing resistance underscores the
need for novel and targeted antimalarials to combat the
emerging resistant parasites.

P. falciparum parasites are purine auxotrophs, and we have
targeted purine metabolism as a potential drug target (9–12).
P. falciparum purine nucleoside phosphorylase (PfPNP) is an
essential enzyme in the purine salvage pathway, catalyzing the
phosphorolytic breakdown of inosine to form hypoxanthine,
the essential purine precursor (Fig. 1A; (9, 11, 13–16)). Inhi-
bition of host and PfPNP with transition state analog inhibitors
causes purine starvation and death of the parasite making
PfPNP an attractive drug target (13, 15, 17, 18).

DADMe-ImmG is a picomolar transition state analog (TSA)
of PNP, which inhibits with a Kd of 670 pM and has an IC50 of
160 nM for parasites cultured in human erythrocytes (13, 19).
The crystal structure of PfPNP in complex with DADMe-
ImmG (PDB ID: 3PHC) shows hydrogen bond and ion-pair
interactions with active site residues, phosphate, and struc-
tural waters (Fig. 1B). These interactions define the tight-
binding nature of DADMe-ImmG compared with the
substrate inosine (PBD ID: 2BSX) and explain why DADMe-
ImmG is such a strong inhibitor of PfPNP. Resistance selec-
tion experiments indicated that PNP is the singular target for
DADMe-ImmG. Resistance involves increased PNP protein
expression and loss-of-function mutations occurring only in
the PNP target enzyme (9, 19). Resistance to DADMe-ImmG
develops slowly. After 1 year of drug pressure, modest resis-
tance occurred as a consequence of threefold PfPNP gene
amplification. Continued drug pressure for an additional
2 years led to additional gene amplification (up to 12 copies)
and the acquisition of PfPNP catalytic site mutations (M183L
and V181D) in separate clones. Of the 12-fold gene amplifi-
cation, six copies of the amplified PNP gene were wild-type
copies and with the other six copies corresponding to the
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Figure 1. A, The phosphorolysis reaction catalyzed by PfPNP. DADMe-ImmG is a transition state analog. B, stereoview of the catalytic site of PfPNP-
DADMe-ImmG-PO4 complex (PDB ID: 3PHC). Hydrogen bond interactions are indicated as dotted lines. Y160 and W212 form part of the hydrophobic pocket
for adenine group binding. H7 and R45 are from the neighboring monomer. C, Active sites of native PfPNP-DADMe-ImmG-PO4 (green, PDB ID: 3PHC), as in B
are superimposed with M183L PfPNP-PO4 (gray; PDB ID: 6AQU). M183L relocates the Y160 side chain into the catalytic site, perturbing catalysis and DADMe-
ImmG binding (from 19).
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mutant PNP (19). These amino acid mutations have not been
previously reported for PfPNP and appear to be novel point
mutations in response to DADMe-ImmG drug pressure. The
V181D clone exhibited decreased affinity for DADMe-ImmG
but retained sufficient catalytic activity to provide the essen-
tial PfPNP function (19). In contrast, the M183L mutant is
severely compromised, displaying insufficient catalytic activity
(a 17,000-fold decrease) to support the viability of the parasite
(19). In this clone, the coexpressed native PfPNP is fully
2 J. Biol. Chem. (2021) 296 100342
susceptible to DADMe-ImmG inhibition. These parameters
led to the hypothesis of hybrid native-M183L PfPNP oligomers
with altered properties that provide biological function.

Resistance against other antimalaria therapies is also known
to develop via multiple mutational mechanisms. For example,
PfKelch-13 mutations were reported to promote parasite sur-
vival through proteostatic regulation of other protein targets in
artemisinin resistance and mutations and expression changes
in P. falciparum P-glycoprotein homolog (PfPgh1) resulting in



EDITORS’ PICK: DADMe-ImmG resistance in P. falciparum
altered response to artemisin drugs (5, 20, 21). Mutations in
PfCRT along with polymorphisms in P. falciparum multidrug
resistance gene 1 (Pfmdr1) have been reported to contribute to
resistance to chloroquine and other quinine drugs (21, 22). As
most clinical antimalaria drugs were designed based on
phenotypic susceptibility and not to interfere with a single
molecular target, several common mechanisms of drug resis-
tance occur for multiple antimalarials (23, 24). An example is
the increased copy number and mutations in Pfmdr1 associ-
ated with resistance to quinoline and carbazole-based com-
pounds and ACTs (24–27).

Understanding the mechanism of drug resistance for a
target-specific transition state analog informs therapeutic ef-
ficacy and potential measures to minimize resistance devel-
opment. These include dosing schemes and multiple drug
combinations to contain resistant strain development (28). For
example, understanding the mechanisms of artemisinin resis-
tance led to the recommendation of piperaquine (PPQ) as a
partner drug with artemisinin in the treatment and prevention
of malaria in children and pregnant women who fail to
respond to the sulfadoxine–pyrimethamine combination
(29–31). In regions with developing artemisinin resistance,
triple combination therapies are advised by combining
dihydroatermisinin–PPQ with mefloquine and artemether–
lumifantrine with amodiaquine to combat the delay of para-
site elimination, another hallmark of artemisinin resistance
(28, 32).

Here we explore the compensatory mechanisms underlying
the slow development of resistance to DADMe-ImmG. Low
catalytic activity made it clear that the M183L mutation alone
in PNP is incompatible with parasite survival. Genomic
sequencing of the resistant parasites revealed that the M183L
mutation was present in approximately one-half of the
sequencing reads with the other half representing native
PfPNP copies. The crystal structure of PfPNP shows a
homohexamer with a trimer-of-dimer structure (Fig. 2; PDB
ID: 1NW4). Because the point mutants are present in half of
Figure 2. Design of PfPNPfus with covalently linked and alternating native
the fused hybrid dimer (A) followed by assembly of hybrid dimers to form th
peptide linker. Native PAGE analysis for PNPs (B). Native PfPNP (WT PNP) comig
the sequences, we hypothesized that a hybrid expression of
native and mutant subunits may be driving resistance. We
engineered a fusion protein with native and M183L subunits
covalently linked with a peptide linker (mutPNPfus). The
enzymatic characterization of this hybrid protein revealed
different kinetic properties from the parent protein and
demonstrated that amplification of both native and M183L
genes permits formation of hybrid PfPNP oligomers to provide
an unusual resistance mechanism against DADMe-ImmG. We
discuss the probability of such mutations arising in malaria
therapy.

Results

Covalent linking of wild-type and mutant subunits of PfPNP

PfPNP is a homohexamer with a trimer-of-dimer confor-
mation (Fig. 2). The M183L mutation occurs between the
catalytic site and the subunit interface, altering the geometry of
the catalytic site to relocate Tyr160 into the catalytic site and
thus interfere with both catalysis and the binding of DADMe-
ImmG (Fig. 1). Crystallization studies with the M183L mutant
yielded crystals without inhibitor in the catalytic site, consis-
tent with the weak catalytic activity and weak inhibitor binding
of M183L PfPNP (19). In the DADMe-ImmG-resistant para-
sites expressing M183L PfPNP, half the genomic sequences
expressed native enzyme, therefore we hypothesized that
resistance was achieved by formation of hybrid hexamers of
PfPNP containing combinations of native and mutant sub-
units. The trimer-of-dimer structure of PfPNP enabled the
design of covalently linked C-terminus of the native subunits
to the N-terminus of the M183L subunits with a 20 amino acid
peptide linker (ASGAGGSEGGGSEGGTSGAT) (mutPNPfus)
for expression in E. coli (Fig. 2). The glycine and serine-rich
peptide linker was selected as it is known to provide a flex-
ible linker. In native PfPNP, N and C termini are 50 Å apart
and the extended length of the linker peptide is 70 Å. We
proposed that this linked heterodimer would form a hybrid
hexamer consisting of the cross-linked dimer unit with
and M183L subunits (mutPNPfus). Expression in E. coli was used to form
e hybrid hexamer. natPNPfus has native PNP subunits fused with the same
rates with mutPNPfus. The MW standards indicate both PNPs are hexameric.

J. Biol. Chem. (2021) 296 100342 3
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alternating native and M183L subunits. After expression and
purification, we investigated the oligomer conformation of the
fusion protein using nondenaturing gel electrophoresis, where
the fusion protein migrated similar to native PfPNP, estab-
lishing that native and hybrid fusion PfPNPs have the same
hexameric organization (Fig. 2).

Kinetic parameters of fused PNPs (PNPfus)

The catalytic activity of M183L PfPNP, where each subunit
carries the M183L mutation, has been reported to be insuffi-
cient to support the essential function of PfPNP in vivo (19).
The catalytic properties of the mutPNPfus enzyme were
characterized for comparison to native, all-M183L PfPNP and
cross-linked native PfPNP (natPNPfus) using Michaelis–
Menten kinetics. The natPNPfus construct provided a con-
trol for the kinetic parameters altered by the cross-linking. It
was obtained by expressing a fusion protein of covalently
linked native PfPNP subunits with the same cross-linker
sequence and also maintained hexameric oligomer structure
(Fig. S1).

The Km values for native PfPNP, natPNPfus, and
mutPNPfus were similar at 7.6, 5.4, and 11 μM, respectively
(Fig. 3). natPNPfus is catalytically slower than native PfPNP,
with kcat values of 0.09 and 2.6 s−1, respectively. However, the
natPNPfus construct serves as a control for the fusion
construct carrying alternating native and M183L subunits
(mutPNPfus). PfPNP has a catalytic site functional group near
the N-terminus, His7. It orients the 5’-hydroxyl group of the
substrate to form an electrostatic interaction with the ribosyl
Figure 3. Kinetic properties of PNP-fused subunit constructs. Upper panel sh
subunits (blue; mutPNPfus). Substrate saturation curves show similar Km but de
mutant M183L PfPNP are compared and summarized in the table. * Previously r
determined from the equations for tight-binding inhibition (Equation 1; (35)).
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4’-hydroxyl group to facilitate formation of the ribocationic
transition state (Fig. 1) (15).

Native PfPNP has a robust kcat/Km of 3.5 × 105 M−1s−1. Fully
mutated M183L PfPNP is functionally inert relative to native
PfPNP, with the Km value increased 780-fold, and the kcat
decreased 33-fold for a kcat/Km of 20 M−1s−1, a 17,000-fold
decrease in catalytic efficiency (19). The catalytic defect ari-
ses from the consequences of Tyr160 entering the catalytic site
to hinder substrate entry (Fig. 1). This mutation also eliminates
tight binding of the DADMe-ImmG transition state analog,
increasing the dissociation constant from 670 pM in native
PfPNP to 26 μM in M183L PfPNP, a factor of 39,000 (19). The
mutation has made the subunit resistant to inhibition by
DADMe-ImmG, but it has also rendered the enzyme to be
catalytically weakened. When PfPNP native and M183L sub-
units are coexpressed in resistant P. falciparum parasites, hy-
brids can form, exemplified here by mutPNPfus with
alternating native and M183L subunits.

The structural control for the linked-subunit construct
compares linked native PfPNP (natPNPfus) with linked,
alternating native PfPNP and M183L subunits (mutPNPfus). In
this comparison, the kcat value for mutPNPfus is 4.5-fold
slower than natPNPfus, and the catalytic efficiencies (kcat/
Km) differ by a factor of 9. With 12-fold gene amplification
(approximately equal expression of native and M183L se-
quences), the catalytic potential is similar to the parent para-
site. Excess target expression is of limited biological value if the
hybrid oligomers remain equally sensitive to DADMe-ImmG
inhibition, therefore we quantitated the inhibitor action.
ows fused native PfPNP (red; natPNPfus) and and fused hybrid native-M183L
creased kcat for mutPNPfus. Kinetic constants for native PfPNP and the fully
eported (19). # Ki value determined from Equation 2. All other Ki values were
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Inhibition of mutPNPfus by DADMe-ImmG

DADMe-ImmG is a transition state analog of native PfPNP
and induces a slow-onset isomerization process leading to the
formation of a tight-binding enzyme-inhibitor complex with a
final dissociation constant of 670 pM (Fig. 4; (33, 34)). The
slow-onset inhibition is experimentally observed in inhibition
kinetics with a large excess of substrate that is replaced by the
tight binding of transition state analog (Fig. 4). Inhibition
curves of natPNPfus revealed a distinct two-phase inhibition
(Fig. 4B), with near-complete inhibition following slow-onset
at 100 nM DADMe-ImmG. In contrast, the mutPNPfus dis-
played a less pronounced slow-onset phase and weaker inhi-
bition by DADMe-ImmG (Fig. 4A).

A feature of tight-binding inhibition assays is that inhibitor
and enzyme concentrations are often similar and tight binding
to the enzyme partitions a significant fraction of total inhibitor
Figure 4. Slow-onset inhibition of PfPNPfus proteins with DADMe-
ImmG. A, mutPNPfus and B, natPNPfus. In (C), the two-step process for slow-
onset tight binding inhibition. Where I, E, A, and P are inhibitor, enzyme,
substrate, and product, respectively.
onto the enzyme, a characteristic included in the affinity cal-
culations using the Morrison equation for tight-binding in-
hibitors (Equation 1) (35), where v and vo are the initial
velocities for determining Ki (Ki * if slow-onset inhibition oc-
curs), [Eo] is the total enzyme concentration, and [I] is the
inhibitor concentration. This approach was necessary for
native PfPNP and for natPNPfus. In contrast, mutPNPfus
binds inhibitor less tightly and gave poor fits to the Morrison
equation. Therefore, the Ki value was determined from the
Cheng–Prusoff equation by first fitting the data to the classical
IC50 equation (Equation 2; (36)), where S is the substrate
concentration and Km is the substrate concentration at the
kcat/2 value. The mutPNPfus enzyme had a Ki value of 5.4 nM
for DADMe-ImmG compared with a value of 600 pM for
natPNPfus (similar to native PfPNP; Fig. 5). The mutPNPfus
enzyme displayed an 8.9-fold increase in the Ki for DADMe-
ImmG, and this decreased inhibitor affinity is coupled to a
similar decrease in catalytic efficiency (ninefold) when
compared with the natPNPfus control construct (Fig. 3).

v ¼ vo
�
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−
ffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffi
ð½E�o þ ½I� þ Ki�Þ2 − 4½E�o½I�

q �.�
2½E�o

�� (1)

Ki ¼ IC50

1þðS=KmÞ (2)

Effect of peptide linker on catalytic activity

Concerned that the 20 amino acid linker was too short for
optimal catalytic activity of the fused-subunit enzymes, we
varied the length of the linker by increasing the peptide to 24
amino acids (ASGAGGSEGSGSGGGSEGGTSGAT). The
construct containing the 24 amino acid peptide linker was
expressed and characterized as described for the constructs
with the 20 amino acid peptide linker. Kinetic properties with
the 24 amino acid link were similar to those for PNPfus pro-
tein with the 20 amino acid linker (Figs. S3 and S4, Table S1).
Therefore, increasing the linker length did not improve the
catalytic properties of PNPfus.

A Tobacco Etch Virus (TEV) protease cleavage site was
included into the N-terminal portion of the peptide linker and
cleaved after the purification of PNPfus (natPNPfus and
mutPNPfus). This cleavage freed the N-terminal region to
provide freedom of motion to the His7 catalytic site function.
Native PAGE gel analysis suggests that the TEV-cleaved
constructs have similar hexameric organization as native
PfPNP (Fig. S5). Kinetic properties of constructs with cleaved
peptide linkers indicated kcat values increased tenfold for both
mutPNPfus and natPNPfus relative to their uncleaved con-
structs, translating to an order of magnitude increase in the
catalytic efficiency (kcat/Km) for mutPNPfus and a fivefold in-
crease for natPNPfus. The Km values for inosine and the Ki

values for DADMe-ImmG remained unchanged for both
mutPNPfus and natPNPfus indicating that the mobility of His7
is affected in the PfPNPfus proteins to reduce the catalytic
J. Biol. Chem. (2021) 296 100342 5



Figure 5. DADMe-ImmG inhibition curves for PfPNPfus. A, inhibition of
mutPNPfus by DADMe-ImmG. The Ki was determined from Equation 2.
B, inhibition of the natPNPfus control construct by DADMe-ImmG fit to the
Equation 1 (35).
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activity (Table 1). In all constructs, the decreases in catalytic
activity and affinity for DADMe-ImmG are similar, in agree-
ment with transition state theory that altered catalytic function
reflects in the affinity of transition state analogs (19).

Catalytic site titration of PNPfus with DADMe-ImmG

Equal protein subunit concentrations (10 μM) of both
mutPNPfus and natPNPfus were incubated with DADMe-
ImmG to quantitate residual catalytic activity. As predicted,
DADMe-ImmG binding to enzyme active sites was one-half of
natPNPfus as in mutPNPfus. Abscissa intercepts for the
titration at 1 μM and 2 μM, respectively, demonstrate that
approximately 20% of the total enzyme protein is catalytically
active (Fig. 6A). natPNPfus is fully inhibited by stoichiometric
DADMe-ImmG titration, filling all six catalytic sites.
mutPNPfus has three functionally catalytic sites and demon-
strates 2/3 inhibition corresponding to binding to two out of
three sites, suggesting negative cooperative inhibitor binding
to the third site (Fig. 6).
Table 1
Kinetic parameters of PfPNPfus with cleaved peptide linker compared

Enzyme (cleaved linker peptide) kcat, s
−1

*Native PNP 2.63 ± 0.15
natPNPfus 0.7 ± 0.03
mutPNPfus 0.14 ± 0.04

An increase in catalytic function is observed for all fusion protein constructs.
* Previously reported (19).
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Discussion

Understanding mechanisms of drug resistance in
P. falciparum is paramount to the selection of drug candidates
to reduce development of drug resistance. Here, laboratory-
cultured P. falciparum with resistance developed to the tran-
sition state analog, DADMe-ImmG, are characterized at the
functional level of the protein target, PfPNP. Three years of
continuous drug pressure were required to generate robust
drug resistance, supporting the hypothesis that mutations
away from drug binding of a transition state analog are also
mutations away from biological catalytic function (19, 37).
Target gene amplification and target point mutations were
both required to establish robust resistance, and here we
demonstrate the unusual mechanism of mixed-subunit hybrid
hexamers as the likely mechanism for resistance to DADMe-
ImmG in P. falciparum.

Covalently linked native and mutant subunits of PfPNP

Covalent subunit peptide links can be used to examine the
nature of multimeric proteins where functional and mutated
catalytic site subunits are joined to recapitulate the multimeric
effects. For example, we have used this approach to examine
cooperativity in the catalytic sites of a bacterial methyl-
thioadenosine nucleosidase (38). The 20 amino acid linker
containing glycine and serine residues is conformationally
flexible and was selected to permit a natural interface inter-
action between the subunits. Active and mutant subunits
linked in this way formed active hexamer conformations, as
established by migration in native electrophoresis. Thus, the
combination of six subunits, molecular weight of approxi-
mately 26 kDa, recreated the hexameric protein with a mo-
lecular weight near 160 kDa (18).

Transition state analog affinity reflects catalytic power

Transition state analogs have been proposed to be excep-
tional candidates for drug development, since they mimic the
properties linked to catalysis at the instant of the transition
state (19, 39). Thus, catalytic site mutations that decrease
binding of the transition state analog are also proposed to
reduce catalytic efficiency by a similar amount (37, 39). This
relationship appears clearly in the enzymes and constructs
described here. M183L PfPNP has lost 17,000-fold catalytic
efficiency with a similar decrease by a factor of 39,000 in
DADMe-ImmG affinity. Likewise, comparison of natPNPfus
with mutPNPfus demonstrates a ninefold difference in cata-
lytic efficiency and 8.9-fold in DADMe-ImmG binding affinity.
Development of this degree of resistance in parasite PfPNP
required 3 years of increased drug pressure in the cultured
with native PfPNP

Km, μM kcat/Km, M
−1 s−1 Ki

7.6 ± 1.5 3.5 × 105 670 ± 52 pM
7.9 ± 0.4 8.6 × 104 745 ± 20 pM
9.8 ± 2.5 1.4 × 104 2100 ± 100 pM



Figure 6. Catalytic site titration of fused PNPs with the transition state analogue DADMe-ImmG. A, plots fractional activity (V/Vo) versus DADMe-ImmG
concentration. Equal protein subunit concentrations (10 μM) of both mutPNPfus and natPNPfus were incubated with inhibitor. Abscissa intercepts for the
titration at 1 and 2 μM, respectively. natPNPfus is fully inhibited by DADMe-ImmG. mutPNPfus has three functional catalytic sites and demonstrates 2/3
inhibition when titrated with DADMe-ImmG. B, a cartoon demonstrating the titration of DADMe-ImmG into the catalytic sites of mutPNPfus and natPNPfus.
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parasites adding to the evidence that tight-binding inhibitors
have low resistance proclivities (19, 40). As typical therapy
periods are days to weeks in malaria treatment, drug resistance
to transition state analogs directed against PfPNP has a low
probability to generate resistance in the field.

Kinetic parameters and DADMe-ImmG susceptibility of PNPfus

Kinetic characterization of the hybrid native-mutant PfPNP
protein revealed catalytically distinct properties from native
PfPNP protein and explains the survival of resistant parasites.
The mutPNPfus protein had decreased catalytic efficiency
from the wild-type constructs, independent of the length of the
peptide linker or its cleavage formation of the hybrid hexam-
ers. The decreased catalytic function due to the presence of a
covalent N-terminal to C-terminal linker is attributed to a
slower His7 catalytic function at the active sites of the linked
constructs. Thus, constructs in which the peptide linker has
been cleaved show increased catalytic function (Table 1).
However, results from catalytic site titration experiments
revealed that approximately 20% of the total enzyme protein
was catalytically active (Fig. 6). This result, when taken into
consideration for kcat values determined for the TEV cleavage
constructs of mutPNPfus and natPNPfus, means that turnover
number and catalytic efficiency for natPNPfus are restored to
native PNP levels when the linker is cleaved and the kcat for
mutPNPfus is corrected for active enzyme concentration. This
translates to a sixfold decrease in catalytic efficiency for
mutPNPfus when compared with natPNPfus. In any of the
constructs, the mutPNPfus exhibits decreased catalytic effi-
ciency, due to the presence of inactive M183L subunits in the
complex but possibly also due to the intersubunit contacts
between the inactive and native (active) subunits.

Hypoxanthine salvage is essential for the purine auxotrophic
metabolism of P. falciparum parasites, requiring that parasites
expressing the combination of native and M183L PfPNP
constructs be functional in PfPNP activity, even with the
presence of elevated DADMe-ImmG. Purine nucleoside
phosphorylase activity in the resistant organisms results from a
combination of target overexpression from gene amplification
and from a reduced affinity of the hybrid construct for
DADMe-ImmG.

It is noteworthy that the degree of loss of catalytic efficiency
is equal to the loss in affinity for the inhibitor. This is a feature
of transition state analogs that incorporate the intrinsic cata-
lytic properties of the enzyme. Considering all comparisons of
the natPNPfus and the mutPNPfus constructs, the affinity for
DADMe-ImmG is decreased in every mixed-subunit hybrid,
from three- to nine-fold (average sixfold). While the catalytic
function (kcat/Km) is also decreased by sixfold in the most
active of the mutPNPfus constructs, the 12-fold gene ampli-
fication for PfPNP in the resistant strains provides twofold
excess compensation for the decreased catalytic efficiency
(Table 1). The result is robust resistance compared with the
native parasites (13). It should be noted that the alternating
(active-inactive)3 construct described here is only one of the
possible hexameric arrangements when approximately equal
amounts of native and mutant subunits are expressed. Others
may have distinct kinetic properties, but are not as experi-
mentally accessible. For the PfPNP target, the results indicate
that increased cellular expression of native and mutant sub-
units forms hybrids that exhibit reduced affinity for the tran-
sition state analog DADMe-ImmG and compensate for the
reduced catalytic function with the overproduction of protein.
Increased protein expression also increases the target size for
saturation by the transition state analog. The slow generation
of resistance to DADMe-ImmG in P. falciparum culture is due
to the requirement for multiple genetic events. This mecha-
nism argues for the slow development of drug resistance to
transition state analogs of PfPNP in the field.

Conclusions

Drug pressure has led to the development of resistance in
P. falciparum to every therapeutic agent in common use. Rapid
spread of resistance to single agents has led to the current
J. Biol. Chem. (2021) 296 100342 7
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WHO recommendation that all antimalarial therapy be con-
ducted by drug combinations. Even then, resistance is devel-
oping. New agents, slow to induce resistance, are a continuing
need. Transition state analogs bind tightly to their targets,
giving extended biological action in vivo by displaying pro-
longed inhibition of their target. Mutation away from binding
of transition state analogs is also mutation away from biolog-
ical function of the target enzyme. Drug resistance against
DADMe-ImmG is achieved via target overexpression com-
bined with active site mutations that form hybrid PfPNP
oligomers with decreased affinity for the inhibitor. The
essential function of PNP in hypoxanthine salvage for
P. falciparum drives the production of an unusual hybrid
protein of active and inactive subunits. This resistance
mechanism coupled with the slow development of drug
resistance to DADMe-ImmG highlights its potential for use in
antimalaria combination therapies.

Experimental procedures

Materials

DADMe-ImmG was a generous gift from Dr Peter Tyler of
the Ferrier Research Institute, New Zealand. BugBuster was
purchased from EMD Millipore. Electrophoresis gels and
buffers were purchased from Bio-Rad Laboratories. All buffers
and media were purchased from Sigma-Aldrich and Fisher
Scientific, respectively. Xanthine oxidase was purchased from
Sigma-Aldrich.

Expression and purification of PfPNPfus

The gene sequence for wild-type P. falciparum PNP (PfPNP)
was linked to the gene sequence for M183L mutant PfPNP via a
20 amino acid peptide linker. The gene sequence was codon
optimized and cloned into the pET28 a (+)- TEV plasmid
containing the kanamycin resistant gene (GenScript). An
N-terminal 6x histidine tag was added for affinity purification of
the protein. The plasmid-containing BL21 DE3 E. coli cells
were grown at 37 �C to an OD600 nm of 0.4 to 0.6 and
expression was induced with 1 mM IPTG overnight at 18 �C.
Cells from 8 L of culture were disrupted using BugBuster cell
lysis reagent at room temperature, and the soluble portion was
harvested after centrifugation at 13,000g for 20 min. The su-
pernatant was mixed with 15 mL Ni-NTA preequilibrated with
50 mM Tris-HCl pH 8, 200 mM NaCl, 5 mM imidazole, and
1 mM DTT and incubated for 45 min at 4 �C with shaking. An
elution column was formed from this mixture and washed with
150 mL of buffer containing 50 mM Tris-HCl pH 8, 200 mM
NaCl, 5 mM imidazole, and 1 mM DTT. PfPNPfus was eluted
from the Ni-NTA column by gravity flow with 25 mL of buffer
containing 50 mM Tris-HCl pH 8, 200 mM NaCl, 1 mM DTT
with a gradient imidazole concentration of 50 to 500 mM. The
protein was dialyzed against buffer containing 50 mM phos-
phate pH 7.6 and 1 mM DTT with three buffer exchanges.
Protein purification and dialysis were at 4 �C. The enzyme was
concentrated to approximately 1 mL and the concentration of
PfPNPfus was determined by absorption at 280 nm with the
extinction coefficient determined from the ProtParam server.
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The purified protein was aliquoted, frozen in liquid nitrogen,
and stored in −80 �C. natPNPfus and mutPNPfus were stored
at concentrations of 160 μM and 360 μM respectively.

Mutagenesis and cloning

Covalently linked native dimers of PfPNP (natPNPfus) were
generated by site-directed mutagenesis of the PfPNP native-
M183L (mutPNPfus) plasmid, using the QuikChange light-
ning site-directed mutagenesis kit (Agilent Technologies,
California USA) and the primer pair (Primer 1: GCGGCG
GTTGTTGAGATGGAATTAGCTACCC and primer 2:
GGGTAGCTAATTCCATCTCAACAACCGCCGC) designed
on the QuikChange primer design tool. Site-directed muta-
genesis was performed according to the manufacturer’s pro-
tocol. Plasmid sequencing (GENEWIZ) was done to confirm
the correct sequence of the natPNPfus plasmid. PNPfus con-
structs containing 24 amino acid peptide linker (ASGAGG-
SEGSGSGGGSEGGTSGAT) and the constructs containing the
TEV cleavage site in the N-terminus of the linker were designed
and were produced by GenScript.

Enzyme assays

The catalytic activity for PNPfus proteins was determined in
continuous assays by coupling the reaction of PNP to that of
xanthine oxidase and measuring the absorbance of uric acid
formation at 293 nm. Briefly, the concentration of inosine was
varied from 0 to 100 μM in 50 mM phosphate buffer at pH 7.4,
and the formation of hypoxanthine was coupled to the for-
mation of uric acid monitored by the the absorption increase
at 293 nm and 25 �C. Reactions were initiated by addition of 50
mU xanthine oxidase and 500 nM mutPNPfus or 100 nM
natPNPfus.The Km and the kcat values were determined by
fitting to the Michaelis–Menten equation.

Inhibition assays

Kinetic assays of PNPfus for inhibitor susceptibility were
performed at 100 μM inosine and varying the concentration of
DADMe-ImmG from 0 to 100 μM in 50 mM phosphate buffer,
pH 7.4 at 25 �C. The formation of hypoxanthine via the
xanthine oxidase coupled assay was monitored by the ab-
sorption increase of uric acid at 293 nm. In total, 50 mU
xanthine oxidase and 500 nM mutPNPfus or 100 nM
natPNPfus were added to initiate the reaction. The Ki values
were determined by fitting the data to the Morrison
equation for natPNPfus using the Prism 8 matrix. The Ki for
mutPNPfus was determined from the Cheng–Prusoff equation
by first fitting the data to the four-parameter IC50 equation in
Prism 8.

Catalytic site titration

mutPNPfus and natPNPfus were each incubated with stoi-
chiometric concentrations of DADMe-ImmG for 30 min at
25 �C. A 100-fold dilution was made into an assay mix con-
taining 500 μM inosine and 50 mM phosphate buffer pH 7.4.
The reaction rates were determined from monitoring the in-
crease in uric acid absorbance at 293 nm using the xanthine
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oxidase coupled assay. Data was analyzed in Prism 8 using
segmental linear regression.

Data availability

All data that support the findings of this study are contained
within the article and its supporting information.

Acknowledgments—The authors would like to thank Drs Peter C.
Tyler and Gary B. Evans of the Ferrier Research Institute, Victoria
University of Wellington, New Zealand, for the gift of DADMe-
ImmG. They thank Dr Rodrigo Ducati for advice on production
of native and mutant Plasmodium falciparum PNPs.

Author contributions—Y. V. T. M. performed the experimental
determinations. Y. V. T. M. and R. K. H. performed the peptide
linker design and structure analysis. V. L. S. designed and supervised
the research. Y. V. T. M., R. K. H., and V. L. S. analyzed the data and
wrote the article.

Funding and additional information—This work was supported by
NIH research grants (AI127807 and GM041916) and NIH training
grant (T32 AI070117) for geographic medicine and emerging in-
fectious disease. The content is solely the responsibility of the au-
thors and does not necessarily represent the official views of the
National Institutes of Health.

Conflict of interest—The authors declare that they have no conflicts
of interest with the contents of this article.

Abbreviations—The abbreviations used are: ACT, artemisinin-based
combination therapy; DADMe-ImmG, 40-Deaza-10-Aza-20-Deoxy-
10-(9-Methylene)-Immucillin-G; Pfmdr1, P. falciparum multidrug
resistance gene 1; PfPgh1, P. falciparum P-glycoprotein homolog;
PfPNP, Plasmodium falciparum purine nucleoside phosphorylase;
PPQ, piperaquine; TEV, tobacco etch virus; TSA, transition state
analog.

References

1. WHO (2019)World Malaria Report, World Health Organization, Geneva
2. Blasco, B., Leroy, D., and Fidock, D. A. (2017) Antimalarial drug resis-

tance: Linking Plasmodium falciparum parasite biology to the clinic. Nat.
Med. 23, 917–928

3. Trampuz, A., Jereb, M., Muzlovic, I., and Prabhu, R. M. (2003) Clinical
review: Severe malaria. Crit. Care 7, 315–323

4. Yagnik, K., Farooqi, B., Mandernach, M. W., Cannella, A. P., and Kalya-
tanda, G. (2019) Severe case of Plasmodium falciparum malaria in a
pregnant woman from Nigeria. Case Rep. Infect. Dis. 2019, 2630825

5. Tilley, L., Straimer, J., Gnadig, N. F., Ralph, S. A., and Fidock, D. A. (2016)
Artemisinin action and resistance in Plasmodium falciparum. Trends
Parasitol. 32, 682–696

6. Imwong, M., Suwannasin, K., Kunasol, C., Sutawong, K., Mayxay, M.,
Rekol, H., Smithuis, F. M., Hlaing, T. M., Tun, K. M., van der Pluijm, R.
W., Tripura, R., Miotto, O., Menard, D., Dhorda, M., Day, N. P. J., et al.
(2017) The spread of artemisinin-resistant Plasmodium falciparum in the
Greater Mekong subregion: A molecular epidemiology observational
study. Lancet Infect. Dis. 17, 491–497

7. Dziekan, J. M., Yu, H., Chen, D., Dai, L., Wirjanata, G., Larsson, A.,
Prabhu, N., Sobota, R. M., Bozdech, Z., and Nordlund, P. (2019) Identi-
fying purine nucleoside phosphorylase as the target of quinine using
cellular thermal shift assay. Sci. Transl. Med. 11, eaau3174
8. Bayih, A. G., Getnet, G., Alemu, A., Getie, S., Mohon, A. N., and Pillai, D.
R. (2016) A unique Plasmodium falciparum K13 gene mutation in
Northwest Ethiopia. Am. J. Trop. Med. Hyg. 94, 132–135

9. Madrid, D. C., Ting, L. M., Waller, K. L., Schramm, V. L., and Kim, K.
(2008) Plasmodium falciparum purine nucleoside phosphorylase is critical
for viability of malaria parasites. J. Biol. Chem. 283, 35899–35907

10. Kicska, G. A., Tyler, P. C., Evans, G. B., Furneaux, R. H., Schramm, V. L.,
and Kim, K. (2002) Purine-less death in Plasmodium falciparum induced
by immucillin-H, a transition state analogue of purine nucleoside phos-
phorylase. J. Biol. Chem. 277, 3226–3231

11. Ducati, R. G., Namanja-Magliano, H. A., and Schramm, V. L. (2013)
Transition-state inhibitors of purine salvage and other prospective
enzyme targets in malaria. Future Med. Chem. 5, 1341–1360

12. Chaudhary, K., and Roos, D. S. (2005) Protozoan genomics for drug
discovery. Nat. Biotechnol. 23, 1089–1091

13. Cassera, M. B., Hazleton, K. Z., Merino, E. F., Obaldia, N., 3rd, Ho, M. C.,
Murkin, A. S., DePinto, R., Gutierrez, J. A., Almo, S. C., Evans, G. B.,
Babu, Y. S., and Schramm, V. L. (2011) Plasmodium falciparum parasites
are killed by a transition state analogue of purine nucleoside phosphor-
ylase in a primate animal model. PLoS One 6, e26916

14. Cassera, M. B., Zhang, Y., Hazleton, K. Z., and Schramm, V. L. (2011)
Purine and pyrimidine pathways as targets in Plasmodium falciparum.
Curr. Top. Med. Chem. 11, 2103–2115

15. Lewandowicz, A., and Schramm, V. L. (2004) Transition state analysis for
human and Plasmodium falciparum purine nucleoside phosphorylases.
Biochemistry 43, 1458–1468

16. Downie, M. J., Kirk, K., and Mamoun, C. B. (2008) Purine salvage path-
ways in the intraerythrocytic malaria parasite Plasmodium falciparum.
Eukaryot. Cell 7, 1231–1237

17. Shi, W., Ting, L. M., Kicska, G. A., Lewandowicz, A., Tyler, P. C., Evans,
G. B., Furneaux, R. H., Kim, K., Almo, S. C., and Schramm, V. L. (2004)
Plasmodium falciparum purine nucleoside phosphorylase: Crystal struc-
tures, immucillin inhibitors, and dual catalytic function. J. Biol. Chem.
279, 18103–18106

18. Chaudhary, K., Ting, L. M., Kim, K., and Roos, D. S. (2006) Toxoplasma
gondii purine nucleoside phosphorylase biochemical characterization,
inhibitor profiles, and comparison with the Plasmodium falciparum
ortholog. J. Biol. Chem. 281, 25652–25658

19. Ducati, R. G., Namanja-Magliano, H. A., Harijan, R. K., Fajardo, J. E.,
Fiser, A., Daily, J. P., and Schramm, V. L. (2018) Genetic resistance to
purine nucleoside phosphorylase inhibition in Plasmodium falciparum.
Proc. Natl. Acad. Sci. U. S. A. 115, 2114–2119

20. Mbengue, A., Bhattacharjee, S., Pandharkar, T., Liu, H., Estiu, G., Sta-
helin, R. V., Rizk, S. S., Njimoh, D. L., Ryan, Y., Chotivanich, K., Nguon,
C., Ghorbal, M., Lopez-Rubio, J. J., Pfrender, M., Emrich, S., et al. (2015)
A molecular mechanism of artemisinin resistance in Plasmodium fal-
ciparum malaria. Nature 520, 683–687

21. Miller, L. H., Ackerman, H. C., Su, X. Z., and Wellems, T. E. (2013)
Malaria biology and disease pathogenesis: Insights for new treatments.
Nat. Med. 19, 156–167

22. Fidock, D. A., Nomura, T., Talley, A. K., Cooper, R. A., Dzekunov, S. M.,
Ferdig, M. T., Ursos, L. M., Sidhu, A. B., Naude, B., Deitsch, K. W., Su, X.
Z., Wootton, J. C., Roepe, P. D., and Wellems, T. E. (2000) Mutations in
the P. falciparum digestive vacuole transmembrane protein PfCRT and
evidence for their role in chloroquine resistance. Mol. Cell 6, 861–871

23. Fidock, D. A., Rosenthal, P. J., Croft, S. L., Brun, R., and Nwaka, S. (2004)
Antimalarial drug discovery: Efficacy models for compound screening.
Nat. Rev. Drug Discov. 3, 509–520

24. Cowell, A. N., Istvan, E. S., Lukens, A. K., Gomez-Lorenzo, M. G.,
Vanaerschot, M., Sakata-Kato, T., Flannery, E. L., Magistrado, P., Owen,
E., Abraham, M., LaMonte, G., Painter, H. J., Williams, R. M., Franco, V.,
Linares, M., et al. (2018) Mapping the malaria parasite druggable genome
by using in vitro evolution and chemogenomics. Science 359, 191–199

25. Preechapornkul, P., Imwong, M., Chotivanich, K., Pongtavornpinyo, W.,
Dondorp, A. M., Day, N. P., White, N. J., and Pukrittayakamee, S. (2009)
Plasmodium falciparum pfmdr1 amplification, mefloquine resistance, and
parasite fitness. Antimicrob. Agents Chemother. 53, 1509–1515
J. Biol. Chem. (2021) 296 100342 9

http://refhub.elsevier.com/S0021-9258(20)31137-6/sref1
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref2
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref2
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref2
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref3
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref3
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref4
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref4
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref4
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref5
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref5
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref5
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref6
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref6
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref6
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref6
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref6
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref6
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref7
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref7
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref7
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref7
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref8
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref8
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref8
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref9
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref9
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref9
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref10
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref10
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref10
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref10
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref11
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref11
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref11
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref12
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref12
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref13
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref13
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref13
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref13
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref13
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref14
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref14
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref14
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref15
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref15
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref15
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref16
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref16
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref16
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref17
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref17
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref17
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref17
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref17
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref18
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref18
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref18
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref18
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref19
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref19
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref19
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref19
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref20
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref20
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref20
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref20
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref20
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref21
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref21
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref21
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref22
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref22
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref22
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref22
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref22
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref23
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref23
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref23
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref24
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref24
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref24
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref24
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref24
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref25
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref25
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref25
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref25


EDITORS’ PICK: DADMe-ImmG resistance in P. falciparum
26. Khammanee, T., Sawangjaroen, N., Buncherd, H., Tun, A. W., and
Thanapongpichat, S. (2019) Molecular surveillance of Pfkelch13 and
Pfmdr1 mutations in Plasmodium falciparum isolates from southern
Thailand. Korean J. Parasitol. 57, 369–377

27. Lim, P., Alker, A. P., Khim, N., Shah, N. K., Incardona, S., Doung, S., Yi,
P., Bouth, D. M., Bouchier, C., Puijalon, O. M., Meshnick, S. R.,
Wongsrichanalai, C., Fandeur, T., Le Bras, J., Ringwald, P., et al. (2009)
Pfmdr1 copy number and arteminisin derivatives combination therapy
failure in falciparum malaria in Cambodia. Malar. J. 8, 11

28. Haldar, K., Bhattacharjee, S., and Safeukui, I. (2018) Drug resistance in
Plasmodium. Nat. Rev. Microbiol. 16, 156–170

29. Kakuru, A., Jagannathan, P., Muhindo, M. K., Natureeba, P., Awori, P.,
Nakalembe, M., Opira, B., Olwoch, P., Ategeka, J., Nayebare, P., Clark, T.
D., Feeney, M. E., Charlebois, E. D., Rizzuto, G., Muehlenbachs, A., et al.
(2016) Dihydroartemisinin-piperaquine for the prevention of malaria in
pregnancy. N. Engl. J. Med. 374, 928–939

30. Adam, I., Tarning, J., Lindegardh, N., Mahgoub, H., McGready, R., and
Nosten, F. (2012) Pharmacokinetics of piperaquine in pregnant women in
Sudan with uncomplicated Plasmodium falciparum malaria. Am. J. Trop.
Med. Hyg. 87, 35–40

31. Jagannathan, P., Kakuru, A., Okiring, J., Muhindo, M. K., Natureeba, P.,
Nakalembe, M., Opira, B., Olwoch, P., Nankya, F., Ssewanyana, I., Tetteh,
K., Drakeley, C., Beeson, J., Reiling, L., Clark, T. D., et al. (2018) Dihy-
droartemisinin-piperaquine for intermittent preventive treatment of
malaria during pregnancy and risk of malaria in early childhood: A ran-
domized controlled trial. PLoS Med. 15, e1002606

32. van der Pluijm, R. W., Tripura, R., Hoglund, R. M., Pyae Phyo, A., Lek, D.,
Ul Islam, A., Anvikar, A. R., Satpathi, P., Satpathi, S., Behera, P. K., Tri-
pura, A., Baidya, S., Onyamboko, M., Chau, N. H., Sovann, Y., et al. (2020)
10 J. Biol. Chem. (2021) 296 100342
Triple artemisinin-based combination therapies versus artemisinin-based
combination therapies for uncomplicated Plasmodium falciparum ma-
laria: A multicentre, open-label, randomised clinical trial. Lancet 395,
1345–1360

33. Li, C. M., Tyler, P. C., Furneaux, R. H., Kicska, G., Xu, Y., Grubmeyer, C.,
Girvin, M. E., and Schramm, V. L. (1999) Transition-state analogs as
inhibitors of human and malarial hypoxanthine-guanine phosphor-
ibosyltransferases. Nat. Struct. Biol. 6, 582–587

34. Schramm, V. L. (2015) Transition states and transition state analogue
interactions with enzymes. Acc. Chem. Res. 48, 1032–1039

35. Morrison, J. F., and Walsh, C. T. (1988) The behavior and significance of
slow-binding enzyme inhibitors. Adv. Enzymol. Relat. Areas Mol. Biol. 61,
201–301

36. Cheng, Y., and Prusoff, W. H. (1973) Relationship between the inhibition
constant (K1) and the concentration of inhibitor which causes 50 per cent
inhibition (I50) of an enzymatic reaction. Biochem. Pharmacol. 22, 3099–
3108

37. Schramm, V. L. (2013) Transition states, analogues, and drug develop-
ment. ACS Chem. Biol. 8, 71–81

38. Wang, S., Thomas, K., and Schramm, V. L. (2014) Catalytic site coop-
erativity in dimeric methylthioadenosine nucleosidase. Biochemistry 53,
1527–1535

39. Schramm, V. L. (2018) Enzymatic transition states and drug design.
Chem. Rev. 118, 11194–11258

40. Stokes, B. H., Yoo, E., Murithi, J. M., Luth, M. R., Afanasyev, P., da
Fonseca, P. C. A., Winzeler, E. A., Ng, C. L., Bogyo, M., and Fidock, D. A.
(2019) Covalent Plasmodium falciparum-selective proteasome inhibitors
exhibit a low propensity for generating resistance in vitro and synergize
with multiple antimalarial agents. PLoS Pathog. 15, e1007722

http://refhub.elsevier.com/S0021-9258(20)31137-6/sref26
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref26
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref26
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref26
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref27
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref27
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref27
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref27
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref27
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref28
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref28
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref29
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref29
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref29
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref29
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref29
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref30
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref30
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref30
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref30
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref31
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref31
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref31
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref31
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref31
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref31
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref32
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref32
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref32
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref32
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref32
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref32
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref32
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref33
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref33
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref33
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref33
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref34
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref34
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref35
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref35
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref35
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref36
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref36
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref36
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref36
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref37
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref37
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref38
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref38
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref38
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref39
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref39
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref40
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref40
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref40
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref40
http://refhub.elsevier.com/S0021-9258(20)31137-6/sref40

	A resistant mutant of Plasmodium falciparum purine nucleoside phosphorylase uses wild-type neighbors to maintain parasite s ...
	Results
	Covalent linking of wild-type and mutant subunits of PfPNP
	Kinetic parameters of fused PNPs (PNPfus)
	Inhibition of mutPNPfus by DADMe-ImmG
	Effect of peptide linker on catalytic activity
	Catalytic site titration of PNPfus with DADMe-ImmG

	Discussion
	Covalently linked native and mutant subunits of PfPNP
	Transition state analog affinity reflects catalytic power
	Kinetic parameters and DADMe-ImmG susceptibility of PNPfus

	Conclusions
	Experimental procedures
	Materials
	Expression and purification of PfPNPfus
	Mutagenesis and cloning
	Enzyme assays
	Inhibition assays
	Catalytic site titration

	Data availability
	Author contributions
	Funding and additional information
	References


