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The VAR2CSA protein of Plasmodium falciparum is transported to and expressed on the
infected erythrocyte surface where it plays a key role in placental malaria (PM). It is the current leading candidate for a vaccine to prevent PM. However, the antigenic polymorphism
integral to VAR2CSA poses a challenge for vaccine development. Based on detailed analysis of polymorphisms in the sequence of its ligand-binding N-terminal region, currently the
main focus for vaccine development, we assessed var2csa from parasite isolates infecting
pregnant women. The results reveal for the first time the presence of a major dimorphic
region in the functionally critical N-terminal ID1 domain. Parasite isolates expressing
VAR2CSA with particular motifs present within this domain are associated with gravidityand parasite density-related effects. These observations are of particular interest in guiding
efforts with respect to optimization of the VAR2CSA-based vaccines currently under
development.

Introduction
Placental malaria (PM) is an important cause of maternal anemia, stillbirth and fetal growth
alteration, leading to low birth weight (LBW) babies [1–3]. Furthermore, PM may have longterm consequences for the newborn, LBW representing a major risk factor for infant morbidity
and mortality in Africa [4]. The typical feature of PM is the sequestration of Plasmodium falciparum-infected erythrocytes (IE) that adhere to chondroitin sulphate A (CSA) in the placental
intervillous spaces. VAR2CSA, a member of the P. falciparum Erythrocyte Membrane Protein
1 (PfEMP1) protein family, plays a crucial role in the binding of IE to CSA [5–7]. Expression of
VAR2CSA on the IE surface is the key factor for IE accumulation in the placenta [8]. Several
natural immune mechanisms including opsonic phagocytosis [9,10], complement activation
[11,12] and agglutination [13,14] against placental isolates have been reported as components
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of acquired immunity to P. falciparum infection during pregnancy. Cohort studies clearly suggested that a major mechanism of naturally-acquired protection against PM involves antibodymediated inhibition of IE binding to CSA [15–18], raising hope of developing a vaccine to prevent PM [18].
VAR2CSA is currently considered as the prime candidate for vaccine development [19]
because: (i) VAR2CSA-expressing parasites are the primary cause of PM, (ii) anti-VAR2CSA
antibody levels increase with gravidity, as do the levels of antibodies that inhibit IE binding to
CSA, (iii) women who have been exposed to PM and having acquired VAR2CSA-specific antibodies give birth to higher weight babies [6,20], and (iv) anti-adhesion antibodies can be
induced via immunization in laboratory-animals with VAR2CSA recombinant proteins [21,22].
VAR2CSA is a large trans-membrane polymorphic protein (~350 kDa) consisting of six
duffy-binding like (DBL) domains [23]. Recent studies have identified the minimal determining
portion of the N-terminal region of VAR2CSA that retains the major amino acids residues targeted by anti-adhesion antibodies as well as the interaction site with CSA [21,24,25]. Although
var2csa shows a relatively high degree of sequence homology among parasite strains, inter-clonal
sequence variations remains high [26,27]. The diversity of this gene in the parasite population is
~ 500-fold higher than a random set of 200 typical P. falciparum genes [26]. This high level of
diversity is a crucial challenge for the development of an effective vaccine. The IE binding inhibitory capacity of antibodies to a given VAR2CSA antigenic construct (FCR3- or 3D7-variant) differed between isolates, being high against counterpart isolates, and absent or weak in some other
[28]. Such variant-specific inhibition was previously reported by antibodies induced by the fulllength VAR2CSA protein [29]. Placental infection may persist in the presence of high plasma
levels of VAR2CSA-specific antibodies [30], highlighting the need for a thorough analysis of the
antigenic diversity in the N-terminal part of VAR2CSA to guide optimal vaccine development.
Most studies focused on partial gene fragments, often investigating laboratory strains [27,31–
35], but few have explored the NTS-DBL1X-ID1-DBL2X sequence polymorphism of VAR2CSA
in a global collection of P. falciparum isolates from different geographical origins [26,31,35]. In
the current study, we analyzed polymorphisms in the N-terminal fragment of VAR2CSA
expressed by P. falciparum isolates from Beninese pregnant women, and investigated the relationships between these polymorphisms and a set of biological and clinical parameters.

Results
Clinical and parasitological data
Parasite isolates from 46 pregnant women were used. Of these, 14 (30%) were from primigravidae. The women’s gravidity rank ranged from one to eight with a median of 2.00 (interquartile
range [IQR], 1–3.25), and mean gestational age (GA) at blood collection was 21.9 ± 10.0
(mean ± SD) weeks. Mean multiplicity of infection (MOI) was 3.01 (range, 1–6). Median parasite density was 4224.5 (IQR, 624.2–30249.3) parasites/μl, ranging from 50 to 224,000. Median
in vitro binding density of parasite isolates to chondroitin sulphate proteoglycan (CSPG) was
63 (IQR, 2–161) parasites/mm2.

Genetic diversity and polymorphism of NTS-ID2a in isolates
The 46 isolates generated 398 NTS-ID2a nucleotide sequences of which 113 were distinct at the
nucleotide level. Among these sequences, 90 (80%) were distinct at the amino acid level with
an average of two distinct haplotypes per isolate (range, 1–4). Six sequences represented partial
coverage of the NTS-ID2a segment. In each isolate, the most frequent haplotype sequence
accounted for a mean of 84% of all sequences. The number of distinct haplotypes detected in
an isolate was not related to any clinical or parasitological parameter (all P-values > 0.05).
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DNA analysis within the sequenced part of var2csa showed that six regions were relatively conserved (CR1–6) separated by six variable regions (VR1–6) (Fig 1, S1 Table). NTS-ID2a polymorphism was analyzed to detect the influence of diversifying or balancing selection by calculating
pairwise nucleotide diversity (π) and Tajima’s D value to reveal selection hotspots (S1 Fig). The
average pairwise nucleotide diversity observed was 0.12 for the full-length segment of
NTS-ID2a. (π values are 0.07 for NTS, 0.10 for DBL1X, 0.19 for ID1, 0.10 for DBL2X, and 0.16
for ID2a). Tajima’s D for the entire NTS-ID2a segment was 1.03 (0.5 for NTS, 0.8 for DBL1X,
1.0 for ID1, 0.15 for DBL2X, and -1.7 for ID2a). This analysis was also performed across the
whole nucleotide sequence alignment. Diversity in the NTS-ID2a fragment was primarily
located in the variable VR3 region. No significant polymorphism was observed in combination
of segments corresponding to CR1-VR1-CR2-VR2-CR3 and CR4-VR4-CR5-VR5-CR6-VR6.
Only the VR3 region showed sub-regions with high degree of pairwise nucleotide diversity, and
is likely to be subjected to selective pressure (Fig 1 and S1 Fig). VR3 corresponds to the ID1
region of VAR2CSA, suggesting that the diversity of this region has been shaped by balancing
selection. Variation of NTS-ID2a amino acid sequences was measured by the variability at each
residual position quantified by Sentropy score (Fig 1). The median score was 0.39 and regions
with Sentropy score above the median were defined as highly variable regions. Although the
NTS-ID2a sequence segment was not highly variable (64% of sequences similarity), it contains
variable sub-units including ID1 (54.8% of similarity).

Dimorphic sequence motifs (DSM) in the N-terminal segment of
VAR2CSA
Positional amino acid conservation analysis was performed to identify critical motifs and
important residues in the aligned NTS-ID2a region. Three NTS-ID2a sequences retrieved from
GenBank (Accession numbers: AY372123 for FCR3; EF614228 for WR80 and AAN36095 for
3D7) were included in the analysis for comparison purposes. The analysis showed several conserved sequence patterns, interspersed with variable sequence blocks. A segment in ID1 clearly
showed a dimorphic amino acid sequence between positions 416 and 596 (Fig 2), and segregated sequences into two distinct groups. First variant or ID1-DSM type 1 (* 172 amino
acids) was found in 68 (76%) sequences from isolates as well as in FCR3 and 3D7 lines (Cluster
1). Twenty-two (24%) field isolates exhibited the second variant of the dimorphism or
ID1-DSM type 2 (*162 amino acids), also present in the WR80 line (Cluster 2).
The DSM described in the DBL2X domain of VAR2CSA [27] was also present in this independent set of sequences. The FCR3-type variant of DSM in DBL2X was present in 44% of
sequences, and the 3D7-type variant in 56% of sequences from isolates.
Haplotype combination analysis of DSM in ID1-DBL2X fragment was conducted according
to gravidity and the years of parasite collection (Fig 3). Importantly, sequences from Cluster 2
that carried the 3D7-like DSM in DBL2X were exclusively detected in isolates from multigravidae but not in the Year1 of collection where the majority of the isolates (6/8) were collected
from multigravidae. An increasing trend in the prevalence of Cluster 2 sequences and especially
this particular haplotype along the years was observed.

Divergence of NTS-ID2a sequences is dictated primarily by the
dimorphic signature in ID1
Phylogenetic sequences analysis generated trees with substantially different branch lengths (Fig
4). The NTS-ID2a sequences clustered into two phylogenetic subgroups (bootstrap value 100)
(Fig 4A). Dichotomy carried by the DBL2 DSM was rather observed in one of the two major phylogenetic groups [27], as if it was less important to be muffled by that imposed by ID1. Distinct
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Fig 1. Overview of amino acid sequence variability among NTS-ID2a fragments of VAR2CSA. Shannon entropy values calculated on the multiple
sequence alignment of 90 NTS-ID2a amino acid sequences transcribed by parasites collected from pregnant women, were computed. VAR2CSA domains
structure and regions covered by sequencing (NTS: N-terminal segment; DBL, Duffy-binding like; ID: inter-domain region) are indicated. Dotted horizontal
lines indicate median of all entropy values (H = 0.39). Black-colored boxes (under graphs) delimit conserved regions (CR1-6), while dotted lines indicate
variable regions (VR1-6).
doi:10.1371/journal.pone.0137695.g001

Fig 2. Dimorphic sequence motif in the ID1 domain of VAR2CSA. A window of the multiple sequence alignment, covering *198 amino acids and
including 3D7, FCR3 and WR80 VAR2CSA sequences (underlined in red) was illustrated. 3D7 is used as reference for the alignment and for each sequence
below, dot at a residue position represents identical amino acid to 3D7 sequence. The dimorphic sequence motif (DSM) is indicated. Selected sequences
sharing the similar ID1-DSM type are separated by a solid horizontal line. 3D7 and FCR3 strains exhibited the ID1-DSM type 1 and WR80 is part of ID1-DSM
type 2 sequences.
doi:10.1371/journal.pone.0137695.g002
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Fig 3. Gravidity and haplotype combination of ID1 and DBL2X DSM. Relationship between the gravidity
of women, year of parasite collection and the combination of haplotypes defined by DSM in ID1 and DBL2X
fragments is shown. Number of sequences sharing ID1-DSM type 1 (Cluster 1) or ID1-DSM type 2 (Cluster 2)
and FCR3- or 3D7-like DSM in DBL2X were presented. Prevalence of each defined haplotype in
primigravidae and multigravidae is indicated. Parasites were collected from three studies conducted between
2008 and 2010 (Year1 = 8 isolates), in 2012 (Year2 = 25 isolates) and 2013 (Year3 = 13 isolates). Prevalence
of the haplotypes is indicated for each year of collection.
doi:10.1371/journal.pone.0137695.g003

sequences identified in one isolate may cluster into different phylogenetic subgroups. Phylogenetic trees corresponding to the NTS-DBL2X sub-units (DBL1X and DBL2X) (S2 Fig) confirmed
that the dichotomization is primarily driven by variations in the ID1 segment (Fig 4B and 4C).

Cysteine composition of ID1 dimorphic sequence
The number of cysteine residues was assessed in the ID1 DSM from both sequence clusters to
assess differences that might influence the conformational/functional properties of VAR2CSA.

Fig 4. Phylogenetic relationships among sequences of NTS-ID2a fragments of VAR2CSA. Phylogenetic relationship between the sequences was
illustrated by Neighbor joining trees computed in MEGA6. Phylogenetic tree corresponding to NTS-ID2a (A), ID1 (B) and after excision of the ID1-DSM
region in NTS-ID2a (C) alignments were presented. Branches of the two major DSM variants of ID1 were highlighted in separate colors (blue for cluster 1’s
taxa and red for taxa members of cluster 2). FCR3, 3D7 and WR80 used for comparison purpose were indicated with a black dot. The bootstrap values (>80)
is shown at the main bifurcation.
doi:10.1371/journal.pone.0137695.g004
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Most Cluster 1 sequences contained either 12 (29%) or 13 (31%) cysteine residues in the ID1
DSM, whereas a minority contained 8 to 10 cysteine residues (S3 Fig), and no sequence contained 15 cysteine residues. In Cluster 2, 41% sequences contained 13 cysteine residues whereas
11, 12, and 15 cysteine residues were found in 9%, 18%, and 14% of sequences, respectively. No
sequences with 8 to 10 cysteine residues were found in Cluster 2. No significant association
between the number of cysteine residues in the ID1 DSM and parasitological parameters
including CSPG binding ability was observed.

Association of ID1 DSM with clinical and parasitological parameters
We evaluated whether the two ID1 sequence clusters were associated with different clinical or
parasitological features (Table 1). Isolates from Cluster 2 were associated with higher parasitemia than isolates from Cluster 1 (59,833 vs 18,794 parasites /μl, P-value = 0.006), and were less
found in primigravidae (14.3% vs 39.3%, P-value = 0.03). Although higher mean parasitemia
was observed in multigravidae infected with parasites belonging to cluster 2, no difference was
found in the parasitemia according to the gravidity of women (Mann-Whitney test, P = 0.99).

Genotype-phenotype correlations at the residue level
A set of predictions (Z-scores) estimated the strength of the association of each residue type at
each variable position of the NTS-DBL2X protein sequence alignment to each clinical and
parasitological parameter. Four residues at positions 872, 883, 885 and 887 were associated
with parasite ability to bind CSPG (P = 0.0002, 0.0001, 0.049 and 0.0009, respectively after Bonferroni correction). High CSPG binding correlated with amino acids N872, E883, R885, and T887.
Table 2 shows the prevalence of each residue in low-or high- CSPG binding isolates. Although
the associated residues are very close to each other, their lack of linkage disequilibrium does
not allow identification of true sequence motifs involving several contiguous sites. Several
amino acids of NTS-DBL2X sequences were also associated with gravidity (positions 450, 464
and 466, with Bonferroni-corrected P = 0.0002, 0.0009, and 0.018, respectively). These positions are located within the ID1 DSM. Visual inspection of the region around these three positions in the multiple alignments of protein sequences revealed distinct motifs between
primigravidae and multigravidae. Three motifs spanning amino acids 461 to 468 showed a differential distribution according to gravidity (Table 3). Two of them (NTHSSIKA and
NTHSSIKT) were predominantly found in primigravidae (P = 0.0008, Fisher's exact test),
while the third one (SYENSVTS) was exclusively found in multigravidae (P = 0.004; Table 3).
No significant association was found with GA neither as a quantitative variable (number of
gestational weeks) nor as a discrete variable. Nonetheless, among the 20 first amino acid residues showing the strongest association with parasitemia, 18 (90%) were located within the ID1
DSM, between positions 416 and 596 (S2 Table). This suggests that the molecular signature
carried by the ID1 fragment of VAR2CSA might be important in the physiopathology of
malaria in women infected by placental-type parasites.

Discussion
Several lines of evidence support the N-terminal part of VAR2CSA as the prime target for vaccine development against PM. First, the minimal binding region to placental CSA has been
defined in this fragment [25]. Second, antibodies to antigenic constructs from this region of
VAR2CSA show greater inhibitory property than antibodies to other regions [21,24,28]. Third,
naturally-acquired IgG affinity-purified against this region show anti-adhesion activity [21].
Fourth, high levels of naturally-acquired antibodies to this region are associated with a lower
risk of LBW [20]. Overall, these observations support ongoing efforts to develop a VAR2CSA-
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Table 1. Comparison of phenotypic data between the two clusters of sequences defined according to the ID1 DSM.
Cluster 1

P-value†

Cluster 2

Parasite density (parasites/μl)*

18794 ± 38310.4

59832.7 ± 68050.6

0.006

Gestational Age (weeks)*

22.5 ± 10.8

21.2 ± 8.6

0.29

39.3%

14.3%

0.03

CSPG binding density (parasites/mm )*

128.4 ± 158.6

140.4 ± 204.2

0.68

Proportion of high CSPG binders

52.1%

41.2%

0.57

Proportion of primigravidae
2

*Data expressed as mean ± standard deviation.
†

Mann-Whitney test

doi:10.1371/journal.pone.0137695.t001

based vaccine by focusing on its N-terminal fragment (Placental Malaria Vaccine and Priming
Malaria Vaccine ongoing projects). VAR2CSA polymorphisms expressed by field isolates are a
major challenge to overcome to design an effective vaccine. P. falciparum parasites modulate
several mechanisms to evade the host immune response. These mechanisms include sequence
polymorphism, antigen redundancy, clonal antigenic variation, and modulation of cell-mediated immunity [36]. Sequence polymorphism analysis at the population level is an effective
tool to explore sites experiencing selection. Insight analysis of sequence variability within the
fragment of interest will help to define major variants of VAR2CSA present in field isolates,
and to understand the evolution of diversity allowing the parasite to escape vaccine [36].
We investigated the variability at nucleotide and protein levels using NTS-ID2a sequences
generated from P. falciparum parasites infecting pregnant women in Benin. Var2csa, is more
conserved than other var gene members, but its sequences demonstrate variability in defined
areas [31]. The sequences analyzed in this study showed a high level of diversity, even within
subunit truncations (DBL1, ID1, and DBL2). The pairwise nucleotide diversity of NTS-ID2a
and subunits is higher than that of DBL2 and DBL3 domains of VAR2CSA [33,34]. Differences
in the geographic origin of parasites used in this study and those analyzed in these previous
studies conducted in East and South-Eastern Africa may account for the difference in the level
of sequences polymorphism. The high degree of polymorphism we observed in our dataset suggests an important inter-parasite diversity among isolates from Benin. Evidence of this polymorphism within NTS-ID2a is supported by evolutionary tests detecting sites under selection
pressure, indicating that diversifying and balancing selection are acting on the NTS-ID2a
region. Our observations complement earlier observations that the N-terminal region of
VAR2CSA is under diversifying selection [26,31]. As positive selection promotes escape mutations, this finding suggests that balancing selection within this region promotes polymorphism
[26] and delayed acquisition of strain-transcendent protective immunity [37].

Table 2. Association of amino acid residues in the NTS-DBL2X segment with CSPG binding density.
Amino acid residue

Position

N
E

P-valuea

OR [95% CI]

37.5%

0.008

6.0 [1.4–37.4]

78.1%

0.00003

9.5 [2.8–36.3]

5.9%

39.1%

0.021

6.1 [1.1–63.3]

38.2%

81.3%

0.0005

6.8 [2.0–25.9]

Prevalence in CSPG low-binders

Prevalence in CSPG high-binders

872

8.8%

883

26.5%

R

885

T

887

a

Two-tailed Fisher’s exact test.
OR, odds ratio; CI, conﬁdence interval.
doi:10.1371/journal.pone.0137695.t002
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Table 3. Association of NTS-DBL2X sequence motifs with gravidity of pregnant women.
Positions 461–468

Primigravidae (n = 27 sequences)

Multigravidae (n = 55 sequences)

P-valuea

OR [95% CI]

NTHSSIK[A/T]

13 (48.1%)

7 (12.7%)

0.0008

6.2 [1.9–22.3]

SYENSVTS

0 (0%)

14 (25.5%)

0.004

1 [2.0-1]

a

Two-tailed Fisher’s exact test.
OR, odds ratio; CI, conﬁdence interval.
doi:10.1371/journal.pone.0137695.t003

Our results show that the hyper-variable region within the NTS-ID2a fragment covers the
ID1 region. Analysis of amino acids polymorphism highlighted a dimorphic sequence within
ID1. This *167 amino acids sequence motif is the largest dimorphic region described in
PfEMP1. Sander et al. reported a 26 amino acids DSM in DBL2X, allowing to derive sequences
from isolates in two distinct phylogenetic groups, one group containing FCR3-like variants
and the other sequences sharing the 3D7-like DSM [27]. Involvement of this DBL2X dimorphism in the functionality of the protein remains unproven. Although we also observed the
DBL2X DSM (S2 Fig), the phylogenetic analysis showed a different clustering pattern.
NTS-ID2a sequences clustered in two major groups mainly driven by the ID1 dimorphism. In
this new clustering pattern, FCR3- and 3D7-like variants, as defined by the DBL2X DSM, are
combined in the same large cluster, and a second cluster contains rarely described variants of
P. falciparum such as WR80 (originating from South-East Asia) [31], not documented in Africa
so far. The high proportion (25%) of WR80-like variants and the increase in the prevalence of
this variant along the years of collection may indicate an emergence of such variants among
VAR2CSA expressing parasites. However, evidence of new clonal expansion of this variant
need to be verified in further studies.
The ID1 region is part of the putative residues that binds CSA [25], and induces anti-adhesion antibodies against placental-type parasites [24]. Sequence variations in ID1 may modify the
functionality of antibodies against antigenic constructs including ID1. The positive association
between isolates sharing specific dimorphic signatures in ID1 and high parasite density in pregnant women suggests that these isolates are more virulent and more likely to cause adverse pregnancy outcomes. Parasites carrying the WR80-like ID1 var2csa haplotype were more prevalent
among multigravidae, where the associated 3D7-like DSM in DBL2X haplotype was exclusively
found. The fact that these parasite variants were mostly or exclusively found among multigravidae is an observation that challenges a possible way of VAR2CSA-expressing parasites to escape
acquired immunity against PM. This is more plausible that these isolates were associated with
high parasite densities in women who generally have a pre-existing anti-VAR2CSA immunity.
The high proportion (25%) of WR80-like variants, mainly found in multigravidae might partially explain the fact that no difference has been observed in the parasite density between primigravidae and multigravidae in this study. The sequence motifs NTHSSIKA/T and SYENSVTS
defined within the ID1 were associated with gravidity, while the SYENSVTS motif was exclusively detected in parasites from multigravidae. The SYENSVTS motif was typical of VAR2CSA
haplotype with a WR80-like DSM in ID1 that was associated with a 3D7-like DSM in the
DBL2X. It is possible that parasites expressing these VAR2CSA haplotypes represent a relatively
rare population with respect to those whose first-time pregnant women are mainly exposed to.
High plasma levels of anti-VAR2CSA antibodies that is characteristic of multigravid women in
malaria endemic settings, is associated with protection against placental malaria infections [20].
Preferential (or exclusive) infection of these women by isolates with the WR80-like variant
molecular signature might suggest that antibodies acquired against common VAR2CSA variants
do not prevent or allow the control of infections with these variants. The binding ability of the
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studied isolates to CSPG was unrelated to ID1 polymorphisms. One field isolate carrying the
WR80 signature that we established in in vitro culture had a similar ability to bind CSA as other
laboratory-adapted CSA-binding strains (data not shown), suggesting that this polymorphism
does not affect the parasite’s ability to bind to CSA per se. These findings have major implications for an optimal design of a VAR2CSA-based vaccine.
Sequence analysis of the DBL2X domain of VAR2CSA highlighted that amino acids N872,
E883, R885 and T887 were associated with high CSPG binding. Although these positions are very
close, no sequence motif was associated with high CSA binding phenotype. Nevertheless, their
presence in DBL2X suggests their potential involvement in the CSA binding key residues, and
this sequence motif (NxxxxxxxxxxExRxT) might be the canonical sequence of high CSA-binding parasites.
Development of a VAR2CSA-based vaccine faces a major obstacle of substantial antigenic
diversity. A multivalent VAR2CSA vaccine candidate able to induce a broad antibody repertoire against the most common and biologically relevant variants may overcome antigenic
diversity [36,38]. Such parameters should be considered in the ongoing efforts to develop a
promising vaccine.

Materials and Methods
Study site and sample collection
Samples were collected from pregnant women during studies conducted between 2008 and
2013 [21,28,39] in health centers of southern Benin where transmission of P. falciparum
malaria is hyper-endemic with an entomological inoculation rate ranging from 35 to 60 infective bites per person and per year [40]. P. falciparum infection among pregnant women who
presented to the health centers for an antenatal visit or for delivery was identified by a rapid
diagnostic test (Parascreen) and was confirmed by microscopy. Women were enrolled after
obtaining signed informed consent, and venous blood was collected. All studies were approved
by the Ethics Committee of the Faculty of Health Sciences, University of Abomey-Calavi
(Benin).
Blood samples were centrifuged and 200μL of erythrocyte pellets were frozen either at -20°C
for DNA extraction or in 9 volumes of Trizol at -80°C for subsequent total RNA extraction.
The remaining fraction of the pellet was immediately cultured in vitro to obtain late-stage asexual parasite forms.

In vitro binding capacity of infected erythrocytes
The binding level of IE to CSPG was assessed on a static assay, as described [39]. Briefly, late
stage—infected IE enriched by filtration over a magnetic column (MACS) were blocked in
BSA/RPMI buffered solution and allowed to bind to CSPG (coated as spots in a 100 × 15mm
Falcon 351029 Petri dish) for 15 minutes at room temperature. Non-adhering cells were
removed by an automated washing system. Adhering IE were fixed with 1.5% glutaraldehyde
in PBS, Giemsa-stained, and microscopically quantified under oil immersion at x100
magnification.

Genomic DNA, RNA extraction and cDNA synthesis
Genomic DNA (gDNA) was extracted from erythrocyte pellets using QIAamp DNA Blood
extraction kit, as recommended by the manufacturer (Qiagen). Msp1 and msp2 genes were
amplified by nested PCR, as described [41]. The multiplicity of infection (MOI) was determined for each sample.
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Total RNA was extracted from erythrocyte pellets preserved in Trizol as recommended by
the manufacturer (Invitrogen). RNAs were treated with DNase I (Invitrogen) to remove possible contamination of gDNA, as described [42]. Complementary DNAs (cDNA) were synthesized by reverse transcription of DNA-free RNA using Thermoscript (Invitrogen) with
random hexamer primers for 1 hour at 50°C, as recommended by the manufacturer.

Amplification, cloning and sequencing
The region of the var2csa gene (PFL0030c) covering the NTS-ID2a fragment, nucleotide positions
1–3100 (3100 bp) was amplified from the cDNA of pregnant women isolates, using the high fidelity Fusion Taq Polymerase (New England Biolabs). Primers Fw 5’-ATGGATAAATCAAGTAT
TGCT-3’ and Rv 5’-GAACAGTGGAACAAAGAAATAC-3’ were used under the cycling conditions: 94°C for 1 min, followed by 35 cycles of 94°C for 30 s, 50°C for 30 s and 68°C for 3 min 40
s, with a final extension at 68°C for 10 min. The PCR products were subjected to electrophoresis
and purified using the "PCR clean-up, Gel extraction" kit (Macherey-Nagel). Amplicons were
ligated into pCR™-Blunt II-TOPO plasmid (Invitrogen) and transformed into One Shot competent bacteria using the TOPO cloning kit—Zero Blunt (Invitrogen), as recommended by the manufacturer. All colonies were analyzed by PCR using the TEMPase Hot Start DNA polymerase
(Ampliqon) and the flanking universal primers M13F / M13R. Ten clones were selected per sample. DNA was sequenced from selected clones at GATC biotech (Cologne, Germany).

Sequence Analysis
The different pieces of generated sequences were assembled using DNA Dragon (Sequentix)
software to a full sequence of NTS-ID2a. The nucleotide sequences were analyzed using BioEdit 7.1 to sort those belonging to the same variants according to their similarity. Sequences differing by 10 or more nucleotides (99%) in pairwise comparisons were considered as true
unique sequences. Tajima’s D test as implemented in MEGA 6 [43] and DnaSP [44], and pairwise nucleotide diversity (π) were used to analyze sequence diversity. Elevated π and positive
values of D would confer a balancing selection of nucleotide sites that would be maintained at
intermediate frequencies.
Sequences were translated into amino acids and the multiple alignment of amino acid
sequences was generated using MAFFT Version 7 (http://mafft.cbrc.jp/alignment/server/) and
manually corrected. The Shannon entropy (Sentropy), which represents a robust approach to the
measurement of the sequence variation [45], was used to assess the degree of amino acids variation at each position according to the multiple alignment of protein sequences. The entropy
score at each position of the alignment was calculated using BioEdit [46] and plotted using
GraphPad Prism version 5.00 (GraphPad Software, San Diego California USA, www.graphpad.
com). All sequences have been submitted to GenBank with accession numbers KT359638—
KT359727. Subunits within NTS-ID2a were analyzed according to limits previously described
by Andersen et al. [47]. Phylogenetic trees were generated using the Neighbor-Joining algorithm implemented in MEGA 6, with the p-distance method as substitution model. Branch
supports were estimated from 1,000 bootstrap replicates.

Genotype-phenotype mapping
Association of specific sequence motifs with clinical or parasitological parameters was investigated by a genotype-phenotype correlation analysis based on the protein multiple sequence
alignment. The SigniSite 2.1 server [48] was used for quantitative phenotypes (GA [weeks],
peripheral blood parasite density [parasites/μL of blood], and CSPG-binding density [parasites/mm2]). The SPEER-Server [49] was used for binary phenotypes (gravidity [primigravidae
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vs multigravidae], CSPG-binding status [low vs high binding parasites, considering the median
(63 parasites/mm2) as a threshold value] and GA using a cut-off at 16 weeks of gestation
(median value) and by grouping into trimester of pregnancy [1st trimester: GA  13 weeks; 2nd
trimester: 13 weeks < GA  26 weeks and 3rd trimester: GA > 26 weeks]). The genotype-phenotype mapping analysis was carried out only for the NTS-DBL2X segment since the number
of sequences available up to ID2a was too low for meaningful analysis. Parameter values associated with a given parasite isolate were assigned to all NTS-DBL2X sequences identified in that
particular isolate. When phenotype data were missing for an isolate, the corresponding
sequences were excluded from analysis. Invariant positions (ie, with a single amino acid type)
and positions with gaps in > 20% sequences were excluded. In both analyses, the normal distributed Z-scores were converted into p-values by standard method. An amino acid residue
was considered associated with a phenotype if the P-value for the specific residue was smaller
than or equal to α = 0.05 after Bonferroni correction for multiple testing.

Statistical analysis
Possible associations of the sequence variation on clinical and parasitological phenotypes were
tested with each of the two clusters of sequences. Fisher's exact tests and Mann-Whitney tests
were used to test association with binary (gravidity, CSPG-binding status) and continuous
(gestational age, parasite density and CSPG-binding density) phenotypes, respectively, using
Stata version 11 for Windows (Stata Corp, College Station, TX, USA).

Supporting Information
S1 Fig. Tajima’D and pairwise nucleotide diversity for NTS-ID2a nucleotide sequence
alignment. Tajima’s D scores and π values were computed across the whole NTS-ID2a alignment by using a sliding window approach with a window length of 100bp and a step size of
25bp. Subunits, variables and conserved regions within NTS-ID2a are indicated.
(TIF)
S2 Fig. Phylogenetic trees of DBL1X and DBL2X domains of VAR2CSA. Trees corresponding to VAR2CSA DBL1X and DBL2X sequences from Beninese pregnant women’s parasites
were computed in MEGA6. FCR3, 3D7 and WR80 were indicated with a black dot.
(TIF)
S3 Fig. Cysteine composition of ID1-DSM. Number of cysteine residues within the ID1-DSM
region of sequences from both DSM variants was plotted. Prevalence of sequences sharing the
same number of cysteine residues are indicated for each cluster of sequences.
(TIF)
S1 Table. Description of conserved nucleotides regions in NTS-ID2a fragment of VAR2CSA.
(DOCX)
S2 Table. List of the first 20 amino acid residues within NTS-DBL2X showing the strongest
association with host parasitaemia.
(DOCX)

Acknowledgments
We are grateful to all women who participated in the study. We thank the medical staff of
health centres, for their valuable contributions. We also thank Adrian JF Luty and Thor G
Theander for critical review of the manuscript.

PLOS ONE | DOI:10.1371/journal.pone.0137695 September 22, 2015

11 / 14

Major Critical Dimorphism in VAR2CSA

Author Contributions
Conceived and designed the experiments: JD NTN. Performed the experiments: JD ER NTN.
Analyzed the data: JD A. Sabbagh JJ NTN. Contributed reagents/materials/analysis tools:
MAN A. Salanti. Wrote the paper: JD A. Sabbagh PD NTN.

References
1.

Brabin BJ, Kalanda BF, Verhoeff FH, Chimsuku LH, Broadhead RL. Risk factors for fetal anaemia in a
malarious area of Malawi. Ann Trop Paediatr. 2004; 24: 311–321. PMID: 15720888

2.

Umbers AJ, Boeuf P, Clapham C, Stanisic DI, Baiwog F, Mueller I, et al. Placental malaria-associated
inflammation disturbs the insulin-like growth factor axis of fetal growth regulation. J Infect Dis. 2011;
203: 561–569. doi: 10.1093/infdis/jiq080 PMID: 21216864

3.

Wort UU, Hastings I, Mutabingwa TK, Brabin BJ. The impact of endemic and epidemic malaria on the
risk of stillbirth in two areas of Tanzania with different malaria transmission patterns. Malar J. 2006; 5:
89. PMID: 17044915

4.

Guyatt HL, Snow RW. Malaria in pregnancy as an indirect cause of infant mortality in sub-Saharan
Africa. Trans R Soc Trop Med Hyg. 2001; 95: 569–576. PMID: 11816423

5.

Salanti A, Staalsoe T, Lavstsen T, Jensen ATR, Sowa MPK, Arnot DE, et al. Selective upregulation of a
single distinctly structured var gene in chondroitin sulphate A-adhering Plasmodium falciparum
involved in pregnancy-associated malaria. Molecular Microbiology. 2003; 49: 179–191. PMID:
12823820

6.

Salanti A, Dahlbäck M, Turner L, Nielsen MA, Barfod L, Magistrado P, et al. Evidence for the involvement of VAR2CSA in pregnancy-associated malaria. J Exp Med. 2004; 200: 1197–1203. PMID:
15520249

7.

Tuikue Ndam NG, Salanti A, Bertin G, Dahlbäck M, Fievet N, Turner L, et al. High level of var2csa transcription by Plasmodium falciparum isolated from the placenta. J Infect Dis. 2005; 192: 331–335.
PMID: 15962229

8.

Scherf A, Pouvelle B, Buffet PA, Gysin J. Molecular mechanisms of Plasmodium falciparum placental
adhesion. Cell Microbiol. 2001; 3: 125–131. PMID: 11260135

9.

Rogerson SJ, Pollina E, Getachew A, Tadesse E, Lema VM, Molyneux ME. Placental monocyte infiltrates in response to Plasmodium falciparum malaria infection and their association with adverse pregnancy outcomes. Am J Trop Med Hyg. 2003; 68: 115–119.

10.

Keen J, Serghides L, Ayi K, Patel SN, Ayisi J, van Eijk A, et al. HIV impairs opsonic phagocytic clearance of pregnancy-associated malaria parasites. PLoS Med. 2007; 4: e181. PMID: 17535103

11.

Conroy AL, Silver KL, Zhong K, Rennie M, Ward P, Sarma JV, et al. Complement activation and the
resulting placental vascular insufficiency drives fetal growth restriction associated with placental
malaria. Cell Host Microbe. 2013; 13: 215–226. doi: 10.1016/j.chom.2013.01.010 PMID: 23414761

12.

Zhou J, Ludlow LE, Hasang W, Rogerson SJ, Jaworowski A. Opsonization of malaria-infected erythrocytes activates the inflammasome and enhances inflammatory cytokine secretion by human macrophages. Malar J. 2012; 11: 343. doi: 10.1186/1475-2875-11-343 PMID: 23046548

13.

Maubert B, Fievet N, Tami G, Cot M, Boudin C, Deloron P. Development of antibodies against chondroitin sulfate A-adherent Plasmodium falciparum in pregnant women. Infect Immun. 1999; 67: 5367–5371.
PMID: 10496918

14.

Beeson JG, Mann EJ, Byrne TJ, Caragounis A, Elliott SR, Brown GV, et al. Antigenic differences and
conservation among placental Plasmodium falciparum-infected erythrocytes and acquisition of variantspecific and cross-reactive antibodies. J Infect Dis. 2006; 193: 721–730. PMID: 16453269

15.

Tuikue Ndam NG, Salanti A, Le-Hesran J-Y, Cottrell G, Fievet N, Turner L, et al. Dynamics of antiVAR2CSA immunoglobulin G response in a cohort of senegalese pregnant women. J Infect Dis. 2006;
193: 713–720. PMID: 16453268

16.

O’Neil-Dunne I, Achur RN, Agbor-Enoh ST, Valiyaveettil M, Naik RS, Ockenhouse CF, et al. Graviditydependent production of antibodies that inhibit binding of Plasmodium falciparum-infected erythrocytes
to placental chondroitin sulfate proteoglycan during pregnancy. Infect Immun. 2001; 69: 7487–7492.
PMID: 11705924

17.

Duffy PE, Fried M. Antibodies that inhibit Plasmodium falciparum adhesion to chondroitin sulfate A are
associated with increased birth weight and the gestational age of newborns. Infect Immun. 2003; 71:
6620–6623. PMID: 14573685

PLOS ONE | DOI:10.1371/journal.pone.0137695 September 22, 2015

12 / 14

Major Critical Dimorphism in VAR2CSA

18.

Ndam NT, Denoeud-Ndam L, Doritchamou J, Viwami F, Salanti A, Nielsen MA, et al. Protective Antibodies against Placental Malaria and Poor Outcomes during Pregnancy, Benin. Emerging Infect Dis.
2015; 21: 813–823. doi: 10.3201/eid2105.141626 PMID: 25898123

19.

Hviid L. The case for PfEMP1-based vaccines to protect pregnant women against Plasmodium falciparum malaria. Expert Review of Vaccines. 2011; 10: 1405–1414. doi: 10.1586/erv.11.113 PMID:
21988306

20.

Ndam Nicaise T., Lise Denoeud-Ndam, Justin Doritchamou, Firmine Viwami, Ali Salanti, Nielsen Morten A., et al. Protective Antibodies against Placental Malaria and Poor Outcomes during Pregnancy,
Benin. Emerging Infectious Disease journal. 2015; 21.

21.

Bigey P, Gnidehou S, Doritchamou J, Quiviger M, Viwami F, Couturier A, et al. The NTS-DBL2X region
of VAR2CSA induces cross-reactive antibodies that inhibit adhesion of several Plasmodium falciparum
isolates to chondroitin sulfate A. J Infect Dis. 2011; 204: 1125–1133. doi: 10.1093/infdis/jir499 PMID:
21881129

22.

Nielsen MA, Pinto VV, Resende M, Dahlbäck M, Ditlev SB, Theander TG, et al. Induction of adhesioninhibitory antibodies against placental Plasmodium falciparum parasites by using single domains of
VAR2CSA. Infect Immun. 2009; 77: 2482–2487. doi: 10.1128/IAI.00159-09 PMID: 19307213

23.

Smith JD, Subramanian G, Gamain B, Baruch DI, Miller LH. Classification of adhesive domains in the
Plasmodium falciparum erythrocyte membrane protein 1 family. Mol Biochem Parasitol. 2000; 110:
293–310. PMID: 11071284

24.

Bordbar B, Tuikue-Ndam N, Bigey P, Doritchamou J, Scherman D, Deloron P. Identification of Id1DBL2X of VAR2CSA as a key domain inducing highly inhibitory and cross-reactive antibodies. Vaccine.
2012; 30: 1343–1348. doi: 10.1016/j.vaccine.2011.12.065 PMID: 22226864

25.

Clausen TM, Christoffersen S, Dahlback M, Langkilde AE, Jensen KE, Resende M, et al. Structural and
Functional Insight into How the Plasmodium falciparum VAR2CSA Protein Mediates Binding to Chondroitin Sulfate A in Placental Malaria. Journal of Biological Chemistry. 2012; 287: 23332–23345. doi:
10.1074/jbc.M112.348839 PMID: 22570492

26.

Trimnell AR, Kraemer SM, Mukherjee S, Phippard DJ, Janes JH, Flamoe E, et al. Global genetic diversity and evolution of var genes associated with placental and severe childhood malaria☆. Molecular
and Biochemical Parasitology. 2006; 148: 169–180. PMID: 16697476

27.

Sander AF, Salanti A, Lavstsen T, Nielsen MA, Magistrado P, Lusingu J, et al. Multiple var2csa-Type
PfEMP1 Genes Located at Different Chromosomal Loci Occur in Many Plasmodium falciparum Isolates. Diemert DJ, editor. PLoS ONE. 2009; 4: e6667. doi: 10.1371/journal.pone.0006667 PMID:
19690615

28.

Doritchamou J, Bigey P, Nielsen MA, Gnidehou S, Ezinmegnon S, Burgain A, et al. Differential adhesion-inhibitory patterns of antibodies raised against two major variants of the NTS-DBL2X region of
VAR2CSA. Vaccine. 2013; 31: 4516–4522. doi: 10.1016/j.vaccine.2013.07.072 PMID: 23933341

29.

Avril M, Hathaway MJ, Srivastava A, Dechavanne S, Hommel M, Beeson JG, et al. Antibodies to a FullLength VAR2CSA Immunogen Are Broadly Strain-Transcendent but Do Not Cross-Inhibit Different Placental-Type Parasite Isolates. Diemert D, editor. PLoS ONE. 2011; 6: e16622. doi: 10.1371/journal.
pone.0016622 PMID: 21326877

30.

Guitard J, Andersen P, Ermont C, Gnidehou S, Fievet N, Lund O, et al. Plasmodium falciparum population dynamics in a cohort of pregnant women in Senegal. Malar J. 2010; 9: 165. doi: 10.1186/14752875-9-165 PMID: 20553578

31.

Bockhorst J, Lu F, Janes JH, Keebler J, Gamain B, Awadalla P, et al. Structural polymorphism and
diversifying selection on the pregnancy malaria vaccine candidate VAR2CSA. Mol Biochem Parasitol.
2007; 155: 103–112. PMID: 17669514

32.

Hommel M, Elliott SR, Soma V, Kelly G, Fowkes FJI, Chesson JM, et al. Evaluation of the antigenic
diversity of placenta-binding Plasmodium falciparum variants and the antibody repertoire among pregnant women. Infect Immun. 2010; 78: 1963–1978. doi: 10.1128/IAI.01365-09 PMID: 20160014

33.

Talundzic E, Shah S, Fawole O, Owino S, Moore JM, Peterson DS. Sequence Polymorphism, Segmental Recombination and Toggling Amino Acid Residues within the DBL3X Domain of the VAR2CSA Placental Malaria Antigen. PLoS One. 2012; 7.

34.

Rovira-Vallbona E, Monteiro I, Bardají A, Serra-Casas E, Neafsey DE, Quelhas D, et al. VAR2CSA Signatures of High Plasmodium falciparum Parasitemia in the Placenta. Carvalho LH, editor. PLoS ONE.
2013; 8: e69753. doi: 10.1371/journal.pone.0069753 PMID: 23936092

35.

Bordbar B, Tuikue Ndam N, Renard E, Jafari-Guemouri S, Tavul L, Jennison C, et al. Genetic diversity
of VAR2CSA ID1-DBL2Xb in worldwide Plasmodium falciparum populations: impact on vaccine design
for placental malaria. Infect Genet Evol. 2014; 25: 81–92. doi: 10.1016/j.meegid.2014.04.010 PMID:
24768682

PLOS ONE | DOI:10.1371/journal.pone.0137695 September 22, 2015

13 / 14

Major Critical Dimorphism in VAR2CSA

36.

Chan J-A, Fowkes FJI, Beeson JG. Surface antigens of Plasmodium falciparum-infected erythrocytes
as immune targets and malaria vaccine candidates. Cell Mol Life Sci. 2014; 71: 3633–3657. doi: 10.
1007/s00018-014-1614-3 PMID: 24691798

37.

Dahlbäck M, Nielsen MA, Salanti A. Can any lessons be learned from the ambiguous glycan binding of
PfEMP1 domains? Trends Parasitol. 2010; 26: 230–235. doi: 10.1016/j.pt.2010.02.002 PMID:
20189879

38.

Beeson JG, Chan J-A, Fowkes FJI. PfEMP1 as a target of human immunity and a vaccine candidate
against malaria. Expert Rev Vaccines. 2013; 12: 105–108. doi: 10.1586/erv.12.144 PMID: 23414401

39.

Doritchamou J, Sossou-Tchatcha S, Cottrell G, Moussiliou A, Hounton Houngbeme C, Massougbodji
A, et al. Dynamics in the Cytoadherence Phenotypes of Plasmodium falciparum Infected Erythrocytes
Isolated during Pregnancy. PLoS ONE. 2014; 9: e98577. doi: 10.1371/journal.pone.0098577 PMID:
24905223

40.

Kelly-Hope LA, McKenzie FE. The multiplicity of malaria transmission: a review of entomological inoculation rate measurements and methods across sub-Saharan Africa. Malar J. 2009; 8: 19. doi: 10.1186/
1475-2875-8-19 PMID: 19166589

41.

Snounou G, Zhu X, Siripoon N, Jarra W, Thaithong S, Brown KN, et al. Biased distribution of msp1 and
msp2 allelic variants in Plasmodium falciparum populations in Thailand. Trans R Soc Trop Med Hyg.
1999; 93: 369–374. PMID: 10674079

42.

Doritchamou J, Bertin G, Moussiliou A, Bigey P, Viwami F, Ezinmegnon S, et al. First-trimester Plasmodium falciparum infections display a typical “placental” phenotype. J Infect Dis. 2012; 206: 1911–1919.
doi: 10.1093/infdis/jis629 PMID: 23045626

43.

Tamura K, Stecher G, Peterson D, Filipski A, Kumar S. MEGA6: Molecular Evolutionary Genetics Analysis version 6.0. Mol Biol Evol. 2013; 30: 2725–2729. doi: 10.1093/molbev/mst197 PMID: 24132122

44.

Librado P, Rozas J. DnaSP v5: a software for comprehensive analysis of DNA polymorphism data. Bioinformatics. 2009; 25: 1451–1452. doi: 10.1093/bioinformatics/btp187 PMID: 19346325

45.

Valdar WSJ. Scoring residue conservation. Proteins. 2002; 48: 227–241. PMID: 12112692

46.

Hall T. BioEdit: a user-friendly biological sequence alignment editor and analysis program for Windows
95/98/NT [Internet]. 1999 [cited 29 Mar 2015]. Available: http://brownlab.mbio.ncsu.edu/JWB/papers/
1999Hall1.pdf

47.

Andersen P, Nielsen MA, Resende M, Rask TS, Dahlbäck M, Theander T, et al. Structural insight into
epitopes in the pregnancy-associated malaria protein VAR2CSA. PLoS Pathog. 2008; 4: e42. doi: 10.
1371/journal.ppat.0040042 PMID: 18282103

48.

Jessen LE, Hoof I, Lund O, Nielsen M. SigniSite: Identification of residue-level genotype-phenotype
correlations in protein multiple sequence alignments. Nucleic Acids Res. 2013; 41: W286–291. doi: 10.
1093/nar/gkt497 PMID: 23761454

49.

Chakraborty A, Mandloi S, Lanczycki CJ, Panchenko AR, Chakrabarti S. SPEER-SERVER: a web
server for prediction of protein specificity determining sites. Nucleic Acids Res. 2012; 40: W242–248.
doi: 10.1093/nar/gks559 PMID: 22689646

PLOS ONE | DOI:10.1371/journal.pone.0137695 September 22, 2015

14 / 14

