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Abstract — We assessed Plasmodium (P) falciparum allelic diversity based on clinical severity and age. The study
was conducted from 2011 to 2012 in Libreville, Gabon where malaria prevalence was 24.5%. The polymorphism of
the merozoite surface protein-1 (mspl) locus was analyzed in isolates from patients with complicated and uncompli-
cated malaria. Blood was collected on filter paper. After DNA extraction, genotyping of the msp! gene was performed
using nested PCR. The K1, Ro33, and Mad20 allelic families were detected in 71 (63%), 64 (57%), and 38 (34%) of
the 112 analyzed samples, respectively. Overall, 17 K1 and 11 Mad20 alleles were detected. There was no association
between msp1 allelic families and age. Mad20 allelic diversity increased with the severity of malaria. The number of
K1 and Mad20 alleles decreased with age. The multiplicity of infection (MOI) was 1-6 genotypes and the complexity
of infection (COI) 1.8 £+ 1. The COI differed based on age: it was 1.9 (£1.1) in the isolates from adults, 1.8 (x1.1) in
those from (-5 year-old children, whereas it tended to be lower (1.6+0.8) in those from
6-15 year-old children. Extensive genetic diversity is found in P, falciparum strains circulating in Libreville. The num-
ber of specific mspl alleles increased with clinical severity, suggesting an association between the diversity and the
severity of malaria.
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Résumé — Polymorphisme génétique de la protéine de surface 1 du mérozoite dans des isolats de Plasmodium
falciparum de patients présentant un paludisme simple a sévére a Libreville au Gabon. Nous avons analysé la
diversité allélique de Plasmodium falciparum en fonction des formes cliniques du paludisme et de 1’dge. L'étude a
ét¢ conduite de 2011 a 2012 a Libreville (Gabon) ou la prévalence du paludisme était de 24.5 %.
Le polymorphisme du géne merozoite surface protein 1 (msp-1) a été étudié dans des isolats de patients présentant
un paludisme simple ou grave. Le sang a été recueilli sur du papier buvard. Aprés extraction de I’ADN, le géne
mspl a été analysé par PCR nichée. Les familles alléliques K1, Ro33 et Mad20 ont été détectées dans
respectivement 71 (63 %), 64 (57 %) et 38 (34 %) des 112 échantillons analysés. Au total, 17 alleles K1 et 11
alleles Mad20 ont été détectés. Aucune association entre une famille allélique donnée de msp-1 et I’dge n’a été
mise en évidence. La diversité allélique de la famille Mad20 augmente avec la sévérité de la maladie. Le nombre
d’alleles différents de K1 et Mad20 diminue avec 1’dge. La multiplicité des infections (MOI) était de 1 a 6 et la
complexité des infections (COI) de 1.8 (+ 1). La COI variait en fonction de 1’age, elle était de 1.9 (+ 1.1) dans
les isolats des adultes, de 1.8 (£ 1.1) dans ceux des enfants de 0—5 ans, tandis qu’elle avait tendance a étre plus
faible (1.6 = 0.8) dans ceux des enfants de 6—15 ans. La diversité génétique des souches de P falciparum
recueillies a Libreville est importante. Le nombre d’alleles spécifiques du géne msp-1 augmente avec la sévérité
clinique, suggérant une association entre la diversité et la sévérité du paludisme.

Introduction of Plasmodium (P) falciparum infection is variable, ranging
from asymptomatic to complicated malaria [27]. Parasite viru-

Malaria is the most significant of the parasitic diseases,  lence contributes directly to the clinical outcome and parasite
affecting 198 million people worldwide [39]. The outcome  diversity influences the speed at which strain-specific immu-
nity develops in the host population. In areas of perennial
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develops with age, exposure, and frequency of different
P falciparum infections. The consequence is a decrease of
severe malaria cases with increasing age [17, 35]. P, falciparum
infections often consist of genetically distinct populations, i.e.
clones of the same parasite species [26, 30]. Clone competition
may affect host morbidity and transmission, and influences
parasite virulence and drug resistance [24, 29]. However, it is
not well understood whether severe malaria is due to binding
to multiple receptors from a single population of parasites or
to several infecting clones binding to different specific recep-
tors [5, 16]. Recently, domain cassettes 8 and 13 encoded by
var genes that are associated with severe malaria were identi-
fied [18].

Between 2003 and 2011, an epidemiological transition of
malaria prevalence was observed in Gabon. A rebound of clin-
ical malaria prevalence in the main cities and a shift toward a
higher frequency of malaria infection and morbidity in older
children and adults who are thought to have acquired premuni-
tion, has also been observed [9, 22]. One explanation could be
exposure to particular genotypes as well as multiplicity of
infections (MOI) that have been described as different accord-
ing to transmission intensity and to the outcome of infection
[3, 29]. Comparative analysis of parasite genetic characteristics
in isolates collected from mild and severe malaria showed a
particular msp! block 2 allele B-K1 and a particular var gene
(var-D) in isolates from patients with severe P falciparum
malaria [5, 19]. Merozoite surface proteins (MSPs) are the
most commonly used markers of P falciparum genetic diver-
sity because of their high polymorphism. Some genotypes
are thought to be more or less virulent because of their pre-
dominance in severe malaria or asymptomatic cases [5, 34].
Amodu et al. found that the presence of variant alleles from
the K1 and Mad20 allelic families was associated with a lower
risk of developing malaria in asymptomatic patients [3]. Thus,
analysis of the msp! gene and its variants in infected individ-
uals with different clinical forms in Gabon could contribute to
knowledge of parasite virulence patterns associated with dis-
ease susceptibility based on age. Moreover, it will provide
updated data, since those on the frequency of multiplicity of
infections (MOI) and P falciparum genetic diversity using
msp 1 were obtained with samples collected more than 10 years
ago [16, 23, 38]. The aim of this study was to determine
whether the clinical manifestations of malaria are associated
with a particular allelic family mspl genotype in Gabon,
Central Africa.

Patients and methods

Study site and population

Data were collected during prospective cross-sectional sur-
veys conducted in 2011-2012 in Gabon, at the Centre Hospit-
alo-Universitaire de Libreville (CHL) and the Regional
Hospital of Melen (RHM), two sentinel sites for malaria sur-
veys selected by the Malaria National Control Program
(MNCP). The CHL is located in Libreville, the capital city,
and the RHM of Melen in a suburban area situated 11 km
north of Libreville. These study sites were previously described

elsewhere [9, 22]. In sentinel sites, screening of febrile patients
for malaria and monitoring of molecular markers for P, falcipa-
rum drug resistance are routinely performed. Therefore, data
collection was part of routine activities at the CHL and
RHM. The prevalence of clinical malaria among febrile
patients consulting at these two health centers was 24.1%
and 31.3% in 2011-2012, respectively [22]. Febrile P, falcipa-
rum-infected outpatients and inpatients were included after
their acceptance to participate in the study. Oral informed con-
sent was obtained to complete the demographic and medical
history sections of a case report form (CRF). Tympanic tem-
perature and clinical symptoms leading to the consultation
and/or hospitalization were recorded on the CRF.

Malaria diagnosis

Thick films were performed as previously described [22].
They were dried and stained with 20% Giemsa for 20 min.
Microscopic reading of 100 oil immersion fields was per-
formed and parasitemia was expressed as the number of para-
sites per microliter of blood. Smears were considered negative
when the examination of 100 oil immersion fields did not
reveal any parasite. Thin blood smears were used for species
identification.

DNA extraction and msp1 amplification

DNA was extracted from peripheral blood collected in
EDTA tubes using the QIAamp® kit (QITAGEN®) according
to the manufacturer’s instructions. The polymorphic region of
block 2 of mspl was amplified by nested PCR using the proto-
col described by Ntoumi et al. [28]. Briefly, for the first reac-
tion, primer pairs of the conserved sequence spanning the
mspl block 2 region were used: the product generated in this
reaction served as a template in the second reaction, performed
with a primer pair allowing allelic variant identification of the
K1, Mad20, and Ro33 msp! Block 2 families. Each genotype
was identified based on the size of the PCR products using 2%
agarose gel electrophoresis.

Definitions

According to the Newton and Krishna classification,
malaria patients were classified into three groups: (1) severe
malaria (SM) patients who strictly met the WHO 2000 criteria
for severe malaria; (2) moderate malaria (MM) patients who
did not have any clinical or biological features of SM accord-
ing to WHO classification, but required parenteral treatment
and hospitalization because of symptoms such as asthenia,
vomiting, convulsions; and (3) uncomplicated malaria (UM)
patients who were febrile outpatients without features of severe
or moderate disease and who were able to be treated with oral
medication [27].

Detection of a single PCR fragment was classified as
monoclonal infection and that of more than one fragment as
multiple infection. The frequency of single infection was the
number of patients with one parasite genotype over the total
infected population. The complexity of infection (COI) was
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Table 1. Patients characteristics.

Mild malaria Moderate malaria Severe malaria P
N 38 27 47
Mean age, months (£SD*) 149.9 (+113.3) 270.5 (£192.6) 39.5 (£29.6) <0.01
Male, n (%) 12 (32.1) 14 (51.9) 22 (46.8) >0.05
Median parasitemia (p/pL) 24,746 60,946 85,282 <0.01
" Standard deviation.
Table 2. Msp-1 allelic family distribution according to clinical status and age.
Malaria clinical forms Age groups
Mild malaria Moderate malaria Severe malaria p 0-5 years 5-15 years Adults p
(N =38) (N=27) (N=47) (N =55) (N =125) (N =32)

K1, n (%) 25 (66) 17 (63) 29 (62) 0.92 36 (65) 17 (68) 18 (56) 0.60
Ro33, n (%) 22 (58) 12 (44) 30 (64) 0.27 29 (53) 13 (52) 22 (69) 0.29
Mad20, n (%) 11 (29) 10 (37) 17 (36) 0.72 17 31) 8 (32) 13 (41) 0.63

defined as the average number of different genotypes per
infected patient.

Ethical considerations

The study objectives were clearly explained to the ward
staff. Patients were informed about the protocol and their oral
consent was required prior to data collection. Although this
was a non-invasive study, oral consent sought to obtain medical
history and to use demographic, clinical, and biological data.
Data were kept confidential.

The study was approved by the Ministry of Health. As a
reference laboratory for the MNCP, the Department of Parasi-
tology and Mycology has the health authority’s approval to
monitor the evolution of malaria morbidity throughout the
country through sentinel sites. Malaria diagnosis was free of
charge and infected patients were treated according to national
policy. For patients aged less than 18 years, individual oral
assent and oral consent of legal guardians were required prior
to inclusion.

Statistical analysis

Statview software version 5.0 (SAS Institute Inc) was used
for data analysis. Differences between groups were assessed
using chi-squared or Fisher’s exact tests for proportions,
Student’s #-test and analysis of variance (ANOVA) or the
Kruskal-Wallis test as appropriate for continuous variables.
A p-value less than 0.05 was considered significant.

Results

Overall, samples from 112 infected patients were analyzed.
Patients were classified by age as follows: 0—5 years (n = 55),
6-15 years (n = 25), and over 15 years (n = 32). One third of
patients had severe malaria (42%; n = 47/112). Based on clin-
ical status, the distribution of male patients was comparable

(Table 1). Median parasitemia was higher among patients with
severe malaria (p < 0.01) (Table 1). Adults were more
frequently in the group of patients with moderate malaria
(46%; n = 27/58) and all patients with severe malaria were
aged less than 6 years.

Frequency of the different msp1 allelic families
depending on clinical status and age

K1, Ro33, and Mad20 allelic families were detected in
63.4% (n="71/112), 57.1% (n = 64/112), and 33.9% (38/
112) of the isolates, respectively. Kl-type alleles were fre-
quently detected in isolates whatever the clinical status
(>60%) (p < 0.01) (Table 2). Ro33 variants were predominant
in isolates from patients with severe malaria (n = 30; 64%),
however no statistical difference was found (p = 0.27)
(Table 2). Likewise, age was not associated with distribution
of each allelic family (p > 0.1). The distribution of the
Mad20 allelic family was comparable based on clinical status
(p = 0.72) and age (p = 0.63) (Table 2).

K1 and Mad20 allelic diversity, clinical status
and age

In total, 17 different K1-type alleles were detected, with the
K1-220 allele being found most frequently (24%; n = 16/71)
(Fig. 1). Among the Mad20-type alleles (» = 11), the main
alleles were Mad20-190 (24%; n = 9/38) and Mad20-210
(24%; n =9/38). Two Ro33 alleles were detected, one of
210 bp was found in one isolate, while 63 other isolates carried
the Ro33-130 allele (Fig. 1).

Among the different K1 alleles detected, more than 70%
were found in isolates from patients with severe (n = 12/17)
and mild malaria (n = 12/17) (Fig. 2). The K1-200 allele pre-
dominated in isolates from patients with mild malaria (82%;
n = 9/11), the K1-220 allele in those from patients with mod-
erate or severe malaria, and none of the severe malaria patients
were infected by K1-190 (Fig. 2). Four alleles (K1-250,
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Figure 2. K1 allele distribution according to malaria clinical forms.

K1-270, K1-280, and K1-300) were specifically found in iso-
lates from patients with mild malaria, while K1-240 was
mainly detected in severe malaria patients (z = 5/8) and mild
malaria patients (n = 2/8).

Mad20 allelic diversity increased with the severity of
malaria: 45.4% (n = 5/11) and 91% (n = 10/11) of the differ-
ent alleles were found in isolates from patients with mild
malaria and severe malaria, respectively. All Mad20 variants
(45.4%; n = 5/11) found in isolates from patients with mild
malaria were also detected in those from patients with moder-
ate malaria. The frequencies of Mad20-200 and Mad20-190
alleles increased with disease severity while lower frequency
of the Mad20-210 genotype was found in isolates from patients
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Figure 3. Mad20 allele distribution according to malaria clinical
forms.

with severe and moderate malaria compared to those with mild
malaria (Fig. 3).

The number of K1 and Mad20 alleles decreased as a func-
tion of age; 88.2% (n = 15/17) and 53% (n = 9/17) of K1
alleles were detected in isolates from patients aged 05 years
and adults, respectively (Figs. 4 and 5). K1-170 (83.3%;
n = 5/6) and K1-240 (87.5%; n = 7/8) alleles were frequently
found in the youngest patient isolates; five of them had severe
malaria. These alleles were not detected among adults. K1-190
was mostly found in patients older than 5 years (n = 5/6), and
K1-200 in isolates from adults (82%; n =9/11) (Fig. 4).
All Mad20 alleles (rn = 11) were detected in isolates from
the 0-5 year children group and only in four from adults
(Fig. 5). Mad20-110, Mad20-140, Mad20-170, Mad20-180,
and Mad20-250 alleles were specifically identified in isolates
from patients aged less than 6 years (Fig. 5). The Mad20-190,
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Figure 4. K1 allele distribution according to age groups.
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Figure 5. Mad20 allele distribution according to age groups.

Mad20-250, and Mad20-210 alleles that were predominantly
identified in severe malaria patients were also found in infected
adults.

Half of the infections were monoclonal (50%; n = 56/112).
The monoclonal infection rates were comparable between
patients with mild (53%; »n =20/38), moderate (52%;
n = 14/27), and severe malaria (47%; n = 22/47). Based on
age, monoclonal infection proportions did not vary between
patients aged 0-5 years (53%; n = 29/55) and 6-15 years
(52%; n = 13/25). On the contrary, adults more frequently
carried polyclonal infections (56%; n = 18/32). However, the
distribution of simple and multiple infections was not statisti-
cally different according to the clinical presentation and age
(p > 0.05).

One to six clones were detected per isolate. The complexity
of infection (COI) was 1.82 + 1.04; it was comparable
between the three clinical groups (1.7, 1.9 and 1.8 in moderate,
severe, and mild malaria patients, respectively) (p > 0.05).
The COI of adult isolates (1.94 £ 1.08) was higher compared

to that for 615 year-old children (1.64 £ 0.76), although sta-
tistical analysis did not reach significance (p = 0.07). However,
the COI of'the children aged 0—5 years (1.84 + 1.13) was higher
than the COI of older children (p = 0.02).

Discussion

Analysis of the P falciparum genetic profile according to
the clinical severity of malaria may provide useful information
on specific parasite characteristics to design intervention strat-
egies targeting virulence factors [13]. It has been shown that
most alleles fluctuate significantly over the years and can differ
across endemic areas [14, 40]. The present study provides for
the first time, the genetic diversity of P falciparum isolates
from Libreville, where 40% of Gabon’s population lives.
Previous data were obtained more than 10 years ago in two
other cities, Lambaréné and Franceville [6, 12, 16].

Extensive genetic polymorphism within the mspl allelic
families (30 alleles identified) is observed in isolates from
Libreville. This is consistent with the diversity found in
Bakoumba near Franceville (25 alleles) in 1999, in Dielmo,
Senegal (33 alleles) in 1995, and in Mauritania (27 alleles)
in 2010 [1, 6, 15]. In contrast, only nine alleles were found
in Franceville in 1999 and a higher diversity (41 alleles) was
observed in Burkina Faso in 2009, even though these areas
display comparable malaria endemicity patterns [12, 36].
The study revealed the predominance of the K1 allelic family
as previously observed in Gabon, Benin, and Nigeria [12, 30,
32]. The Ro33 allelic family was more frequently detected
compared to Mad20, in contrast to data from Uganda and
Mauritania [1, 14].

Overall, 17 and 11 different alleles were found in the K1
and Mad20 families, respectively, whereas the Ro33 allelic
family was poorly polymorphic. The number of alleles is com-
parable to that found in isolates collected in Bakoumba (14
Kl-type alleles, 8 Mad20-type alleles, and 3 Ro33-type
alleles), but higher than that found in isolates from Franceville,
located 110 km from Bakoumba, where six different K1-type,
two Ro33-type, and one Mad20-type alleles were detected [6,
12]. This high diversity could partly contribute to the change of
malaria prevalence observed in Libreville. In fact, after the
decrease of malaria morbidity which followed the implementa-
tion of intermittent preventive treatment during pregnancy,
insecticide-treated bed nets and artemisinin-based combination
therapies in Gabon, a rebound of malaria cases was observed,
mainly among older children and adults who are thought to
have acquired premunition. The most frequently encountered
clinical forms are mild and moderate malaria in these popula-
tions [8, 9, 22].

The existence of new circulating parasite strains specific to
different clinical outcomes should thus be investigated.
Although previous data that would allow the comparison of
the level of genetic diversity in Libreville are lacking, frequent
genetic recombinations between the mspl gene could lead to
the appearance of novel alleles in high transmission areas such
as Libreville [37]. Thus, older children and adults may be
infected by new parasite strains against which they do not have
protective immunity.
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A high frequency of Ro33 alleles was reported to be asso-
ciated with the less severe disease presentation: asymptomatic
and mild malaria [2, 16]. In Nigeria, the absence of both the
K1 and Mad20 allelic families was a risk factor for developing
clinical manifestations among asymptomatic subjects.
In Tanzania, the presence of the Mad20 allelic family was
associated with fever [3, 21]. In our study, the distribution of
the K1, Ro33, and Mad20 allelic families was not related to
any clinical form. Moreover, Ro33 alleles predominated
among patients with severe malaria, although K1 and Mad20
allelic diversity was the highest in isolates collected from
patients with severe malaria. Some alleles were predominant
in moderate and severe malaria groups. Indeed, frequencies
of K1-220, K1-180, K1-170, Mad20-200, and Mad20-190
increased with disease severity; they were also detected less
in isolates from mild malaria patients in which K1-240,
K1-200, and Mad20-210 predominated. This genetic pattern
suggests an association between malaria severity and some par-
asites with specific “virulence”. Ariey et al. also showed the
overexpression of specific mspl and var gene alleles among
patients with severe malaria [5]. Moreover, the K1-250 allele
was specific to the isolates from patients with mild malaria
and the Mad20-250 allele was specific to the severe malaria
group. In a study performed in Uganda, no association was
found between a particular msp! genotype and disease severity
[14]. The use of other markers such as microsatellites high-
lighted greater genetic diversity in isolates from patients with
severe malaria, some alleles (2-3) predominated at particular
loci and were specifically related to the clinical outcome [7].
Some specific parasite strains could have been missed because
of results underpowered by the small number of analyzed iso-
lates in the present study. It is also known that simultaneous
analysis of multiple loci would provide more indications on
the parasite genetic diversity. Nevertheless, it was shown that
the study of allelic diversity using one mspl locus is able to
provide important and interesting information, particularly
according to age and clinical status, as presented here [19,
29, 37]. Furthermore, parasite specific antibodies against the
block 2 of msp1 are associated with malaria acquired immunity
[11]. Antibody acquisition against different parasite strains is
necessary to protect against progression from an asymptomatic
infection to clinical disease [12, 29]. This acquired immunity is
associated with control of parasite density. It is generally
accepted that immunity to malaria develops with age after
exposure to different P falciparum infections. The ability to
clear the parasite is associated with the development of antima-
larial immunity directed against several genetically different
P, falciparum strains [10]. If an allelic family is predominantly
found in one infected population, one can assume that subjects
will develop immunity against these alleles and the presence of
less frequent genotypes will more easily induce symptoms.
Allelic diversity decreased with age of the patients. Different
K1 and Mad20 alleles were mainly detected among the youn-
gest patients, while almost half of the alleles or less could be
detected among adults. The KI1-180, Mad20-180, and
Mad20-250 alleles were solely found among the youngest
children (0-5 year group). None of these detected alleles was
specifically found in the group of patients with moderate
malaria and those aged 6-15 years.

Some alleles, Mad20-210, Mad20-200, Mad20-190,
Mad20-160, and K1-200, were identified in adults with uncom-
plicated malaria while they predominated in isolates from chil-
dren with severe malaria symptoms. Thus, the low level of
premunition in young children may impede their capacity to
control the infection by these strains. The same suggestion
can be proposed for the K1-240 alleles which are not found
among adults and caused severe malaria in the majority of chil-
dren under 6 years of age.

The mean number of mspl genotypes per individual was
1.8, as found previously in Franceville, Bakoumba, and Congo
Brazzaville, but it was lower than the COI calculated in other
endemic areas such as in Benin and Burkina Faso [6, 12, 23,
30, 36]. The complexity of infections was similar in isolates
from patients based on the clinical status in contrast to data
reported by others [7, 14]. Adults generally carried a higher
number of clones (COI 1.94) compared to the youngest chil-
dren (COI varied between 1.64 and 1.84). In highly endemic
areas, individuals developed premonition with age and, through
perennial exposure to mosquito bites, they maintain their
immunity. The number of clones co-infecting a single host
can be used as an indicator of the level of malaria transmission
or the level of host acquired immunity that is related to the
endemicity [4, 33]. Indeed, the mean number of parasite clones
per host was shown to increase with the level of malaria trans-
mission or endemicity; the high polymorphism of P, falciparum
circulating isolates is in favor of increased malaria transmis-
sion in the city as superinfections with multiple parasite geno-
types were frequent, together with within-host competition in
circulating parasites from high endemic settings [4, 24].

The proportions of patients carrying multiple infections are
comparable according to age, suggesting that aside from a lack
of or reduced premunition, other factors may contribute to the
increased susceptibility to malaria in individuals of all ages liv-
ing in Gabon. It was recently reported in Benin and Nigeria
that MOI was not influenced by age [30, 31]. Host factors, such
as gender, antimalarial drug use, and co-infection with intesti-
nal and blood parasites, influence the clinical outcome [7, 20].
Variations in rainfall abundance and seasonality also influence
parasite genetic factors [24]. During P falciparum infection
with several genotypes, there is selection for effective transmis-
sion of sexual gametocyte stages to mosquitoes, probably as a
result of the presence of specific alleles which mediate the sur-
vival of the parasite inside the mosquito, thus increasing the
probability of infected mosquito vector abundance and the suc-
cessful parasite transmission to humans through a high number
of infectious bites [20, 24, 25]. Studies analyzing the relation-
ship between entomological inoculation rates, the multiplicity
of infection, and genetic diversity of circulating parasites in
areas with different levels of endemicity, should be performed.

A direct relationship between disease severity and the fre-
quency of specific alleles detected was not found, probably due
to the small number of patients within each group. The use of
nested PCR instead of microsatellites or sequencing would
have underestimated genetic diversity. Indeed, it is known that
daily changes in parasite genotypic patterns occur due to par-
asite sequestration. Alleles of identical size with point muta-
tions as well as those from additional genotypes that are
present beside the predominant ones at low density and low
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frequency at the time of blood sampling, would not have been
detected by nested PCR or well identified after agarose gel
electrophoresis. However, useful and accurate data are here
provided.

Conclusion

Based on mspl gene genotyping, high parasite genetic
diversity is observed in P falciparum strains circulating in
Libreville. An increasing number of K1 and Mad20 alleles
with increasing age and disease severity was observed. More-
over, specific alleles were found among the youngest patients
and the adults. Indeed, some K1 and Mad20 alleles tend to
be related to disease severity among children and to uncompli-
cated malaria among adults.

Conflict of interest

None.

Acknowledgements. The authors are grateful to the patients and
medical staff of the Emergency Unit of the CHL and RHM, and
to the technical staff of the Department of Parasitology.

References

1. Ahmedou Salem MS, Ndiaye M, OuldAbdallahi M, Lekweiry
KM, Bogreau H, Konaté L, Faye B, Gaye O, Faye O, Mohamed
Salem O, Boukhary AO. 2014. Polymorphism of the merozoite
surface protein-1 block 2 region in Plasmodium falciparum
isolates from Mauritania. Malaria Journal, 13, 26.

2. Al-Yaman F, Genton B, Reeder JC, Anders RF, Smith T, Alpers
MP. 1997. Reduced risk of clinical malaria in children infected
with multiple clones of Plasmodium falciparum in a highly
endemic area: a prospective community study. Transactions of
the Royal Society of Tropical Medicine and Hygiene, 91(5),
602—-605.

3. Amodu OK, Adeyemo AA, Ayoola OO, Gbadegesin RA,
Orimadegun AE, Akinsola AK, Olumese PE, Omotade OO.
2005. Genetic diversity of the msp-1 locus and symptomatic
malaria in south-west Nigeria. Acta Tropica, 95, 226-232.

4. Anderson TJ, Haubold B, Williams JT, Estrada-Franco JG,
Richardson L, Mollinedo R, Bockarie M, Mokili I,
Mharakurwa S, French N, Whitworth J, Velez ID, Brockman
AH, Nosten F, Ferreira MU, Day KP. 2000. Microsatellite
markers reveal a spectrum of population structures in the
malaria parasite Plasmodium falciparum. Molecular Biology
and Evolution, 17(10), 1467-1482.

5. Ariey F, Hommel D, Le Scanf C, Duchemin JB, Peneau C,
Hulin A, Sarthou JL, Reynes JM, Fandeur T, Mercereau-
Puijalon O. 2001. Association of severe malaria with a specific
Plasmodium falciparum genotype in French Guiana. Journal of
Infectious Diseases, 184(2), 237-241.

6. Aubouy A, Migot-Nabias F, Deloron P. 2003. Polymorphism in
two merozoite surface proteins of Plasmodium falciparum
isolates from Gabon. Malaria Journal, 2, 12.

7. Bob NS, Diop BM, Renaud F, Marrama L, Durand P, Tall A, Ka B,
Ekala MT, Bouchier C, Mercereau- Puijalon O, Jambou R. 2010.
Parasite polymorphism and severe malaria in Dakar (Senegal): a
West African urban area. PLos One, 5(3), 9817.

8. Bouyou-Akotet MK, Mawili-Mboumba DP, Kendjo E, Eyang
Ekouma A, Abdou Raouf O, AlloghoE Engohang, Kombila M.
2012. Complicated malaria and other severe febrile illness in a
pediatric ward in Libreville, Gabon. BMC Infectious Diseases,
12, 216.

9. Bouyou-Akotet MK, Offouga CL, Mawili-Mboumba DP,
Essola L, Madoungou B, Kombila M. 2014. Falciparum
malaria as an emerging cause of Fever in adults living in
Gabon, Central Africa. Biomed Research International, 2014,
351281.

10. Bull PC, Marsh K. 2002. The role of antibodies to Plasmodium
falciparum-infected-erythrocyte surface antigens in naturally
acquired immunity to malaria. Trends in Microbiology, 10(2),
55-58.

11. Conway DJ, Cavanagh DR, Tanabe K, Roper C, Mikes ZS,
Sakihama N, Bojang KA, Oduola AM, Kremsner PG, Arnot
DE, Greenwood BM, McBride JS. 2000. A principal target of
human immunity to malaria identified by molecular population
genetic and immunological analyses. Nature Medicine, 6(6),
689-692.

12. Ekala MT, Jouin H, Lekoulou E, Issifou S, Mercereau-Puijalon O,
Ntoumi E 2002. Plasmodium falciparum merozoite surface
protein 1 (MSP1): genotyping and humoral responses to allele-
specific variants. Acta Tropica, 81(1), 33-46.

13. Flick C, Smith T, Beck H-P, Irion A, Betuela I, Alpers MP,
Anders R, Saul A, Genton B, Felger 1. 2004. Strain-specific
humoral response to a polymorphic malaria vaccine. Infection
and Immunity, 72(11), 6300-6305.

14. Kiwuwa MS, Ribacke U, Moll K, Byarugaba J, Lundblom K,
Farnert A, Fred K, Wahlgren M. 2013. Genetic diversity of
Plasmodium falciparum infections in mild and severe malaria
of children from Kampala, Uganda. Parasitology Research,
112, 1691-1700.

15. Konaté L, Zwetyenga J, Rogier C, Bischoff E, Fontenille D, Tall A,
Spiegel A, Trape JE, Mercereau-Puijalon O. 1999. Variation of
Plasmodium falciparum msp1 block 2 and msp?2 allele prevalence
and of infection complexity in two neighbouring Senegalese
villages with different transmission conditions. Transactions of
the Royal Society of the Tropical Medicine and Hygiene, 93(1),
21-28.

16. KunJE Schmidt-Ott RJ, Lehman LG, Lell B, Luckner D, Greve B,
Matousek P, Kremsner PG. 1998. Merozoite surface antigen 1
and 2 genotypes and rosetting of Plasmodium falciparum in severe
and mild malaria in Lambaréné, Gabon. Transactions of the
Royal Society of the Tropical Medicine and Hygiene, 92(1),
110-114.

17. Langhorne J, Ndungu FM, Sponaas AM, Marsh K. 2014.
Immunity to malaria: more questions than answers. Nature
Immunology, 9(7), 725-732.

18. Lavstsen T, Turner L, Saguti F, Magistrado P, Rask TS,
Jespersen JS, Wang CW, Berger SS, Baraka V, Marquard AM,
Seguin-Orlando A, Willerslev E, Gilbert MT, Lusingu J,
Theander TG. 2012. Plasmodium falciparum erythrocyte
membrane protein 1 domain cassettes 8 and 13 are associated
with severe malaria in children. Proceedings of the National
Academy of Sciences of the United States of America, 109(26),
E1791-E1800.

19. Legrand E, Volney B, Lavergne A, Tournegros C, Florent L,
Accrombessi D, Guillotte M, Mercereau-Puijalon O, Esterre P.
2005. Molecular analysis of two local falciparum malaria
outbreaks on the French Guiana coast confirms the mspl B-K1/
varD genotype association with severe malaria. Malaria
Journal, 4, 26.



20.

21.

22.

23.

24.

25.

26.

217.

28.

29.

30.

M.K. Bouyou-Akotet et al.: Parasite 2015, 22, 12

Mackinnon MJ, Read AF 2004. Virulence in malaria: an
evolutionary viewpoint. Philosophical transactions of the Royal
Society of London. Series B, Biological sciences, 359, 965-986.
Magesa SM, Mdira KY, Babiker HA, Alifrangis M, Farnert A,
Simonsen PE, Bygbjerg IC, Walliker D, Jakobsen PH. 2002.
Diversity of Plasmodium falciparum clones infecting children
living in a holoendemic area in north-eastern Tanzania. Acta
Tropica, 84, 83-92.

Mawili-Mboumba DP, Bouyou-Akotet MK, Kendjo E, Nzamba J,
Medang MO, Mbina JR, Kombila M, MCORU team. 2013.
Increase in malaria prevalence and age of at risk population in
different areas of Gabon. Malaria Journal, 12, 3.

Mayengue PI, Luty AJ, Rogier C, Baragatti M, Kremsner PG,
Ntoumi F. 2009. The multiplicity of Plasmodium falciparum
infections is associated with acquired immunity to asexual
blood stage antigens. Microbes and Infection, 11(1), 108-114.
Mobegi VA, Loua KM, Ahouidi AD, Satoguina J, Nwakanma
DC, Amambua-Ngwa A, Conway DJ. 2012. Population genetic
structure of Plasmodium falciparum across a region of diverse
endemicity in West Africa. Malaria Journal, 11, 23.
Molina-Cruz A, Garver LS, Alabaster A, Bangiolo L, Haile A,
Winikor J, Ortega C, van Schaijk BC, Sauerwein RW, Taylor-
Salmon E, Barillas-Mury C. 2013. The human malaria parasite
Pfs47 gene mediates evasion of the mosquito immune system.
Science, 340(6135), 984-987.

Mwingira F, Nkwengulila G, Schoepflin S, Sumari D, Beck HP,
Snounou G, Felger I, Olliaro P, Mugittu K. 2011. Plasmodium
falciparum msp 1, msp2 and glurp allele frequency and diversity
in sub-Saharan Africa. Malaria Journal, 10, 79.

Newton CR, Krishna S. 1998. Severe falciparum malaria in
children: current understanding of pathophysiology and sup-
portive treatment. Pharmacology & Therapeutics, 79(1), 1-53.
Ntoumi F, Rogier C, Dieye A, Trape JF, Millet P, Mercereau-
Puijalon O. 1997. Imbalanced distribution of Plasmodium
falciparum MSP-1 genotypes related to sickle-cell trait.
Molecular Medicine, 3(9), 581-592.

Ofosu-Okyere A, Mackinnon MJ, Sowa MP, Koram KA,
Nkrumah F, Osei YD, Hill WG, Wilson MD, Arnot DE.
2001. Novel Plasmodium falciparum clones and rising clone
multiplicities are associated with the increase in malaria
morbidity in Ghanaian children during the transition into the
high transmission season. Parasitology, 123, 113-123.
Ogouyémi-Hounto A, Kinde Gazard D, Ndam N, Topanou E,
Garba O, Elegbe P, Hountohotegbe T, Massougbodji A. 2013.
Genetic polymorphism of merozoite surface protein-1 and
merozoite surface protein-2 in Plasmodium falciparum isolates
from children in South of Benin. Parasite, 20, 37.

31.

32.

33.

34.

35.

36.

37.

38.

39.

40.

Ojurongbe O, Fagbenro-Beyioku AF, Adeyeba OA, Kun JF.
2011. Allelic diversity of merozoite surface protein 2 gene of
P falciparum among children in Osogbo, Nigeria. West Indian
Medical Journal, 60(1), 19-23.

Olasehinde GI, Yah CS, Singh R, Ojuronbge OO, Ajayi AA,
Valecha N, Abolaji AO, Adeyeba AO. 2012. Genetic diversity
of Plasmodium falciparum field isolates from south western
Nigeria. African Health Sciences, 12(3), 355-361.

Raj DK, Das BR, Dash AP, Supakar PC. 2004. Genetic
diversity in the merozoite surface protein 1 gene of
Plasmodium falciparum in different malaria-endemic localities.
American Journal of Tropical Medicine and Hygiene, 71(3),
285-289.

Rout R, Mohapatra BN, Kar SK, Ranjit M. 2009. Genetic
complexity and transmissibility of Plasmodium falciparum
parasites causing severe malaria in central-east coast India.
Tropical Biomedicine, 26(2), 165-172.

Snow RW, Omumbo JA, Lowe B, Molyneux CS, Obiero JO,
Palmer A, Weber MW, Pinder M, Nahlen B, Obonyo C,
Newbold C, Gupta S, Marsh K. 1997. Relation between severe
malaria morbidity in children and level of Plasmodium
falciparum transmission in Africa. Lancet, 349(9066),
1650-1654.

Soulama I, Nébié I, Ouédraogo A, Gansane A, Diarra A, Tiono
AB, Bougouma EC, Konaté AT, Kabré GB, Taylor WR, Sirima
SB. 2009. Plasmodium falciparum genotypes diversity in
symptomatic malaria of children living in an urban and a rural
setting in Burkina Faso. Malaria Journal, 8, 135.

Tanabe K, Sakihama N, Rooth I, Bjorkman A, Férnert A. 2007.
High frequency of recombination-driven allelic diversity and
temporal variation of Plasmodium falciparum mspl in Tanza-
nia. American Journal of Tropical Medicine and Hygiene,
76(6), 1037-1045.

Touré FS, Mezui-Me-Ndong J, Ouwe-Missi-Oukem-Boyer O,
Ollomo B, Mazier D, Bisser S. 2006. Submicroscopic Plasmo-
dium falciparum infections before and after sulfadoxine-
pyrimethamine and artesunate association treatment in Dienga,
Southeastern Gabon. Clinical Medicine & Research, 4(3),
175-179.

World Health Organization. World Malaria Report 2014. http://
www.who.int/malaria/publications/world_malaria_report_2014/
en/. Visited 9th December 2014.

Yuan L, Zhao H, Wu L, Li X, Parker D, Xu S, Zhao Y, Feng G,
Wang Y, Yan G, Fan Q, Yang Z, Cui L. 2013. Plasmodium
falciparum populations from northeastern Myanmar display
high levels of genetic diversity at multiple antigenic loci. Acta
Tropica, 125(1), 53-59.


http://www.who.int/malaria/publications/world_malaria_report_2014/en/
http://www.who.int/malaria/publications/world_malaria_report_2014/en/
http://www.who.int/malaria/publications/world_malaria_report_2014/en/

M.K. Bouyou-Akotet et al.: Parasite 2015, 22, 12 9

Cite this article as: Bouyou-Akotet MK, M’Bondoukwé NP & Mawili-Mboumba DP: Genetic polymorphism of merozoite surface protein-1
in Plasmodium falciparum isolates from patients with mild to severe malaria in Libreville, Gabon. Parasite, 2015, 22, 12.

PARAS”E An international open-access, peer-reviewed, online journal publishing high quality papers
on all aspects of human and animal parasitology

Reviews, articles and short notes may be submitted. Fields include, but are not limited to: general, medical and veterinary parasitology;
morphology, including ultrastructure; parasite systematics, including entomology, acarology, helminthology and protistology, and molecular
analyses; molecular biology and biochemistry; immunology of parasitic diseases; host-parasite relationships; ecology and life history of
parasites; epidemiology; therapeutics; new diagnostic tools.

All papers in Parasite are published in English. Manuscripts should have a broad interest and must not have been published or submitted
elsewhere. No limit is imposed on the length of manuscripts.

Parasite (open-access) continues Parasite (print and online editions, 1994-2012) and Annales de Parasitologie Humaine et Comparée
(1923-1993) and is the official journal of the Société Francaise de Parasitologie.

Editor-in-Chief: Submit your manuscript at
Jean-Lou Justine, Paris http://parasite.edmgr.com/



http://parasite.edmgr.com/

	Introduction
	Patients and methods
	Study site and population
	Malaria diagnosis
	DNA extraction and msp1 amplification
	Definitions
	Ethical considerations
	Statistical analysis

	Results
	Frequency of the different msp1 allelic families depending on clinical status and age
	K1 and Mad20 allelic diversity, clinical status �and age

	Discussion
	Conclusion
	Conflict of interest
	Acknowledgements
	References

