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ABSTRACT
Plasmodium falciparum malaria is one of the most important infectious diseases in the
world. Following invasion of the human red blood cell (RBC), the P. falciparum
parasite dramatically remodels its host cell by introducing a parasite-derived trafficking
machinery in RBC cytosol, interacting with the RBC cytoskeleton and expressing
adhesins on the RBC surface. All host cell modifications are mediated by a subset of
parasite-encoded proteins, which are exported beyond the confines of the parasite – a
feature that is fundamental to the malaria pathogenesis. Central to this thesis is the
Pf332 protein, the largest protein exported into the host cell cytosol. Although
identified more than two decades ago, the function of Pf332 still remains elusive.
Regardless, the location of Pf332 in close proximity to the RBC plasma membrane, its
potential surface expression, characteristic protein structure and immunogenic nature
make it an important antigen to study. We have revised the structure of the gene
encoding Pf332, and identified a previously unknown first exon encoding an RBCbinding Duffy binding-like (DBL)-domain homologous to DBL-domains present in a
family of invasion proteins. Studies on Pf332 have been hampered by the cross-reactive
nature of antibodies generated against the molecule due to its high content of glutamic
acid-rich repeats. In an attempt to evaluate the potential of the DBL-domain as a
specific marker for Pf332, we set out to analyze the tertiary structure of the domain and
the specificity of naturally acquired antibodies. Although the predicted structure of the
DBL-domain was similar to that of the homologous domains present in invasion
proteins, acquired antibodies were specific for Pf332. Thus, the DBL-domain can be
used as a specific Pf332 marker and we expect this to facilitate further investigations of
the antigen. Subunit vaccines based on recombinant proteins are often hampered by low
antigenicity, thus adjuvants are of major importance. We set out to study the
immunogenicity of a recombinant Pf332 DBL-domain in combination with adjuvants
compatible for human use, in rodents and rabbits. The domain was found to be
immunogenic and of the three adjuvants evaluated, Montanide ISA 720 appeared to be
the most suitable adjuvant, as it induced a more long-lasting Th2-biased antibody
response. Thus, the results support the use of Montanide ISA 720 for future
immunization studies of other malaria vaccine candidates. To investigate the
subcellular location and the solubility characteristic of Pf332, we employed a
biochemical approach in combination with immunofluorescence microscopy. We found
Pf332 to be a host cytoskeleton interacting protein that is synthesized as a peripheral
membrane protein and associates with the cytosolic side of Maurer’s clefts via proteinprotein interactions throughout trophozoite maturation and schizogony. Importantly,
our data show that Pf332 is not expressed on the surface of the host cell, but may have
important functions in host cytoskeleton remodeling at the end of the intraerythrocytic
developmental cycle. The gene encoding Pf332 is duplicated in the HB3 parasite,
having only slight sequence variation between the two gene copies. This enabled us to
develop a sensitive allelic discriminative assay, which can be used to study
transcriptional activity of duplicated genes in the P. falciparum genome. We employed
the assay to study the maternal malaria associated var gene var2csa, which is similarly
found duplicated in the HB3 parasite. Both var2csa paralogs were simultaneously
transcribed in a single cell, thus contradicting the mutually exclusive expression of var
genes in P. falciparum. In conclusion, by using Pf332 as a model protein for studying
malaria pathogenesis, we have not only obtained novel information regarding the
protein itself, but gained important knowledge and developed versatile techniques,
which can be used to study a wide array of other malaria antigens.
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1 INTRODUCTION
1.1

THE GLOBAL BURDEN OF MALARIA

Malaria is one of the most important infectious diseases worldwide. In 2010,
WHO estimated that 3.3 billion people (half the world’s population) are at risk of
contracting malaria in 106 countries (WHO, 2010). Every year this leads to 225 million
clinical cases of malaria and close to 800 000 deaths. The disease burden is greatest in
sub-Saharan Africa and the vast majority of the fatal cases occur in children under the
age of five (Figure 1).
It is obvious that the burden of malaria extends well beyond morbidity and
mortality, as the disease poses a major hindrance for economic development (Sachs and
Malaney, 2002). In Africa today, malaria is recognized as both a disease of poverty and
a cause of poverty (RBM, 2011). For low-income countries this has meant that the gap
in wealth between countries with and those without malaria become wider each year. A
number of direct and indirect costs can be attributed to the disease – for both families
and households, and national economies. Examples are doctor’s fees, antimalarial
drugs, spending by government on maintaining health facilities and vector control,
negative impact on trade, and productivity losses associated with malaria-attributed
illness or death. Malaria also hampers children’s schooling and cognitive development
through absence from school and permanent neurological damages (Sachs and
Malaney, 2002).
Although global control efforts have resulted in a reduction in the estimated
number of deaths from nearly 1 million in 2000 to 781 000 in 2009, there has been
evidence of an increase in malaria cases in some African countries (WHO, 2010). This
highlights the fragility of malaria control and the need to maintain control programs
even where the number of malaria cases is reducing.

Figure 1. Malaria distribution. Although eliminated in wealthier countries, malaria is still persistently
remaining in low-income countries. (Adopted from Malaria Atlas Project (MAP; www.map.ox.ac.uk)
and published with permission from MAP under a Creative Commons Attribution 3.0 License
(http://creativecommons.org/licenses/by-sa/3.0/)).
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1.2

THE ORIGIN OF MALARIA

Malaria is one of the most ancient diseases of man. The first descriptions of the
illness appear in the classical Chinese medical writing Nei Ching (2700 B.C.) and the
Egyptian medical text Ebers Papyrus (1550 B.C.) (Desowitz, 1991, Sherman, 2007).
Also the Greek physician Hippocrates recognized malaria, detailing the symptoms that
hallmark the disease in his writings. He noted an association between the disease and
people living close to marshes, and therefore considered the causative agent of malaria
to be the Miasma (harmful or poisonous atmosphere; from Greek Miasma meaning
“pollution”).
From its origin in tropical Africa, malaria spread all across the globe to become
one of the world’s most important diseases (Sherman, 2007). It was probably
introduced in Europe via the Nile Valley and the close contact between Europeans and
the people of Asia Minor (Sherman, 2007). Over the centuries malaria spread across
Europe and the disease was so prevalent in the marshlands of Roman Campagna that
the condition was called the “Roman fever”. The Romans believed that vapors and bad
smells emanating from stagnant swamp water caused the disease and the Miasma
theory is evident even today, as malaria literally means “bad air” (mal´aria) in Italian.
Although the Miasma theory is not accurate, it had some good consequences. It
prompted efforts to improve housing and drain swamplands, and as a side effect, it
reduced the reservoirs of stagnant water in which mosquitoes could breed. “Bad air”
was considered the cause of malaria until 1880. That year, military physician Alphonse
Laveran discovered crescent formed bodies (the sexual form of the malaria parasite)
while examining blood samples from Algerian soldiers in his microscope. Laveran
realized that he had found the cause of malaria: a small, living organism. It was,
however, left for British physician Ronald Ross to solve the problem of malaria
transmission. Ross had spent a great deal of time trying to find a definite link between
malaria and the mosquito, and in India 1897, he discovered the oocyst of a malaria
parasite in the gut wall of a female Anopheles mosquito.
In the 1900s, larvicides along with drainage were introduced to limit mosquitobreading sites in water. This was very successful in reducing malaria transmission in
some parts of the world. In 1939, work by the Swiss chemist Paul Hermann Müller lead
to the synthesis of the pesticide dichlorodiphenyltrichloroethane (DDT), and it was
introduced as part of a malaria eradication campaign. As such it was very successful
and DDT led to malaria elimination on many island areas. However, the use of DDT
had to be interrupted due to the emergence of DDT-resistant mosquitoes and the
negative environmental side effect of the pesticide. The work of Ronald Ross,
Alphonse Laveran and Paul Hermann Müller was recognized in 1902, 1907 and 1948,
respectively, when they were awarded the Nobel Prize in Physiology and Medicine for
their important discoveries.
1.3

APICOMPLEXAN PROTOZOA

Malaria is caused by the infection of a protozoan parasite belonging to the
phylum apicomplexa. This phylum comprises a wide spectrum of eukaryotic organisms
causing major human and veterinary diseases, of which some of the most important are
listed below.
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-

Plasmodium species (spp.) are the causative agents of malaria. There are over
100 Plasmodium spp. having vertebrates such as mammals, reptiles and birds as
hosts; however, out of these only five are infective to man. P. falciparum, P.
vivax, P. ovale, and P. malariae have for long been known to cause human
malaria. The fifth species, P. knowlesi, causes malaria in macaques but has
recently proven to also infect and cause disease in man and is therefore
considered to be an important zoonotic human pathogen.
- Toxoplasma gondii causes toxoplasmosis in rodent, felids and humans.
Congenital toxoplasmosis in humans can result in severe eye and brain damage
in the fetus.
- Theileria spp. cause east coast fever or tropical theileriosis in cattle and pose a
major constraint on the development of cattle industry and production.
- Babesia spp. cause babesiosis or red-water fever in cattle, horses, dogs and
occasionally humans.
- Eimeria spp. infect birds and are a major cause of morbidity in poultry.
- Cryptosporidum spp. mainly infect the intestines of mammals, usually resulting
in a self-limiting diarrhea. The effects of cryptosporidiosis can be fatal in
immunocompromised individuals.
Common to the apicomplexan, is their complex life cycles often involving
several species as hosts, with some, including Toxoplasma, Eimeria, and
Cryptosporidium, passing directly between vertebrate hosts. In contrast, the life cycle
of others, including Plasmodium, Babesia and Theileria involve an arthropod vector
that transmits the parasite to a vertebrate host during blood feeding. Regardless of
their host or mode of transmission, all apicomplexan parasites share features such as
the presence of a specialized apical complex (for which the group is named),
consisting of intricate structures that enable the parasite to penetrate the tissues of their
hosts.
1.3.1 Life cycle of Plasmodium species
The life cycle of the malaria parasite is highly complex, involving a number of
different asexual and sexual developmental stages in both the insect vector and the
vertebrate host (Figure 2).
In the human host- The malaria parasite is transmitted to the human host when an
infected female Anopheles mosquito takes a blood meal as a prelude to the reproductive
process. At the same time, 15-120 sporozoite forms of the parasite are injected along
with her saliva. Most sporozoites are injected into the dermal tissue and not directly
into the circulation (Medica and Sinnis, 2005, Sidjanski and Vanderberg, 1997). Real
time imaging using the P. berghei rodent model has revealed that sporozoites actively
glide through the dermis until they encounter a blood vessel and move into the
circulatory system, which will take them to the liver (Amino et al., 2006). Once in the
circulatory system, the sporozoites reach the liver within minutes. After traversing the
Kupffer cell lining of the liver sinusoids and the space of Disse, sporozoites migrate
through several hepatocytes before invading a final hepatocyte in which a
parasitophorous vacuole is formed (Frevert et al., 2005, Pradel and Frevert, 2001, Baer
et al., 2007b, Mota et al., 2001, Mota et al., 2002). Over 5-15 days (depending on
Plasmodium species), each sporozoite differentiates and divides into thousands of
merozoite forms of the parasite. These are then released from the hepatocyte in
merozoite-filled vesicles referred to as merosomes, which bud off from the parasitized
cell into the lumen of the liver sinusoids (Sturm et al., 2006, Baer et al., 2007a). In P.
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vivax and P. ovale infection, some sporozoites convert to dormant forms called
hypnozoites, which can cause relapses after weeks, months or even years. These resting
stages do not appear in P. falciparum, P. malariae or P. knowlesi.
Once released into the blood-stream, the merozoite quickly invades circulating
red blood cells (RBC) and thereby initiates the blood-stage or the intraerythrocytic
developmental cycle (IDC). Within the new host cell, the parasite undergoes a 24-72 h
(depending on Plasmodium species) maturation process from a ring-stage trophozoite
to a pigmented trophozoite before finally undergoing mitotic nuclear divisions into
daughter merozoites at the schizont stage. At this point, the parasitized RBC (pRBC)
ruptures and releases 8-16 daughter merozoites into the circulation to resume another
round of asexual reproduction. This leads to an exponential growth in parasitemia that
will continue until the parasite is controlled either by the host’s immune response or by
antimalarial medication.
A small subset of parasites develops into male or female sexual forms, termed
gametocytes. This dramatic developmental switch may be predetermined genetically or
reflect a response to some specific stimuli of host or parasitic origin (reviewed in (Day
et al., 1998a, Talman et al., 2004)). Previous work in P. falciparum has demonstrated
that all merozoites emerging from a single schizont either continue the asexual cycling
or develop into gametocytes (Bruce et al., 1990). Furthermore, gametocytes originating
from a single schizont become either all male or all female (Smith et al., 2000b,
Silvestrini et al., 2000). This indicates that trophozoites from the preceding asexual
generation are already committed to produce a progeny of parasites with the same
developmental fate. The sexual forms of P. falciparum can remain in the circulation for
a period of 10-15 days. The details of how gametocytes survive in the human body for
such a prolonged period of time is not completely understood, but it is believed in part
to be the result of immune evasion through sequestration (Rogers et al., 2000, Day et
al., 1998b, Smalley et al., 1981). When a feeding female Anopheles mosquito takes a
blood meal from an infected individual, both male and female gametocytes may be
ingested; hence the sexual forms of the parasite are responsible for parasite
transmission.

Figure 2. Life cycle of P. falciparum. (Adopted from Ménard, 2005 and published with permission from
Nature Publishing Group).
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In the mosquito vector- Ingested gametocytes rapidly mature into gametes within the
mosquito gut. The male microgametocyte divide into eight flagellated microgametes in
a process called exflagellation. The microgamete then break out of the RBC, become
motile and fertilize the female macrogamete, resulting in a zygote, which develops into
a motile and invasive ookinete that penetrates the mosquito gut wall. Upon reaching the
outside wall of the mosquito stomach, the ookinete encysts in bodies known as oocysts.
Yet again, the parasite undergoes an asexual expansion resulting in thousands of
sporozoites. Following rupture of the oocyst, sporozoites migrate to the salivary glands
where they become infective (Touray et al., 1992, Vanderberg, 1975). The mosquito
stage is now completed and the new sporozoites are ready to be injected into a new
human host at the next encounter.
1.4

DISEASE CHARACTERISTICS

Out of the five species of Plasmodium infective to man, P. falciparum is
responsible for most of the malaria associated morbidity and mortality. In contrast, P.
ovale and P. malariae generally give rise to a benign malaria. P. vivax has traditionally
been considered a benign infection; however, although less often fatal, it is now evident
that P. vivax constitute an important burden on public health (Anstey et al., 2009,
Poespoprodjo et al., 2009, Barcus et al., 2007, Tan et al., 2008). P. knowlesi has often
been misdiagnosed by microscopy as P. malariae (Cox-Singh et al., 2008, Singh et al.,
2004). Most P. knowlesi cases respond well to treatment and resolve without
complications; however, severe and fatal cases have been reported (Daneshvar et al.,
2009, Cox-Singh et al., 2008).
1.4.1 General clinical manifestations
The liver-stage of the parasite’s life cycle is clinically silent and all pathological
manifestations of malaria are associated with the asexual blood-stage or IDC.
Plasmodium infection can exhibit non-specific symptoms a few days before the
first febrile attack. These symptoms are usually described as flu-like, and include
headache, slight fever, weakness, diarrhea, nausea, muscular discomfort and malaise
and they tend to correlate with increasing numbers of parasites. These symptoms are
followed by febrile attacks known as the malarial paroxysm, which is most notable for
its periodicity; occurring every 24, 48 or 72 h (depending on the species of parasite;
Table 1). The regularity of the fever is due to the synchronous development of the
malaria parasite, where the onset of fever corresponds to the rupture of pRBC at the end
of the IDC. The fever is believed to the cause of released proinflammatory cytokines,
such as tumor necrosis factor (TNF) (Kern et al., 1989, Molyneux et al., 1991, Scuderi
et al., 1986), which are liberated as a response to RBC destruction and parasite-derived
pyrogens. The pattern of regular periodic fever, however, often does not occur until the
illness has continued for a week or more.
The malaria paroxysm has a sudden onset and usually begins with chills in which
the patient experiences vigorous shivering and a feeling of cold, despite having an
elevated temperature. This lasts for an hour and is often referred to as the “cold stage”.
Immediately following the cold stage, the patient typically feels an intense heat in
combination with headache, muscle pain and dizziness, which typically lasts for 2-6 h.
This is referred to as the “hot stage”. Vomiting and convulsions are common. Next a
period of profound sweating will ensue and the fever will start to decline. This stage is
commonly referred to as the “sweating stage”, and is typically followed by exhaustion
and weakness. Upon awakening, the patient generally feels well until the onset of the
next paroxysm. Another typical feature of malaria infection is splenomegaly, where the
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spleen enlarges in response to the infection. Also haemolytic anemia is often noted, and
it is assumed to be the result of hemolysis in combination with failure of the
erythropoesis to compensate for the RBC losses (Jakeman et al., 1999, Lamikanra et al.,
2007).
Parasite (disease)
P. falciparum (Malignant tertian
malaria/Semi-tertian malaria)
P. vivax (Tertian malaria)
P. ovale (Benign tertian malaria)
P. malariae (Benign quartan malaria)
P. knowlesi (Quotidian malaria)

IDC, hours
48 h
48 h
48 h
72 h
24 h

Typical fever pattern
Peaks every
2nd day /irregular
Peaks every 2nd day
Peaks every 2nd day
Peaks every 3rd day
Peaks every day/ irregular

Table 1. Disease characteristics exerted by different Plasmodium spp. The name of the fever
(quotidian; daily, tertian; three and quartan; four) refers to the number of days from the beginning of the
first fever attack to the end of the second. (IDC; intraerythrocytic developmental cycle).

1.4.2 Severe malaria
Complications and severe manifestations due to P. falciparum are numerous and
diverse. A patient may progress from relatively minor symptoms to having severe
disease within a few hours. This usually manifests itself with one of the following:
severe anemia, unrousable come (cerebral malaria), pulmonary edema or acute
respiratory distress syndrome (ARDS), multiple convulsions, renal failure, circulatory
collapse, abnormal bleeding, hypoglycemia, acidosis and hyperlactamia. Severe and
complicated malaria has a mortality rate of 15-30%, even with intensive care
management. If left untreated, severe malaria is almost always fatal. P. falciparum also
gives rise to pregnancy associated malaria (PAM), which is associated with both
maternal and infant complications.
1.4.2.1 Severe anemia
Severe anemia, defined as having a hemoglobin level lower than 5 g/dl or a
hematocrit beneath 15%, is the most common complication of severe malaria. It is seen
most frequently in areas of high malaria transmission and most commonly among
young children and pregnant women (Lamikanra et al., 2007). Severe anemia has been
suggested a consequence of destruction of both parasitized and unparasitized RBC, in
combination with erythropoetic suppression and bone marrow dyserythropoiesis (Clark
and Chaudhri, 1988, Jakeman et al., 1999, Lamikanra et al., 2007).
1.4.2.2 Acute respiratory distress syndrome
Pulmonary edema or ARDS is a severe complication of malaria with a high
mortality rate. It may develop at any time during the course of infection, either after
some days of treatment or when the patient’s general condition is improving and
parasitemia has fallen. Pregnant women with severe malaria are particularly prone to
develop ARDS (Taylor and White, 2002). Previously called “adult respiratory
distress syndrome”, the condition is now called “acute respiratory distress syndrome”
as it can occur also in children, although this is considered to be rare (Mohan et al.,
2008, Waller et al., 1995). Typical manifestations include abrupt onset of dyspnea,
cough and tightness in the chest, which may progress rapidly over a few hours to
cause life-threatening hypoxia. The pathogenesis of ARDS is not fully understood,
but ultrastructural studies from individuals with fatal malaria have revealed
sequestered pRBC in the capillaries, a marked interstitial edema of the alveolar septa,
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mononuclear cells in the capillary lumen and endothelial swelling that caused
narrowing of the capillary lumen (Duarte et al., 1985, MacPherson et al., 1985).
1.4.2.3 Cerebral malaria
Cerebral malaria (CM) is one of the most serious complications of P. falciparum
malaria and has a mortality rate of 15-20% (Mishra and Newton, 2009). The prognosis
of CM is particularly grave when presented in combination with other complications
such as severe metabolic acidosis, ARDS, renal failure or hypoglycemia. The WHO
definition of CM is unrousable coma in a patient where P. falciparum parasites have
been demonstrated, after other causes of encephalopathy have been excluded (WHO,
2000). In children with CM, coma usually has a sudden onset after one to three days of
fever, and often follows seizures. In adults, seizures are only occasionally observed and
coma tends to have a more gradual onset (Mishra and Newton, 2009). Earlier studies
have suggested that surviving patients fully recover from CM (Muntendam et al.,
1996), but over the years it has become evident that many children sustain significant
brain injury. Although some deficits (e.g., ataxia and cortical blindness) may improve
with time, many children demonstrate long-term neurological or cognitive deficits,
including memory disturbances, motor deficits, epilepsy, speech and language
difficulties, and disorders of concentration and attention (Ngoungou and Preux, 2008,
John et al., 2008, van Hensbroek et al., 1997). Indeed, CM has been associated with
long-term cognitive impairments in as many as one out of four surviving children (John
et al., 2008). In adults, neurological sequelae are less common (Mishra and Newton,
2009).
Parasite sequestration in the cerebral microvasculature is thought to be central to
the CM pathogenesis and the resulting pathophysiological changes in tissue around the
sequestered parasites (MacPherson et al., 1985, Pongponratn et al., 1991). The
obstruction of blood flow caused by sequestered parasites could lead to hypoxia,
reduction of metabolic exchange as well as release of proinflammatory mediators.
Cytokines and chemokines play a complex role in CM pathogenesis and can be either
protective or detrimental to the infected individual. Elevated levels of proinflammatory
cytokines TNFα and IFN have been extensively studied, and have for a long time been
implicated in the pathogenesis of CM both in humans and murine models (for review
see (Hunt and Grau, 2003)). Anti-inflammatory cytokines, such as IL-10, have instead
been proposed to have a protective role against CM (Hunt and Grau, 2003). Also nitric
oxide has been implicated in CM pathogenesis (Clark et al., 1992, Anstey et al., 1996).
1.4.2.4 Pregnancy associated malaria (PAM)
Despite pre-existing protective immunity (see Section 1.4.3), women once again
become susceptible to severe disease during pregnancy. Epidemiological data have
shown that the susceptibility to malaria declines with increasing parity (McGregor,
1984, Brabin, 1983), hence, primigravidae are particularly at risk. PAM can severely
affect the fetus and newborn and increases both maternal and infant mortality. PAM
often leads to premature deliveries, low birth weight babies, miscarriages and stillbirths
(Guyatt and Snow, 2004, Menendez et al., 2000, Fischer, 2003, Duffy and Fried, 2005).
Women residing in areas of unstable or low transmission suffer an increased risk of
severe syndromes like CM and respiratory distress, whereas women residing in areas of
stable or high transmission commonly suffer from severe anemia (Duffy and Fried,
2005).
The increased susceptibility to malaria during pregnancy is believed to be
dependent on the introduction of a new organ; the placenta, which presents a new niche
for the parasite to sequester in. PAM is characterized by an accumulation of pRBC in
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the intervillous space of the placenta (Walter et al., 1982, Moshi et al., 1995) where
they bind to chondroitin sulfate A (CSA) present on placental syncytiotrophoblast
cells (Fried and Duffy, 1996). Besides the damage caused by parasite sequestration
through obstruction of blood flow, histological observations have demonstrated that
malaria infected placentas are infiltrated by maternal monocytes and macrophages
(Ismail et al., 2000, Rogerson et al., 2003, Walter et al., 1982). There is also evidence
for increased levels of proinflammatory cytokines such as TNFα, IFNγ, and IL-2
(Rogerson et al., 2007).
1.4.3 Determinants of severe disease
The severity of disease depends on various factors, such as age, genetic
constitution, state of immunity and general health and nutritional status of the infected
individual. In general, severe anemia is more common among young children, whereas
CM more often occurs in older children and adults (Snow et al., 1997). Furthermore,
there are considerable differences in the manifestation of disease between areas with
different rates of malaria transmission. In areas of high transmission, severe malaria is
usually confined to children under the age of five, whereas in areas of lower
transmission severe malaria may occur at all ages (Snow et al., 1997, Snow et al., 1994,
Mbogo et al., 1993). The most plausible explanation for the observed pattern is the
natural acquisition of clinical immunity, which is acquired faster in areas of intense
malaria transmission as a consequence of more frequent exposure to the parasite.
Accordingly, in areas of high malaria transmission, older children and adults rarely
experience life-threatening complications. Clinical immunity can take years or even
decades of exposure to develop and most likely never develops into a sterile immunity
(Doolan et al., 2009).
1.4.4 Malaria vaccines
Few public health interventions have had such an impact on global health as
vaccinations. It has been used to tackle diseases such as smallpox, polio, rabies,
diphtheria, tetanus, yellow fever, measles, mumps, rubella and hepatitis B. While
antimalarial drugs, insecticide-treated bednets and indoor residual spraying are
currently being used to reduce the burden of malaria, the parasite is highly complex and
adaptable. A safe, efficient and affordable vaccine would therefore provide a muchneeded way of alleviating the toll of malaria in the world.
Vaccines can be classified into three general categories: modified live,
killed/inactivated, or subunit vaccines. Inoculations with irradiated sporozoites can lead
to protection against subsequent challenge (Nussenzweig et al., 1967, Hoffman et al.,
2002); however, the cost, manufacturing problems and logistic difficulties in delivering
such a vaccine to individuals in endemic areas are substantial. Subunit vaccines contain
only a portion of the pathogen and can be based on peptides, recombinant proteins or
nucleic acids. In general, subunit based vaccines are easier to produce, more cost
efficient and considerably safer than live or inactivated vaccines. Moreover, they can be
genetically or synthetically engineered to only include desired epitopes while at the
same time excluding epitopes that are inducing non-protective antibodies. Despite these
advantages, there are some major drawbacks associated with the development of
subunit vaccines. In general, these are poor immunogens when used alone and require
multiple doses and co-administrations of an adjuvant that can stimulate the immune
system (Wilson-Welder et al., 2009). The choice of an adjuvant depends on the desired
type of immune response in terms of humoral or cell-mediated immunity, as adjuvants
can bias the response to either Th1 (cell mediated immunity) or Th2 (humoral
immunity) type.
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Today, several malaria subunit vaccine candidates are in clinical trials (ArevaloHerrera et al., 2010, Anders et al., 2010, MVI, 2007). It is unlikely that any single
antigen will meet all the criteria for a perfect vaccine. Thus, an effective malaria
vaccine is likely to contain a combination of antigens from the same stage of the
parasite’s life cycle or from different stages. Furthermore, no single adjuvant will be
effective for all vaccine applications, hence there is extensive research conducted also
on the suitability of different adjuvants to be included in a malaria vaccine.
1.5

PARASITE INVASION

Blood-stage infection is initiated when the extracellular merozoite-stage parasite
invades the RBC. The whole process of merozoite invasion can be divided into five
main steps: (I) merozoite egress from the parasitized host cell, (II) initial attachment
(reversible binding of the merozoite to a new host cell), (III) reorientation of the
merozoite, (IV) formation of a junction (the irreversible commitment of the parasite
to invade) and (V) parasite entry.
Merozoite egress - To invade the host cell, the parasite must first initiate egress from
its host cell. Video microscopy have illustrated that merozoite egress is a rapid and
therefore tightly regulated process (Glushakova et al., 2005). Particularly two models
of egress are currently in discussion, the inside-out model, in which the
parasitophorous vacuole membrane (PVM) ruptures before the RBC plasma
membrane (RBC PM) (Wickham et al., 2003), and the outside-in model, in which the
RBC PM is degraded first (Salmon et al., 2001, Soni et al., 2005). Proteases
implicated in egress include the cytoskeleton-degrading cysteine protease falcipain-2
(Dua et al., 2001, Hanspal et al., 2002) and aspartic protease plasmepsin II (Le
Bonniec et al., 1999), as well as a family of PVM degrading SERA proteins (Miller et
al., 2002b, Hodder et al., 2003), which are regulated by serine protease PfSUB1 and
cysteine protease DPAP3 (Yeoh et al., 2008, Arastu-Kapur et al., 2008). Also kinases
are expected to play a role in merozoite egress and a plant like calcium-dependent
protein kinase, PfCDPK5, has been shown to be essential in the process (Dvorin et
al., 2010). Using high-speed video-microscopy and epifluorescence, a recent report
has revealed a rather surprising new mechanism of RBC rupture (Abkarian et al.,
2011). At the initial opening the RBC first curls back and then buckles, turning itself
inside-out after which it spontaneously vesiculates.
Initial attachment - The reversible initial contact between the merozoite and the
RBC may occur on any side of the extracellular parasite. The surface of the merozoite
is covered by a coat mainly consisting of glycosylphosphatidylinositol (GPI)
anchored membrane proteins and their associated partners (Sanders et al., 2005).
Currently there are nine known GPI-anchored proteins on the merozoite surface, of
which merozoite surface protein-1 (MSP1) is the most abundant antigen. MSP1 is
thought to mediate the initial contact to the host RBC and is today a major vaccine
candidate (Cowman and Crabb, 2006).
Reorientation and tight junction formation - After binding to the RBC, the
merozoite reorients itself such that the apical end is in contact with the RBC
membrane. Apical membrane protein-1 (AMA1), a protein that is highly conserved
throughout the phylum, is thought to be essential in establishing this interaction
(Triglia et al., 2000, Mitchell et al., 2004). Once reorientation has occurred, a tight
junction is formed and the rhoptry and micronemal proteins are discharged, indicating
the irreversible commitment of the merozoite to invasion. Two protein families, the
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Erythrocyte binding-like (EBL)-family (Adams et al., 2001, Adams et al., 1992,
Miller et al., 2002a) and P. falciparum reticulocyte binding protein homologs (PfRh)
(Rayner et al., 2001, Duraisingh et al., 2003b, Stubbs et al., 2005, Triglia et al., 2005)
are prime candidates in tight junction formation. Members of the EBL-family localize
to the micronemes, but are believed to be exported to the merozoite surface during
invasion (Adams et al., 1990, Sim et al., 1992). The EBLs will be discussed in more
detail below. The PfRhs were identified as homologs of rhoptry proteins in P. vivax
(Galinski et al., 1992) and P. yoelii (Preiser et al., 2002) and have been implicated in
determining the specificity of host cell invasion. The PfRh family consists of six
members in P. falciparum; PfRH1, PfRH2a, PfRH2b, PfRH3, PfRH4 and PfRH5
(Iyer et al., 2007, Gaur et al., 2004), where PfRh4 has been shown to bind
complement receptor 1 on the RBC (Tham et al., 2010). While the EBLs and PfRh
proteins are important in merozoite invasion, they are clearly not essential, as the
corresponding genes can be disrupted without an apparent effect on parasite growth
(Duraisingh et al., 2003a, Duraisingh et al., 2003b, Gilberger et al., 2003, Maier et al.,
2003, Stubbs et al., 2005, Triglia et al., 2005, Lopaticki et al., 2011). However, they
each mediate invasion through different receptors and thereby give rise to highly
redundant invasion pathways, which is believed to guarantee parasite invasion.
Parasite-entry - The subsequent movement into the RBC involves an active actinmyosin motor. This motor complex has been studied most extensively in T. gondii,
and the proteins involved appear to be highly conserved across the apicomplexa,
including Plasmodium spp. (Baum et al., 2006). The link between the merozoite and
the motor complex is not known; however, the trombospondin related apical protein
(TRAP) appears to provide the crucial link in sporozoites (Sultan et al., 1997).
Following invasion, P. falciparum resides within a membrane enclosed parasitophorous
vacuole (PV). The PV membrane (PVM) is formed from invaginations of the RBC PM
during invasion. Upon completion of parasite entry the PVM fuses and separates, hence
forming a biochemical and physical barrier between the host cell cytosol and the
parasite. The content of the dense granules are believed to be discharged only after the
parasite has completed its entry, and to be implicated in the modification of the host
cell (Torii et al., 1989, Culvenor et al., 1991). Babesia and Theilera quickly degrade
their PVM resulting in a free moving parasite within the host cell cytosol. In contrast,
Toxoplasma and Plasmodium remain enclosed within the PVM throughout parasite
maturation.
1.5.1 The Duffy binding-like (DBL)-domain of the EBLs
Species of Plasmodium differ in their requirements for RBC surface molecules in
host cell invasion. The Duffy blood group antigen (DARC) is obligatory for P. vivax
and RBCs lacking the antigen are refractory to parasitic infection. This Duffy null
phenotype, long known to be common among certain sub-Saharan African populations,
provides an explanation for the evident absence of P. vivax among these populations
(Langhi and Bordin, 2006). Interestingly, some cases of P. vivax infection have been
reported in Duffy-negative individuals in Kenya (Ryan et al., 2006), Brazil (Cavasini et
al., 2007) and Madagascar (Menard et al., 2010). The protein giving P. vivax such
specific requirements for invasion was identified in the late 1980s (Wertheimer and
Barnwell, 1989), and named Duffy binding protein (DBP). In a subsequent study, the
region responsible for Duffy/DARC-binding was identified in PvDBP and its homolog
in P. knowlesi, and the region was termed the Duffy binding-like (DBL)-domain
(Chitnis and Miller, 1994). P. falciparum exhibits no such dependence on Duffy blood
group antigen and parasites can utilize different receptors for invasion.
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DBL-domains can be found in two distinct protein families in Plasmodium that
together form a DBL-superfamily: (I) the EBL-family of invasion proteins (including
PvDBP and PkDBP), and (II) the PfEMP1 (var)-family of antigenic variable
sequestration proteins (discussed in more detail in Section 1.6.2). Common to all
members is the presence of one or more DBL-domains, homologous to the
Duffy/DARC-binding domain of PvDBP and PkDBP. In P. falciparum the EBL family
has expanded by duplication and diversification and a repertoire EBL paralogs are
present, including EBA-175, EBA-181 (JESEBL), EBA 140 (BAEBL), EBA-165
(PEBL) and EBL-1 (Adams et al., 2001). MAEBL is an additional EBL paralog;
however, a distinct cysteine-rich region with similarity to AMA1 replaces the DBLdomains in this protein. The expansion of EBLs in P. falciparum provides ligand
diversity and potential usages of different host receptors for the parasite. For example,
the receptors of EBA-175, EBL-1, and EBA-140 is glycophorin A (Orlandi et al.,
1992), glycophorin B (Mayer et al., 2009), and glycophorin C (Maier et al., 2003),
respectively. Of the six EBLs present in P. falciparum, EBA-175 appears to be of
most importance.
1.5.1.1 Gene structure of the EBLs
The ebl genes have a similar exon-intron structure with conserved splicing
boundaries, indicating a common evolutionary origin (Adams et al., 1992). The four
consensus exons encode: (I) an extracellular domain with a signal peptide (SP), a
conserved 5′ cysteine rich-region and a conserved 3′ cysteine-rich region (referred to as
c-cys); (II) a transmembrane domain (TM); (III) and (IV) a putative cytoplasmic
domain. A separate exon encoding the SP is always present in the maebl gene and is
commonly seen also in the dbp gene of P. vivax and P. knowlesi (Adams et al., 1992).
The 5′ cysteine rich-region functions as the RBC-binding domain (Chitnis and Miller,
1994, Sim et al., 1994), and in P. vivax and P. knowlesi it consists of a single DBLdomain (PvDBL and PkDBL, respectively), whereas the P. falciparum EBLs and the
homolog in P. reichenowi encode tandem copies of the DBL-domain (referred to as
F1 and F2) (Adams et al., 1992, Michon et al., 2002), (Figure 3).

Figure 3. Simplified gene structure of the EBLs. Exon I: encodes the extracellular domain (light
gray) including the SP (dark gray), DBL-domains (white, referred to as F1 and F2 in P. falciparum)
and c-cys domain (dotty), Exon II: encodes the TM (black), Exon III and IV: the C-terminal domain
(striped). In DBP, a separate exon encodes the signal peptide. Note that maebl have been excluded
from the illustration. (The presence of the three last exons has not been defined in EBL-1 (Adams et
al., 2001)).

1.5.1.2 Protein structure of the DBL-domains
The DBL-domains of the EBLs possess twelve cysteine residues that are
conserved in location for PvDBL, PkDBL and the tandem P. falciparum domains F1
and F2 (Adams et al., 1992). Out of these, ten align with cysteines in the var-DBLs
(Smith et al., 2000a). The F1-domain of EBA-175 has one extra cysteine residue and
the F2-domain two extra cysteine residues, of which none are seen in PvDBL and
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PkDBL. One of the extra cysteines found in F2 is completely conserved in all varDBLs and in all F2-domains of the EBL-DBLs (Michon et al., 2002, Smith et al.,
2000a), whereas the second extra cysteine is located in a region not shared with the
var-DBLs. Interestingly, all F1-domains of the EBL-DBLs appear more closely
related to the single DBL-domain of PvDBP and PkDBP than to the F2-domain
present in the same molecule (Adams et al., 1992, Michon et al., 2002). This has lead
to speculations about the F2-domain being the progenitor of the var genes (Michon et
al., 2002). Hence, the DBL-domains of PfEMP1 may have derived by duplication of
the F2-domain in an ancestral ebl gene followed by sequential diversification
(Michon et al., 2002, Smith et al., 2000a). The presence of several invariant cysteines
implies a conserved tertiary structure of the DBL-domains. In 2005, the tandem
F1/F2 of P. falciparum EBA-175 was crystallized (Tolia et al., 2005). The overall
structure resembled an elongated molecule, comprising mainly -helices as well as
two -hairpins. The F1/F2 crystallized as a dimer, in where the domains interacted
with each other in an antiparallel orientation resembling a handshake. Glycan binding
was shown to be scattered at the dimer interface, thus dimerization appear crucial for
receptor recognition. The following year, the structure of the monomeric DBLdomain of Pk DBP was solved (Singh et al., 2006). Interestingly, the DBL-domain
displayed a very similar overall structure consisting mainly of -helices connected by
loops. The disulfide bonding pattern of Pk DBL was found to be identical to that of
the F1/F2 domains of EBA-175, although F2 has an additional disulfide bridge.
Mapping the DARC binding sites, previously determined by domain deletion (Singh
et al., 2003) and site-directed mutagenesis (VanBuskirk et al., 2004, Hans et al.,
2005), illustrated that binding occurs on the opposite face of the molecule compared
to EBA-175 F1/F2. In 2008, the tertiary structure of the DBL3x domain of
VAR2CSA (a PfEMP1 variant implicated in PAM) was solved (Higgins, 2008, Singh
et al., 2008). Again the structure was highly similar to that of EBA-175 F1/F2 and
Pk DBL. The receptor binding region was observed on the face of the molecule
corresponding to the glycan binding region of EBA-175 F1/F2, but separated from
the DARC binding region of Pk DBL. Hence despite having poor sequence identity,
the crystallized DBL-domains display a similar overall structure, illustrating the
importance of the invariant cysteine residues in maintaining the DBL fold.
1.6

PLASMODIUM FALCIPARUM VIRULENCE

P. falciparum is by far the deadliest of the five species causing human malaria
and two special aspects contribute to this virulence. Firstly, P. falciparum achieves
much higher levels of parasitaemia than the other species due to high asexual
multiplication rates and the ability of the parasite to invade RBC of all ages. Secondly,
P. falciparum possesses the unique capacity to sequester in the deep vasculature and the
ability to evade the host immune system by expressing variant parasite-derived
adhesins on the RBC surface (Miller et al., 1994). The ability of the parasite to
sequester and evade host immunity will here be reviewed.
1.6.1 Sequestration
Crossing the spleen is the most stringent challenge on RBC deformability in the
human body as this is a site of RBC quality control. Senescent, rigid and parasitized
cells are routinely retained in the spleen before being permanently removed from the
blood circulation (Quinn and Wyler, 1979). In order to circumvent this event, the
parasite sequesters in the deep tissue. As a consequence, only RBCs parasitized with
young forms of the parasite are found in the peripheral circulation, whereas RBCs
containing the more mature and rigid form of the parasite accumulate in the deep
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vasculature. The sequestered mass of pRBC leads to microvascular obstruction,
metabolic disturbances, and release of damaging inflammatory mediators, which can
combine to cause severe disease and death of the human host. Two different events are
thought to bring about the accumulation of pRBC in the vascular microciruclation; (I)
the binding of pRBC to endothelial cells (cytoadhesion) and (II) the binding of pRBC
to unparasitized RBC (rosetting).
1.6.1.1 Cytoadhesion
P. falciparum pRBC are capable of adhering to vascular endothelium seen in
various organs such as brain, intestine, liver, lung, skin and the syncytiotrophoblast of
the placenta. Via the cytoadhesion mechanism, pRBCs are not only removed from the
peripheral circulation and thus prevented from splenic clearance, but also gain access to
a relatively hypoxic environment preferred by the parasite for proliferation and RBC
invasion. A number of endothelial receptors have been identified as targets for pRBC
including CD36, intercellular adhesion molecule-1 (ICAM-1), chondroitin-sulfate A
(CSA), thrombospondin (TSP), VCAM and E-selectin, PECAM-1/CD31, heparan
sulfate and P-selectin. Although several studies have attempted to correlate the
binding phenotype of pRBC with clinical outcome (Newbold et al., 1997, Ho et al.,
1991b, Rogerson et al., 1999), the importance of adhesion to specific endothelial
receptors in severe malaria has so far not been proven. CSA may be the exception, as
this receptor is intimately linked with PAM.
CD36 is a glycoprotein that is expressed on the endothelium of various organs
(not the brain), platelets, monocytes and dendritic cells, and it was one of the first
endothelial pRBC receptors described (Barnwell et al., 1989, Ockenhouse et al., 1989).
The molecule seems to be widely used by the parasite since the vast majority of clinical
P. falciparum isolates are capable of adhering to CD36 and the binding appears stable
under in vitro flow conditions (Cooke et al., 1994). However, CD36 binding is frequent
in parasite isolates both from patients with mild and severe malaria (Turner et al.,
1994), and there is subsequently no strong evidence for a specific role for CD36 in
severe disease (Heddini et al., 2001, Newbold et al., 1997, Rogerson et al., 1999).
ICAM-1 is a member of the immunoglobulin superfamily and is present on the
surface of endothelial cells and monocytes. It is a candidate for pRBC binding to brain
endothelial cells and fatal malaria has been associated with a widespread induction of
ICAM-1 and E-selectin on brain endothelial cells (Turner et al., 1994). Expression of
ICAM-1 is upregulated by proinflammatory cytokines TNFα, IL-1 and IFN (Berendt
et al., 1994, Dustin et al., 1986). Although capable of supporting pRBC binding under
static in vitro conditions, ICAM-1 cannot support pRBC binding under in vitro flow
conditions, thus ICAM-1 binding appears to be in need of synergism with additional
receptors (McCormick et al., 1997).
CSA is a sulfated glucosaminoglycan present on the syncytiotrophoblast in the
intervillous space of the placenta where it normally functions as an immobilizer for
cytokines, hormones and other molecules (Rogerson et al., 2007). CSA is the dominant
receptor involved in PAM, which is illustrated by the observation that placental parasite
isolates commonly bind CSA but not CD36, whereas non-placental isolates rarely bind
CSA (Beeson et al., 1999, Fried and Duffy, 1996, Maubert et al., 2000). Furthermore,
sera from multi-gravidae women are able to block CSA-binding (Maubert et al., 1999,
Fried et al., 1998). It is by now well established that the adhesion of pRBC to CSA
depends on a particular PfEMP1 variant called VAR2CSA (Salanti et al., 2004,
Salanti et al., 2003, Viebig et al., 2005) and that the decreasing risk of malaria with
subsequent pregnancies can be attributed to a parity-dependent acquisition of antibodies
towards placental VAR2CSA expressing parasites (Ricke et al., 2000, Staalsoe et al.,
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2004). Also hyaluronic acid has been demonstrated to serve as a receptor for pRBC in
the placenta (Beeson et al., 2000, Rasti et al., 2006) and non-immune immunoglobulins
(Igs) have been suggested to bridge pRBC to the syncytiotrophoblast cell-lining (Flick
et al., 2001, Rasti et al., 2006).
1.6.1.2 Rosetting
The discovery that P. falciparum pRBC can bind to unparasitized RBCs to form
rosette-like clumps, was first made in the late 1980s (Udomsangpetch et al., 1989b,
Handunnetti et al., 1989). The phenomenon was first observed in vitro but later
confirmed in ex vivo blood samples examined directly after sampling (Carlson et al.,
1990, Wahlgren et al., 1992, Wahlgren et al., 1990, Ho et al., 1991a, Hasler et al.,
1990). Defined as one mature trophozoite-stage pRBC binding two or more
unparasitized RBCs, rosettes first become apparent approximately 16-18 h post
invasion (p.i.), but persist throughout trophozoite maturation and schizogony until they
finally disappear upon rupture (Treutiger et al., 1998). The occurrence of rosettes in
small blood vessels in the brain and other vital organs is thought to contribute to
malaria pathogenesis by causing obstruction to blood flow leading to hypoxia and
tissue damage. In contrast to cytoadhesion, rosetting has repeatedly been associated
with severe disease (Carlson et al., 1990, Heddini et al., 2001, Rowe et al., 1995, Rowe
et al., 2002, Ringwald et al., 1993, Treutiger et al., 1992). A number of different RBC
surface receptors as well as serum factors have been identified to be involved in
rosetting.
Rosetting levels and the size of the rosette have been shown to vary with different
RBC blood groups, and a preference to either A, B or AB over O RBC have been
reported for both laboratory parasite strains and field isolates (Udomsangpetch et al.,
1993, Barragan et al., 2000b, Rowe et al., 1995). In particular blood group A has been
associated with severe malaria (Pathirana et al., 2005, Fry et al., 2008), whereas blood
group O seems to give some protection to severe disease and is overrepresented in
uncomplicated cases of malaria (Rowe et al., 2007, Loscertales et al., 2007).
Complement receptor 1 (CR1) is an immune regulatory molecule that is
expressed by all peripheral blood cells except platelets, natural killer cells and most T
lymphocytes. The importance of CR1 in rosetting was first demonstrated through the
use of blood from CR1 deficient donors, in which a number of rosetting laboratory
strains failed to form rosettes (Rowe et al., 1997). This finding was later confirmed by
the use of soluble CR1 and monoclonal anti-CR1 antibodies, which were both shown to
disrupt rosettes in laboratory strains and clinical isolates (Rowe et al., 2000). CR1
deficiency is highly frequent in populations in endemic region of Papua New Guinea
and has been linked with protection against severe disease (Cockburn et al., 2004).
Levels of CR1 on RBC have also been reported to influence the outcome of disease
(Stoute et al., 2003, Waitumbi et al., 2004, Waitumbi et al., 2000).
Heparan sulfate (HS) and other sulfated glycans have been shown to inhibit
rosette formation and to disrupt rosettes (Carlson et al., 1992, Barragan et al., 2000a).
Modified heparin, devoid of its anti-coagulant activity, is capable of efficiently
disrupting rosettes (Vogt et al., 2006).
Serum proteins are essential for the formation of rosettes both in laboratory
strains and field isolates (Treutiger et al., 1999, Rogerson et al., 2000, Somner et al.,
2000). Fibrinogen, von Willebrand’s factor and non-immune Igs have all been reported
to support rosette formation (Scholander et al., 1996, Clough et al., 1998, Treutiger et
al., 1999, Flick et al., 2001, Heddini et al., 2001). Binding of non-immune Igs has also
been reported as a common phenotype among field isolates from patients with severe
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malaria (Scholander et al., 1998, Heddini et al., 2001). Although the role of IgM seems
generally accepted, the role of IgG is more controversial.
1.6.2 Surface antigens of P. falciparum
1.6.2.1 PfEMP1
P. falciparum erythrocyte membrane protein 1 (PfEMP1) is the main surfaceadhesin responsible for rosetting and sequestration of pRBC in the deep vasculature,
and its surface expression coincides with the withdrawal of pRBC from the peripheral
circulation. Early on it became evident that PfEMP1 is a target of protective antibodies
and that acquired immunity develops in response to extended infections with pRBC
expressing different PfEMP1 variants (Marsh et al., 1986, Bull et al., 1998).
PfEMP1 are large multi-domain proteins (ranging between 200 and 350 kDa),
encoded by the hypervariable var gene family that undergoes antigenic variation and
thereby allows for the generation of various adhesive phenotypes (Su et al., 1995,
Baruch et al., 1995, David et al., 1983, Smith et al., 1995). The P. falciparum genome
contains approximately 60 var genes mainly located in the highly polymorphic
subtelomeric region but also in the central parts of the 14 chromosomes (Rubio et al.,
1996, Hernandez-Rivas et al., 1997, Gardner et al., 2002, Su et al., 1995). var genes are
between 6-14 kb and have a two-exon structure that is separated by a conserved intron.
The first exon encodes a hypervariable extracellular binding region, which comprise the
N-terminal segment (NTS), multiple adhesive domains of DBL-type or cysteine-rich
interdomain region (CIDR)-type sometimes interspersed with C2 interdomains. The
second exon encodes a more conserved acidic terminal segment (ATS), which also
harbors a C-terminal TM. Although all var genes maintain this basic architecture, there
is significant sequence variation when comparing PfEMP1 proteins among paralogs
and across parasite isolates, indicating that there is an enormous repertoire of PfEMP1
variants. Gene conversions and recombination events within the family is probably held
accountable for maintaining this high level of sequence diversity (Flick and Chen,
2004, Freitas-Junior et al., 2000)
The chromosomal location and transcriptional orientation of var genes have been
shown to correspond to similarities in the 5′ upstream open reading frame of the genes.
Based on this conservation, the 5′ promoter regions can be defined into four major
upstream (Ups) sequence groups, UpsA, UpsB, UpsC, and UpsE (Lavstsen et al.,
2003). The former UpsD is now grouped with UpsA (Kraemer et al., 2007).
Interestingly, rosetting parasites more frequently express var genes belonging to group
A, whilst both group A and B are more often transcribed in patients suffering from
severe malaria (Jensen et al., 2004, Kaestli et al., 2006, Normark et al., 2007, Bull et al.,
2005). Based on the Ups region and the domain architecture, yet another (although
similar) grouping is used, with three major (A, B, and C) and two intermediate (B/A
and B/C) groups. Two unique genes have been characterized in all sequenced isolates,
which do not fit into the classification above. The highly conserved var2csa gene is
flanked by a 5′ UpsE and have been linked to CSA binding and PAM. The conserved
varcommon (also known as var1csa) is flanked by a 5′ UpsA2 and is transcribed in
almost all clinical isolates but has an unusual transcription pattern (Kyes et al., 2003,
Lavstsen et al., 2003, Winter et al., 2003).
Finer mapping of the extracellular domains of PfEMP1 has enabled the
attribution of certain adhesive phenotypes to different domains. For example, DBL1
has been shown to bind CR1, blood group A and HS on both endothelial cells and
RBCs (Vogt et al., 2003, Barragan et al., 2000a, Barragan et al., 2000b, Rowe et al.,
1997), whereas CIDR1 has been shown to bind CD36 and IgM (Baruch et al., 1996,
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Chattopadhyay et al., 2004). VAR2CSA contains six DBL-domains of which at least
three (DBL2x, DBL3x, and DBL6ε) exhibit some affinity for CSA in vitro, whereas the
other three domains show limited or no binding (for review see (Dahlbäck et al.,
2010)).
1.6.2.2 Other surface antigens
In addition to PfEMP1, other proteins of parasite origin have been suggested to
be exposed on the pRBC surface. Surface iodination experiments have revealed a
trypsin sensitive variant family with two TMs named RIFINs, encoded by the repetitive
interspersed family (rif) genes (Kyes et al., 1999, Fernandez et al., 1999). The rif family
holds approximately 160 copies in the genome and they can be subdivided into two
sub-classes; group A and group B, primarily depending on a 25 nucleotide deletion in
group A (Gardner et al., 2002, Joannin et al., 2008). Whereas A-type RIFINs appear to
be exported into the host cell via Maurer’s clefts (MCs), B-type RIFINs are mostly
retained inside the parasite (Petter et al., 2007). The function of RIFINs remains
elusive, but the high gene copy numbers and clonal variations imply that they are
involved in immune evasion.
The RIFINs are structurally related to the subtelomeric variable open reading
frame (STEVOR) family. There are approximately 30-40 stevor genes per haploid
genome, and they are located to a large extent adjacent to the rif genes in the
subtelomeric regions of the chromosomes (Gardner et al., 2002). Stevor and rifin show
a very similar two-exon gene structure, where the short exon I encodes a signal peptide
and the larger exon II codes for a polypeptide possessing two predicted TMs flanking a
hypervariable region. Recently, STEVORs were demonstrated to be clonally variant on
the surface of schizont-stage pRBC, indicating that they play a role in creating
antigenic diversity of schizont-stage parasites (Niang et al., 2009). STEVORs have also
been detected on the apical end of the merozoite (Khattab et al., 2008, Khattab and
Meri, 2011).
The surface associated interspaced gene (SURFIN) family of proteins was
identified by mass spectrometric analysis of peptides cleaved off the surface of live
pRBC with trypsin (Winter et al., 2005). They are encoded by a family of ten surf
genes, including three predicted pseudogenes, located within or close to the
subtelomeres of five of the 14 chromosomes. SURFINs have been associated with
merozoites, MCs, and the pRBC surface (Mphande et al., 2008, Winter et al., 2005).
SURFINs share a tryptophan-rich region (WRD) with other proteins such as PfEMP1,
Pf332, and PkSICAvar, suggesting a potential ancestral relationship (Winter et al.,
2005).
1.6.3 Antigenic variation
The expression of parasitic antigens on the pRBC surface renders the parasite
vulnerable to the host immune system. However, the host’s efforts to eliminate the
malaria pathogen are constantly counteracted by the parasites capability of switching
their surface expressed PfEMP1 molecules. Hence, P. falciparum infections are often
characterized by waves of parasitemia, with each wave representing the rise and fall of
distinct populations of parasites expressing a particular set of surface antigens (Miller et
al., 1994). This fascinating strategy of immune evasion is a key survival mechanism
employed by a wide range of infectious organisms including Trypanosoma brucei
(Turner, 1999) and Giardia lamblia (Nash, 1997, Prucca et al., 2008), as well as by
many others.
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1.6.3.1 Molecular basis of var gene regulation
While multiple transcripts of the var genes can be seen in the early stages of
parasite development, only one dominant transcript is believed to be present in more
mature stages. Furthermore, only a singular PfEMP1 type is expressed on the pRBC
surface at a time (Chen et al., 1998, Scherf et al., 1998). This phenomenon is referred to
as mutually exclusive expression, and studies have revealed that it is transcriptionally
regulated and independent on protein production (Dzikowski et al., 2006, Voss et al.,
2006). Several lines of evidence suggest that regulation of var gene transcription is a
multi-layered system involving: (I) DNA control elements and the regulatory proteins
that bind them, (II) histone modifications and epigenetic memory, and (III) subnuclear
positioning.
The first level of regulation involves the two promoters found in virtually all var
genes; the 5′ Ups region and the intron (Deitsch et al., 2001). The upstream promoter is
responsible for the mRNA transcription, whereas the intron promotor produces noncoding sterile RNA (Calderwood et al., 2003, Su et al., 1995). While a single var gene
is transcribed from the Ups promotor and the rest of var genes are transcriptionally
silent, most of the intron promoters seem to be active simultaneously (Calderwood et
al., 2003). These introns are believed to function as transcriptional silencers via
promoter pairing, thereby controlling antigenic variation (Frank et al., 2006, Dzikowski
et al., 2007, Voss et al., 2006). While there is a paucity in transcription factors in the P.
falciparum genome, a group of conserved proteins containing putative AP2 DNAbinding domains, now known as the apicomplexan AP2 (ApiAP2) protein family, was
recently identified (Balaji et al., 2005). The ApiAP2 family may be important for
regulation of var gene transcription since a member of the family has been shown to
bind the regulatory upstream regions of UpsB var genes (De Silva et al., 2008).
The second level of regulation involves chromatin modifications, and among
these have acetylated histone H3 and H4, and methylated H3K27 and H3K4 been
found at active genes, whereas tri-methylated H3K9 has been observed at silent loci
(Freitas-Junior et al., 2005, Lopez-Rubio et al., 2007, Duraisingh et al., 2005,
Chookajorn et al., 2007). A P. falciparum homolog of the histone deacetylase SIR2
(PfSIR2) has been shown to associate with silent var 5′ promoter types UpsE and
UpsB, but not UpsC (Freitas-Junior et al., 2005), consistent with a telomere-silencing
association for this protein. Genetic disruption of the PfSir2 gene resulted in activation
of only certain subtelomeric var genes (UpsA and UpsE) (Duraisingh et al., 2005),
which suggests that the UpsB-type var genes are subject to a further layer of silencing.
The third level of regulation involves perinuclear repositioning of var genes upon
activation. Silent genes tend to localize to the periphery of the nucleus, which contain
primarily heterochromatin, whereas active transcription generally takes place in
euchromatic internal regions in which chromatin is loose and open for transcription
(Ralph et al., 2005). However, the periphery of the nucleus contains distinct regions
that are clear of heterochromatin, possibly representing active expression sites. Using
RNA-FISH, Ralph and coworkers demonstrated that when var2csa is silent, it colocalizes with telomeric clusters, whereas upon activation it moves to another location
of the nuclear periphery apart from these clusters (Ralph et al., 2005). Conflicting
findings have however been observed when using transgenic parasite lines with drug
inducible var gene promoters (Voss et al., 2006). There is also recent evidence for the
existence of a var specific subnuclear expression site, which can accommodate more
than one active gene at a time, indicating that mutually exclusive expression of var
genes is regulated at a different level than simply nuclear architecture (Dzikowski and
Deitsch, 2008).
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1.7

MALARIA PATHOGENESIS BY HOST CELL REMODELING

P. falciparum is rather unusual in its choice of a host cell. In contrast to most
pathogens, which invade and multiply in nucleated host cells, P. falciparum invades
mature human RBC. These nearly metabolically inert cells are devoid of a nucleus,
internal organelles, a functional trafficking machinery, and surface expressed major
histocompatibility complex (MHC) molecules. At first, this may seem like a perfect
hideaway from the host’s immune system; however, it comes with a trade-off. Firstly,
as the RBC does not readily take up nutrients, the parasite is forced to gain its own
access to nutrients from the extracellular milieu. Secondly, as the parasite matures, the
pRBC becomes vulnerable to splenic clearance mechanisms. To overcome these
problems, the parasite dramatically remodels its host cell by: (I) introducing new
permeation pathways in the RBC PM for nutrient uptake, (II) establishing a parasitederived trafficking machinery in the host cell cytosol, (III) interacting with the host cell
cytoskeleton, and (IV) expressing parasite-derived adhesins on the RBC surface
(summarized in Figure 4). All these host remodeling properties are mediated by a
subset of parasite-derived proteins, which are exported beyond the confines of the
parasite – a feature that is central to the malaria pathogenesis.
1.7.1 New permeation pathways
Approximately 12-18 h p.i., the pRBC undergoes a profound increase in its
permeability to low-molecular-weight solutes. This has been attributed to the induction
of channels in the RBC PM, referred to as new permeation pathways (NPPs), which
allow the uptake of nutrients and excretion of metabolic waste products (Ginsburg,
1994, Kirk, 2001). Using the patch-clamp technique, Desai and co-workers
demonstrated that the membrane conductance of pRBC is 150 times greater than that
measured in unparasitized RBC and that this increase in conductance results from
activation of small anion channels (Desai et al., 2000). The origin of the NPPs is quite
controversial and they have been suggested to be both parasite and host cell derived
(reviewed in (Kirk, 2001)). NPPs are of interest as potential drug targets, since they are
believed to play an important role in providing the parasite with essential nutrients,
such as the vitamin pantothenic acid (Saliba et al., 1998) and the amino acid isoleucine
(Martin and Kirk, 2007).
1.7.2 The tubulovesicular network
Transmission electron microscopy of pRBC has revealed a variety of
membranous structures in the host cell cytosol. The most prominent structure is the
tubulovesicular network (TVN) comprised of an interconnected network of tubular and
vesicular membranes that extend from the PVM into the cytoplasm towards the RBC
PM of trophozoite-stage pRBC (Elmendorf and Haldar, 1994, Behari and Haldar,
1994). The TVN harbors the Golgi marker sphingomyelin synthase and has therefore
been suggested to possess secretory properties (Elmendorf and Haldar, 1994, Lauer et
al., 1995). Other reports argue for the involvement of the TVN in nutrient import at
junctions between the TVN and the RBC PM (Lauer et al., 1997).
1.7.3 Maurer’s clefts
In 1898, using light microscopy, German physician Wilhelm Schüffner was the
first investigator to describe a stippled pattern within the host cell cytoplasm of stained
P. vivax pRBC. In honor of his work, the stippling were later termed Schüffner’s dots.
German physician Georg Maurer confirmed and extended the work by Schüffner, and
in 1902, using a refined staining protocol, he described stipplings and dots in the RBC
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cytosol of P. falciparum pRBC. William Trager, known for establishing the continuous
in vitro culture conditions for P. falciparum parasites, was the first to associate the
stipplings in P. falciparum with long and slender clefts, predominately located in close
proximity to the RBC PM (Trager et al., 1966). These were subsequently named
Maurer’s clefts (MC). Since then, cleft-like membranous structures have been
identified in most Plasmodium spp. (Aikawa, 1988b).
MCs first appear in the cytosol of late ring-stage pRBC (Langreth et al., 1978,
Bannister et al., 2004) although, a recent study has demonstrated that they are present
already at 2-6 h p.i. (Grüring et al., 2011). MCs appear as convoluted disk-like
compartments with an electron-dense coat and an electron-lucent lumen (Hanssen et
al., 2008b, Aikawa, 1988b). Long, slender membrane extensions connect neighboring
clefts and stalk-like “tethers” attach them to the RBC PM and PVM, although no
continuum exists to allow molecules to freely flow between the three compartments
(Hanssen et al., 2010, Spycher et al., 2006, Tilley et al., 2008, Hanssen et al., 2008b).
The latter, however, has been heavily debated over the years. Also the molecular
mechanism involved in MC biogenesis is a matter of discussion, but it is now generally
accepted that MCs originate through budding from the PVM or the TVN (Spycher et
al., 2006, Tilley et al., 2008). Using four-dimensional imaging, MCs were recently
shown to be mobile in ring-stage pRBC, whereas they were fixed following transition
into trophozoite-stage (Grüring et al., 2011). Moreover, MCs were shown to collapse a
few hours before merozoite egress, implying that host cell modifications are
disassembled prior to rupture, possibly with the aim of facilitating merozoite egress
(Grüring et al., 2011). There is growing evidence that MCs are anchored to the host cell
cytoskeleton in mature-stage pRBC. Firstly, MCs are often found in close proximity to
the inner leaflet of the host RBC PM in mature-stage pRBC (Waterkeyn et al., 2000,
Hinterberg et al., 1994b, Wickham et al., 2001). Secondly, MCs stay attached to pRBC
ghosts after lysis by osmotic shock or merozoite egress (Martinez et al., 1998, Blisnick
et al., 2000). Skeleton binding protein 1 (SBP1) has been suggested to anchor MCs to
the RBC cytoskeleton in a phosphorylation-dependent manner and to prevent
premature rupture of the host cell by interacting with the host protein LANCL1
(Blisnick et al., 2000, Blisnick et al., 2005, Blisnick et al., 2006). SBP1 has further been
associated with the stalk-like structures that tether MCs to the RBC PM (Hanssen et al.,
2008b).
There are several integral membrane proteins resident in MCs. These include
previously mentioned SBP1 (Blisnick et al., 2000, Cooke et al., 2006), the membraneassociated histidine-rich protein-1 (MAHRP1) (Spycher et al., 2003), the ring exported
protein 2 (REX2) (Spielmann et al., 2006), the MC two TM proteins (MC-2TM) (SamYellowe et al., 2004), STEVORs (Kaviratne et al., 2002, Przyborski et al., 2005) and
some members of the RIFINs (Khattab and Klinkert, 2006, Kyes et al., 1999). REX1
and MAHRP2 are two MC residents that appear to be peripherally associated with the
cytoplasmic surface of the clefts (Dixon et al., 2008b, Hawthorne et al., 2004,
Pachlatko et al., 2010, Spielmann et al., 2006). Interestingly, a truncation of REX1
resulted in distortion of MC morphology and stacking of the clefts, indicating that the
protein plays a structural role in MCs (Hanssen et al., 2008a).
It has been postulated that MC are parasite-induced secretory organelles that
concentrate and traffic parasite proteins beyond the confines of the parasite
(Bhattacharjee et al., 2008, Lanzer et al., 2006). A number of exported proteins,
including PfEMP1 (Knuepfer et al., 2005), KAHRP (Rug et al., 2006), PfEMP3
(Waterkeyn et al., 2000) and Pf332 (Hinterberg et al., 1994b) transiently associate with
the clefts en route to the RBC PM, consistent with this hypothesis. Furthermore,
targeted gene disruption of residential proteins of the clefts, including SBP1 (Cooke et
al., 2006, Maier et al., 2007) and MAHRP1 (Spycher et al., 2008) has been shown to
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abrogate export of PfEMP1 to the RBC surface. Taken together, this points to a crucial
role for MCs in protein trafficking across the host cell cytoplasm to the RBC PM. MCs
may also play a role in merozoite egress, cell signaling and phospholipid biosynthesis
(Lanzer et al., 2006).
1.7.4 Knobs
Electron-dense protrusions that typically measure 30-40 nm in height and 90-100
nm in width appear on the surface of the pRBC during trophozoite and schizont
development (Aikawa, 1988b). These structures, termed knobs, have been shown to act
as attachment points of sequestered parasites in the blood vessels (Aikawa, 1988b) and
electron microscopy from autopsies of CM patients have demonstrated pRBCs that are
attached to the endothelium via knobs (Aikawa, 1988a). Also RBCs parasitized with
the monkey malaria parasite P. brasilianum display knob-protrusions on the pRBC
surface; however, the function of the knobs in this Plasmodium species remains unclear
since all stages of P. brasilianum pRBC are found in the peripheral circulation
(Aikawa, 1988b).
On the cytoplasmic side of the RBC PM, knobs are composed of the P.
falciparum knob-associated histidine-rich protein (KAHRP), which is essential for
knob formation (Culvenor et al., 1987, Crabb et al., 1997, Pologe and Ravetch, 1986,
Leech et al., 1984) and serves as a platform to anchor PfEMP1 to the RBC
cytoskeleton (Waller et al., 1999). Parasites with a disrupted kahrp gene still display
PfEMP1 on the surface; however, the cytoadhesion to CD36 under flow conditions is
dramatically impaired (Crabb et al., 1997), implying that KAHRP is essential for
anchoring of PfEMP1, but does not play a role in trafficking and assembly of the
cytoadhesion complex.
1.7.5 Cytoskeleton remodeling
The primary function of the mature RBC is to carry oxygen from the lungs to the
cells of the body, followed by the return of carbon dioxide from the tissues to the lungs.
To be able to transport high amounts of oxygen and at the same time withstand the
enormous pressure of being repeatedly squeezed through the small capillaries of the
body, the RBC contains a high concentration of hemoglobin and has a strong but very
deformable submembrane cytoskeleton.
1.7.5.1 The RBC cytoskeleton
The RBC cytoskeleton is organized as a polygonal network formed by spectrin
tetramers that are cross-linked at junctional points by short actin filaments. Each
junctional point (or junctional complex) is composed of actin, adducin, tropomyosin,
and tropomodulin, where the latter two strengthen the network by preventing the actin
filament from depolymerizing. The final outcome is a highly deformable actin-spectrin
meshwork that underlies the inner leaflet of the RBC PM. The stability of the spectrin
network is not only influenced by the component proteins but can also be modulated
by the levels of protein phosphorylation (Ling et al., 1988, Manno et al., 1995). The
spectrin-actin network is coupled to the lipid bilayer primarily by association of the
central region of spectrin with peripheral membrane protein ankyrin, which in turn is
bound to the cytoplasmic domains of integral membrane protein band 3. Other proteins,
such as protein 4.2 and glycophorin A have been shown to be associated with the band
3–ankyrin complex, but their roles remain unclear. Additional membrane connections
are provided at the junctional point by a ternary complex involving glycophorin C,
protein p55, protein 4.1 and membrane-associated guanylate kinase (MAGUK).
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Together, this intricate cytoskeleton network is responsible for the high degree of
cellular deformability of the RBC (Bennett, 1983).
1.7.5.2 Parasite proteins and the RBC cytoskeleton
Previous studies have clearly demonstrated that the deformability of intact pRBC
is profoundly reduced compared to unparasitized RBC (Cranston et al., 1984, Nash et
al., 1989). Using the micropipette aspiration technique, ring-stage pRBC were shown to
have a slightly impaired deformability, whereas mature-stage pRBC displayed no
deformation at all under the same conditions (Nash et al., 1989). Although some of the
increased rigidity of pRBCs can be explained by the presence of the growing
intracellular parasite, it is generally believed to be the result of parasite-derived proteins
that are exported into the RBC cytoplasm where they then associate with the host cell
cytoskeleton. By engaging parasite proteins in such interactions, P. falciparum can
prevent premature egress and merozoite invasion into an already parasitized cell,
increase thermal stability of the host cell membrane, anchor the PfEMP1
cytoadhesion complex in the RBC PM, and destabilize the RBC PM at completion of
the IDC. Many of the exported and cytoskeleton-interacting proteins are large
(ranging in size from 100 to 700 kDa) and they generally contain extensive regions of
low complexity sequence, often occurring in tandem repeats (Cooke et al., 2001).
Furthermore, the repeats are typically highly charged, either positively or negatively.
Already after invasion, P. falciparum targets protein to the cytoskeleton and ring
parasite–infected erythrocyte surface antigen (Pf155/RESA) is one of the first proteins
detectable in the host cell cytosol where it binds spectrin (Culvenor et al., 1991, Coppel
et al., 1984, Foley et al., 1991, Ruangjirachuporn et al., 1991). RESA contains two
blocks of glutamic acid-rich repeats (5′ and 3′), which are degenerate along the
molecule and highly conserved between different parasite isolates (Cowman et al.,
1984, Favaloro et al., 1986, Coppel et al., 1984). Between the two repeat regions is a
segment of 70 residues with similarity to the J domain of Escherichia coli and human
DnaJ chaperone proteins, suggesting that RESA may have some chaperone-like
properties, perhaps while bound to the RBC cytoskeleton (Bork et al., 1992).
Biochemical studies using recombinant RESA fragments have demonstrated that the
interaction with spectrin leads to a degree of protection against heat-induced
denaturation of spectrin, thus implying that RESA protects the RBC cytoskeleton from
heat-induced damage during febrile episodes (Da Silva et al., 1994). This hypothesis
was supported by two independent reports where transgenic parasites with a disrupted
RESA gene were used (Mills et al., 2007, Silva et al., 2005). Mature parasiteerythrocyte surface antigen (MESA, also known as PfEMP2) has been reported to
compete with host protein p55 for binding to protein 4.1 in trophozoite-stage pRBC,
and in turn modulate the 4.1-glycophorin C-p55-MAGUK ternary complex resulting in
a more rigid host cell (Bennett et al., 1997, Waller et al., 2003). Using recombinant
proteins, the spectrin-binding region of MESA was mapped to an N-terminal 19residue region (Bennett et al., 1997). Interestingly, both RESA and MESA bind the host
cytoskeleton via non-repetitive regions. By micropipette aspiration, the membrane
rigidity of transgenic parasites with a kahrp or a pfemp3 deletion was shown to be
significantly reduced compared to the corresponding wild-type parasite (Glenister et al.,
2002). Current evidence suggests that KAHRP binds spectrin, actin and ankyrin
(Magowan et al., 2000, Pei et al., 2005, Kilejian et al., 1991), as well as the negatively
charged ATS-region of PfEMP1 (Waller et al., 1999). The positively charged
histidine-rich region and the 5′ repeats appear to be important for cross-linking to the
host cytoskeleton and is required for knob formation (Rug et al., 2006, Waller et al.,
1999). Using recombinant fragments and inside-out-vesicles, PfEMP3 was
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demonstrated to bind spectrin via a non- repetitive 14-residue region in the N-terminus
of the protein (Waller et al., 2007). As mentioned in Section 1.7.3., also MC resident
protein SBP1 has been shown to interact with the cytoskeleton in mature-stage pRBC.

Figure 4. Summary of host cell modifications induced by P. falciparum parasites. (TVN;
tubulovesicular network, PV; parasitophorous vacuole, PVM; parasitophorous vacuole membrane,
PTEX; Plasmodium translocon of exported proteins, NPPs; new permeation pathways, FV; food vacuole,
ER; endoplasmatic reticulum). Note that Pf332 has been excluded from the illustration, since its
subcellular localization will be discussed in Paper IV.

1.8

PROTEIN SECRETION AND EXPORT

Trafficking of parasite proteins into the host cell is a multi-step process involving
entry into the secretory pathway of the parasite and trafficking to the PV, followed by
translocation across the PVM into the host cell cytosol. Some parasite-derived proteins
then associate with MCs present in the host cell cytosol for further transport to either
the cytoplasmic side of the RBC PM or translocation onto the RBC surface.
1.8.1 General features of the secretory pathway in P. falciparum
The secretory and endocytic pathways in eukaryotic cells serve as major routes
for protein transport out of and into the cell. These are very selective pathways and only
a subset of proteins and lipids are given access to the machinery. A classical protein
secretory pathway required some key components, such as an endoplasmatic reticulum
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(ER) and a Golgi apparatus. Proteins destined for secretion are typically cotranslationally inserted into the ER via a hydrophobic N-terminal SP, and by the
anterograde secretory pathway proteins are directed from the ER to the Golgi,
endosomes, lysosomes, or to the PM for secretion into the extracellular milieu, which in
mammalian cells is the default pathway. Proteins generally move between
compartments by budding and fusion of COPI, COPII and clathrin-coated vesicles. The
outward secretory pathway is counteracted by an inward (retrograde) endocytic
pathway originating from the PM. The two pathways interconnect at various steps and
together they form a complex intracellular trafficking system.
There are several lines of evidence for a classical secretory pathway in P.
falciparum. Firstly, several conserved characteristics of the secretory pathway have
been identified in the parasite, including homologs of BiP, ERD2, Sec61 components,
as well as various trafficking-associated Rab GTPases (for review see (Przyborski and
Lanzer, 2005, Foley and Tilley, 1998)). Secondly, many P. falciparum proteins contain
a classical SP of approximately 15 hydrophobic amino acids commencing 3-17 amino
acids from the N-terminus, similar to the SP that target proteins to the secretory
pathway in mammalian cells. Thirdly, the fungal metabolite Brefeldin A (BFA), which
in mammalian cells inhibits the anterograde transport between ER and Golgi resulting
in redistribution of Golgi proteins back to the ER (Lippincott Schwartz et al., 1989),
blocks secretion of numerous parasite proteins (Hinterberg et al., 1994b, Wickham et
al., 2001). However, although the secretory pathway seems to be present in P.
falciparum, it is clearly unusual in several aspects. Firstly, it has been difficult to
identify an obvious Golgi apparatus, suggesting that this organelle is either absent or
highly rudimentary. It now appears as if an “unstacked” apparatus is present, where the
cis Golgi is spatially separated from the trans Golgi (Struck et al., 2005, Van Wye et
al., 1996). Secondly, not all secreted P. falciparum proteins contain a classical SP.
Thirdly, the P. falciparum parasite has a range of unique intracellular organelles fed by
the secretory pathway. These include a food vacuole, an apicoplast and three different
types of secretory granules used by the merozoite during RBC invasion (rhoptries,
dense granules and micronemes). Protein trafficking in malaria pRBC also has an
added level of complexity in that the parasite exports proteins beyond the confines of
its own PM. The secretory system of P. falciparum must therefore differentially target
proteins to a wide array of diverse subcellular organelles and compartments.
1.8.2

Export of P. falciparum proteins into the host cell cytosol

In contrast to proteins that remain within the parasite, parasite proteins destined
for export typically have a longer (up to 30 amino acids) hydrophobic region that can
be recessed by up to 80 amino acids, and this non-canonical SP is required to traffic
proteins to the PV (for review see (Lingelbach, 1993)). The parasite’s secretory
machinery appears to be able to recognize both the classical and the recessed SP, and in
absence of any additional signaling information, the proteins follow the default
pathway, which in P. falciparum pRBC leads to the PV (Wickham et al., 2001). Since
malaria proteins destined for export into the host cell cytosol must first pass the PV,
this compartment may be conceptually viewed as an additional station for protein
sorting.
1.8.2.1 Translocation across the PVM
A major advance in our understanding of parasite protein export came with the
discovery that exported Plasmodium proteins possess a conserved amino acid motif
located 15-20 amino acids downstream of the N-terminal hydrophobic SP. This motif,
called the Plasmodium export element (PEXEL) (Marti et al., 2004) or vacuolar
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transport signal (VTS) motif (Hiller et al., 2004), consists of a pentameric sequence
with the consensus R/KxLxE/Q/D, where x is any non-charged amino acid. Arginine in
position 1 and leucine in position 3 are the most conserved residues, and alanine
replacement of the two abrogates export into the host cell (Hiller et al., 2004, Marti et
al., 2004). PEXEL proteins are not unique to P. falciparum; they are also predicted in
the exportome of many other Plasmodium spp. (Hiller et al., 2004, Marti et al., 2004,
Sargeant et al., 2006, van Ooij et al., 2008).
A motif similar to the PEXEL has been identified in the plant pathogen
Phytophora infestans, within proteins that enter the plant cell (Whisson et al., 2007).
The N-terminal motif consists of a highly conserved core, RxLR, positioned within 60
amino acids of the ER-type SP. Intriguingly, the RxLR motif and an E/D rich domain
further downstream could efficiently export P. falciparum fusion proteins out of the PV
into the host RBC cytosol (Bhattacharjee et al., 2006). Similarly, the PEXEL motif
could efficiently substitute for the P. infestans export motif in driving protein
translocation into the host plant cell (Grouffaud et al., 2008). This is of particular
interest, as it suggests that deep branching eukaryotes belonging to distinct groups share
conserved secretion strategies to access host cells. However, recent data have
demonstrated that the machinery for delivering P. infestans proteins into the plant cell
is host cell derived, casting some doubts on the close resemblance of the export
pathways used by P. infestans and Plasmodium spp. (Dou et al., 2008).
The discovery of the Plasmodium PEXEL motif has allowed for an in silico
prediction of the P. falciparum “exportome”. The term “secretome” has also been used,
although the term exportome is to prefer as it describes a subset of secreted proteins.
Depending on the algoritm used, 5-8% of the P. falciparum genome is predicted to be
exported (Hiller et al., 2004, Marti et al., 2004, Sargeant et al., 2006, van Ooij et al.,
2008). The majority of these genes are located in subtelomeric regions, and apart from
the var, rif, and stevors, are genes predicted to encode proteins involved in host cell
remodeling overrepresented (Maier et al., 2008, Sargeant et al., 2006).
Surprisingly, the fate of proteins destined for export is determined much earlier
along the trafficking pathway than originally believed. By the time PEXEL-containing
proteins reach the PV, the PEXEL motif has already been cleaved in the ER after the
leucine residue, generating a new N-terminus, xE/Q/D, which becomes N-acetylated
(Chang et al., 2008, Boddey et al., 2010). An aspartic protease, Plasmepsin V, has in
two separate studies been demonstrated to be responsible for PEXEL cleavage (Boddey
et al., 2010, Russo et al., 2010). Attempts to disrupt the gene in P. berhei and
genetically alter the active site in P. falciparum have both been unsuccessful, thus the
gene appears to have an essential function in the parasite. The critical role of
Plasmepsin V in protein export provides an important target for development of novel
antimalarials. It is currently unknown how the N-acetylated xE/Q/D-proteins destined
for export reach the PV. They may be transported via bulk flow or chaperone
recruitment in the ER. Alternatively, proteins may be transported via distinct trafficking
pathways in the ER that ultimately lead to specialized regions of the parasite PM
closely connected to the PVM (Crabb et al., 2010). The machinery responsible for
protein translocation into the host cell was until recently unknown. By combining
proteomic analysis with strict prediction criteria, de Koning-Ward and colleagues
identified a translocon of parasitic origin residing on the cytosolic side of the PVM (de
Koning-Ward et al., 2009). This machinery, termed the “Plasmodium translocon of
exported proteins” or PTEX, is an ATP-powered complex comprised of a heat shock
protein (Hsp 101), a known integral membrane protein of the PVM (EXP2),
thioredoxin 2 and two novel proteins (PTEX150 and PTEX88). Apart from thioredoxin
2, the PTEX components are absent from any other organism, including other
apicomplexans, which is in accordance with the lack of PEXEL motifs in other
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organisms. This is indicative of a unique requirement for Plasmodium spp. to have an
efficient export machinery capable of translocating proteins into the host cytosol.
1.8.2.2 Do multiple pathways exist?
Several well-documented exported proteins such as SBP1, MAHRP1, MAHRP2,
REX1, and REX2 lack the PEXEL motif and these proteins have been collectively
termed PEXEL-negative exported proteins, or PNEPs (Spielmann and Gilberger,
2010). Interestingly, all currently identified PNEPs localize to MC. However, there
may be many more hidden in the Plasmodium genome, but since no systematic
approach to search for additional PNEPs is available, this remains speculative. PNEPs
lack a classical SP, but are in any case believed to be trafficked into the host cytosol via
the classical secretory pathway, involving translocation into the ER. Although several
studies have attempted to address the sequence requirements for PNEP export (Dixon
et al., 2008a, Haase et al., 2009, Saridaki et al., 2009, Spycher et al., 2008), these
proteins do not appear to share an obvious motif that promotes their export. However,
the TM and sequences in the N-terminus of the protein have been shown to be
involved. SURFINs and Pf332 could represent additional PNEPs, although both
proteins have sequences that resemble PEXEL motifs (Spielmann and Gilberger, 2010).
Interestingly, SURFIN4.2 was recently shown to be trafficked into the host cell cytosol
in a PEXEL-independent manner involving the TM but not sequences in the Nterminus of the protein (Alexandre et al., 2011). The presence of PNEPs raises the
important question of whether Plasmodium parasites have more than one export
pathway into the host cell?
1.8.2.3 Trafficking beyond the PVM
How exported proteins are trafficked within the host cell cytosol is a matter of
debate (Przyborski and Lanzer, 2005). Some studies have suggested that vesicles
budding from the PVM bridge the gap between the PVM to MC, and possible onwards
to the RBC PM (Trelka et al., 2000, Taraschi et al., 2003, Wickham et al., 2001). P.
falciparum homologs of COPII secretory proteins have been shown to be exported and
to associate with MCs, consistent with a vesicular model (Albano et al., 1999, Adisa et
al., 2001, Wickert et al., 2003a) although this view was challenged in a more recent
report (Adisa et al., 2007). So far have no COPI vesicle coat proteins been detected in
the RBC cytosol, which may indicate that trafficking of parasite proteins to the RBC
PM or MCs is unidirectional, i.e. with no retrograde pathway; however, additional
work is required to confirm this (Cooke et al., 2004). Others have proposed a model
where proteins move by lateral diffusion along a continuous membrane network that
encompasses MC and connects the PVM to the RBC PM (Wickert et al., 2003b).
Soluble proteins are most likely trafficked across the host cell cytosol by diffusion or as
part of a soluble protein complex, as has been shown for KAHRP, PfEMP3 and MESA
(Wickham et al., 2001, Howard et al., 1987, Knuepfer et al., 2005) (Figure 4).
That the PTEX acts as a common gateway for both soluble and membrane
proteins, is supported by both classes of proteins harboring PEXEL motifs (Hiller et al.,
2004, Marti et al., 2004). It has been postulated that membrane proteins may arrest
during their translocation across the PVM via their hydrophobic TM, after which they
are loaded into nascent MCs (Spielmann et al., 2006, Spycher et al., 2006) or vesicles
budding from the PVM. For PfEMP1, which also harbors a TM/hydrophobic region,
the situation appears to be somewhat different. Evidence obtained from studies
employing either a FRAP (fluorescence recovery after photobleaching) GFP-chimera
approach or biochemical methods suggests that PfEMP1 passes through the PVM
translocon in a soluble state after which it is transported in a multimeric protein
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complex (possible involving chaperones) to MCs before reaching the RBC PM
(Knuepfer et al., 2005, Papakrivos et al., 2005). Whether other TM proteins can be
trafficked in a similar manner remains elusive.
1.9

GLUTAMIC-ACID RICH PROTEINS IN PLASMODIUM

Several P. falciparum blood-stage antigens were originally identified by
screening recombinant DNA libraries with immune sera from individuals residing in
malaria endemic areas. Many of these antigens contain low complexity sequences with
blocks of tandem repeats rich in glutamic acid (Glu), giving the proteins a negative net
charge. While these Glu-rich repeats are highly immunogenic, they do not necessarily
induce protective antibodies. Indeed, it has been proposed that proteins containing
tandem repeats may serve as smokescreens to divert the immune response away from
other more important epitopes (Anders, 1986). Consistent with this hypothesis, many
Glu-rich proteins are exported into the host cell cytosol, are highly abundant and can
typically be found in close proximity to the RBC PM. Presumably, they are released
and exposed to the immune system at time of schizont rupture. Furthermore, many of
the Glu-rich proteins induce cross-reactive antibodies (Mattei et al., 1989, Ahlborg et
al., 1991, Wåhlin et al., 1990), and the frequently occurring pairs of Glu found in most
of these antigens are considered responsible for this. The Glu-rich proteins may
additonally be important in host cell remodeling, since some of them interact with the
host cell cytoskeleton. While in association with the RBC PM, many Glu-rich antigens
become phosphorylated (Wiser et al., 1983), and this may influence protein-protein
associations, induce relaxation of the cytoskeleton, or alter the structure and mechanical
properties of the RBC PM. Examples of Glu-rich antigens include P. falciparum
antigens; Pf155/RESA, Pf332 (also known as antigen 332) (Mattei et al., 1989, Mattei
and Scherf, 1992a), GLURP (Borre et al., 1991), MESA (Coppel, 1992), Pf11-1
(Scherf et al., 1992), and D260 (Barnes et al., 1995), P. chabaudi; Pc(em)93 (Giraldo et
al., 1999) and P. berghei; Pb(em)65 and Pb(em46) (Wiser and Plitt, 1987).
1.9.1 Pf332
Although identified more than two decades ago, the function of Pf332 still
remains elusive. Studies on Pf332 have been hampered by the cross-reactive nature of
antibodies generated against the molecule due to its high content of Glu-rich repeats.
Pf332 was originally identified from a genomic expression library using human
immune sera, which led to the characterization of a single exon gene (Mattei and
Scherf, 1992a). One of the most striking characteristics of Pf332 is its extremely high
content of negatively charged repeats that are not identical but with the consensus (X)3EE-(X)2-EE-(X)2-3, where X is any hydrophobic amino acid and E is Glu (Mattei and
Scherf, 1992b). Together, the repeats make up more than 90% of the protein and the
total Glu-content of the antigen is 28%. The Pf332 gene is located in the subtelomeric
region on chromosome 11 and has been detected in all clinical parasite isolates
surveyed to date. Subtelomeric genes are prone to frequent gene recombination event,
and the Pf332 gene displays a marked sequence variation as demonstrated by RFLP.
Pf332 is present as a single copy gene in all parasite strains analyzed so far, with the
exception being the HB3 parasite, in which the gene is duplicated and the second copy
is present in the subtelomeric region on chromosome 13 (Hinterberg et al.,
1994a)(Paper V).
Pf332 was early on considered to be a malaria vaccine candidate. This was
based on the observation that a Pf332-reactive human monoclonal antibody (mAb
33G2) was able to inhibit both parasite growth and cytoadherence of pRBC to
melanoma cells in vitro (Udomsangpetch et al., 1986). However, detailed analysis of
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the specificity of the antibody reveled that it was cross-reactive with other Glu-rich
antigens including Pf155/RESA and Pf11-1 (Udomsangpetch et al., 1989a, Ahlborg et
al., 1991, Mattei et al., 1989, Iqbal et al., 1993a). However, an invasion inhibitory
effect of anti-Pf332 antibodies has been supported in several studies where both human
affinity-purified and polyclonal animal antibodies targeting different regions of Pf332
were used (Wåhlin et al., 1992, Ahlborg et al., 1993, Ahlborg et al., 1995, Balogun et
al., 2009)(Paper I). A detailed morphological analysis of pRBC grown in the presence
of anti-Pf332 antibodies, revealed an abundance of abnormal schizonts with tightly
clumped merozoites and dispersed hemozoin, suggesting that the antibodies induced
parasite growth arrest (Ahlborg et al., 1996). Collectively, these findings led to the
suggestion that Pf332 may play a role in parasite invasion/growth. The interpretation
of these results is, however, complicated by the extensive serological cross-reactivity
of Pf332, since most studies have used a highly Glu-rich and repetitive fragment of
the molecule, denoted EB200 (Mattei and Scherf, 1992b), for both antibody
production and affinity purification. In 2009, two transgenic parasite lines were
described in which the Pf332 gene had been disrupted (Glenister et al., 2009, Hodder
et al., 2009). Interestingly, complete ablation of Pf332 expression had no effect on
parasite growth or replication.
Pf332 is highly immunogenic and antibodies reactive with the antigen have
frequently been identified in sera from malaria exposed individuals (Iqbal et al., 1993b,
Warsame et al., 1997, Israelsson et al., 2008, Balogun et al., 2009, Kulane et al., 1999).
In areas of intense malaria transmission, antibodies appear to be acquired at an early
age (Paper II) and increased titers of Pf332-reactive IgG antibodies in humans have
been associated with a decreased number of malaria incidents (Ahlborg et al., 2002,
Giha et al., 2010). Experimental animal immunizations using the EB200 fragment of
Pf332, have further been shown to induce opsonizing antibodies in Samiri monkeys
(Gysin et al., 1993).
1.9.1.1 Subcelllular localization
The 700 kDa Pf332 protein is the largest known P. falciparum protein exported
to the RBC PM. Export of the antigen is sensitive to treatment with BFA (Hinterberg et
al., 1994b)(Paper IV), indicating that Pf332 is trafficked via the classical secretory
pathway. Pf332 is a mature-stage antigen that is first detectable within the parasite at
18-24 h p.i. after which it can be visualized in MCs together with PfEMP1 and RIFINs
en route to the RBC PM (Haeggström et al., 2004). Interestingly, both Pf332 knockoutand truncation mutant parasites (missing the C-terminus) display larger and less
numerous MCs that tend to aggregate and form multilamellar stacks rather than
individual lamellae (Glenister et al., 2009). This was particularly evident in schizonts
where over 60% of pRBC displayed this abnormal phenotype. A deletion of Pf332 has
also been reported to affect PfEMP1 export, although this appears to be parasite strain
dependent. While CS2 parasites with a Pf332 deletion expressed less PfEMP1 on the
surface (Glenister et al., 2009), 3D7 parasites with a Pf332 deletion expressed PfEMP1
at similar levels as the wild-type parasite (Hodder et al., 2009). Immunofluorescence
microscopy assays (IFA) of mature-stage pRBC using anti-Pf332 antibodies have
revealed a rim-like fluorescence staining along the RBC PM and Pf332 was therefore
suggested to be exposed on the surface of mature-stage pRBC (Hinterberg et al.,
1994b). A surface location of Pf332 was further supported by IFA of live mature-stage
pRBC using anti-Pf332 antibodies (Hinterberg et al., 1994b, Mattei and Scherf, 1992a).
Based on IFA observations where the Pf332 fluorescence signal disappeared shortly
before merozoite egress, Wiesner et al. have suggested that Pf332 is proteolytically
cleaved and that this may activate a putative membrane destabilizing and host cell
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rupture function of the antigen (Wiesner et al., 1998).
1.9.1.2 Cytoskeleton binding properties of Pf332
Parasites with a Pf332 deletion (Glenister et al., 2009, Hodder et al., 2009) or
truncation (Glenister et al., 2009) appear to be more rigid, indicating that Pf332
interacts with the host cell cytoskeleton. Intriguingly, whereas most cytoskeleton
binding proteins make the pRBC more rigid, Pf332 apparently do the opposite. Using
a series of recombinant Pf332 fusion proteins in combination with purified actin or
inside-out vesicles of human RBCs, an actin-binding region was identified in the Cterminus of the protein (a Glu-rich sequence encompassing residues 5155-5201)
(Waller et al., 2010). Biochemical analyses of pRBC have; however, brought about
contradicting results concerning the solubility of Pf332 within the pRBC. Mattei et al.
observed the protein mainly in the Triton X-100 (TX-100) soluble fraction of lysed
pRBC (Mattei and Scherf, 1992a), which implies that Pf332 is associated with
membranous structure within the pRBC, but speaks against an association with the
RBC cytoskeleton. In contrast, Glenister et al. found Pf332 to be largely TX-100
insoluble but SDS soluble (Glenister et al., 2009), which supports a direct association
between Pf332 and the RBC cytoskeleton. Thus, although data obtained from knockout
studies and recombinant protein binding assays support an interaction between Pf332
and the cytoskeleton, a biochemical confirmation using endogenous protein is missing.
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2 SCOPE OF THE THESIS
The overall objective of the investigations presented in this thesis was to further the
understanding of the massive Pf332 antigen of the malaria parasite Plasmodium
falciparum. The Pf332 gene structure, immunogenicity, subcellular localization, host
cell remodeling properties, and transcriptional activity were particular targets in this
context.
Specific aims:
The specific objectives of the presented papers were as follows:
I.

To characterize the structure of the gene encoding Pf332 and the Duffy bindinglike (DBL)-domain encoded by exon I.

II.

To describe the DBL-domain of Pf332 in terms of three-dimensional structure,
naturally acquired immunity and antibody specificity.

III.

To evaluate the immune response in different animals immunized with the
DBL-domain of Pf332 in combination with a set of different adjuvants.

IV.

To investigate the subcellular localization and cytoskeleton interacting
properties of the endogenous Pf332 protein.

V.

To elucidate transcriptional activity of duplicated P. falciparum genes,
including Pf332 and var2csa, by allelic discrimination.
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3 EXPERIMENTAL PROCEDURES
Material and methods are detailed in each respective study included in this thesis
(Paper I-V). This chapter will highlight some of the more important methods from each
of the studies included.
3.1

PARASITE IN VITRO CULTURE CONDITIONS

In vitro adapted parasites used in these studies were the Plasmodium falciparum
laboratory strains FCR3, FCR3S1.2, HB3, 3D7AHI, NF54, and 7G8. Parasites were
kept in continuous culture according to standard procedures with red blood cells (O+)
at 5% hematocrit and 10% A+ serum in buffered malaria culture medium. Parasites
were synchronized with 5% sorbitol for 10 min and kept at static conditions for all the
described experiments (Moll et al., 2008).
3.2

RBC BINDING ASSAYS

In order to investigate the RBC-binding properties of the Pf332-DBL domain,
recombinant proteins (tagged with Glutathione-S-Transferease; GST) corresponding to
the DBL-domain, a region downstream of the DBL-domain referred to as nonDBL of
Pf332 (both regions encoded by exon I) and an unrelated protein, were generated in E.
coli. Recombinant protein (200 pmol) was incubated with 5 µl of washed RBCs in
RPMI-1640 for 2.5 h at 4ºC and thereafter washed in PBS. RBCs were subsequently
collected by centrifugation, and bound protein was visualized by Western blot using
anti-GST monoclonal antibodies. To further illustrate the binding properties of Pf332DBL, Chinese hamster ovary (CHO) cells were transfected with the DBL-domain of
Pf332 or the nonDBL-region using the FuGENE 6 transfection reagents. Surface
expression of the domains was confirmed by IFA 48 h later. For detection of RBCbinding, transfected CHO-cells were detached and stained with PKH67 (green) and
human RBC were stained with PKH26 (red). CHO-cells were incubated with RBCs at
a ratio of 1:5 for 1 h at room temperature and RBC-binding was evaluated by
fluorescence microscopy.
3.3

INVASION ASSAYS

Invasion inhibition assays were performed with laboratory adapted strains
FCR3S1.2, 3D7AH1 and 7G8. Trophozoite-stage pRBC were synchronized and the
hematocrit was set to 2.5% and the starting parasitemia to 1%. Assays were performed
in 96-well U-bottom culture plates and 3/4 of the total volume constituted pRBC in
suspension, whereas the remaining 1/4 corresponded to the added antibody/PBS
control. Parasites were cultivated until reinvasion of merozoites was completed, after
which pRBC were stained with acridine orange and counted by flow cytometry.
Investigated antibodies included purified IgG from Pf332-DBL/nonDBL or GST
immunized rabbits. PBS was included in all plates as a non-inhibitory control and an
anti-AMA1/MSP-1 antibody was included as an inhibitory control. Antibodies were
titrated and used at a final concentration of 1, 0.5 and 0.25 mg/ml. Results are presented
as percentage of invasion and calculated as follows: 100 x (mean parasitemia of culture
grown with test antibodies/mean parasitemia of culture grown with PBS). Experiments
were performed in duplicates in three separate assays.
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3.4

STRUCTURE MODELING OF PF332-DBL

In order to assess structural similarities of Pf332-DBL with the EBL-DBLs, a
homology model of 3D7 Pf332-DBL (PF11_0506 amino acids 1-255) was constructed
using the HHpred server with default settings. The crystal structure of the EBA-175 F2domain was used as a template (Protein Data Bank code 1ZRO, chain A). The
alignment was manually adjusted at positions 180 and 254 to align two cysteines that
were in close proximity, to allow for the modeling of two disulphide bridges conserved
in the DBL-domains of PfEBA-175 and Pk DBP. MODELLER 9v3 and the MPItoolkit were used to create the model and structural visualizations were made in PyMol.
The model was validated by using the PROCHECK program available in the SWISSMODEL Workspace and Verify3D, available in the HHpred server toolkit.
3.5

IMMUNIZATION REGIMEN AND ANTIBODY DETECTION

Immunogenicity and antibody responses to most malaria antigens are tested in
either rodents or rabbits. BALB/c mice, C57BL/6 mice, New Zealand white rabbits and
Sprague-Dawley rats were immunized with E. coli expressed recombinant Pf332-DBL
protein carrying a His-tag in combination with any of the following adjuvants;
Montanide ISA 720, aluminum hydroxide, levamisole or complete Freund’s
adjuvant/incomplete Freund’s adjuvant. Animals were immunized intramuscularly with
the antigen-adjuvant formulation on week 0, 3, 6 and 9. The amount of recombinant
protein in the immunizations was 10 g/mouse, 50 g/rat or 100 g/rabbit. Blood was
collected prior to the first immunization and two weeks after each immunization, as
well as on week 13, 15 and 17. Antibody responses were subsequently measured by
ELISA, and IgG1/Ig2a ratios were determined as an indication of the type of immune
response that was elicited.
3.6

DIFFERENTIAL PROTEIN EXTRACTION

Peripheral membrane proteins are extracted from the membrane by treatment
with alkaline sodium carbonate and urea, whereas these solutions leave the lipid bilayer
and integral membrane proteins intact. The latter proteins are only extracted by
treatment with a detergent, such as the non-ionic detergent TX-100. Cytoskeletoninteracting proteins are typically insoluble in TX-100, but soluble in the ionic detergent
SDS, and this property is commonly used as a biochemical definition of a cytoskeleton
association. Trophozoite or schizont-stage pRBC were enriched by magnetic cell
sorting, which yielded a parasitemia of approximately 90%. Parasitized cells were
subsequently resuspended in a hypotonic solution (7.5 mM Tris-HCl pH 8.0) and freeze
thawn. Following an ultracentrifugation step (100 000 x g for 60 min), aqueous proteins
(soluble in the hypotonic solution) were separated from membrane proteins (pellet
proteins). The latter were extracted by one of the following solutions; 100 mM sodium
carbonate pH 11.5, 6 M urea, 1% TX-100 or 2% SDS plus 1% TX-100, followed by
centrifugation to separate soluble and insoluble proteins. Equal amount of parasite
extracts (2.5x106 – 3.3x106 pRBC/lane) were subsequently separated by SDSpolyacrylamide gel electrophoresis (SDS-PAGE) and subjected to Western blot
analysis.
3.7

SELECTIVE PERMEABILIZATION AND TRYPSIN DIGESTION

To verify the subcellular localization and extraction profile of Pf332, we used a
biochemical approach based on the accessibility of the protein to trypsin digestion after
selectively permeabilizing membranes using detergents Equinatoxin II (EqtII) and
saponin. EqtII is a eukaryotic pore-forming toxin from the venom of the sea anemone
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Actinia equin (Schon et al., 2008), which selectively forms pores (up to 100 nm) in the
sphingomyelin-containing RBC PM, whilst leaving the membranes of MCs and PV
intact. Saponin on the other hand, is a plant-derived glycoside that interacts with
cholesterol and forms pores (up to 30 nm) in the RBC PM, MCs and PVM, but leaves
the parasite PM intact. By adding trypsin to selectively permeabilized cells, the
subcellular localization of a protein can be determined. For example, in EqtII-treated
cells, proteins/parts of proteins present in the lumen of MC will be protected from
digestion by trypsin as a result of the intact MC membrane, whereas proteins/parts of
proteins located in the RBC cytosol will be digested. In EqtII/saponin-treated cells,
proteins will be completely digested by trypsin regardless of a luminal or a cytosolic
location, as saponin also disrupts the MC and PV membrane. Subsequently, a TM
protein with the N-terminus facing the MC lumen and the C-terminus facing the host
cell cytosol will be truncated in EqtII-lysed cells, whereas it will be completely
digested in EqtII/saponin-lysed cells. By using antibodies targeting both the N- and the
C-termini, the topology of a protein can thus be determined. A simplified outline of the
method (with a focus on MCs) is depicted in Figure 5.

Figure 5. Selective permeabilization of membranes followed by trypsin digestion. In EqtIIpermeabilized pRBCs, the RBC PM is permeabilized, but the MC membrane is left intact (left).
Accordingly, when adding trypsin, proteins/parts of proteins located in the lumen of MCs are protected
(full line) from digestion, whereas proteins/parts of proteins located in the RBC cytosol are sensitive
(dashed line). A membrane spanning protein will subsequently be truncated in EqtII-lysed cells. In
EqtII/saponin-permeabilized pRBCs, the RBC PM and the MC membrane are permeabilized (right).
Accordingly, a membrane spanning protein will be completely digested (dashed lines) when adding
trypsin. Note that the illustration only shows MC.

3.8

ALLELIC DISCRIMINATION

Real-time PCR allelic discrimination primers and probes (MGB probes labeled
with either FAM or VIC) were manually designed using Primer Express 3.0. The risk
of primer dimerization and secondary structure formation of all primers and probes
were assessed using G estimations in NetPrimer. Allelic discrimination assays were
designed based on the sequenced genome of 3D7, FCR3, Dd2 and HB3 parasites and
validated with amplification of dilution series of HB3 gDNA and mixtures of FCR3
and NF54 gDNA. Allelic discrimination was conducted on both gDNA and cDNA
from whole parasite cultures and single cells, using the above described primers and
discriminative probes. Amplifications were performed in at least triplicates in an ABI
7500 real-time PCR system, starting with a pre-read (for background fluorescence
measurements), followed by 40 cycles of amplification, and a final post-read (for total
fluorescence emission measurement after amplification). The relative allele frequency
was evaluated from fluorescence ratios from the allele specific probes.
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4 RESULTS AND DISCUSSION
Results are detailed and discussed in each respective study included in this thesis (Paper
I-V). The original results and interpretations are also summarized here.
4.1

PAPER I

“The gene encoding Pf332 is comprised of two exons, one of which is encoding
a DBL-domain”

Previous to this investigation, the gene encoding Pf332 was believed to have a
single exon structure. During a bioinformatical search for open reading frames (ORFs)
predicted to encode RBC-binding domains, the ORF PF11_0506, located only 280 base
pairs (bp) upstream of the start codon of adjacent gene encoding Pf332 (PF11_0507),
was identified. The length of the intergenic region was very short compared to the
mean length in P. falciparum (1694 bp) (Gardner et al., 2002), thus we hypothesized
that the region was an intron rather than an intergenic region. To test our hypothesis, we
designed primers towards the 3′ end of PF11_0506 and the 5′ end of PF11_0507. The
size of the reverse-transcriptase PCR product from cDNA was 350 bp, whereas the
PCR product from gDNA was 600 bp, indicative of a splicing event. Comparing the
sequences of the PCR and RT-PCR products further revealed an intron sequence
possessing the typical gt-ag splicing site at its ends. Northern blot hybridizations using
a probe located at the 5′ end of PF11_0506 and a probe covering the splicing site,
confirmed that PF11_0506 and PF11_0507 constitute a single mRNA. Thus, Pf332 is
encoded by a two-exon gene composed of a 5′ exon with a size of 1704 bp
(PF11_0506) and a 3′ exon with a size of 16 578 bp (PF11_0507), separated by a short
intron of 236 bp (Figure 6). The 3′ exon of Pf332 was initially identified from a gDNA
expression library containing only a region of repetitive sequence without additional 5′RACE sequencing to identify the 5′-end of the transcript. The existence of the
additional upstream exon has therefore previously been overlooked and the 5′ exon of
Pf332 was as a consequence annotated in the P. falciparum genome as a separate gene
encoding a hypothetical protein.
Exon I did not encode an N-terminal SP or a classical PEXEL motif, but encode a
PEXEL-like motif (RSLAD) commencing 78 amino acids downstream of the Nterminus. When performing a BLASTP search and an alignment of the amino acid
sequence encoded by exon I, the exon was found to encode a region homologous to the
Duffy binding-like (DBL)-domains of the Erythrocyte binding-like (EBL)-family of
invasion proteins. In order to investigate the RBC-binding properties of the newly
identified DBL-domain of Pf332, we generated E. coli recombinant proteins
corresponding to both the DBL-domain and a region downstream of the DBL-domain.
By Western blot, it was evident that only the DBL-domain and not the downstream
region was able to bind RBCs, and this was subsequently verified when using CHOcells transiently expressing the DBL-domain or the downstream region. Sequencing of
11 laboratory strains and field isolates revealed that the DBL-domain is conserved as
only a few point mutations were found.
Although having a homologous DBL-domain in common, Pf332 differs
considerably from the EBL-DBLs in three important aspects. Firstly, Pf332 lacks the
N-terminal segment (NTS) containing a SP, two tandem DBL-domains, the C-terminal
c-cys region and TM. The revised structure of Pf332 contains an N-terminal DBLdomain followed by an adjacent predicted TM and a large number of negatively
charged Glu-repeats, which make up the major part of the molecule. A tryptophan-rich
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domain (WRD) with similarities to WRDs found in SURFINs, PkSICAvar and
PfEMP1 (Winter et al., 2005) is also present in the C-terminus of the protein (Figure
6). Secondly, by real-time PCR, it was evident that the Pf332 gene was activated at
approximately 16 h p.i., reaching a maximum transcription at 24 h p.i.. In contrast,
most EBL-members are activated at approximately 38 h p.i., in line with their role in
merozoite invasion. Thirdly, the EBL-members are localized to the micronemes,
whereas Pf332 is exported into the host cell cytosol where it associates with MCs and
the RBC PM. The interaction of Pf332 with the host cell PM appeared to be very close,
as anti-Pf332 antibodies were able to detect Pf332 on unfixed live schizont-stage
pRBC. Collectively, these observations led us to hypothesize about the DBL-domain of
Pf332 being involved in binding to RBCs and thereby causing rosetting of mature-stage
pRBCs, potentially as a mean to provide close proximity of new host cells and thus
indirectly facilitating merozoite invasion. To test this hypothesis, we carried out
invasion inhibition assays where three different laboratory strains were cultivated for a
complete IDC in the presence of anti-Pf332-DBL antibodies. Indeed, antibodies to
Pf332-DBL were found to reduce the invasion efficiency when used at a concentration
of 1 mg/ml and this effect was concentration dependent.
Taking into account more recent data (Paper IV), do the findings in Paper I
support a surface expression and a role for Pf332 in invasion/parasite growth?
Localization studies of mature-stage pRBC are notoriously difficult due to the
increased permeability of the RBC PM, which can allow antibodies to gain access to
parasite proteins on the cytoplasmic face of the membrane. This can result in a staining
resembling surface reactivity, leading to the conclusion of surface exposure of a
molecule that is really located in close proximity to the inner leaflet of the RBC PM. A
cytoplasmic location of Pf332 is further supported by the observed lack of variation in
the DBL-domain, which indicates that the protein is not under any selective pressure. In
contrast, nonsynonomous SNPs are frequently detected in the EBL-DBLs, in line with
the antigens being under diversifying selection from the human immune system (Baum
et al., 2003, Ozwara et al., 2001). Moreover, compared to antibodies targeting proteins
critical for the invasion process, the anti-Pf332-DBL antibodies investigated in the
present study had to be used at a relatively high concentration in order to give a
significant effect.
The comparison of the Pf332-DBL and EBL-DBLs raised the issue of their
structural similarities and furthermore as to what extent antibodies towards Pf332-DBL
and members of the EBL-family cross-react; questions that were addressed in Paper II.

Figure 6. Schematic representation of the revised structure of the Pf332 protein. Residues 1-570 are
encoded by the first exon, which contains the DBL-domain (white), a PEXEL-like sequence RSLAD and
the predicted TM (black). The second exon encodes an extensive Glu-rich repeat region (dark grey) with
the consensus (X)3-EE(X)2-EE-(X)2-3 and the tryptophan-rich region (WRD; striped). (X=hydrophobic
amino acid, E=Glu).
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4.2

PAPER II

“The DBL-domain of Pf332 generates antigen specific antibodies, which do not
cross-react with DBL-domains of other malaria antigens”

EB200, a 157 amino acid long sequence of Pf332, was the first region of the
molecule to be cloned. To this date, EB200 is the most extensively used region for both
antibody production and immunorecognition studies of Pf332. However, EB200
contains arrays of tandemly repeated 11-mers having a high frequency of Glu residues,
often occurring in pairs. Due to the presence of Glu-rich repeats in a wide array of
malaria antigens, there is a significant risk of cross-reactivity when using the EB200
region as a Pf332 marker. We therefore wanted to evaluate the usefulness of the
conserved DBL-domain (Paper I), as a specific marker for Pf332. Moreover, we were
interested in investigating any potential cross-reactivity of antibodies towards Pf332DBL with other EBL-DBLs.
Firstly, we assessed the structural similarities between the DBL-domain of Pf332
and the homologous Pk DBL and the tandem DBL-domains of EBA-175 (F1 and F2),
which structures have recently been solved. Using the crystal structure of F2 as a
template, we constructed a 3D model of Pf332-DBL by comparative modeling on the
basis of the 3D7 sequence (PF11_0506, residues 1-255). According to our 3D model,
Pf332 has a scaffold of -helices surrounded by flexible loops. Thus Pf332 shares the
basic DBL fold despite having only 24-29% sequence identity with the Pk DBL and
EBA-175 DBLs. The high content of -helices observed in our 3D model was in
accordance with the secondary structure content of a recombinant Pf332-DBL protein
expressed in E. coli, as determined by circular dichroism. Sequence alignment revealed
that of the twelve cysteine residues present in Pf332-DBL, eight corresponded in
location to cysteines found in F1, F2 and Pk DBL. Two cysteines were found to be
unique to Pf332-DBL, whereas the remaining two cysteines were shared only with
EBA-175 F2. Interestingly, one of the latter is shared with all var DBL-types. All
cysteines except for the two that are unique for Pf332-DBL were predicted to form
conserved disulphide bridges, illustrating the importance of the cysteines in
maintaining the DBL fold. Although the overall fold of Pf332-DBL was similar to that
of the EBL-DBLs, structural differences were observed, implying that Pf332-DBL
could have a different dynamical behavior leading to differences in its receptor
specificity or binding preferences. The presence of a DBL-domain in Pf332 is
intriguing. The F1-domain of EBA-175 is related to the single DBL-domain of P. vivax
and P. knowlesi, and the domain is common to all EBLs. In contrast, the F2-domain of
EBA-175 has so far only been found in EBLs in P. falciparum and P. reichenowi and
the domain has been suggested to be the progenitor of var DBLs. It is therefore
interesting to note that the DBL-domain of Pf332 has more similarities to F2 than to F1,
as the DBL-domain of Pf332 so far only has been identified in P. falciparum, although
Pf332-like proteins are present in species such as P. berghei and P. yoelii.
Secondly, we analyzed the presence of naturally acquired antibodies to Pf332DBL in individuals residing in distinct malaria endemic regions (Uganda, Burkina Faso
and Mali). Antibodies were highly prevalent in adults and they were frequently of high
titer. In an area of intense malaria transmission (Apac, Uganda), antibodies were
acquired early in life, but there was no difference in prevalence or titer when comparing
plasma from children suffering from either mild or severe malaria. Similarly, there was
no difference in prevalence and antibody titer when comparing plasma from individuals
belonging to distinctive sympatric tribes having different susceptibility to malaria. This
shows that Pf332-DBL is highly immunogenic and is in accordance with the domain
having a conserved sequence (Paper I). As Pf332 appears to be an intracellular protein
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(Paper IV), we hypothesize that antibodies towards the antigen are generated upon
schizont rupture, at which time the protein becomes accessible to the immune system.
The assumption is then that the high levels of anti-Pf332 antibodies are a reflection of
parasite exposure rather than malaria protection, as has been suggested for other Glurich antigens.
Finally, we set out to evaluate the antigen-specificity of naturally acquired
antibodies in order to exclude the possibility of cross-reactivity between Pf332-DBL
and EBL-DBLs. Following affinity purification using the recombinant Pf332 DBLdomain, the human antibodies were probed on a peptide microarray of overlapping
15-mers, where they were found to only react with peptides present in Pf332-DBL but
not in the EBL-DBLs, here represented by the tandem DBL-domains of EBA-175.
The peptide array only takes liner epitopes into consideration; however, it gives a
strong indication that there is little or no cross-reactivity between the DBL-domains
of Pf332 and the EBL-family. To confirm that this was true also for native and
conformational protein, we carried out IFA. The anti-Pf332-DBL antibodies gave a
typical Pf332 fluorescence pattern as demonstrated by the co-localization of the
antibodies with MC marker MAHRP1. There was no cross-reactivity with native
EBA-175, as the anti-Pf332-DBL and anti-EBA-175 antibodies gave very distinct
immunofluorescence pattern. Thus, we conclude that the conservation and distinct
sequence of the Pf332 DBL-domain (Paper I) and the antigen specificity of generated
antibodies, make Pf332-DBL an attractive region for future studies on the molecule
Pf332.
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4.3

PAPER III

“Immunizations with Pf332-DBL in combination with adjuvant Montanide ISA
720 generate significant levels of Pf332 specific antibodies in mice”

The first recombinant subunit vaccine approved for human use was the hepatitis
B vaccine, which was expressed in yeast cells. Advantages of recombinant subunit
vaccines are numerous; however, they are often poor immunogens and proper
adjuvants are therefore essential. The main targets for a malaria blood-stage vaccine
are invasion ligands and surface expressed antigens, but these often undergo antigenic
variation or are polymorphic. Increased titers of anti-Pf332 antibodies have been
associated with fewer clinical malaria attacks in individuals residing in malaria
endemic regions, as well as a reduced parasite growth in vitro. Based on these previous
observations, together with the findings from Paper I, we set up to assess the
immunogenicity of Pf332-DBL in different animals. Additionally, in order to find a
suitable adjuvant for malaria antigen immunizations, we compared the effect of
different adjuvants in combination with the Pf332-DBL antigen.
To get a more complete view of the immunogenicity of Pf332-DBL, we included
four different animal species; BALB/c mice (Th2-prone), C57BL/6 mice (Th1-prone),
New Zealand white rabbits and Sprague-Dawley rats. Groups of eight (mice) or four
(rabbits and rats) were immunized on four consecutive occasions with a His-tagged
Pf332-DBL recombinant protein expressed in E. coli in combination with the human
compatible adjuvants Montanide ISA 720 (M-ISA 720), aluminum or levamisol.
Control groups received the antigen either alone (negative control) or in combination
with Freund’s adjuvant (positive control).
Specific antibodies towards Pf332-DBL were generated in all animal species
investigated, reaching a maximum after the final immunization. Antibody levels were
in general of highest magnitude in BALB/c mice. Formulations of Pf332-DBL in
combinations with Freund’s adjuvant, M-ISA 720 or aluminum generated significantly
higher antibody levels compared to when the antigen was used alone, and M-ISA 720
and aluminum generated even significantly higher antibody level than did Freund’s
adjuvant. Eight weeks after the final immunization, BALB/c mice still had a
significantly higher IgG level in groups that had received Freund’s adjuvant, M-ISA
720 or aluminum compared to mice immunized with protein alone. Particularly M-ISA
720 stood out, since IgG levels were more stable over time. Moreover, M-ISA 720 and
aluminum induced a Th2-biased immune response, whereas Freund’s adjuvant
generated a mixed Th2/Th1 response.
In C57BL/6 mice, Pf332-DBL formulations containing Freund’s adjuvant or MISA 720 generated significantly higher antibody levels compared to when the antigen
was used alone. Eight weeks following the final immunization, the groups which had
received Freund’s adjuvant and M-ISA 720 had significantly higher antibody levels
compared to when the antigen was used alone; however, IgG levels were gradually
declining after the final immunization. Similar to in BALB/c mice, M-ISA 720 and
aluminum induced a Th2 response, whereas Freund’s adjuvant generated a mixed
Th2/Th1 response.
After the final immunization, rabbits that had received antigen in combination
with Freund’s adjuvant gave a more prominent antibody response compared to rabbits
that had received antigen alone; however, this was not significant. In general, rabbits
generated lower antibody responses towards the Pf332-DBL adjuvant formulations
than did any of the other animals.
In rats, IgG levels gradually increased with each immunization; however, IgG
levels quickly declined after the final immunization. Nevertheless, the rat group that
had received the antigen/M-ISA 720 formulation had significantly elevated antibody
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levels compared to the group that had received the antigen alone. In general, rats
displayed more variation within the group than did any of the other animals.
Levamisole did not show any obvious adjuvant effect in any of the immunized animals.
Montanide adjuvants (including M-ISA 720) are formulated as water-in-oil
emulsions and are similar to incomplete Freund’s adjuvant in physical characteristics,
but biodegradable. Formulations containing M-ISA 720 have been shown to be safe,
well tolerated and capable of eliciting high antibody responses in combination with
several malarial antigens in both human vaccination trials and animal immunization
studies. In the present study, M-ISA 720 proved to be the best-suited adjuvant of the
three different types investigated, as it induced a significant antibody response in both
BALB/c mice and C57BL/6 mice with IgG1 as the prominent isotype produced.
Moreover, elicited antibodies were antigen specific as determined by their ability to
recognize native Pf332 from the FCR3S1.2 parasite by Western blot analysis. Thus, our
findings support the use of Montanides as an adjuvant in additional immunization
studies of malaria antigens. Importantly, this study illustrates that there may be a
marked variation in response to the same antigen/adjuvant formulation by different
animal species, which should be taken into consideration when designing animal
immunization studies.
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4.4

PAPER IV

“Pf332 associates with the cytosolic side of Maurer’s clefts via protein-protein
interactions and interacts with the host cytoskeleton in mature parasite stages”

The solubility characteristics and subcellular localization are two highly
informative clues as to what function a certain protein may exert. We therefore set up to
examine these properties in the context of Pf332, using biochemical, IFA and flow
cytometry based methods.
To elucidate if or when Pf332 interacts with the cytoskeleton, we conducted a
time-course where enriched pRBC were collected and extracted with TX-100 at three
different time-points. At 26-30 and 32-36 h p.i., Pf332 was mainly found in the TX-100
soluble fraction as examined by Western blot. In contrast, at 38-42 h p.i. the entire
Pf332 population was found in the TX-100 insoluble fraction, thus Pf332 appears to be
interacting with the cytoskeleton only in schizont-stage pRBC. To be able to correlate
the observed biochemical profile of Pf332 with the subcellular localization of the
antigen, samples were collected for IFA at each of the above described time-points.
Pf332 co-localized with the MC marker MAHRP1 at all three time-points, indicating
that the association with MC is not transient, but permanent. At 26-30 and 32-36 h p.i.,
MCs were located throughout the RBC cytosol, whereas at 38-42 h p.i. (and Pf332 had
shifted to become TX-100 insoluble), MCs were closely associated with the RBC PM.
This is in accordance with Pf332 interacting with the cytoskeleton in mature parasite
stages. The insolubility of Pf332 in TX-100 in mature-stage pRBCs could not be
explained by a surface-expressed population, as no live schizont-stage pRBC stained
positively for Pf332 by flow cytometry. These findings led us to conclude that Pf332 is
closely associated with MCs throughout trophozoite maturation and schizogony, and
that the interaction of Pf332 with the cytoskeleton increases as the parasite matures.
The obtained results provide an explanation for the conflicting findings presented by
Mattei et al. and Glenister et al. regarding TX-100 solubility of Pf332 and highlight the
importance of assaying parasite-lysates collected from more than one time-point.
Because Pf332 is expressed in very mature pRBCs and appears to make the host
cell less rigid, it is tempting to speculate that Pf332 is involved in cytoskeleton
destabilization upon completion of the IDC, possible as a mechanism to prepare the
host cell for merozoite egress. By interacting with the cytoskeleton, Pf332 may reduce
the cytoskeletal affinity to junctional complex components or parasite proteins.
Alternatively, the massive size of Pf332 may sterically hinder other cytoskeletoninteracting proteins from binding. Pf332 may also become the target of specific
proteases activated at schizont-stage, whose actions ultimately lead to pRBC rupture.
The Western blot observation of an increasing number of smaller sized Pf332
polypeptides as the parasite matures, supports this view. Furthermore, when using the
PEST finder program, which identifies proline (P), glutamic acid (E), serine (S) and
threonine (T) rich regions present in proteins targeted for proteolysis (Rogers et al.,
1986), 17 predicted PEST-domains were identified throughout the Pf332 molecule.
Due to the cysteine-rich nature of the DBL-domain and the proposed TM region
(Paper I), we hypothesized that Pf332 is a membrane spanning protein with the Nterminal DBL-domain located in the lumen of MC and the C-terminal repeat region
facing the RBC cytosol. Intriguingly, Pf332 was completely extractable by urea and
alkaline sodium carbonate, which is indicative of a peripheral membrane association,
but speaks against an integral membrane association. This was further verified when
using a biochemical approach based on the accessibility of the protein to trypsin
digestion after selectively permeabilizing membranes of enriched trophozoite/schizontstage pRBC using the detergents saponin and/or EqtII. If the DBL-domain was located
in the lumen of MCs, it would be protected from digestion by trypsin in EqtII39

permeabilized cells, whereas the C-terminus would be accessible, resulting in a
truncated protein. However, by Western blot it was evident that the Pf332-DBL signal
was lost completely, demonstrating that the entire antigen must be present in the host
cell cytosol. Hence, Pf332 appears to be a peripheral membrane protein of MCs
attaching via protein-protein interactions (Figure 7). On the basis of the above
mentioned findings, the predicted TM of Pf332 does not appear to be a membrane
spanning region, but rather a hydrophobic stretch/recessed SP, possibly involved in
protein trafficking and/or MC association, although this needs to be experimentally
confirmed.
A peripheral membrane location of Pf332 implies that the antigen is synthesized
and trafficked in a water-soluble state. However, in the presence of BFA, Pf332 resisted
extraction by a hypotonic solution, but was readily solubilized by alkaline sodium
carbonate. This led us to conclude that Pf332 was rather trafficked as a peripheral
membrane protein, possibly interacting in a multimeric protein-complex. Given the
extremely large size of Pf332, it seems reasonable to assume that correct trafficking of
this massive antigen requires additional help from chaperones. Indeed, Pf332 was
recently proposed to interact with two putative co-chaperones in a yeast two-hybrid
screen (Pavithra et al., 2007). Comparable protein solubility results have been observed
also for PfEMP1 (Papakrivos et al., 2005), implying that Pf332 and PfEMP1 may be
synthesized and trafficked in a similar manner, possibly involving chaperones.
The present study establishes Pf332 as an intracellular antigen, resident at MCs.
The cytoskeleton interacting property of Pf332 only near completion of the IDC may
have important implications in host cell remodeling exerted by the P. falciparum
parasite.

Figure 7. Proposed model of the subcellular localization of Pf332 in P. falciparum pRBC. Pf332
(dotty) is located on the cytosolic side of MC and interacts with the cytoskeleton in very mature parasite
stages.
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4.5

PAPER V

“Duplicated var2csa genes are simultaneously transcribed in individual
parasites”

Gene duplications are frequent in P. falciparum parasites. Previous findings of
copy number polymorphisms (CNPs) in genes related to drug resistance and parasite
invasion, suggest that parasites employ gene duplications as a strategy to enhance their
survival, thus gene duplications may play an important role in malaria pathogenesis.
Single nucleotide polymorphisms (SNPs) are often introduced into the duplicated gene,
either during the duplication event or through subsequent mutations. These
modifications can lead to the formation of either pseudogenes or functional genes, and
in case of the latter the gene product may retain its original function or display an
altered function (loss of function, gain of function or dominant-negative effect). Hence,
one cannot assume that there is a linear correlation between gene transcription and gene
dosage or biological function. The Pf332 and var2csa genes have been found
duplicated in the genome of the HB3 parasite; however, it is currently unknown
whether both gene copies are transcriptionally active or not.
In an attempt to study transcriptional activity of duplicated genes, we developed
an allele discriminative real-time PCR assay based on slight sequence variations in the
duplicated Pf332 and var2csa genes in HB3. Laboratory parasite strains FCR3, 3D7
and Dd2 were used as negative controls for the assay, as they contain singly copy genes
of both var2csa and Pf332. To be able to discriminate between the duplicated var2csa
genes in HB3, we designed allele-specific primers towards conserved regions and FAM
and VIC labeled TaqMan MGB probes towards variable regions, resulting in two
assays (towards DBL2x and DBL4 ). A third assay was similarly designed to identify
different Pf332 variants in NF54 and HB3, and the discriminative probes were designed
towards a nonsynonomous SNP (S326P) present in exon I. Using the allelic
discriminating assay, we first analyzed the presence of the sequence-variable alleles in
gDNA from the different laboratory strains, resulting in the amplification of both alleles
in HB3 and the single alleles in FCR3, NF54 and Dd2 parasites. var2csa transcripts
were subsequently analyzed in HB3, FCR3 and NF54 both before and after CSAselection, and both var2csa alleles were actively transcribed in HB3. Transcripts of
both the wild-type and the mutant Pf332 genes were similarly present and actively
transcribed in HB3. Taken together, the allelic-discrimination assay proved to be
specific, efficient and straightforward. This approach can be extended to study other
issues related to genetic polymorphisms, thus providing a useful tool for further
investigations regarding the impact of gene duplications on P. falciparum biology.
The transcription of var genes at trophozoite-stage is presumed to be mutually
exclusive, with a single expressed var gene at a time. Thus the finding of
simultaneously transcribed var2csa genes on a population level was of particular
interest. However, this did not provide information about whether both genes copies are
expressed in single cells. In an effort to elucidate transcriptional activity in individual
cells, single HB3CSA parasites were collected by micromanipulation and analyzed in a
nested PCR/real-time PCR approach. Interestingly and somewhat surprisingly, both
alleles of var2csa were transcribed in individual parasites collected at 24±4 h p.i..
These results were confirmed by RNA-FISH using probes designed towards one of the
most sequence-variable regions of the var2csa paralogs in order to discriminate
between them. This also enabled us to use NF54CSA and FCR3CSA as controls for
one of the var2csa sequences. Indeed, most HB3CSA parasites displayed a high
abundance of var2csa transcripts from both paralogs, whereas the control parasites
displayed only transcripts from their single allele types. The RNA-FISH further
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revealed exclusive nuclear co-localization of the two transcripts, despite being located
on different chromosomes. Also the active genes were found to co-localize in the
majority of cells by DNA-FISH. The co-localization of var2csa genes and the
corresponding transcripts supports a previously suggested specific site for var gene
expression that can accommodate more than one active var gene at a time. Whether
both transcripts are translated into protein that will be surface expressed remains to be
elucidated; however, both alleles were detected using only oligo(dT) primers in the
reverse transcription, suggesting that the transcripts were destined for translation.
The simultaneously transcribed var2csa genes challenge the dogma of mutually
exclusive expression of var genes, at least in respect to the duplicated var2csa genes. In
should be noted that this may represent a special case since the sequence similarity
among different var2csa variants is high compared to that of other var genes.
Interestingly, whereas one of the var2csa genes is found on chromosome 12, the other
copy is found on chromosome 1, which could suggest the presence of var2csa specific
transcription factors with preserved DNA-binding regions in the duplicated gene
copies. Indeed, the upstream regions of the var2csa paralogs are highly similar. Further
studies on potential var2csa specific transcription factors will be of great interest in this
context.
These findings were supported by a recent study in where Joergensen and
colleagues reported simultaneously transcribed var genes in a single cell using limiting
dilution real-time PCR and RNA-FISH (Joergensen et al., 2010). Interestingly, by using
confocal immunofluorescence microscopy they could detect two different PfEMP1
molecules simultaneously expressed on a single cell, illustrating that not only can two
var genes be simultaneously transcribed, these can also be translated into protein and
become surface expressed. Whether this is an artifact of in vitro adapted parasite lines,
or a reflection of the selection process employed by Joergensen et al. remains elusive. It
would be of great interest to see if also clinical parasite isolates can express more than a
single var gene at a time, also with regard to var2csa.
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5 CONCLUDING REMARKS AND FUTURE ASPECTS
Based on the papers included in this thesis, the following conclusion can be drawn and
future aspects proposed:
I. The gene encoding Pf332 consists of two exons, where exon I encodes a Duffy
binding-like (DBL)-domain homologous to the Erythrocyte binding-like (EBL)
family of invasion proteins. Pf332 lacks a canonical SP and a classical PEXEL
motif. Although the DBL-domain appears capable of binding RBCs in vitro, the
function of the domain still remains elusive. Hence, additional studies are
needed in order to get a more complete picture of what role the Pf332 DBLdomain plays in P. falciparum biology.

II. Antibodies towards the DBL-domain of Pf332 are readily acquired in
individuals residing in malaria endemic areas and do not cross-react with the
DBL-domains of the EBL-family of invasion proteins. Previous studies of
Pf332 have been hampered by the cross-reactive nature of the antigen. Thus, the
conserved DBL-domain of Pf332 is an attractive marker to use in future studies
of the antigen, and we expect this to facilitate more antigen-specific
investigations of the molecule. It would be interesting to see whether the DBLdomain of Pf332 can form the characteristic EBL-DBLs disulphide bridges,
since the endogenous antigen appear to be present in a reducing cytosolic
environment (Paper IV). The structural and sequence similarities of Pf332-DBL
and the EBL-DBLs is from an evolutionary perspective of significant interest.

III. The Pf332 DBL-domain is immunogenic in combination with different
adjuvants currently used in human vaccination studies. Of the different
adjuvants evaluated, Montanide ISA 720 appears to be the best suited adjuvant
for immunization studies using recombinant proteins. Importantly, there may be
a marked variation in response to the same antigen/adjuvant formulation by
different animal species, which should be taken into consideration when
designing animal immunization studies.

IV. Pf332 is a host cytoskeleton interacting protein that is synthesized as a
peripheral membrane protein and associates with the cytosolic side of MCs via
protein-protein interactions throughout trophozoite maturation and schizogony.
The antigen is not exposed on the host cell surface. Taken together, this implies
that the TM is not a membrane spanning region. Instead, this region may
represent a recessed SP and/or an MC attachment domain. It would be
interesting to investigate if GFP-Pf332 chimeras containing the
TM/hydrophobic stretch alone or in combination with the DBL-domain are
exported and correctly targeted to the MC. This would provide some muchneeded additional insight into the trafficking mechanism employed by PEXELnegative exported proteins. The interaction of Pf332 with the submembrane
cytoskeleton only in mature-stage pRBC implies that the protein participates in
host cell modifications at completion of the IDC, possibly to destabilize the
submembrane skeleton and the RBC PM. It would be of great interest to
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investigate the molecular nature and importance of such an interaction in P.
falciparum biology.

V. Real time allelic discrimination and discriminative RNA-FISH can be used to
distinguish between highly similar gene copies in P. falciparum, including
Pf332 and var2csa. The assay provides a robust and straightforward tool to
study the impact of gene duplications on the biology of P. falciparum and this
versatile approach can be extended to study other issues related to
polymorphisms and gene regulation. In this context, it is of interest to study
regulation of var genes, which play a pivotal role in host cell remodeling and
malaria pathogenesis.

Protein export and host cell remodeling is central to the malaria pathogenesis.
Although much information has been gained during the past decades, there are
currently many aspects that remain obscure. Pf332, the largest exported antigen in
malaria, is certainly of interest in this context due to its characteristic protein
structure, immunogenicity, and host cell remodeling properties. Taken together,
the papers presented in this thesis has opened up for more detailed analyses of
Pf332. Future studies of this massive antigen are expected to provide important
information regarding evolution of DBL-domains in Plasmodia, protein
trafficking pathways of PEXEL-negative exported proteins, and molecular
processes that underlie parasite-induced host cell modifications. Ultimately, this
may lead to an improved understanding of malaria pathogenesis, and perhaps,
suggest new approaches how to combat the disease.

44

6 ACKNOWLEDGMENTS
There are so many I’d like to thank. I’m grateful to each and every one of you who
have been part of this journey, both from the academic world and the world outside of
science. In particular I’d like to express my sincere gratitude to:
My supervisor, Qijun Chen, who welcomed me into his group, and since then has been
supportive of all my ideas and trusted me. Thank you for your guidance, our sincere
talks, and for giving me freedom and allowing me to develop into an independent
scientist.
My co-supervisor, lab guru and dear friend Kirsten Moll. Without you this would have
never been possible! Thank you for your support, encouragement and faith, and for
having the answer to almost any lab related question imaginable, you rock! Also big
thanks to both you and Markus for great dinners, Midnattslopp, intense football
sessions and halloumiburgers.
Mats Wahlgren, for welcoming me into his lab and group, and for being like a
supervisor to me. I can’t thank you enough for your enthusiasm, good advice and
constant support over the years. Thank you for providing an inspiring and stimulating
working atmosphere, and most of all for believing in me!
My fellow companion on this journey, almost from day one, Karin Blomqvist. Gösen,
you’re the best and I can’t thank you enough. But I’ll try. Thank you for your endless
optimism, never-ending support, and for being such a wonderful friend! Ups and
downs, joy and despair. We’ve been through it all, and without you it would’ve been so
much less. Thank you!
The other half of the wonder duo Team Chen, Kim Brolin. Thank you for being a
brilliant and supportive friend, for getting me into the running business and for always
welcoming me into your home, regardless if it’s in Stockholm, Melbourne or Boston.
Shiraz with Marge Simpson Down Under, donkey births in Kenya. We’ve seen it all
ABK and Team Chen wouldn’t have been complete without you!
Co-authors and friends. Thank you for inspiring scientific discussions and superior
collaborations. Arnaud Chêne – for great friendship and discussions about science, life
and everything in between over a beer or two, Ulf Ribacke – you’re a star my friend!,
Mr Milan – Davide Angeletti, Letusa Albrecht, Inari Kursula, Johan “El Rey”
Ankarklev, and our collaborators in China and Japan.
Past and present colleagues in the Wahlgren lab at MTC – for creating a lovely working
environment (day and night), and providing me with scientific input, laughter and joy.
Thanks to former office wing woman Fingani Mphande, fellow crystal man Johan
Normark, Anna Leitgeb Vogt, Bobo Mok, Craig Wheelook, Johanna Breuer, Jon
Ortiz, Malin Haeggström Löfdahl, Nicolas Joannin, Niloofar Rasti, Sanjay Ahuja,
and Su Bächle. Adrian Luscombe, Akira Kaneko, Hodan Ismail, Isabel Dellacasa,
Josea Rono, Kristina Persson, Mia Palmkvist, Pilar Quintana, Sherwin Chan,
Sreenivasulu Basi Reddy, Sriwipa Chuangchaiya, Steven Kiwuwa, and Susanne
Nylén.

45

Fellow Swedish Malaria Network board members. We’ve worked hard and had some
great times together! Anna Färnert – for being so inspiring and passionate about the
network, Isabel Veiga – for being a brilliant friend and for sharing some Ugandan
madness with me; near death experiences on the Nile, pink socks in flip-flops, and a
Nile special or two under the African sun. Memories for life , Anne Liljander, Göte
Swedberg, Klara Lundblom, Maja Malmberg, Pablo Giusti, and Pedro Ferreira.
Fellow/former PMV:ers. Thanks for fun times and for creating such an outstanding
working environment full of hard rock parasitologists! Anders Barfod – my favorite
Danish person, Cecilia Thors – for your kindness and encouragement, Mr
Timmernabben: Johan Lindh – for being a brilliant friend and a great mentor, Polya
Rosin – for much appreciated scientific input, cocktail hours and most of all great
friendship, Romanico Arrighi – for bioluminescence adventures and fun times with
crazy Scottish relatives of yours on a Cape Cod beach at midnight , Thorsten Lieke
– The Plug, for much valued friendship, Antonio Barragan, Ewert Linder, Jadwiga
Krusnell, Jessica Beser, Jessica Kennedy Weidner, Jonas Fuks, Jonas Lundström,
Marianne Lebbad, Niclas Hitziger, Perra Hagblom, Silvia Botero, Srisuda
Pannanusorn, Victor Fernandez, and the diagnostic gang.
Fellow malariologists: Berit Aydin-Schmidt – for counting all my parasites!, Christin
Sisowath, Sabina Dahlström, Halima Balogun, Lisa Israelsson, Nancy Awah,
Klavs Berzins and Marita Troye-Blomberg.
The dazzling crew of MTC:ers and SMI:ers who has helped me out with all kinds of
things over the years: Karolina Palmgren – du är en klippa!, Elena Sandalova,
Andre Ortlieb and Victor Levitsky – for introducing me to MTC and the world of
research, Milina and Rejhana – sorry about the heaps of glass dishes I’ve brought
down over the years , The MTC Developer Room – you’re a freaking mess baby,
but I love you!, Anita Wallentin, Daria Donati, Elsie Castro, Hanna “Kakis”
Brauner, Hannes Uchtenhagen, Inga Müller, Alex, Birgitta, Greger, Sándor, Tage
and Torbjörn.
The Brilliant Group: Francesca Diane Liu, Mohammed “Moh the Adventurer”
Elfaki, Musa Sekikubo and Jenny D, whom I met in Uganda. You guys are awesome!
All my friends outside of work! Thanks for all the good times, for providing a malaria
free oasis, and for not giving up on me despite my inability to answer my phone.
AnnSofi Sandberg and Linn Nordin – for great “ventilation talks” about everyday
madness at our usual hang-out Arizona, Kattis and Fredrik Antblad – for spectacular
dinners, New Years and globetrotting, Betzy Chavez, Christian Sjöborg, Hanna
Larner, Johan Sundström, Louise Forssell, and Meyrem Anadol.
My lovely extended family: Karin & Jan and familjen Beatus. Thank you for much
valued dinners, red wine, boat trips in the Stockholm archipelago, and proper Swedish
Midsummers. The list can be made long, you guys are great!
My family, who has supported me so much and in so many ways over the years. Min
mamma Anita och pappa Kjell, my sister Sofie. Andreas, Lillemor and Peter. For
your endless love, optimism, encouragement, and worrying about me working too
much. Thank you and I love you! ♥

46

Last but certainly not least, Per, my wonderful partner in life. For sharing my ups and
downs, bringing joy and laughter, giving immense support and love, and always
believing in me. For being the intelligent, humorous and loving person that you are, du
är bäst och jag älskar dig!
Go Gunners!

47

7 REFERENCES
Abkarian, M., Massiera, G., Berry, L., Roques, M. & Braun-Breton, C. 2011. A
novel mechanism for egress of malarial parasites from red blood cells. Blood,
117, 4118-4124.
Adams, J. H., Blair, P. L., Kaneko, O. & Peterson, D. S. 2001. An expanding ebl
family of Plasmodium falciparum. Trends in Parasitology, 17, 297-299.
Adams, J. H., Hudson, D. E., Torii, M., Ward, G. E., Wellems, T. E., Aikawa, M.
& Miller, L. H. 1990. The Duffy receptor family of Plasmodium knowlesi is
located within the micronemes of invasive malaria merozoites. Cell, 63, 141-53.
Adams, J. H., Sim, B. K. L., Dolan, S. A., Fang, X. D., Kaslow, D. C. & Miller, L.
H. 1992. A family of erythrocyte binding-proteins of malaria parasites
Proceedings of the National Academy of Sciences of the United States of
America, 89, 7085-7089.
Adisa, A., Albano, F. R., Reeder, J., Foley, M. & Tilley, L. 2001. Evidence for a role
for a Plasmodium falciparum homologue of Sec31p in the export of proteins to
the surface of malaria parasite-infected erythrocytes. J Cell Sci, 114, 3377-86.
Adisa, A., Frankland, S., Rug, M., Jackson, K., Maier, A. G., Walsh, P., Lithgow,
T., Klonis, N., Gilson, P. R., Cowman, A. F. & Tilley, L. 2007. Re-assessing
the locations of components of the classical vesicle-mediated trafficking
machinery in transfected Plasmodium falciparum. Int J Parasitol, 37, 1127-41.
Ahlborg, N., Berzins, K. & Perlmann, P. 1991. Definition of the epitope recognized
by the Plasmodium falciparum reactive human monoclonal antibody 33G2.
Molecular and Biochemical Parasitology, 46, 89-96.
Ahlborg, N., Flyg, B. W., Iqbal, J., Perlmann, P. & Berzins, K. 1993. Epitope
specificity and capacity to inhibit parasite growth in vitro of human antibodies
to repeat sequences of the Plasmodium falciparum antigen Ag332. Parasite
Immunology, 15, 391-400.
Ahlborg, N., Haddad, D., Siddique, A. B., Roussilhon, C., Rogier, C., Trape, J. F.,
Troye-Blomberg, M. & Berzins, K. 2002. Antibody responses to the repetitive
Plasmodium falciparum antigen Pf332 in humans naturally primed to the
parasite. Clinical and Experimental Immunology, 129, 318-325.
Ahlborg, N., Iqbal, J., Bjork, L., Stahl, S., Perlmann, P. & Berzins, K. 1996.
Plasmodium falciparum: Differential parasite growth inhibition mediated by
antibodies to the antigens Pf332 and Pf155/RESA. Experimental Parasitology,
82, 155-163.
Ahlborg, N., Iqbal, J., Hansson, M., Uhlen, M., Mattei, D., Perlmann, P., Stahl, S.
& Berzins, K. 1995. Immunogens containing sequences from antigen Pf332
induce Plasmodium falciparum reactive antibodies which inhibit parasite
growth but not cytoadherence. Parasite Immunology, 17, 341-352.
Aikawa, M. 1988a. Human cerebral malaria. Am J Trop Med Hyg, 39, 3-10.
Aikawa, M. 1988b. Morphological changes in erythrocytes induced by malarial
parasites. Biol Cell, 64, 173-81.
Albano, F. R., Berman, A., La Greca, N., Hibbs, A. R., Wickham, M., Foley, M. &
Tilley, L. 1999. A homologue of Sar1p localises to a novel trafficking pathway
in malaria-infected erythrocytes. Eur J Cell Biol, 78, 453-62.
Alexandre, J. S., Yahata, K., Kawai, S., Torii, M. & Kaneko, O. 2011. PEXELindependent trafficking of Plasmodium falciparum SURFIN(4.2) to the
parasite-infected red blood cell and Maurer's clefts. Parasitol Int, 60, 313-20.
Amino, R., Thiberge, S., Martin, B., Celli, S., Shorte, S., Frischknecht, F. &
Menard, R. 2006. Quantitative imaging of Plasmodium transmission from
mosquito to mammal. Nature Medicine, 12, 220-224.
Anders, R. F. 1986. Multiple cross-reactivities amongst antigens of Plasmodium
falciparum impair the development of protective immunity against malaria.
Parasite Immunol, 8, 529-39.
Anders, R. F., Adda, C. G., Foley, M. & Norton, R. S. 2010. Recombinant protein
vaccines against the asexual blood stages of Plasmodium falciparum. Hum
Vaccin, 6, 39-53.
48

Anstey, N. M., Russell, B., Yeo, T. W. & Price, R. N. 2009. The pathophysiology of
vivax malaria. Trends in Parasitology, 25, 220-227.
Anstey, N. M., Weinberg, J. B., Hassanali, M. Y., Mwaikambo, E. D., Manyenga,
D., Misukonis, M. A., Arnelle, D. R., Hollis, D., McDonald, M. I. &
Granger, D. L. 1996. Nitric oxide in Tanzanian children with malaria: inverse
relationship between malaria severity and nitric oxide production/nitric oxide
synthase type 2 expression. J Exp Med, 184, 557-67.
Arastu-Kapur, S., Ponder, E. L., Fonovic, U. P., Yeoh, S., Yuan, F., Fonovic, M.,
Grainger, M., Phillips, C. I., Powers, J. C. & Bogyo, M. 2008. Identification
of proteases that regulate erythrocyte rupture by the malaria parasite
Plasmodium falciparum. Nature Chemical Biology, 4, 203-213.
Arevalo-Herrera, M., Chitnis, C. & Herrera, S. 2010. Current status of Plasmodium
vivax vaccine. Hum Vaccin, 6, 124-32.
Baer, K., Klotz, C., Kappe, S. H. I., Schnieder, T. & Frevert, U. 2007a. Release of
hepatic Plasmodium yoelii merozoites into the pulmonary microvasculature.
Plos Pathogens, 3, 1651-1668.
Baer, K., Roosevelt, M., Clarkson, A. B., van Rooijen, N., Schnieder, T. & Frevert,
U. 2007b. Kupffer cells are obligatory for Plasmodium yoelii sporozoite
infection of the liver. Cellular Microbiology, 9, 397-412.
Balaji, S., Babu, M. M., Iyer, L. M. & Aravind, L. 2005. Discovery of the principal
specific transcription factors of Apicomplexa and their implication for the
evolution of the AP2-integrase DNA binding domains. Nucleic Acids Res, 33,
3994-4006.
Balogun, H. A., Vasconcelos, N. M., Lindberg, R., Haeggstrom, M., Moll, K.,
Chen, Q., Wahlgren, M. & Berzins, K. 2009. Immunogenicity and antigenic
properties of Pf332-C231, a fragment of a non-repeat region of the Plasmodium
falciparum antigen Pf332. Vaccine, 28, 90-7.
Bannister, L. H., Hopkins, J. M., Margos, G., Dluzewski, A. R. & Mitchell, G. H.
2004. Three-dimensional ultrastructure of the ring stage of Plasmodium
falciparum: evidence for export pathways. Microsc Microanal, 10, 551-62.
Barcus, M. J., Basri, H., Picarima, H., Manyakori, C., Sekartuti, Elyasar, I.,
Bangs, M. J., Maguire, J. D. & Baird, J. K. 2007. Demographic risk factors
for severe and fatal vivax and falciparum malaria among hospital admissions in
northeastern Indonesian Papua. American Journal of Tropical Medicine and
Hygiene, 77, 984-991.
Barnes, D. A., Wollish, W., Nelson, R. G., Leech, J. H. & Petersen, C. 1995.
Plasmodium falciparum: D260, an intraerythrocytic parasite protein, is a
member of the glutamic acid dipeptide-repeat family of proteins. Exp Parasitol,
81, 79-89.
Barnwell, J. W., Asch, A. S., Nachman, R. L., Yamaya, M., Aikawa, M. &
Ingravallo, P. 1989. A human 88-kD membrane glycoprotein (CD36)
functions in vitro as a receptor for a cytoadherence ligand on Plasmodium
falciparum-infected erythrocytes. J Clin Invest, 84, 765-72.
Barragan, A., Fernandez, V., Chen, Q., von Euler, A., Wahlgren, M. & Spillmann,
D. 2000a. The duffy-binding-like domain 1 of Plasmodium falciparum
erythrocyte membrane protein 1 (PfEMP1) is a heparan sulfate ligand that
requires 12 mers for binding. Blood, 95, 3594-9.
Barragan, A., Kremsner, P. G., Wahlgren, M. & Carlson, J. 2000b. Blood group A
antigen is a coreceptor in Plasmodium falciparum rosetting. Infect Immun, 68,
2971-5.
Baruch, D. I., Gormely, J. A., Ma, C., Howard, R. J. & Pasloske, B. L. 1996.
Plasmodium falciparum erythrocyte membrane protein 1 is a parasitized
erythrocyte receptor for adherence to CD36, thrombospondin, and intercellular
adhesion molecule 1. Proc Natl Acad Sci U S A, 93, 3497-502.
Baruch, D. I., Pasloske, B. L., Singh, H. B., Bi, X. H., Ma, X. C., Feldman, M.,
Taraschi, T. F. & Howard, R. J. 1995. Cloning the Plasmodium falciparum
gene encoding PfEMP1, a malarial variant antigen and adherence receptor on
the surface of parasitized human erythrocytes. Cell, 82, 77-87.
Baum, J., Richard, D., Healer, J., Rug, M., Krnajski, Z., Gilberger, T. W., Green,
J. L., Holder, A. A. & Cowman, A. F. 2006. A conserved molecular motor
49

drives cell invasion and gliding motility across malaria life cycle stages and
other apicomplexan parasites. J Biol Chem, 281, 5197-208.
Baum, J., Thomas, A. W. & Conway, D. J. 2003. Evidence for diversifying selection
on erythrocyte-binding antigens of Plasmodium falciparum and P. vivax.
Genetics, 163, 1327-36.
Beeson, J. G., Brown, G. V., Molyneux, M. E., Mhango, C., Dzinjalamala, F. &
Rogerson, S. J. 1999. Plasmodium falciparum isolates from infected pregnant
women and children are associated with distinct adhesive and antigenic
properties. J Infect Dis, 180, 464-72.
Beeson, J. G., Rogerson, S. J., Cooke, B. M., Reeder, J. C., Chai, W., Lawson, A.
M., Molyneux, M. E. & Brown, G. V. 2000. Adhesion of Plasmodium
falciparum-infected erythrocytes to hyaluronic acid in placental malaria. Nat
Med, 6, 86-90.
Behari, R. & Haldar, K. 1994. Plasmodium falciparum: protein localization along a
novel, lipid-rich tubovesicular membrane network in infected erythrocytes. Exp
Parasitol, 79, 250-9.
Bennett, B. J., Mohandas, N. & Coppel, R. L. 1997. Defining the minimal domain of
the Plasmodium falciparum protein MESA involved in the interaction with the
red cell membrane skeletal protein 4.1. J Biol Chem, 272, 15299-306.
Bennett, V. 1983. Proteins involved in membrane cytoskeleton association in human
erythrocytes: spectrin, ankyrin, and band 3. Methods Enzymol, 96, 313-24.
Berendt, A. R., Ferguson, D. J. P., Gardner, J., Turner, G., Rowe, A., McCormick,
C., Roberts, D., Craig, A., Pinches, R., Elford, B. C. & Newbold, C. I. 1994.
Molecular mechanisms of sequestration in malaria. Parasitology, 108, S19-S28.
Bhattacharjee, S., Hiller, N. L., Liolios, K., Win, J., Kanneganti, T. D., Young, C.,
Kamoun, S. & Haldar, K. 2006. The malarial host-targeting signal is
conserved in the Irish potato famine pathogen. PLoS Pathog, 2, e50.
Bhattacharjee, S., van Ooij, C., Balu, B., Adams, J. H. & Haldar, K. 2008. Maurer's
clefts of Plasmodium falciparum are secretory organelles that concentrate
virulence protein reporters for delivery to the host erythrocyte. Blood, 111,
2418-26.
Blisnick, T., Morales Betoulle, M. E., Barale, J. C., Uzureau, P., Berry, L.,
Desroses, S., Fujioka, H., Mattei, D. & Braun Breton, C. 2000. PfSBP1, a
Maurer's cleft Plasmodium falciparum protein, is associated with the
erythrocyte skeleton. Mol Biochem Parasitol, 111, 107-21.
Blisnick, T., Vincensini, L., Barale, J. C., Namane, A. & Braun Breton, C. 2005.
LANCL1, an erythrocyte protein recruited to the Maurer's clefts during
Plasmodium falciparum development. Mol Biochem Parasitol, 141, 39-47.
Blisnick, T., Vincensini, L., Fall, G. & Braun-Breton, C. 2006. Protein phosphatase
1, a Plasmodium falciparum essential enzyme, is exported to the host cell and
implicated in the release of infectious merozoites. Cell Microbiol, 8, 591-601.
Boddey, J. A., Hodder, A. N., Gunther, S., Gilson, P. R., Patsiouras, H., Kapp, E.
A., Pearce, J. A., de Koning-Ward, T. F., Simpson, R. J., Crabb, B. S. &
Cowman, A. F. 2010. An aspartyl protease directs malaria effector proteins to
the host cell. Nature, 463, 627-31.
Bork, P., Sander, C., Valencia, A. & Bukau, B. 1992. A module of the DnaJ heat
shock proteins found in malaria parasites. Trends Biochem Sci, 17, 129.
Borre, M. B., Dziegiel, M., Hogh, B., Petersen, E., Rieneck, K., Riley, E., Meis, J.
F., Aikawa, M., Nakamura, K., Harada, M. & et al. 1991. Primary structure
and localization of a conserved immunogenic Plasmodium falciparum
glutamate rich protein (GLURP) expressed in both the preerythrocytic and
erythrocytic stages of the vertebrate life cycle. Mol Biochem Parasitol, 49, 11931.
Brabin, B. J. 1983. An analysis of malaria in pregnancy in Africa. Bulletin of the
World Health Organization, 61, 1005-1016.
Bruce, M. C., Alano, P., Duthie, S. & Carter, R. 1990. Commitment of the malaria
parasite Plasmodium falciparum to sexual and asexual development.
Parasitology, 100, 191-200.

50

Bull, P. C., Berriman, M., Kyes, S., Quail, M. A., Hall, N., Kortok, M. M., Marsh,
K. & Newbold, C. I. 2005. Plasmodium falciparum variant surface antigen
expression patterns during malaria. PLoS Pathog, 1, e26.
Bull, P. C., Lowe, B. S., Kortok, M., Molyneux, C. S., Newbold, C. I. & Marsh, K.
1998. Parasite antigens on the infected red cell surface are targets for naturally
acquired immunity to malaria. Nature Medicine, 4, 358-360.
Calderwood, M. S., Gannoun-Zaki, L., Wellems, T. E. & Deitsch, K. W. 2003.
Plasmodium falciparum var genes are regulated by two regions with separate
promoters, one upstream of the coding region and a second within the intron. J
Biol Chem, 278, 34125-32.
Carlson, J., Ekre, H. P., Helmby, H., Gysin, J., Greenwood, B. M. & Wahlgren,
M. 1992. Disruption of Plasmodium falciparum erythrocyte rosettes by standard
heparin and heparin devoid of anticoagulant activity. Am J Trop Med Hyg, 46,
595-602.
Carlson, J., Helmby, H., Hill, A. V., Brewster, D., Greenwood, B. M. & Wahlgren,
M. 1990. Human cerebral malaria: association with erythrocyte rosetting and
lack of anti-rosetting antibodies. Lancet, 336, 1457-60.
Cavasini, C. E., de Mattos, L. C., Couto, A. A. D., Bonini-Omingos, C. R.,
Valencia, S. H., Neiras, W. C. D., Alves, R. T., Rossit, A. R. B., Castilho, L.
& Machado, R. L. D. 2007. Plasmodium vivax infection among Duffy
antigen-negative individuals from the Brazilian Amazon region: an exception?
Transactions of the Royal Society of Tropical Medicine and Hygiene, 101,
1042-1044.
Chang, H. H., Falick, A. M., Carlton, P. M., Sedat, J. W., DeRisi, J. L. & Marletta,
M. A. 2008. N-terminal processing of proteins exported by malaria parasites.
Mol Biochem Parasitol, 160, 107-15.
Chattopadhyay, R., Taneja, T., Chakrabarti, K., Pillai, C. R. & Chitnis, C. E.
2004. Molecular analysis of the cytoadherence phenotype of a Plasmodium
falciparum field isolate that binds intercellular adhesion molecule-1. Mol
Biochem Parasitol, 133, 255-65.
Chen, Q., Fernandez, V., Sundstrom, A., Schlichtherle, M., Datta, S., Hagblom, P.
& Wahlgren, M. 1998. Developmental selection of var gene expression in
Plasmodium falciparum. Nature, 394, 392-5.
Chitnis, C. E. & Miller, L. H. 1994. Identification of the erythrocyte binding domains
of Plasmodium vivax and Plasmodium knowlesi proteins involved in
erythrocyte invasion. Journal of Experimental Medicine, 180, 497-506.
Chookajorn, T., Dzikowski, R., Frank, M., Li, F., Jiwani, A. Z., Hartl, D. L. &
Deitsch, K. W. 2007. Epigenetic memory at malaria virulence genes. Proc Natl
Acad Sci U S A, 104, 899-902.
Clark, I. A. & Chaudhri, G. 1988. Tumor necrosis factor may contribute to the
anemia of malaria by causing dyserythropoiesis and erythrophagocytosis.
British Journal of Haematology, 70, 99-103.
Clark, I. A., Rockett, K. A. & Cowden, W. B. 1992. Possible central role of nitric
oxide in conditions clinically similar to cerebral malaria. Lancet, 340, 894-6.
Clough, B., Atilola, F. A., Black, J. & Pasvol, G. 1998. Plasmodium falciparum: the
importance of IgM in the rosetting of parasite-infected erythrocytes. Exp
Parasitol, 89, 129-32.
Cockburn, I. A., Mackinnon, M. J., O'Donnell, A., Allen, S. J., Moulds, J. M.,
Baisor, M., Bockarie, M., Reeder, J. C. & Rowe, J. A. 2004. A human
complement receptor 1 polymorphism that reduces Plasmodium falciparum
rosetting confers protection against severe malaria. Proc Natl Acad Sci U S A,
101, 272-7.
Cooke, B. M., Berendt, A. R., Craig, A. G., MacGregor, J., Newbold, C. I. & Nash,
G. B. 1994. Rolling and stationary cytoadhesion of red blood cells parasitized
by Plasmodium falciparum: separate roles for ICAM-1, CD36 and
thrombospondin. Br J Haematol, 87, 162-70.
Cooke, B. M., Buckingham, D. W., Glenister, F. K., Fernandez, K. M., Bannister,
L. H., Marti, M., Mohandas, N. & Coppel, R. L. 2006. A Maurer's cleftassociated protein is essential for expression of the major malaria virulence
antigen on the surface of infected red blood cells. J Cell Biol, 172, 899-908.
51

Cooke, B. M., Lingelbach, K., Bannister, L. H. & Tilley, L. 2004. Protein trafficking
in Plasmodium falciparum-infected red blood cells. Trends Parasitol, 20, 581-9.
Cooke, B. M., Mohandas, N. & Coppel, R. L. 2001. The malaria-infected red blood
cell: structural and functional changes. Adv Parasitol, 50, 1-86.
Coppel, R. L. 1992. Repeat structures in a Plasmodium falciparum protein (MESA)
that binds human erythrocyte protein 4.1. Mol Biochem Parasitol, 50, 335-47.
Coppel, R. L., Cowman, A. F., Anders, R. F., Bianco, A. E., Saint, R. B.,
Lingelbach, K. R., Kemp, D. J. & Brown, G. V. 1984. Immune sera
recognize on erythrocytes Plasmodium falciparum antigen composed of
repeated amino acid sequences. Nature, 310, 789-92.
Cowman, A. F., Coppel, R. L., Saint, R. B., Favaloro, J., Crewther, P. E., Stahl, H.
D., Bianco, A. E., Brown, G. V., Anders, R. F. & Kemp, D. J. 1984. The
ring-infected erythrocyte surface antigen (RESA) polypeptide of Plasmodium
falciparum contains two separate blocks of tandem repeats encoding antigenic
epitopes that are naturally immunogenic in man. Mol Biol Med, 2, 207-21.
Cowman, A. F. & Crabb, B. S. 2006. Invasion of red blood cells by malaria parasites.
Cell, 124, 755-766.
Cox-Singh, J., Davis, T. M. E., Lee, K. S., Shamsul, S. S. G., Matusop, A., Ratnam,
S., Rahman, H. A., Conway, D. J. & Singh, B. 2008. Plasmodium knowlesi
malaria in humans is widely distributed and potentially life threatening. Clinical
Infectious Diseases, 46, 165-171.
Crabb, B. S., Cooke, B. M., Reeder, J. C., Waller, R. F., Caruana, S. R., Davern,
K. M., Wickham, M. E., Brown, G. V., Coppel, R. L. & Cowman, A. F.
1997. Targeted gene disruption shows that knobs enable malaria-infected red
cells to cytoadhere under physiological shear stress. Cell, 89, 287-96.
Crabb, B. S., de Koning-Ward, T. F. & Gilson, P. R. 2010. Protein export in
Plasmodium parasites: from the endoplasmic reticulum to the vacuolar export
machine. Int J Parasitol, 40, 509-13.
Cranston, H. A., Boylan, C. W., Carroll, G. L., Sutera, S. P., Williamson, J. R.,
Gluzman, I. Y. & Krogstad, D. J. 1984. Plasmodium falciparum maturation
abolishes physiologic red cell deformability. Science, 223, 400-3.
Culvenor, J. G., Day, K. P. & Anders, R. F. 1991. Plasmodium falciparum ringinfected erythrocyte surface antigen is released from merozoite dense granules
after erythrocyte invasion. Infection and Immunity, 59, 1183-1187.
Culvenor, J. G., Langford, C. J., Crewther, P. E., Saint, R. B., Coppel, R. L.,
Kemp, D. J., Anders, R. F. & Brown, G. V. 1987. Plasmodium falciparum:
identification and localization of a knob protein antigen expressed by a cDNA
clone. Exp Parasitol, 63, 58-67.
Da Silva, E., Foley, M., Dluzewski, A. R., Murray, L. J., Anders, R. F. & Tilley, L.
1994. The Plasmodium-falciparum protein RESA interacts with the erythrocyte
cytoskeleton and modifies erythrocyte thermal stability. Molecular and
Biochemical Parasitology, 66, 59-69.
Dahlbäck, M., Nielsen, M. A. & Salanti, A. 2010. Can any lessons be learned from
the ambiguous glycan binding of PfEMP1 domains? Trends Parasitol, 26, 2305.
Daneshvar, C., Davis, T. M. E., Cox-Singh, J., Rafa'ee, M. Z., Zakaria, S. K.,
Divis, P. C. S. & Singh, B. 2009. Clinical and Laboratory Features of Human
Plasmodium knowlesi Infection. Clinical Infectious Diseases, 49, 852-860.
David, P. H., Hommel, M., Miller, L. H., Udeinya, I. J. & Oligino, L. D. 1983.
Parasite sequestration in Plasmodium falciparum malaria: spleen and antibody
modulation of cytoadherence of infected erythrocytes. Proc Natl Acad Sci U S
A, 80, 5075-9.
Day, K. P., Hayward, R. E. & Dyer, M. 1998a. The biology of Plasmodium
falciparum transmission stages. Parasitology, 116, S95-S109.
Day, K. P., Hayward, R. E., Smith, D. & Culvenor, J. G. 1998b. CD36-dependent
adhesion and knob expression of the transmission stages of Plasmodium
falciparum is stage-specific. Molecular and Biochemical Parasitology, 93, 167177.
de Koning-Ward, T. F., Gilson, P. R., Boddey, J. A., Rug, M., Smith, B. J.,
Papenfuss, A. T., Sanders, P. R., Lundie, R. J., Maier, A. G., Cowman, A.
52

F. & Crabb, B. S. 2009. A newly discovered protein export machine in malaria
parasites. Nature, 459, 945-9.
De Silva, E. K., Gehrke, A. R., Olszewski, K., Leon, I., Chahal, J. S., Bulyk, M. L.
& Llinas, M. 2008. Specific DNA-binding by apicomplexan AP2 transcription
factors. Proc Natl Acad Sci U S A, 105, 8393-8.
Deitsch, K. W., Calderwood, M. S. & Wellems, T. E. 2001. Malaria. Cooperative
silencing elements in var genes. Nature, 412, 875-6.
Desai, S. A., Bezrukov, S. M. & Zimmerberg, J. 2000. A voltage-dependent channel
involved in nutrient uptake by red blood cells infected with the malaria parasite.
Nature, 406, 1001-5.
Desowitz, R. S. 1991. The Malaria Capers: More tales of parasites and people,
research and reality.
Dixon, M. W., Hawthorne, P. L., Spielmann, T., Anderson, K. L., Trenholme, K.
R. & Gardiner, D. L. 2008a. Targeting of the ring exported protein 1 to the
Maurer's clefts is mediated by a two-phase process. Traffic, 9, 1316-26.
Dixon, M. W. A., Hawthorne, P. L., Spielmann, T., Anderson, K. L., Trenholme,
K. R. & Gardiner, D. L. 2008b. Targeting of the ring exported protein 1 to the
Maurer's clefts is mediated by a two-phase process. Traffic, 9, 1316-1326.
Doolan, D. L., Dobano, C. & Baird, J. K. 2009. Acquired Immunity to Malaria.
Clinical Microbiology Reviews, 22, 13-36.
Dou, D., Kale, S. D., Wang, X., Jiang, R. H., Bruce, N. A., Arredondo, F. D.,
Zhang, X. & Tyler, B. M. 2008. RXLR-mediated entry of Phytophthora sojae
effector Avr1b into soybean cells does not require pathogen-encoded
machinery. Plant Cell, 20, 1930-47.
Dua, M., Raphael, P., Sijwali, P. S., Rosenthal, P. J. & Hanspal, M. 2001.
Recombinant falcipain-2 cleaves erythrocyte membrane ankyrin and protein
4.1. Molecular and Biochemical Parasitology, 116, 95-99.
Duarte, M. I. S., Corbett, C. E. P., Boulos, M. & Neto, V. A. 1985. Ultrastructure of
the lung in falciparum malaria. American Journal of Tropical Medicine and
Hygiene, 34, 31-35.
Duffy, P. E. & Fried, M. 2005. Malaria in the pregnant woman. Malaria: Drugs,
Disease and Post-Genomic Biology, 295, 169-200.
Duraisingh, M. T., Maier, A. G., Triglia, T. & Cowman, A. F. 2003a. Erythrocytebinding antigen 175 mediates invasion in Plasmodium falciparum utilizing
sialic acid-dependent and independent pathways. Proceedings of the National
Academy of Sciences of the United States of America, 100, 4796-4801.
Duraisingh, M. T., Triglia, T., Ralph, S. A., Rayner, J. C., Barnwell, J. W.,
McFadden, G. I. & Cowman, A. F. 2003b. Phenotypic variation of
Plasmodium falciparum merozoite proteins directs receptor targeting for
invasion of human erythrocytes. Embo Journal, 22, 1047-1057.
Duraisingh, M. T., Voss, T. S., Marty, A. J., Duffy, M. F., Good, R. T., Thompson,
J. K., Freitas-Junior, L. H., Scherf, A., Crabb, B. S. & Cowman, A. F.
2005. Heterochromatin silencing and locus repositioning linked to regulation of
virulence genes in Plasmodium falciparum. Cell, 121, 13-24.
Dustin, M. L., Rothlein, R., Bhan, A. K., Dinarello, C. A. & Springer, T. A. 1986.
Induction by IL 1 and interferon-gamma: tissue distribution, biochemistry, and
function of a natural adherence molecule (ICAM-1). J Immunol, 137, 245-54.
Dvorin, J. D., Martyn, D. C., Patel, S. D., Grimley, J. S., Collins, C. R., Hopp, C.
S., Bright, A. T., Westenberger, S., Winzeler, E., Blackman, M. J., Baker,
D. A., Wandless, T. J. & Duraisingh, M. T. 2010. A plant-like kinase in
Plasmodium falciparum regulates parasite egress from erythrocytes. Science,
328, 910-2.
Dzikowski, R. & Deitsch, K. W. 2008. Active transcription is required for
maintenance of epigenetic memory in the malaria parasite Plasmodium
falciparum. J Mol Biol, 382, 288-97.
Dzikowski, R., Frank, M. & Deitsch, K. 2006. Mutually exclusive expression of
virulence genes by malaria parasites is regulated independently of antigen
production. PLoS Pathog, 2, e22.

53

Dzikowski, R., Li, F., Amulic, B., Eisberg, A., Frank, M., Patel, S., Wellems, T. E.
& Deitsch, K. W. 2007. Mechanisms underlying mutually exclusive expression
of virulence genes by malaria parasites. EMBO Rep, 8, 959-65.
Elmendorf, H. G. & Haldar, K. 1994. Plasmodium falciparum exports the Golgi
marker sphingomyelin synthase into a tubovesicular network in the cytoplasm
of mature erythrocytes. J Cell Biol, 124, 449-62.
Favaloro, J. M., Coppel, R. L., Corcoran, L. M., Foote, S. J., Brown, G. V.,
Anders, R. F. & Kemp, D. J. 1986. Structure of the RESA gene of
Plasmodium falciparum. Nucleic Acids Res, 14, 8265-77.
Fernandez, V., Hommel, M., Chen, Q., Hagblom, P. & Wahlgren, M. 1999. Small,
clonally variant antigens expressed on the surface of the Plasmodium
falciparum-infected erythrocyte are encoded by the rif gene family and are the
target of human immune responses. J Exp Med, 190, 1393-404.
Fischer, P. R. 2003. Malaria and newborns. Journal of Tropical Pediatrics, 49, 132134.
Flick, K. & Chen, Q. 2004. var genes, PfEMP1 and the human host. Mol Biochem
Parasitol, 134, 3-9.
Flick, K., Scholander, C., Chen, Q., Fernandez, V., Pouvelle, B., Gysin, J. &
Wahlgren, M. 2001. Role of nonimmune IgG bound to PfEMP1 in placental
malaria. Science, 293, 2098-100.
Foley, M. & Tilley, L. 1998. Protein trafficking in malaria-infected erythrocytes. Int J
Parasitol, 28, 1671-80.
Foley, M., Tilley, L., Sawyer, W. H. & Anders, R. F. 1991. The ring-infected
erythrocyte surface antigen of Plasmodium falciparum associates with spectrin
in the erythrocyte membrane. Mol Biochem Parasitol, 46, 137-47.
Frank, M., Dzikowski, R., Costantini, D., Amulic, B., Berdougo, E. & Deitsch, K.
2006. Strict pairing of var promoters and introns is required for var gene
silencing in the malaria parasite Plasmodium falciparum. J Biol Chem, 281,
9942-52.
Freitas-Junior, L. H., Bottius, E., Pirrit, L. A., Deitsch, K. W., Scheidig, C.,
Guinet, F., Nehrbass, U., Wellems, T. E. & Scherf, A. 2000. Frequent ectopic
recombination of virulence factor genes in telomeric chromosome clusters of P.
falciparum. Nature, 407, 1018-22.
Freitas-Junior, L. H., Hernandez-Rivas, R., Ralph, S. A., Montiel-Condado, D.,
Ruvalcaba-Salazar, O. K., Rojas-Meza, A. P., Mancio-Silva, L., LealSilvestre, R. J., Gontijo, A. M., Shorte, S. & Scherf, A. 2005. Telomeric
heterochromatin propagation and histone acetylation control mutually exclusive
expression of antigenic variation genes in malaria parasites. Cell, 121, 25-36.
Frevert, U., Engelmann, S., Zougbede, S., Stange, J., Ng, B., Matuschewski, K. &
Liebes, L. 2005. Intravital observation of Plasmodium berghei sporozoite
infection of the liver. Plos Biology, 3, 1034-1046.
Fried, M. & Duffy, P. E. 1996. Adherence of Plasmodium falciparum to chondroitin
sulfate A in the human placenta. Science, 272, 1502-1504.
Fried, M., Nosten, F., Brockman, A., Brabin, B. J. & Duffy, P. E. 1998. Maternal
antibodies block malaria. Nature, 395, 851-2.
Fry, A. E., Griffiths, M. J., Auburn, S., Diakite, M., Forton, J. T., Green, A.,
Richardson, A., Wilson, J., Jallow, M., Sisay-Joof, F., Pinder, M., Peshu,
N., Williams, T. N., Marsh, K., Molyneux, M. E., Taylor, T. E., Rockett, K.
A. & Kwiatkowski, D. P. 2008. Common variation in the ABO
glycosyltransferase is associated with susceptibility to severe Plasmodium
falciparum malaria. Hum Mol Genet, 17, 567-76.
Galinski, M. R., Medina, C. C., Ingravallo, P. & Barnwell, J. W. 1992. A
reticulocyte-binding protein complex of Plasmodium vivax merozoites. Cell,
69, 1213-26.
Gardner, M. J., Hall, N., Fung, E., White, O., Berriman, M., Hyman, R. W.,
Carlton, J. M., Pain, A., Nelson, K. E., Bowman, S., Paulsen, I. T., James,
K., Eisen, J. A., Rutherford, K., Salzberg, S. L., Craig, A., Kyes, S., Chan,
M. S., Nene, V., Shallom, S. J., Suh, B., Peterson, J., Angiuoli, S., Pertea,
M., Allen, J., Selengut, J., Haft, D., Mather, M. W., Vaidya, A. B., Martin,
D. M. A., Fairlamb, A. H., Fraunholz, M. J., Roos, D. S., Ralph, S. A.,
54

McFadden, G. I., Cummings, L. M., Subramanian, G. M., Mungall, C.,
Venter, J. C., Carucci, D. J., Hoffman, S. L., Newbold, C., Davis, R. W.,
Fraser, C. M. & Barrell, B. 2002. Genome sequence of the human malaria
parasite Plasmodium falciparum. Nature, 419, 498-511.
Gaur, D., Mayer, D. C. & Miller, L. H. 2004. Parasite ligand-host receptor
interactions during invasion of erythrocytes by Plasmodium merozoites. Int J
Parasitol, 34, 1413-29.
Giha, H. A., Nasr, A., Iriemenam, N. C., Balogun, H. A., Arnot, D., Theander, T.
G., Troye-Blomberg, M., Berzins, K. & ElGhazali, G. 2010. Age-dependent
association between IgG2 and IgG3 subclasses to Pf332-C231 antigen and
protection from malaria, and induction of protective antibodies by sub-patent
malaria infections, in Daraweesh. Vaccine, 28, 1732-9.
Gilberger, T. W., Thompson, J. K., Triglia, T., Good, R. T., Duraisingh, M. T. &
Cowman, A. F. 2003. A novel erythrocyte binding antigen-175 paralogue from
Plasmodium falciparum defines a new trypsin-resistant receptor on human
erythrocytes. Journal of Biological Chemistry, 278, 14480-14486.
Ginsburg, H. 1994. Transport pathways in the malaria-infected erythrocyte. Their
characterization and their use as potential targets for chemotherapy. Biochem
Pharmacol, 48, 1847-56.
Giraldo, L. E., Jennings, G. J., Deleersnijder, W., Hamers-Casterman, C. &
Wiser, M. F. 1999. Characterization of a Plasmodium chabaudi gene encoding
a protein with glutamate-rich tandem repeats. Parasitol Res, 85, 41-6.
Glenister, F. K., Coppel, R. L., Cowman, A. F., Mohandas, N. & Cooke, B. M.
2002. Contribution of parasite proteins to altered mechanical properties of
malaria-infected red blood cells. Blood, 99, 1060-1063.
Glenister, F. K., Fernandez, K. M., Kats, L. M., Hanssen, E., Mohandas, N.,
Coppel, R. L. & Cooke, B. M. 2009. Functional alteration of red blood cells by
a megadalton protein of Plasmodium falciparum. Blood, 113, 919-928.
Glushakova, S., Yin, D., Li, T. & Zimmerberg, J. 2005. Membrane transformation
during malaria parasite release from human red blood cells. Current Biology,
15, 1645-1650.
Grouffaud, S., van West, P., Avrova, A. O., Birch, P. R. & Whisson, S. C. 2008.
Plasmodium falciparum and Hyaloperonospora parasitica effector translocation
motifs are functional in Phytophthora infestans. Microbiology, 154, 3743-51.
Grüring, C., Heiber, A., Kruse, F., Ungefehr, J., Gilberger, T. W. & Spielmann, T.
2011. Development and host cell modifications of Plasmodium falciparum
blood stages in four dimensions. Nat Commun, 2, 165.
Guyatt, H. L. & Snow, R. W. 2004. Impact of malaria during pregnancy on low birth
weight in sub-Saharan Africa. Clinical Microbiology Reviews, 17, 760-+.
Gysin, J., Gavoille, S., Mattei, D., Scherf, A., Bonnefoy, S., Mercereau-Puijalon,
O., Feldmann, T., Kun, J., Muller-Hill, B. & Pereira da Silva, L. 1993. In
vitro phagocytosis inhibition assay for the screening of potential candidate
antigens for sub-unit vaccines against the asexual blood stage of Plasmodium
falciparum. J Immunol Methods, 159, 209-19.
Haase, S., Herrmann, S., Gruring, C., Heiber, A., Jansen, P. W., Langer, C.,
Treeck, M., Cabrera, A., Bruns, C., Struck, N. S., Kono, M., Engelberg, K.,
Ruch, U., Stunnenberg, H. G., Gilberger, T. W. & Spielmann, T. 2009.
Sequence requirements for the export of the Plasmodium falciparum Maurer's
clefts protein REX2. Mol Microbiol, 71, 1003-17.
Haeggström, M., Kironde, F., Berzins, K., Chen, Q. J., Wahlgren, M. &
Fernandez, V. 2004. Common trafficking pathway for variant antigens
destined for the surface of the Plasmodium-falciparum-infected erythrocyte.
Molecular and Biochemical Parasitology, 133, 1-14.
Handunnetti, S. M., David, P. H., Perera, K. L. & Mendis, K. N. 1989. Uninfected
erythrocytes form "rosettes" around Plasmodium falciparum infected
erythrocytes. Am J Trop Med Hyg, 40, 115-8.
Hans, D., Pattnaik, P., Bhattacharyya, A., Shakri, A. R., Yazdani, S. S., Sharma,
M., Choe, H., Farzan, M. & Chitnis, C. E. 2005. Mapping binding residues in
the Plasmodium vivax domain that binds Duffy antigen during red cell
invasion. Molecular Microbiology, 55, 1423-1434.
55

Hanspal, M., Dua, M., Takakuwa, Y., Chishti, A. H. & Mizuno, A. 2002.
Plasmodium falciparum cysteine protease falcipain-2 cleaves erythrocyte
membrane skeletal proteins at late stages of parasite development. Blood, 100,
1048-54.
Hanssen, E., Hawthorne, P., Dixon, M. W., Trenholme, K. R., McMillan, P. J.,
Spielmann, T., Gardiner, D. L. & Tilley, L. 2008a. Targeted mutagenesis of
the ring-exported protein-1 of Plasmodium falciparum disrupts the architecture
of Maurer's cleft organelles. Mol Microbiol, 69, 938-53.
Hanssen, E., McMillan, P. J. & Tilley, L. 2010. Cellular architecture of Plasmodium
falciparum-infected erythrocytes. Int J Parasitol, 40, 1127-35.
Hanssen, E., Sougrat, R., Frankland, S., Deed, S., Klonis, N., LippincottSchwartzand, J. & Tilley, L. 2008b. Electron tomography of the Maurer's cleft
organelles of Plasmodium falciparum-infected erythrocytes reveals novel
structural features. Molecular Microbiology, 67, 703-718.
Hasler, T., Handunnetti, S. M., Aguiar, J. C., van Schravendijk, M. R.,
Greenwood, B. M., Lallinger, G., Cegielski, P. & Howard, R. J. 1990. In
vitro rosetting, cytoadherence, and microagglutination properties of
Plasmodium falciparum-infected erythrocytes from Gambian and Tanzanian
patients. Blood, 76, 1845-52.
Hawthorne, P. L., Trenholme, K. R., Skinner-Adams, T. S., Spielmann, T.,
Fischer, K., Dixon, M. W. A., Ortega, M. R., Anderson, K. L., Kemp, D. J.
& Gardiner, D. L. 2004. A novel Plasmodium falciparum ring stage protein,
REX, is located in Maurer's clefts. Molecular and Biochemical Parasitology,
136, 181-189.
Heddini, A., Pettersson, F., Kai, O., Shafi, J., Obiero, J., Chen, Q., Barragan, A.,
Wahlgren, M. & Marsh, K. 2001. Fresh isolates from children with severe
Plasmodium falciparum malaria bind to multiple receptors. Infect Immun, 69,
5849-56.
Hernandez-Rivas, R., Mattei, D., Sterkers, Y., Peterson, D. S., Wellems, T. E. &
Scherf, A. 1997. Expressed var genes are found in Plasmodium falciparum
subtelomeric regions. Mol Cell Biol, 17, 604-11.
Higgins, M. K. 2008. The structure of a chondroitin sulfate-binding domain important
in placental malaria. Journal of Biological Chemistry, 283, 21842-21846.
Hiller, N. L., Bhattacharjee, S., van Ooij, C., Liolios, K., Harrison, T., LopezEstrano, C. & Haldar, K. 2004. A host-targeting signal in virulence proteins
reveals a secretome in malarial infection. Science, 306, 1934-1937.
Hinterberg, K., Mattei, D., Wellems, T. E. & Scherf, A. 1994a. Interchromosomal
exchange of a large subtelomeric segment in a Plasmodium falciparum cross.
Embo Journal, 13, 4174-4180.
Hinterberg, K., Scherf, A., Gysin, J., Toyoshima, T., Aikawa, M., Mazie, J. C.,
Dasilva, L. P. & Mattei, D. 1994b. Plasmodium falciparum: the Pf332 antigen
is secreted from the parasite by a brefeldin A dependent pathway and is
translocated to the erythrocyte membrane via the Maurer's clefts. Experimental
Parasitology, 79, 279-291.
Ho, M., Davis, T. M., Silamut, K., Bunnag, D. & White, N. J. 1991a. Rosette
formation of Plasmodium falciparum-infected erythrocytes from patients with
acute malaria. Infect Immun, 59, 2135-9.
Ho, M., Singh, B., Looareesuwan, S., Davis, T. M., Bunnag, D. & White, N. J.
1991b. Clinical correlates of in vitro Plasmodium falciparum cytoadherence.
Infect Immun, 59, 873-8.
Hodder, A. N., Drew, D. R., Epa, V. C., Delorenzi, M., Bourgon, R., Miller, S. K.,
Moritz, R. L., Frecklington, D. F., Simpson, R. J., Speed, T. P., Pike, R. N.
& Crabb, B. S. 2003. Enzymic, phylogenetic, and structural characterization of
the unusual papain-like protease domain of Plasmodium falciparum SERA5.
Journal of Biological Chemistry, 278, 48169-48177.
Hodder, A. N., Maier, A. G., Rug, M., Brown, M., Hommel, M., Pantic, I., Puigde-Morales-Marinkovic, M., Smith, B., Triglia, T., Beeson, J. & Cowman,
A. F. 2009. Analysis of structure and function of the giant protein Pf332 in
Plasmodium falciparum. Molecular Microbiology, 71, 48-65.

56

Hoffman, S. L., Goh, L. M., Luke, T. C., Schneider, I., Le, T. P., Doolan, D. L.,
Sacci, J., de la Vega, P., Dowler, M., Paul, C., Gordon, D. M., Stoute, J. A.,
Church, L. W., Sedegah, M., Heppner, D. G., Ballou, W. R. & Richie, T. L.
2002. Protection of humans against malaria by immunization with radiationattenuated Plasmodium falciparum sporozoites. J Infect Dis, 185, 1155-64.
Howard, R. J., Lyon, J. A., Uni, S., Saul, A. J., Aley, S. B., Klotz, F., Panton, L. J.,
Sherwood, J. A., Marsh, K., Aikawa, M. & et al. 1987. Transport of an Mr
approximately 300,000 Plasmodium falciparum protein (Pf EMP 2) from the
intraerythrocytic asexual parasite to the cytoplasmic face of the host cell
membrane. J Cell Biol, 104, 1269-80.
Hunt, N. H. & Grau, G. E. 2003. Cytokines: accelerators and brakes in the
pathogenesis of cerebral malaria. Trends Immunol, 24, 491-9.
Iqbal, J., Perlmann, P. & Berzins, K. 1993a. Plasmodium falciparum: analysis of the
cytoadherence inhibition of the human monoclonal antibody 33G2 and of
antibodies reactive with antigen Pf332. Exp Parasitol, 77, 79-87.
Iqbal, J., Perlmann, P., Greenwood, B. M. & Berzins, K. 1993b. Seroreactivity with
the Plasmodium falciparum blood-stage antigen Pf332 in adults and children
from malaria endemic regions. Clinical and Experimental Immunology, 94, 6874.
Ismail, M. R., Ordi, J., Menendez, C., Ventura, P. J., Aponte, J. J., Kahigwa, E.,
Hirt, R., Cardesa, A. & Alonso, P. L. 2000. Placental pathology in malaria: A
histological, immunohistochemical, and quantitative study. Human Pathology,
31, 85-93.
Israelsson, E., Balogun, H., Vasconcelos, N. M., Beser, J., Roussilhon, C., Rogier,
C., Trape, J. F. & Berzins, K. 2008. Antibody responses to a C-terminal
fragment of the Plasmodium falciparum blood-stage antigen Pf332 in
Senegalese individuals naturally primed to the parasite. Clinical and
Experimental Immunology, 152, 64-71.
Iyer, J., Gruner, A. C., Renia, L., Snounou, G. & Preiser, P. R. 2007. Invasion of
host cells by malaria parasites: a tale of two protein families. Mol Microbiol, 65,
231-49.
Jakeman, G. N., Saul, A., Hogarth, W. L. & Collins, W. E. 1999. Anaemia of acute
malaria infections in non-immune patients primarily results from destruction of
uninfected erythrocytes. Parasitology, 119, 127-133.
Jensen, A. T., Magistrado, P., Sharp, S., Joergensen, L., Lavstsen, T.,
Chiucchiuini, A., Salanti, A., Vestergaard, L. S., Lusingu, J. P., Hermsen,
R., Sauerwein, R., Christensen, J., Nielsen, M. A., Hviid, L., Sutherland, C.,
Staalsoe, T. & Theander, T. G. 2004. Plasmodium falciparum associated with
severe childhood malaria preferentially expresses PfEMP1 encoded by group A
var genes. J Exp Med, 199, 1179-90.
Joannin, N., Abhiman, S., Sonnhammer, E. L. & Wahlgren, M. 2008. Subgrouping and sub-functionalization of the RIFIN multi-copy protein family.
BMC Genomics, 9, 19.
Joergensen, L., Bengtsson, D. C., Bengtsson, A., Ronander, E., Berger, S. S.,
Turner, L., Dalgaard, M. B., Cham, G. K., Victor, M. E., Lavstsen, T.,
Theander, T. G., Arnot, D. E. & Jensen, A. T. 2010. Surface co-expression of
two different PfEMP1 antigens on single plasmodium falciparum-infected
erythrocytes facilitates binding to ICAM1 and PECAM1. PLoS Pathog, 6,
e1001083.
John, C. C., Bangirana, P., Byarugaba, J., Opoka, R. O., Idro, R., Jurek, A. M.,
Wu, B. L. & Boivin, M. J. 2008. Cerebral malaria in children is associated
with long-term cognitive impairment. Pediatrics, 122, E92-E99.
Kaestli, M., Cockburn, I. A., Cortes, A., Baea, K., Rowe, J. A. & Beck, H. P. 2006.
Virulence of malaria is associated with differential expression of Plasmodium
falciparum var gene subgroups in a case-control study. J Infect Dis, 193, 156774.
Kaviratne, M., Khan, S. M., Jarra, W. & Preiser, P. R. 2002. Small variant
STEVOR antigen is uniquely located within Maurer's clefts in Plasmodium
falciparum-infected red blood cells. Eukaryot Cell, 1, 926-35.
57

Kern, P., Hemmer, C. J., Vandamme, J., Gruss, H. J. & Dietrich, M. 1989.
Elevated tumor necrosis factor alpha and interleukin 6 serum levels as markers
for complicated Plasmodium falciparum malaria. American Journal of
Medicine, 87, 139-143.
Khattab, A., Bonow, I., Schreiber, N., Petter, M., Schmetz, C. & Klinkert, M. Q.
2008. Plasmodium falciparum variant STEVOR antigens are expressed in
merozoites and possibly associated with erythrocyte invasion. Malar J, 7, 137.
Khattab, A. & Klinkert, M. Q. 2006. Maurer's clefts-restricted localization,
orientation and export of a Plasmodium falciparum RIFIN. Traffic, 7, 1654-65.
Khattab, A. & Meri, S. 2011. Exposure of the Plasmodium falciparum clonally
variant STEVOR proteins on the merozoite surface. Malar J, 10, 58.
Kilejian, A., Rashid, M. A., Aikawa, M., Aji, T. & Yang, Y. F. 1991. Selective
association of a fragment of the knob protein with spectrin, actin and the red
cell membrane. Molecular and Biochemical Parasitology, 44, 175-182.
Kirk, K. 2001. Membrane transport in the malaria-infected erythrocyte. Physiol Rev,
81, 495-537.
Knuepfer, E., Rug, M., Klonis, N., Tilley, L. & Cowman, A. F. 2005. Trafficking of
the major virulence factor to the surface of transfected P falciparum-infected
erythrocytes. Blood, 105, 4078-4087.
Kraemer, S. M., Kyes, S. A., Aggarwal, G., Springer, A. L., Nelson, S. O.,
Christodoulou, Z., Smith, L. M., Wang, W., Levin, E., Newbold, C. I.,
Myler, P. J. & Smith, J. D. 2007. Patterns of gene recombination shape var
gene repertoires in Plasmodium falciparum: comparisons of geographically
diverse isolates. BMC Genomics, 8, 45.
Kulane, A., Siddique, A. B., Sarthou, J. L., Tall, A., Dieye, A., Perlmann, H.,
Perlmann, P., Troye-Blomberg, M. & Ahlborg, N. 1999. Human immune
responses to the highly repetitive Plasmodium falciparum antigen Pf332.
American Journal of Tropical Medicine and Hygiene, 61, 141-148.
Kyes, S. A., Christodoulou, Z., Raza, A., Horrocks, P., Pinches, R., Rowe, J. A. &
Newbold, C. I. 2003. A well-conserved Plasmodium falciparum var gene
shows an unusual stage-specific transcript pattern. Mol Microbiol, 48, 1339-48.
Kyes, S. A., Rowe, J. A., Kriek, N. & Newbold, C. I. 1999. Rifins: a second family of
clonally variant proteins expressed on the surface of red cells infected with
Plasmodium falciparum. Proc Natl Acad Sci U S A, 96, 9333-8.
Lamikanra, A. A., Brown, D., Potocnik, A., Casals-Pascual, C., Langhorne, J. &
Roberts, D. J. 2007. Malarial anemia: of mice and men. Blood, 110, 18-28.
Langhi, D. M. & Bordin, J. O. 2006. Duffy blood group and malaria. Hematology, 11,
389-398.
Langreth, S. G., Jensen, J. B., Reese, R. T. & Trager, W. 1978. Fine structure of
human malaria in vitro. J Protozool, 25, 443-52.
Lanzer, M., Wickert, H., Krohne, G., Vincensini, L. & Braun Breton, C. 2006.
Maurer's clefts: a novel multi-functional organelle in the cytoplasm of
Plasmodium falciparum-infected erythrocytes. Int J Parasitol, 36, 23-36.
Lauer, S. A., Ghori, N. & Haldar, K. 1995. Sphingolipid synthesis as a target for
chemotherapy against malaria parasites. Proc Natl Acad Sci U S A, 92, 9181-5.
Lauer, S. A., Rathod, P. K., Ghori, N. & Haldar, K. 1997. A membrane network for
nutrient import in red cells infected with the malaria parasite. Science, 276,
1122-5.
Lavstsen, T., Salanti, A., Jensen, A. T., Arnot, D. E. & Theander, T. G. 2003. Subgrouping of Plasmodium falciparum 3D7 var genes based on sequence analysis
of coding and non-coding regions. Malar J, 2, 27.
Le Bonniec, S., Deregnaucourt, C., Redeker, V., Banerjee, R., Grellier, P.,
Goldberg, D. E. & Schrevel, J. 1999. Plasmepsin II, an acidic hemoglobinase
from the Plasmodium falciparum food vacuole, is active at neutral pH on the
host erythrocyte membrane skeleton. Journal of Biological Chemistry, 274,
14218-14223.
Leech, J. H., Aley, S. B., Miller, L. H. & Howard, R. J. 1984. Plasmodium
falciparum malaria: cytoadherence of infected erythrocytes to endothelial cells
and associated changes in the erythrocyte membrane. Prog Clin Biol Res, 155,
63-77.
58

Ling, E., Danilov, Y. N. & Cohen, C. M. 1988. Modulation of red cell band 4.1
function by cAMP-dependent kinase and protein kinase C phosphorylation. J
Biol Chem, 263, 2209-16.
Lingelbach, K. R. 1993. Plasmodium falciparum: a molecular view of protein
transport from the parasite into the host erythrocyte. Exp Parasitol, 76, 318-27.
Lippincott Schwartz, J., Yuan, L. C., Bonifacino, J. S. & Klausner, R. D. 1989.
Rapid redistribution of Golgi proteins into the ER in cells treated with
Brefeldin-A - evidence for membrane cycling from Golgi to ER. Cell, 56, 801813.
Lopaticki, S., Maier, A. G., Thompson, J., Wilson, D. W., Tham, W. H., Triglia,
T., Gout, A., Speed, T. P., Beeson, J. G., Healer, J. & Cowman, A. F. 2011.
Reticulocyte and erythrocyte binding-like proteins function cooperatively in
invasion of human erythrocytes by malaria parasites. Infect Immun, 79, 110717.
Lopez-Rubio, J. J., Gontijo, A. M., Nunes, M. C., Issar, N., Hernandez Rivas, R. &
Scherf, A. 2007. 5' flanking region of var genes nucleate histone modification
patterns linked to phenotypic inheritance of virulence traits in malaria parasites.
Mol Microbiol, 66, 1296-305.
Loscertales, M. P., Owens, S., O'Donnell, J., Bunn, J., Bosch-Capblanch, X. &
Brabin, B. J. 2007. ABO blood group phenotypes and Plasmodium falciparum
malaria: unlocking a pivotal mechanism. Adv Parasitol, 65, 1-50.
MacPherson, G. G., Warrell, M. J., White, N. J., Looareesuwan, S. & Warrell, D.
A. 1985. Human cerebral malaria - a quantitative ultrastructural analysis of
parasitized erythrocyte sequestration. American Journal of Pathology, 119, 385401.
Magowan, C., Nunomura, W., Waller, K. L., Yeung, J., Liang, J., Van Dort, H.,
Low, P. S., Coppel, R. L. & Mohandas, N. 2000. Plasmodium falciparum
histidine-rich protein 1 associates with the band 3 binding domain of ankyrin in
the infected red cell membrane. Biochim Biophys Acta, 1502, 461-70.
Maier, A. G., Duraisingh, M. T., Reeder, J. C., Patel, S. S., Kazura, J. W.,
Zimmerman, P. A. & Cowman, A. F. 2003. Plasmodium falciparum
erythrocyte invasion through glycophorin C and selection for Gerbich
negativity in human populations. Nature Medicine, 9, 87-92.
Maier, A. G., Rug, M., O'Neill, M. T., Beeson, J. G., Marti, M., Reeder, J. &
Cowman, A. F. 2007. Skeleton-binding protein 1 functions at the
parasitophorous vacuole membrane to traffic PfEMP1 to the Plasmodium
falciparum-infected erythrocyte surface. Blood, 109, 1289-97.
Maier, A. G., Rug, M., O'Neill, M. T., Brown, M., Chakravorty, S., Szestak, T.,
Chesson, J., Wu, Y., Hughes, K., Coppel, R. L., Newbold, C., Beeson, J. G.,
Craig, A., Crabb, B. S. & Cowman, A. F. 2008. Exported proteins required
for virulence and rigidity of Plasmodium falciparum-infected human
erythrocytes. Cell, 134, 48-61.
Manno, S., Takakuwa, Y., Nagao, K. & Mohandas, N. 1995. Modulation of
erythrocyte membrane mechanical function by beta-spectrin phosphorylation
and dephosphorylation. J Biol Chem, 270, 5659-65.
Marsh, K., Sherwood, J. A. & Howard, R. J. 1986. Parasite infected cell
agglutination and indirect immunofluorescence assays for detection of human
serum antibodies bound to antigens on Plasmodium falciparum infected
erythrocytes. Journal of Immunological Methods, 91, 107-115.
Marti, M., Good, R. T., Rug, M., Knuepfer, E. & Cowman, A. F. 2004. Targeting
malaria virulence and remodeling proteins to the host erythrocyte. Science, 306,
1930-1933.
Martin, R. E. & Kirk, K. 2007. Transport of the essential nutrient isoleucine in human
erythrocytes infected with the malaria parasite Plasmodium falciparum. Blood,
109, 2217-24.
Martinez, S. L., Clavijo, C. A. & Winograd, E. 1998. Identification of peripheral
membrane proteins associated with the tubo-vesicular network of Plasmodium
falciparum infected erythrocytes. Mol Biochem Parasitol, 91, 273-80.
Mattei, D., Berzins, K., Wahlgren, M., Udomsangpetch, R., Perlmann, P.,
Griesser, H. W., Scherf, A., Mullerhill, B., Bonnefoy, S., Guillotte, M.,
59

Langsley, G., Dasilva, L. P. & Mercereaupuijalon, O. 1989. Cross-reactive
antigenic determinants present on different Plasmodium falciparum blood-stage
antigens. Parasite Immunology, 11, 15-29.
Mattei, D. & Scherf, A. 1992a. The Pf332 gene codes for a megadalton protein of
Plasmodium falciparum asexual blood stages. Memorias Do Instituto Oswaldo
Cruz, 87, 163-168.
Mattei, D. & Scherf, A. 1992b. The Pf332 gene of Plasmodium falciparum codes for a
giant protein that is translocated from the parasite to the membrane of infected
erythrocytes. Gene, 110, 71-79.
Maubert, B., Fievet, N., Tami, G., Boudin, C. & Deloron, P. 2000. Cytoadherence of
Plasmodium falciparum-infected erythrocytes in the human placenta. Parasite
Immunol, 22, 191-9.
Maubert, B., Fievet, N., Tami, G., Cot, M., Boudin, C. & Deloron, P. 1999.
Development of antibodies against chondroitin sulfate A-adherent Plasmodium
falciparum in pregnant women. Infect Immun, 67, 5367-71.
Mayer, D. C., Cofie, J., Jiang, L., Hartl, D. L., Tracy, E., Kabat, J., Mendoza, L.
H. & Miller, L. H. 2009. Glycophorin B is the erythrocyte receptor of
Plasmodium falciparum erythrocyte-binding ligand, EBL-1. Proc Natl Acad Sci
U S A, 106, 5348-52.
Mbogo, C. N. M., Snow, R. W., Kabiru, E. W., Ouma, J. H., Githure, J. I., Marsh,
K. & Beier, J. C. 1993. Low level Plasmodium falciparum transmission and
the incidence of severe malaria infections on the Kenyan coast. American
Journal of Tropical Medicine and Hygiene, 49, 245-253.
McCormick, C. J., Craig, A., Roberts, D., Newbold, C. I. & Berendt, A. R. 1997.
Intercellular adhesion molecule-1 and CD36 synergize to mediate adherence of
Plasmodium falciparum-infected erythrocytes to cultured human microvascular
endothelial cells. J Clin Invest, 100, 2521-9.
McGregor, I. A. 1984. Epidemiology, malaria and pregnancy. American Journal of
Tropical Medicine and Hygiene, 33, 517-525.
Medica, D. L. & Sinnis, P. 2005. Quantitative dynamics of Plasmodium yoelii
sporozoite transmission by infected anopheline mosquitoes. Infection and
Immunity, 73, 4363-4369.
Menard, D., Barnadas, C., Bouchier, C., Henry-Halldin, C., Gray, L. R.,
Ratsimbasoa, A., Thonier, V., Carod, J. F., Domarle, O., Colin, Y.,
Bertrand, O., Picot, J., King, C. L., Grimberg, B. T., Mercereau-Puijalon,
O. & Zimmerman, P. A. 2010. Plasmodium vivax clinical malaria is
commonly observed in Duffy-negative Malagasy people. Proceedings of the
National Academy of Sciences of the United States of America, 107, 5967-5971.
Menendez, C., Ordi, J., Ismail, M. R., Ventura, P. J., Aponte, J. J., Kahigwa, E.,
Font, F. & Alonso, P. L. 2000. The impact of placental malaria on gestational
age and birth weight. Journal of Infectious Diseases, 181, 1740-1745.
Michon, P., Stevens, J. R., Kaneko, O. & Adams, J. H. 2002. Evolutionary
relationships of conserved cysteine-rich motifs in adhesive molecules of malaria
parasites. Molecular Biology and Evolution, 19, 1128-1142.
Miller, L. H., Baruch, D. I., Marsh, K. & Doumbo, O. K. 2002a. The pathogenic
basis of malaria. Nature, 415, 673-679.
Miller, L. H., Good, M. F. & Milon, G. 1994. Malaria pathogenesis. Science, 264,
1878-1883.
Miller, S. K., Good, R. T., Drew, D. R., Delorenzi, M., Sanders, P. R., Hodder, A.
N., Speed, T. P., Cowman, A. F., de Koning-Ward, T. F. & Crabb, B. S.
2002b. A subset of Plasmodium falciparum SERA genes are expressed and
appear to play an important role in the erythrocytic cycle. Journal of Biological
Chemistry, 277, 47524-47532.
Mills, J. P., Diez-Silva, M., Quinn, D. J., Dao, M., Lang, M. J., Tan, K. S., Lim, C.
T., Milon, G., David, P. H., Mercereau-Puijalon, O., Bonnefoy, S. &
Suresh, S. 2007. Effect of plasmodial RESA protein on deformability of human
red blood cells harboring Plasmodium falciparum. Proc Natl Acad Sci U S A,
104, 9213-7.
Mishra, S. K. & Newton, C. 2009. Diagnosis and management of the neurological
complications of falciparum malaria. Nature Reviews Neurology, 5, 189-198.
60

Mitchell, G. H., Thomas, A. W., Margos, G., Dluzewski, A. R. & Bannister, L. H.
2004. Apical membrane antigen 1, a major malaria vaccine candidate, mediates
the close attachment of invasive merozoites to host red blood cells. Infection
and Immunity, 72, 154-158.
Mohan, A., Sharma, S. K. & Bollineni, S. 2008. Acute lung injury and acute
respiratory distress syndrome in malaria. J Vector Borne Dis, 45, 179-93.
Moll, K., Ljungström, I., Perlmann, H., Scherf, A. & Wahlgren, M. (eds.) 2008.
Methods in Malaria Research, Manassas, Virginia: ATCC.
Molyneux, M. E., Taylor, T. E., Wirima, J. J. & Grau, G. E. 1991. Tumor necrosis
factor, Interleukin 6, and malaria. Lancet, 337, 1098-1098.
Moshi, E. Z., Kaaya, E. E. & Kitinya, J. N. 1995. A histological and
immunohistological study of malarial placentas. Apmis, 103, 737-743.
Mota, M. M., Hafalla, J. C. R. & Rodriguez, A. 2002. Migration through host cells
activates Plasmodium sporozoites for infection. Nature Medicine, 8, 1318-1322.
Mota, M. M., Pradel, G., Vanderberg, J. P., Hafalla, J. C. R., Frevert, U.,
Nussenzweig, R. S., Nussenzweig, V. & Rodriguez, A. 2001. Migration of
Plasmodium sporozoites through cells before infection. Science, 291, 141-144.
Mphande, F. A., Ribacke, U., Kaneko, O., Kironde, F., Winter, G. & Wahlgren,
M. 2008. SURFIN4.1, a schizont-merozoite associated protein in the SURFIN
family of Plasmodium falciparum. Malar J, 7, 116.
Muntendam, A. H., Jaffar, S., Bleichrodt, N. & vanHensbroek, M. B. 1996.
Absence of neuropsychological sequelae following cerebral malaria in Gambian
children. Transactions of the Royal Society of Tropical Medicine and Hygiene,
90, 391-394.
MVI. 2007. The PATH Malaria Vaccine Initiative Accelerating Progress Toward
Malaria Vaccines.
Nash, G. B., O'Brien, E., Gordon-Smith, E. C. & Dormandy, J. A. 1989.
Abnormalities in the mechanical properties of red blood cells caused by
Plasmodium falciparum. Blood, 74, 855-61.
Nash, T. E. 1997. Antigenic variation in Giardia lamblia and the host's immune
response. Philos Trans R Soc Lond B Biol Sci, 352, 1369-75.
Newbold, C., Warn, P., Black, G., Berendt, A., Craig, A., Snow, B., Msobo, M.,
Peshu, N. & Marsh, K. 1997. Receptor-specific adhesion and clinical disease
in Plasmodium falciparum. Am J Trop Med Hyg, 57, 389-98.
Ngoungou, E. B. & Preux, P. M. 2008. Cerebral malaria and epilepsy. Epilepsia, 49,
19-24.
Niang, M., Yan Yam, X. & Preiser, P. R. 2009. The Plasmodium falciparum
STEVOR multigene family mediates antigenic variation of the infected
erythrocyte. PLoS Pathog, 5, e1000307.
Normark, J., Nilsson, D., Ribacke, U., Winter, G., Moll, K., Wheelock, C. E.,
Bayarugaba, J., Kironde, F., Egwang, T. G., Chen, Q., Andersson, B. &
Wahigren, M. 2007. PfEMP1-DBL1 alpha amino acid motifs in severe disease
states of Plasmodium falciparum malaria. Proceedings of the National Academy
of Sciences of the United States of America, 104, 15835-15840.
Nussenzweig, R. S., Vanderberg, J., Most, H. & Orton, C. 1967. Protective
immunity produced by the injection of x-irradiated sporozoites of plasmodium
berghei. Nature, 216, 160-2.
Ockenhouse, C. F., Tandon, N. N., Magowan, C., Jamieson, G. A. & Chulay, J. D.
1989. Identification of a platelet membrane glycoprotein as a falciparum
malaria sequestration receptor. Science, 243, 1469-71.
Orlandi, P. A., Klotz, F. W. & Haynes, J. D. 1992. A malaria invasion receptor, the
175-kilodalton erythrocyte binding antigen of Plasmodium falciparum
recognizes the terminal Neu5Ac(alpha 2-3)Gal- sequences of glycophorin A. J
Cell Biol, 116, 901-9.
Ozwara, H., Kocken, C. H., Conway, D. J., Mwenda, J. M. & Thomas, A. W. 2001.
Comparative analysis of Plasmodium reichenowi and P. falciparum
erythrocyte-binding proteins reveals selection to maintain polymorphism in the
erythrocyte-binding region of EBA-175. Mol Biochem Parasitol, 116, 81-4.

61

Pachlatko, E., Rusch, S., Muller, A., Hemphill, A., Tilley, L., Hanssen, E. & Beck,
H. P. 2010. MAHRP2, an exported protein of Plasmodium falciparum, is an
essential component of Maurer's cleft tethers. Mol Microbiol, 77, 1136-52.
Papakrivos, J., Newbold, C. I. & Lingelbach, K. 2005. A potential novel mechanism
for the insertion of a membrane protein revealed by a biochemical analysis of
the Plasmodium falciparum cytoadherence molecule PfEMP-1. Molecular
Microbiology, 55, 1272-1284.
Pathirana, S. L., Alles, H. K., Bandara, S., Phone-Kyaw, M., Perera, M. K.,
Wickremasinghe, A. R., Mendis, K. N. & Handunnetti, S. M. 2005. ABOblood-group types and protection against severe, Plasmodium falciparum
malaria. Ann Trop Med Parasitol, 99, 119-24.
Pavithra, S. R., Kumar, R. & Tatu, U. 2007. Systems analysis of chaperone networks
in the malarial parasite Plasmodium falciparum. Plos Computational Biology, 3,
1701-1715.
Pei, X., An, X., Guo, X., Tarnawski, M., Coppel, R. & Mohandas, N. 2005.
Structural and functional studies of interaction between Plasmodium falciparum
knob-associated histidine-rich protein (KAHRP) and erythrocyte spectrin. J
Biol Chem, 280, 31166-71.
Petter, M., Haeggstrom, M., Khattab, A., Fernandez, V., Klinkert, M. Q. &
Wahlgren, M. 2007. Variant proteins of the Plasmodium falciparum RIFIN
family show distinct subcellular localization and developmental expression
patterns. Mol Biochem Parasitol, 156, 51-61.
Poespoprodjo, J. R., Fobia, W., Kenangalem, E., Lampah, D. A., Hasanuddin, A.,
Warikar, N., Sugiarto, P., Tjitra, E., Anstey, N. M. & Price, R. N. 2009.
Vivax Malaria: A Major Cause of Morbidity in Early Infancy. Clinical
Infectious Diseases, 48, 1704-1712.
Pologe, L. G. & Ravetch, J. V. 1986. A chromosomal rearrangement in a P.
falciparum histidine-rich protein gene is associated with the knobless
phenotype. Nature, 322, 474-7.
Pongponratn, E., Riganti, M., Punpoowong, B. & Aikawa, M. 1991. Microvascular
sequestration of parasitized erythrocytes in human falciparum malaria - a
pathological study. American Journal of Tropical Medicine and Hygiene, 44,
168-175.
Pradel, G. & Frevert, U. 2001. Malaria sporozoites actively enter and pass through rat
Kupffer cells prior to hepatocyte invasion. Hepatology, 33, 1154-1165.
Preiser, P. R., Khan, S., Costa, F. T., Jarra, W., Belnoue, E., Ogun, S., Holder, A.
A., Voza, T., Landau, I., Snounou, G. & Renia, L. 2002. Stage-specific
transcription of distinct repertoires of a multigene family during Plasmodium
life cycle. Science, 295, 342-5.
Prucca, C. G., Slavin, I., Quiroga, R., Elias, E. V., Rivero, F. D., Saura, A.,
Carranza, P. G. & Lujan, H. D. 2008. Antigenic variation in Giardia lamblia
is regulated by RNA interference. Nature, 456, 750-4.
Przyborski, J. M. & Lanzer, M. 2005. Protein transport and trafficking in
Plasmodium falciparum-infected erythrocytes. Parasitology, 130, 373-88.
Przyborski, J. M., Miller, S. K., Pfahler, J. M., Henrich, P. P., Rohrbach, P.,
Crabb, B. S. & Lanzer, M. 2005. Trafficking of STEVOR to the Maurer's
clefts in Plasmodium falciparum-infected erythrocytes. EMBO J, 24, 2306-17.
Quinn, T. C. & Wyler, D. J. 1979. Intravascular clearance of parasitized erythrocytes
in rodent malaria. J Clin Invest, 63, 1187-94.
Ralph, S. A., Scheidig-Benatar, C. & Scherf, A. 2005. Antigenic variation in
Plasmodium falciparum is associated with movement of var loci between
subnuclear locations. Proc Natl Acad Sci U S A, 102, 5414-9.
Rasti, N., Namusoke, F., Chene, A., Chen, Q. J., Staalsoe, T., Klinkert, M. Q.,
Mirembe, F., Kironde, F. & Wahlgren, M. 2006. Nonimmune
immunoglobulin binding and multiple adhesion characterize Plasmodium
faiciparum-infected erythrocytes of placental origin. Proceedings of the
National Academy of Sciences of the United States of America, 103, 1379513800.
Rayner, J. C., Vargas-Serrato, E., Huber, C. S., Galinski, M. R. & Barnwell, J. W.
2001. A Plasmodium falciparum homologue of Plasmodium vivax reticulocyte
62

binding protein (PvRBP1) defines a trypsin-resistant erythrocyte invasion
pathway. J Exp Med, 194, 1571-81.
RBM. 2011. Roll Back Malaria [Online]. Available:
http://www.rbm.who.int/cmc_upload/0/000/015/370/RBMInfosheet_3.htm
[Accessed July 2011].
Ricke, C. H., Staalsoe, T., Koram, K., Akanmori, B. D., Riley, E. M., Theander, T.
G. & Hviid, L. 2000. Plasma antibodies from malaria-exposed pregnant
women recognize variant surface antigens on Plasmodium falciparum-infected
erythrocytes in a parity-dependent manner and block parasite adhesion to
chondroitin sulfate A. J Immunol, 165, 3309-16.
Ringwald, P., Peyron, F., Lepers, J. P., Rabarison, P., Rakotomalala, C.,
Razanamparany, M., Rabodonirina, M., Roux, J. & Le Bras, J. 1993.
Parasite virulence factors during falciparum malaria: rosetting, cytoadherence,
and modulation of cytoadherence by cytokines. Infect Immun, 61, 5198-204.
Rogers, N. J., Hall, B. S., Obiero, J., Targett, G. A. T. & Sutherland, C. J. 2000. A
model for sequestration of the transmission stages of Plasmodium falciparum:
Adhesion of gametocyte-infected erythrocytes to human bone marrow cells.
Infection and Immunity, 68, 3455-3462.
Rogers, S., Wells, R. & Rechsteiner, M. 1986. Amino acid sequences common to
rapidly degraded proteins - the PEST hypothesis. Science, 234, 364-368.
Rogerson, S. J., Hviid, L., Duffy, P. E., Leke, R. F. & Taylor, D. W. 2007. Malaria
in pregnancy: pathogenesis and immunity. Lancet Infect Dis, 7, 105-17.
Rogerson, S. J., Katundu, P. & Molyneux, M. E. 2000. Rosette formation by clinical
isolates of Plasmodium falciparum in serum-free medium. Trans R Soc Trop
Med Hyg, 94, 461-2.
Rogerson, S. J., Pollina, E., Getachew, A., Tadesse, E., Lema, V. M. & Molyneux,
M. E. 2003. Placental monocyte infiltrates in response to Plasmodium
falciparum malaria infection and their association with adverse pregnancy
outcomes. American Journal of Tropical Medicine and Hygiene, 68, 115-119.
Rogerson, S. J., Tembenu, R., Dobano, C., Plitt, S., Taylor, T. E. & Molyneux, M.
E. 1999. Cytoadherence characteristics of Plasmodium falciparum-infected
erythrocytes from Malawian children with severe and uncomplicated malaria.
Am J Trop Med Hyg, 61, 467-72.
Rowe, A., Obeiro, J., Newbold, C. I. & Marsh, K. 1995. Plasmodium falciparum
rosetting is associated with malaria severity in Kenya. Infect Immun, 63, 23236.
Rowe, J. A., Handel, I. G., Thera, M. A., Deans, A. M., Lyke, K. E., Kone, A.,
Diallo, D. A., Raza, A., Kai, O., Marsh, K., Plowe, C. V., Doumbo, O. K. &
Moulds, J. M. 2007. Blood group O protects against severe Plasmodium
falciparum malaria through the mechanism of reduced rosetting. Proc Natl
Acad Sci U S A, 104, 17471-6.
Rowe, J. A., Moulds, J. M., Newbold, C. I. & Miller, L. H. 1997. P. falciparum
rosetting mediated by a parasite-variant erythrocyte membrane protein and
complement-receptor 1. Nature, 388, 292-5.
Rowe, J. A., Obiero, J., Marsh, K. & Raza, A. 2002. Short report: Positive
correlation between rosetting and parasitemia in Plasmodium falciparum
clinical isolates. Am J Trop Med Hyg, 66, 458-60.
Rowe, J. A., Rogerson, S. J., Raza, A., Moulds, J. M., Kazatchkine, M. D., Marsh,
K., Newbold, C. I., Atkinson, J. P. & Miller, L. H. 2000. Mapping of the
region of complement receptor (CR) 1 required for Plasmodium falciparum
rosetting and demonstration of the importance of CR1 in rosetting in field
isolates. J Immunol, 165, 6341-6.
Ruangjirachuporn, W., Udomsangpetch, R., Carlsson, J., Drenckhahn, D.,
Perlmann, P. & Berzins, K. 1991. Plasmodium falciparum: analysis of the
interaction of antigen Pf155/RESA with the erythrocyte membrane. Exp
Parasitol, 73, 62-72.
Rubio, J. P., Thompson, J. K. & Cowman, A. F. 1996. The var genes of Plasmodium
falciparum are located in the subtelomeric region of most chromosomes. EMBO
J, 15, 4069-77.
63

Rug, M., Prescott, S. W., Fernandez, K. M., Cooke, B. M. & Cowman, A. F. 2006.
The role of KAHRP domains in knob formation and cytoadherence of P
falciparum-infected human erythrocytes. Blood, 108, 370-8.
Russo, I., Babbitt, S., Muralidharan, V., Butler, T., Oksman, A. & Goldberg, D. E.
2010. Plasmepsin V licenses Plasmodium proteins for export into the host
erythrocyte. Nature, 463, 632-6.
Ryan, J. R., Stoute, J. A., Amon, J., Dunton, R. F., Mtalib, R., Koros, J., Owour,
B., Luckhart, S., Wirtz, R. A., Barnwell, J. W. & Rosenberg, R. 2006.
Evidence for transmission of Plasmodium vivax among a Duffy antigen
negative population in western Kenya. American Journal of Tropical Medicine
and Hygiene, 75, 575-581.
Sachs, J. & Malaney, P. 2002. The economic and social burden of malaria. Nature,
415, 680-5.
Salanti, A., Dahlback, M., Turner, L., Nielsen, M. A., Barfod, L., Magistrado, P.,
Jensen, A. T., Lavstsen, T., Ofori, M. F., Marsh, K., Hviid, L. & Theander,
T. G. 2004. Evidence for the involvement of VAR2CSA in pregnancyassociated malaria. J Exp Med, 200, 1197-203.
Salanti, A., Staalsoe, T., Lavstsen, T., Jensen, A. T., Sowa, M. P., Arnot, D. E.,
Hviid, L. & Theander, T. G. 2003. Selective upregulation of a single distinctly
structured var gene in chondroitin sulphate A-adhering Plasmodium falciparum
involved in pregnancy-associated malaria. Mol Microbiol, 49, 179-91.
Saliba, K. J., Horner, H. A. & Kirk, K. 1998. Transport and metabolism of the
essential vitamin pantothenic acid in human erythrocytes infected with the
malaria parasite Plasmodium falciparum. J Biol Chem, 273, 10190-5.
Salmon, B. L., Oksman, A. & Goldberg, D. E. 2001. Malaria parasite exit from the
host erythrocyte: A two-step process requiring extraerythrocytic proteolysis.
Proceedings of the National Academy of Sciences of the United States of
America, 98, 271-276.
Sam-Yellowe, T. Y., Florens, L., Johnson, J. R., Wang, T., Drazba, J. A., Le Roch,
K. G., Zhou, Y., Batalov, S., Carucci, D. J., Winzeler, E. A. & Yates, J. R.
2004. A Plasmodium gene family encoding Maurer's cleft membrane proteins:
structural properties and expression profiling. Genome Res, 14, 1052-9.
Sanders, P. R., Gilson, P. R., Cantin, G. T., Greenbaum, D. C., Nebl, T., Carucci,
D. J., McConville, M. J., Schofield, L., Hodder, A. N., Yates, J. R. &
Crabb, B. S. 2005. Distinct protein classes including novel merozoite surface
antigens in raft-like membranes of Plasmodium falciparum. Journal of
Biological Chemistry, 280, 40169-40176.
Sargeant, T. J., Marti, M., Caler, E., Carlton, J. M., Simpson, K., Speed, T. P. &
Cowman, A. F. 2006. Lineage-specific expansion of proteins exported to
erythrocytes in malaria parasites. Genome Biology, 7.
Saridaki, T., Frohlich, K. S., Braun-Breton, C. & Lanzer, M. 2009. Export of
PfSBP1 to the Plasmodium falciparum Maurer's clefts. Traffic, 10, 137-152.
Scherf, A., Carter, R., Petersen, C., Alano, P., Nelson, R., Aikawa, M., Mattei, D.,
Pereira da Silva, L. & Leech, J. 1992. Gene inactivation of Pf11-1 of
Plasmodium falciparum by chromosome breakage and healing: identification of
a gametocyte-specific protein with a potential role in gametogenesis. EMBO J,
11, 2293-301.
Scherf, A., Hernandez-Rivas, R., Buffet, P., Bottius, E., Benatar, C., Pouvelle, B.,
Gysin, J. & Lanzer, M. 1998. Antigenic variation in malaria: in situ switching,
relaxed and mutually exclusive transcription of var genes during intraerythrocytic development in Plasmodium falciparum. EMBO J, 17, 5418-26.
Scholander, C., Carlson, J., Kremsner, P. G. & Wahlgren, M. 1998. Extensive
immunoglobulin binding of Plasmodium falciparum-infected erythrocytes in a
group of children with moderate anemia. Infect Immun, 66, 361-3.
Scholander, C., Treutiger, C. J., Hultenby, K. & Wahlgren, M. 1996. Novel
fibrillar structure confers adhesive property to malaria-infected erythrocytes.
Nat Med, 2, 204-8.
Schon, P., Garcia-Saez, A. J., Malovrh, P., Bacia, K., Anderluh, G. & Schwille, P.
2008. Equinatoxin II permeabilizing activity depends on the presence of
sphingomyelin and lipid phase coexistence. Biophys J, 95, 691-8.
64

Scuderi, P., Sterling, K. E., Lam, K. S., Finley, P. R., Ryan, K. J., Ray, C. G.,
Petersen, E., Slymen, D. J. & Salmon, S. E. 1986. Raised serum levels of
tumour necrosis factor in parasitic infections. Lancet, 2, 1364-5.
Sherman, I. W. 2007. Twelve diseases that changed our world.
Sidjanski, S. & Vanderberg, J. P. 1997. Delayed migration of Plasmodium
sporozoites from the mosquito bite site to the blood. American Journal of
Tropical Medicine and Hygiene, 57, 426-429.
Silva, M. D., Cooke, B. M., Guillotte, M., Buckingham, D. W., Sauzet, J. P., Le
Scanf, C., Contamin, H., David, P., Mercereau-Puijalon, O. & Bonnefoy, S.
2005. A role for the Plasmodium falciparum RESA protein in resistance against
heat shock demonstrated using gene disruption. Mol Microbiol, 56, 990-1003.
Silvestrini, F., Alano, P. & Williams, J. L. 2000. Commitment to the production of
male and female gametocytes in the human malaria parasite Plasmodium
falciparum. Parasitology, 121, 465-471.
Sim, B. K. L., Chitnis, C. E., Wasniowska, K., Hadley, T. J. & Miller, L. H. 1994.
Receptor and ligand domains for invasion of erythrocytes by Plasmodium
falciparum. Science, 264, 1941-1944.
Sim, B. K. L., Toyoshima, T., Haynes, J. D. & Aikawa, M. 1992. Localization of the
175-kilodalton erythrocyte binding antigen in micronemes of Plasmodium
falciparum merozoites. Molecular and Biochemical Parasitology, 51, 157-160.
Singh, B., Sung, L. K., Matusop, A., Radhakrishnan, A., Shamsul, S. S. G., CoxSingh, J., Thomas, A. & Conway, D. J. 2004. A large focus of naturally
acquired Plasmodium knowlesi infections in human beings. Lancet, 363, 10171024.
Singh, K., Gittis, A. G., Nguyen, P., Gowda, D. C., Miller, L. H. & Garboczi, D. N.
2008. Structure of the DBL3x domain of pregnancy-associated malaria protein
VAR2CSA complexed with chondroitin sulfate A. Nature Structural &
Molecular Biology, 15, 932-938.
Singh, S. K., Hora, R., Belrhali, H., Chitnis, C. E. & Sharma, A. 2006. Structural
basis for Duffy recognition by the malaria parasite Duffy-binding-like domain.
Nature, 439, 741-744.
Singh, S. K., Singh, A. P., Pandey, S., Yazdani, S. S., Chitnis, C. E. & Sharma, A.
2003. Definition of structural elements in Plasmodium vivax and P-knowlesi
Duffy-binding domains necessary for erythrocyte invasion. Biochemical
Journal, 374, 193-198.
Smalley, M. E., Abdalla, S. & Brown, J. 1981. The distribution of Plasmodium
falciparum in the peripheral blood and bone marrow of Gambian children.
Transactions of the Royal Society of Tropical Medicine and Hygiene, 75, 103105.
Smith, J. D., Chitnis, C. E., Craig, A. G., Roberts, D. J., Hudson-Taylor, D. E.,
Peterson, D. S., Pinches, R., Newbold, C. I. & Miller, L. H. 1995. Switches
in expression of Plasmodium falciparum var genes correlate with changes in
antigenic and cytoadherent phenotypes of infected erythrocytes. Cell, 82, 10110.
Smith, J. D., Subramanian, G., Gamain, B., Baruch, D. I. & Miller, L. H. 2000a.
Classification of adhesive domains in the Plasmodium falciparum Erythrocyte
Membrane Protein 1 family. Molecular and Biochemical Parasitology, 110,
293-310.
Smith, T. G., Lourenco, P., Carter, R., Walliker, D. & Ranford-Cartwright, L. C.
2000b. Commitment to sexual differentiation in the human malaria parasite,
Plasmodium falciparum. Parasitology, 121, 127-133.
Snow, R. W., Deazevedo, I. B., Lowe, B. S., Kabiru, E. W., Nevill, C. G.,
Mwankusye, S., Kassiga, G., Marsh, B. & Teuscher, T. 1994. Severe
childhood malaria in 2 areas of markedly different falciparum transmission in
East Africa. Acta Tropica, 57, 289-300.
Snow, R. W., Omumbo, J. A., Lowe, B., Molyneux, C. S., Obiero, J. O., Palmer,
A., Weber, M. W., 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, 1650-1654.
65

Somner, E. A., Black, J. & Pasvol, G. 2000. Multiple human serum components act
as bridging molecules in rosette formation by Plasmodium falciparum-infected
erythrocytes. Blood, 95, 674-82.
Soni, S., Dhawan, S., Rosen, K. M., Chafel, M., Chishti, A. H. & Hanspal, M. 2005.
Characterization of events preceding the release of malaria parasite from the
host red blood cell. Blood Cells Molecules and Diseases, 35, 201-211.
Spielmann, T. & Gilberger, T. W. 2010. Protein export in malaria parasites: do
multiple export motifs add up to multiple export pathways? Trends Parasitol,
26, 6-10.
Spielmann, T., Hawthorne, P. L., Dixon, M. W., Hannemann, M., Klotz, K.,
Kemp, D. J., Klonis, N., Tilley, L., Trenholme, K. R. & Gardiner, D. L.
2006. A cluster of ring stage-specific genes linked to a locus implicated in
cytoadherence in Plasmodium falciparum codes for PEXEL-negative and
PEXEL-positive proteins exported into the host cell. Mol Biol Cell, 17, 361324.
Spycher, C., Klonis, N., Spielmann, T., Kump, E., Steiger, S., Tilley, L. & Beck, H.
P. 2003. MAHRP-1, a novel Plasmodium falciparum histidine-rich protein,
binds ferriprotoporphyrin IX and localizes to the Maurer's clefts. Journal of
Biological Chemistry, 278, 35373-35383.
Spycher, C., Rug, M., Klonis, N., Ferguson, D. J. P., Cowman, A. F., Beck, H. P. &
Tilley, L. 2006. Genesis of and trafficking to the Maurer's clefts of Plasmodium
falciparum-infected erythrocytes. Molecular and Cellular Biology, 26, 40744085.
Spycher, C., Rug, M., Pachlatko, E., Hanssen, E., Ferguson, D., Cowman, A. F.,
Tilley, L. & Beck, H. P. 2008. The Maurer's cleft protein MAHRP1 is essential
for trafficking of PfEMP1 to the surface of Plasmodium falciparum-infected
erythrocytes. Mol Microbiol, 68, 1300-14.
Staalsoe, T., Shulman, C. E., Bulmer, J. N., Kawuondo, K., Marsh, K. & Hviid, L.
2004. Variant surface antigen-specific IgG and protection against clinical
consequences of pregnancy-associated Plasmodium falciparum malaria. Lancet,
363, 283-9.
Stoute, J. A., Odindo, A. O., Owuor, B. O., Mibei, E. K., Opollo, M. O. &
Waitumbi, J. N. 2003. Loss of red blood cell-complement regulatory proteins
and increased levels of circulating immune complexes are associated with
severe malarial anemia. J Infect Dis, 187, 522-5.
Struck, N. S., de Souza Dias, S., Langer, C., Marti, M., Pearce, J. A., Cowman, A.
F. & Gilberger, T. W. 2005. Re-defining the Golgi complex in Plasmodium
falciparum using the novel Golgi marker PfGRASP. J Cell Sci, 118, 5603-13.
Stubbs, J., Simpson, K. M., Triglia, T., Plouffe, D., Tonkin, C. J., Duraisingh, M.
T., Maier, A. G., Winzeler, E. A. & Cowman, A. F. 2005. Molecular
mechanism for switching of P-falciparum invasion pathways into human
erythrocytes. Science, 309, 1384-1387.
Sturm, A., Amino, R., van de Sand, C., Regen, T., Retzlaff, S., Rennenberg, A.,
Krueger, A., Pollok, J. M., Menard, R. & Heussler, V. T. 2006.
Manipulation of host hepatocytes by the malaria parasite for delivery into liver
sinusoids. Science, 313, 1287-1290.
Su, X. Z., Heatwole, V. M., Wertheimer, S. P., Guinet, F., Herrfeldt, J. A.,
Peterson, D. S., Ravetch, J. A. & Wellems, T. E. 1995. The large diverse gene
family var encodes proteins involved in cytoadherence and antigenic variation
of Plasmodium falciparum-infected erythrocytes. Cell, 82, 89-100.
Sultan, A. A., Thathy, V., Frevert, U., Robson, K. J. H., Crisanti, A., Nussenzweig,
V., Nussenzweig, R. S. & Menard, R. 1997. TRAP is necessary for gliding
motility and infectivity of plasmodium sporozoites. Cell, 90, 511-522.
Talman, A. M., Domarle, O., McKenzie, F. E., Ariey, F. & Robert, V. 2004.
Gametocytogenesis: the puberty of Plasmodium falciparum. Malaria Journal,
3.
Tan, L. K. K., Yacoub, S., Scott, S., Bhagani, S. & Jacobs, M. 2008. Acute lung
injury and other serious complications of Plasmodium vivax malaria. Lancet
Infectious Diseases, 8, 449-454.

66

Taraschi, T. F., O'Donnell, M., Martinez, S., Schneider, T., Trelka, D., Fowler, V.
M., Tilley, L. & Moriyama, Y. 2003. Generation of an erythrocyte vesicle
transport system by Plasmodium falciparum malaria parasites. Blood, 102,
3420-6.
Taylor, W. R. J. & White, N. J. 2002. Malaria and the lung. Clinics in Chest
Medicine, 23, 457-+.
Tham, W. H., Wilson, D. W., Lopaticki, S., Schmidt, C. Q., Tetteh-Quarcoo, P. B.,
Barlow, P. N., Richard, D., Corbin, J. E., Beeson, J. G. & Cowman, A. F.
2010. Complement receptor 1 is the host erythrocyte receptor for Plasmodium
falciparum PfRh4 invasion ligand. Proc Natl Acad Sci U S A, 107, 17327-32.
Tilley, L., Sougrat, R., Lithgow, T. & Hanssen, E. 2008. The twists and turns of
Maurer's cleft trafficking in P. falciparum-infected erythrocytes. Traffic, 9, 18797.
Tolia, N. H., Enemark, E. J., Sim, B. K. L. & Joshua-Tor, L. 2005. Structural basis
for the EBA-175 erythrocyte invasion pathway of the malaria parasite
Plasmodium falciparum. Cell, 122, 183-193.
Torii, M., Adams, J. H., Miller, L. H. & Aikawa, M. 1989. Release of merozoite
dense granules during erythrocyte invasion by Plasmodium knowlesi. Infection
and Immunity, 57, 3230-3233.
Touray, M. G., Warburg, A., Laughinghouse, A., Krettli, A. U. & Miller, L. H.
1992. Developmentally regulated infectivity of malaria sporozoites for
mosquito salivary glands and the vertebrate host. Journal of Experimental
Medicine, 175, 1607-1612.
Trager, W., Rudzinska, M. A. & Bradbury, P. C. 1966. The fine structure of
Plasmodium falciparum and its host erythrocytes in natural malarial infections
in man. Bull World Health Organ, 35, 883-5.
Trelka, D. P., Schneider, T. G., Reeder, J. C. & Taraschi, T. F. 2000. Evidence for
vesicle-mediated trafficking of parasite proteins to the host cell cytosol and
erythrocyte surface membrane in Plasmodium falciparum infected erythrocytes.
Mol Biochem Parasitol, 106, 131-45.
Treutiger, C. J., Carlson, J., Scholander, C. & Wahlgren, M. 1998. The time course
of cytoadhesion, immunoglobulin binding, rosette formation, and seruminduced agglutination of Plasmodium falciparum-infected erythrocytes. Am J
Trop Med Hyg, 59, 202-7.
Treutiger, C. J., Hedlund, I., Helmby, H., Carlson, J., Jepson, A., Twumasi, P.,
Kwiatkowski, D., Greenwood, B. M. & Wahlgren, M. 1992. Rosette
formation in Plasmodium falciparum isolates and anti-rosette activity of sera
from Gambians with cerebral or uncomplicated malaria. Am J Trop Med Hyg,
46, 503-10.
Treutiger, C. J., Scholander, C., Carlson, J., McAdam, K. P., Raynes, J. G.,
Falksveden, L. & Wahlgren, M. 1999. Rouleaux-forming serum proteins are
involved in the rosetting of Plasmodium falciparum-infected erythrocytes. Exp
Parasitol, 93, 215-24.
Triglia, T., Duraisingh, M. T., Good, R. T. & Cowman, A. F. 2005. Reticulocytebinding protein homologue 1 is required for sialic acid-dependent invasion into
human erythrocytes by Plasmodium falciparum. Mol Microbiol, 55, 162-74.
Triglia, T., Healer, J., Caruana, S. R., Hodder, A. N., Anders, R. F., Crabb, B. S.
& Cowman, A. F. 2000. Apical membrane antigen 1 plays a central role in
erythrocyte invasion by Plasmodium species. Molecular Microbiology, 38, 706718.
Turner, C. M. 1999. Antigenic variation in Trypanosoma brucei infections: an holistic
view. J Cell Sci, 112 ( Pt 19), 3187-92.
Turner, G. D., Morrison, H., Jones, M., Davis, T. M., Looareesuwan, S., Buley, I.
D., Gatter, K. C., Newbold, C. I., Pukritayakamee, S., Nagachinta, B. & et
al. 1994. An immunohistochemical study of the pathology of fatal malaria.
Evidence for widespread endothelial activation and a potential role for
intercellular adhesion molecule-1 in cerebral sequestration. Am J Pathol, 145,
1057-69.
Udomsangpetch, R., Carlsson, J., Wahlin, B., Holmquist, G., Ozaki, L. S., Scherf,
A., Mattei, D., Mercereaupuijalon, O., Uni, S., Aikawa, M., Berzins, K. &
67

Perlmann, P. 1989a. Reactivity of the human monoclonal antibody 33G2 with
repeated sequences of three distinct Plasmodium falciparum antigens Journal of
Immunology, 142, 3620-3626.
Udomsangpetch, R., Lundgren, K., Berzins, K., Wahlin, B., Perlmann, H., TroyeBlomberg, M., Carlsson, J., Wahlgren, M., Perlmann, P. & Bjorkman, A.
1986. Human monoclonal antibodies to Pf 155, a major antigen of malaria
parasite Plasmodium falciparum. Science, 231, 57-9.
Udomsangpetch, R., Todd, J., Carlson, J. & Greenwood, B. M. 1993. The effects of
hemoglobin genotype and ABO blood group on the formation of rosettes by
Plasmodium falciparum-infected red blood cells. Am J Trop Med Hyg, 48, 14953.
Udomsangpetch, R., Wahlin, B., Carlson, J., Berzins, K., Torii, M., Aikawa, M.,
Perlmann, P. & Wahlgren, M. 1989b. Plasmodium falciparum-infected
erythrocytes form spontaneous erythrocyte rosettes. J Exp Med, 169, 1835-40.
Wahlgren, M., Carlson, J., Helmby, H., Hedlund, I. & Treutiger, C. J. 1992.
Molecular mechanisms and biological importance of Plasmodium falciparum
erythrocyte rosetting. Mem Inst Oswaldo Cruz, 87 Suppl 3, 323-9.
Wahlgren, M., Carlson, J., Ruangjirachuporn, W., Conway, D., Helmby, H.,
Martinez, A., Patarroyo, M. E. & Riley, E. 1990. Geographical distribution
of Plasmodium falciparum erythrocyte rosetting and frequency of rosetting
antibodies in human sera. Am J Trop Med Hyg, 43, 333-8.
Waitumbi, J. N., Donvito, B., Kisserli, A., Cohen, J. H. & Stoute, J. A. 2004. Agerelated changes in red blood cell complement regulatory proteins and
susceptibility to severe malaria. J Infect Dis, 190, 1183-91.
Waitumbi, J. N., Opollo, M. O., Muga, R. O., Misore, A. O. & Stoute, J. A. 2000.
Red cell surface changes and erythrophagocytosis in children with severe
plasmodium falciparum anemia. Blood, 95, 1481-6.
Waller, D., Krishna, S., Crawley, J., Miller, K., Nosten, F., Chapman, D.,
Terkuile, F. O., Craddock, C., Berry, C., Holloway, P. A. H., Brewster, D.,
Greenwood, B. M. & White, N. J. 1995. Clinical features and outcome of
severe malaria in Gambian children. Clinical Infectious Diseases, 21, 577-587.
Waller, K. L., Cooke, B. M., Nunomura, W., Mohandas, N. & Coppel, R. L. 1999.
Mapping the binding domains involved in the interaction between the
Plasmodium falciparum knob-associated histidine-rich protein (KAHRP) and
the cytoadherence ligand P. falciparum erythrocyte membrane protein 1
(PfEMP1). J Biol Chem, 274, 23808-13.
Waller, K. L., Nunomura, W., An, X. L., Cooke, B. M., Mohandas, N. & Coppel,
R. L. 2003. Mature parasite-infected erythrocyte surface antigen (MESA) of
Plasmodium falciparum binds to the 30-kDa domain of protein 4.1 in malariainfected red blood cells. Blood, 102, 1911-1914.
Waller, K. L., Stubberfield, L. M., Dubljevic, V., Buckingham, D. W., Mohandas,
N., Coppel, R. L. & Cooke, B. M. 2010. Interaction of the exported malaria
protein Pf332 with the red blood cell membrane skeleton. Biochimica Et
Biophysica Acta-Biomembranes, 1798, 861-871.
Waller, K. L., Stubberfield, L. M., Dubljevic, V., Nunomura, W., An, X. L.,
Mason, A. J., Mohandas, N., Cooke, B. M. & Coppel, R. L. 2007.
Interactions of Plasmodium falciparum erythrocyte membrane protein 3 with
the red blood cell membrane skeleton. Biochimica Et Biophysica ActaBiomembranes, 1768, 2145-2156.
Walter, P. R., Garin, Y. & Blot, P. 1982. Placental pathologic changes in malaria - a
histologic and ultrastructural study. American Journal of Pathology, 109, 330342.
van Hensbroek, M. B., Palmer, A., Jaffar, S., Schneider, G. & Kwiatkowski, D.
1997. Residual neurologic sequelae after childhood cerebral malaria. J Pediatr,
131, 125-9.
van Ooij, C., Tamez, P., Bhattacharjee, S., Hiller, N. L., Harrison, T., Liolios, K.,
Kooij, T., Ramesar, J., Balu, B., Adams, J., Waters, A. P., Janse, C. J. &
Haldar, K. 2008. The malaria secretome: from algorithms to essential function
in blood stage infection. PLoS Pathog, 4, e1000084.

68

Van Wye, J., Ghori, N., Webster, P., Mitschler, R. R., Elmendorf, H. G. & Haldar,
K. 1996. Identification and localization of rab6, separation of rab6 from ERD2
and implications for an 'unstacked' Golgi, in Plasmodium falciparum. Mol
Biochem Parasitol, 83, 107-20.
VanBuskirk, K. M., Sevova, E. & Adams, J. H. 2004. Conserved residues in the
Plasmodium vivax Duffy-binding protein ligand domain are critical for
erythrocyte receptor recognition. Proceedings of the National Academy of
Sciences of the United States of America, 101, 15754-15759.
Vanderberg, J. P. 1975. Development of infectivity by Plasmodium berghei
sporozoite. Journal of Parasitology, 61, 43-50.
Warsame, M., Wernsdorfer, W. H., Perlmann, H., Lebbad, M., Ericsson, O.,
Matola, Y. G., Troye-Blomberg, M., Perlmann, P. & Berzins, K. 1997. A
malariometric survey in a rural community in the Muheza district, Tanzania:
age profiles in the development of humoral immune responses. Acta Trop, 68,
239-53.
Waterkeyn, J. G., Wickham, M. E., Davern, K. M., Cooke, B. M., Coppel, R. L.,
Reeder, J. C., Culvenor, J. G., Waller, R. F. & Cowman, A. F. 2000.
Targeted mutagenesis of Plasmodium falciparum erythrocyte membrane protein
3 (PfEMP3) disrupts cytoadherence of malaria-infected red blood cells. EMBO
J, 19, 2813-23.
Wertheimer, S. P. & Barnwell, J. W. 1989. Plasmodium vivax interaction with the
human Duffy blood group glycoprotein - identification of a parasite receptorlike protein. Experimental Parasitology, 69, 340-350.
Whisson, S. C., Boevink, P. C., Moleleki, L., Avrova, A. O., Morales, J. G., Gilroy,
E. M., Armstrong, M. R., Grouffaud, S., van West, P., Chapman, S., Hein,
I., Toth, I. K., Pritchard, L. & Birch, P. R. 2007. A translocation signal for
delivery of oomycete effector proteins into host plant cells. Nature, 450, 115-8.
WHO 2000. Severe falciparum malaria. World Health Organization, Communicable
Diseases Cluster. Trans R Soc Trop Med Hyg, 94 Suppl 1, S1-90.
WHO 2010. World Malaria Report 2010.
http://www.who.int/malaria/world_malaria_report_2010/en/index.html.
Wickert, H., Rohrbach, P., Scherer, S. J., Krohne, G. & Lanzer, M. 2003a. A
putative Sec23 homologue of Plasmodium falciparum is located in Maurer's
clefts. Mol Biochem Parasitol, 129, 209-13.
Wickert, H., Wissing, F., Andrews, K. T., Stich, A., Krohne, G. & Lanzer, M.
2003b. Evidence for trafficking of PfEMP1 to the surface of P-falciparuminfected erythrocytes via a complex membrane network. European Journal of
Cell Biology, 82, 271-284.
Wickham, M. E., Culvenor, J. G. & Cowman, A. F. 2003. Selective inhibition of a
two-step egress of malaria parasites from the host erythrocyte. Journal of
Biological Chemistry, 278, 37658-37663.
Wickham, M. E., Rug, M., Ralph, S. A., Klonis, N., McFadden, G. I., Tilley, L. &
Cowman, A. F. 2001. Trafficking and assembly of the cytoadherence complex
in Plasmodium falciparum-infected human erythrocytes. EMBO J, 20, 5636-49.
Viebig, N. K., Gamain, B., Scheidig, C., Lepolard, C., Przyborski, J., Lanzer, M.,
Gysin, J. & Scherf, A. 2005. A single member of the Plasmodium falciparum
var multigene family determines cytoadhesion to the placental receptor
chondroitin sulphate A. EMBO Rep, 6, 775-81.
Wiesner, J., Mattei, D., Scherf, A. & Lanzer, M. 1998. Biology of giant proteins of
Plasmodium: Resolution on polyacrylamide-agarose composite gels.
Parasitology Today, 14, 38-40.
Wilson-Welder, J. H., Torres, M. P., Kipper, M. J., Mallapragada, S. K.,
Wannemuehler, M. J. & Narasimhan, B. 2009. Vaccine adjuvants: current
challenges and future approaches. J Pharm Sci, 98, 1278-316.
Winter, G., Chen, Q., Flick, K., Kremsner, P., Fernandez, V. & Wahlgren, M.
2003. The 3D7var5.2 (var COMMON) type var gene family is commonly
expressed in non-placental Plasmodium falciparum malaria. Mol Biochem
Parasitol, 127, 179-91.
Winter, G., Kawai, S., Haeggstrom, M., Kaneko, O., von Euler, A., Kawazu, S. I.,
Palm, D., Fernandez, V. & Wahlgren, M. 2005. SURFIN is a polymorphic
69

antigen expressed on Plasmodium falciparum merozoites and infected
erythrocytes. Journal of Experimental Medicine, 201, 1853-1863.
Wiser, M. F. & Plitt, B. 1987. Plasmodium berghei, P. chabaudi, and P. falciparum:
similarities in phosphoproteins and protein kinase activities and their stage
specific expression. Exp Parasitol, 64, 328-35.
Wiser, M. F., Wood, P. A., Eaton, J. W. & Sheppard, J. R. 1983. Membraneassociated phosphoproteins in Plasmodium berghei-infected murine
erythrocytes. J Cell Biol, 97, 196-201.
Vogt, A. M., Barragan, A., Chen, Q., Kironde, F., Spillmann, D. & Wahlgren, M.
2003. Heparan sulfate on endothelial cells mediates the binding of Plasmodium
falciparum-infected erythrocytes via the DBL1alpha domain of PfEMP1. Blood,
101, 2405-11.
Vogt, A. M., Pettersson, F., Moll, K., Jonsson, C., Normark, J., Ribacke, U.,
Egwang, T. G., Ekre, H. P., Spillmann, D., Chen, Q. & Wahlgren, M. 2006.
Release of sequestered malaria parasites upon injection of a
glycosaminoglycan. PLoS Pathog, 2, e100.
Voss, T. S., Healer, J., Marty, A. J., Duffy, M. F., Thompson, J. K., Beeson, J. G.,
Reeder, J. C., Crabb, B. S. & Cowman, A. F. 2006. A var gene promoter
controls allelic exclusion of virulence genes in Plasmodium falciparum malaria.
Nature, 439, 1004-8.
Wåhlin, B., Berzins, K., Perlmann, H., Anders, R. F. & Perlmann, P. 1990. Antiidiotypic antibodies counteract the invasion inhibition capacity of antibodies to
major epitopes of the Plasmodium falciparum antigen Pf155/RESA. Infect
Immun, 58, 2815-20.
Wåhlin, B., Sjolander, A., Ahlborg, N., Udomsangpetch, R., Scherf, A., Mattei, D.,
Berzins, K. & Perlmann, P. 1992. Involvement of Pf155/RESA and crossreactive antigens in Plasmodium falciparum merozoite invasion in vitro. Infect
Immun, 60, 443-9.
Yeoh, S., Koussis, K., O'Donnell, R. A., Dluzewskil, A. R., Ansefl, K. H., Osborne,
S. A., Hackett, F., Withers-Martinez, C., Mitchell, G. H., Bannister, L. H.,
Bryans, J. S., Kettleborough, C. A. & Blackman, M. J. 2008. A subtilisinlike processing protease plays a crucial role in maturation and release of the
malaria parasite from its host red blood cell. International Journal for
Parasitology, 38, 2.

70

