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The malaria merozoite invades erythrocytes in the verte-

brate host. Iterative rounds of asexual intraerythrocytic

replication result in disease. Proteases play pivotal roles

in erythrocyte invasion, but little is understood about

their mode of action. The Plasmodium falciparum malaria

merozoite surface sheddase, PfSUB2, is one such poorly

characterized example. We have examined the molecu-

lar determinants that underlie the mechanisms by which

PfSUB2 is trafficked initially to invasion-associated apical

organelles (micronemes) and then across the surface of

the free merozoite. We show that authentic promoter

activity is important for correct localization of PfSUB2,

likely requiring canonical features within the intergenic

region 5′ of the pfsub2 locus. We further demonstrate that

trafficking of PfSUB2 beyond an early compartment in the

secretory pathway requires autocatalytic protease activ-

ity. Finally, we show that the PfSUB2 transmembrane

domain is required for microneme targeting, while the

cytoplasmic domain is essential for surface translocation

of the protease to the parasite posterior following dis-

charge from micronemes. The interplay of pre- and post-

translational regulatory elements that coordinate sub-

cellular trafficking of PfSUB2 provides the parasite with

exquisite control over enzyme–substrate interactions.
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Malaria is a debilitating disease that threatens at least 1
billion people, infects around 500 million and is responsible
for approximately 1 million deaths each year (1). The
etiologic agent is the protozoan parasite Plasmodium spp,

which is transmitted through the bite of an infected female
Anopheline mosquito. Replication of the asexual blood-
stages of the parasite’s complex life cycle causes the
pathology of the disease. The asexual blood-stage life
cycle of the parasite divides into three distinct phases:
(i) invasion of the host erythrocyte by a merozoite; (ii)
growth and multiplication of the intracellular parasite
by schizogony to form new daughter merozoites; (iii)
merozoite release, through a process known as egress,
and subsequent reiteration of these events.

Erythrocyte invasion is driven by an actinomyosin motor
which, in association with other molecular partners, is
referred to as the glideosome (2–4). The merozoite
attaches to an erythrocyte, then as the motor drives
the parasite into the cell, components of the parasite
surface coat are shed through the action of at least
two serine proteases: a rhomboid called ROM4 (5)
and the merozoite surface sheddase, a member of the
subtilisin-like superfamily called PfSUB2 (6). Early electron
microscopic studies of erythrocyte invasion suggested
that the enzymes responsible for the proteolysis of surface
proteins localize to a region of close association between
the parasite and the host cell called the moving junction
(7), though a recent study has questioned this supposition
(8). The attachment of parasite proteins at the leading
edge of the junction is thought to drag the erythrocyte
membrane around the parasite, before being disengaged
at the parasite posterior pole by proteolysis (9). The
trafficking and compartmentalisation of substrates and
other components of this shedding machinery therefore
likely regulate invasion (10).

PfSUB2 is one of just three subtilisin-like proteases
encoded within the Plasmodium falciparum genome (11).
Like most subtilisins, PfSUB2 is expressed as a precursor
zymogen, which undergoes maturation from a 150 kDa
precursor (PfSUB2P), to a 75 kDa intermediate (PfSUB2I)
and then to the terminal 70 kDa mature form (PfSUB2T)
(12). For many subtilisins, maturation is a prerequisite
for progression through the secretory transport system
(13,14). On the basis of sensitivity to brefeldin A treatment,
the primary maturation step of PfSUB2 is thought to take
place in the endoplasmic reticulum (ER), with the second
occurring beyond this compartment (11).

PfSUB2 is targeted to two distinct subcellular locations in
the parasite. Initially PfSUB2 accumulates in a set of apical
secretory organelles called micronemes, which are known
to be the destination of other invasion factors (15,16).
Following merozoite egress, PfSUB2 is discharged from
these organelles and traffics across the surface of the
free merozoite in an actin-dependent fashion that can be
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disrupted by the actin destabilizing agent, latrunculin A (6).
At least one other microneme protein, apical membrane
antigen-1 (PfAMA1), is also discharged onto the surface
of the merozoite at egress. Interestingly, once released
the distribution of these two proteins, which were initially
in the same micronemal location becomes very different;
PfSUB2 caps as a tight focus at the posterior of the
parasite, whereas PfAMA1 distributes circumferentially
across the surface of the parasite via an apparently actin-
independent mechanism (17,18). These observations are
consistent with distinct mechanisms for the surface
trafficking of these two proteins.

PfAMA1, as well as two other surface proteins called
MSP1 and PTRAMP, are shed during invasion through the
action of PfSUB2 (6,19). Given the apparently essential
nature of this shedding (20–23), an understanding of the
trafficking of PfSUB2 to the micronemes and parasite
surface would enable dissection of the means by which
the parasite is able to package key invasion factors and the
protease responsible for their eventual release from the
parasite surface to the same subcellular compartment.
Knowledge of how PfSUB2 is brought into productive
contact with its substrates may offer new avenues for
the development of small molecules to interfere with this
process.

Here we have investigated the factors governing the
trafficking of PfSUB2. We provide evidence that trafficking
of PfSUB2 may be dependent upon canonical regulatory
features 5′ of the gene locus. An extended fragment of
the pfsub2 5′ intergenic region is required to reproduce
an authentic pattern of trafficking for an episomally
maintained transgene product. Trafficking of PfSUB2
was also found to be dependent upon autocatalytic
maturation, while an intact transmembrane domain and
the highly conserved juxtamembrane region are required
for correct microneme targeting. The cytoplasmic domain
(CD) was found to be required for actin-dependent surface
translocation of the protease. The results demonstrate
that the trafficking of PfSUB2 is governed by a range
of molecular determinants, requiring both pre- and post-
translational regulation.

Results

PfSUB2 expressed under the control of the pfama1

promoter is aberrantly trafficked

In previous work we epitope-tagged PfSUB2 in the para-
site by using single-crossover homologous recombination
to fuse a triple haemagglutinin tag (HA3) to the extreme
3′ end of the pfsub2 coding sequence (6). However,
repeated attempts to disrupt the pfsub2 gene or introduce
a GFP-tag proved unsuccessful. PfSUB2 is therefore likely
essential for the intracellular survival of the blood-stage
parasite. To study the factors involved in trafficking of
the protease we decided to establish a transgene expres-
sion system using epitope-tagged PfSUB2 (PfSUB2-HA)

transgenes carried on episomally maintained plasmids.
These constructs allow for the expression and study
of PfSUB2 mutants in the parasite on a background of
expression of the endogenous gene.

The transcriptional profile of pfsub2 closely matches
that of pfama1; transcription of both begins at around
43–45 h following erythrocyte invasion and peaks around
48 h post-infection (24,25). The pfama1 promoter is well
characterized and has been successfully used for the
transgenic expression of other late-stage P. falciparum
genes (23). We therefore initially attempted to express
PfSUB2-HA from an episomal transgene driven by the
pfama1 promoter. As can be seen from Figure 1A, the
transgene was successfully expressed and underwent
the expected maturation events involving conversion of
the precursor zymogen through an intermediate to the
terminal form. However, indirect immunofluorescence
assay (IFA) with HA-specific antibodies showed that
the transgene product only partially colocalized with the
endogenous microneme marker PfAMA1, with most of
the signal distributed between the parasite cytosol and
an undefined compartment between the nucleus and the
apically disposed micronemes (indicated by the white
arrowhead on the merged image for pfama1-sub2-HA in
Figure 1B). This could be due to retention of a proportion of
the transgene product in an early secretory compartment
such as the ER, or the Plasmodium equivalent of the
late endosome (LE) recently described for Toxoplasma
and thought to be a transitory organelle for microneme
proteins (26). This result suggested that although the
transcriptional profiles of pfama1 and pfsub2 are almost
superimposable, the corresponding promoters are not
functionally equivalent.

Canonical features 5 ′ of the pfsub2 locus may affect

gene expression and product localization

Correct trafficking of other Plasmodium gene products has
previously been shown to be dependent on the promoter
used to drive expression of the transgene (27–29).
We therefore investigated whether use of the native
pfsub2 promoter in our episomal system could correctly
reproduce the authentic pattern of PfSUB2 trafficking to
the micronemes.

The extreme AT bias of the Plasmodium genome, along
with a paucity of identifiable transcription factors has
made characterization of genomic regulatory elements
difficult (30). In spite of this, a consensus is beginning to
emerge; this is of a promoter structure similar to that of
the canonical eukaryotic type, with the standard features
of a major 5′ transcriptional start site, an enhancer region
and a transcription factor binding site. In light of this we
performed an in silico examination of the region 5′ of the
3D7 pfsub2 locus. The major 5′ transcription start site
has been previously mapped by us to position −1168 bp
upstream of the start ATG (12). Further upstream of the
transcription start site there are multiple extended poly
A/T tracts, known to influence the position of transcription
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Figure 1: Mislocalization of PfSUB2 expressed from an episomally maintained transgene driven by the pfama1 promoter.

Synchronous late-stage schizonts were examined by western blot and indirect IFA. A) Schizont extracts were fractionated by SDS-PAGE,
transferred to nitrocellulose and probed with anti-HA mAb 3F10. Lanes (left to right): PfSUB2HA positive control; episomally expressed
HA3-tagged PfSUB2 transgene driven by the pfama1 promoter. The results show that the pfama1 promoter drives expression of an
episomally maintained pfsub2 transgene. Positions of the 150 kDa precursor (PfSUB2P), 75 kDa intermediate (PfSUB2I) and terminal
70 kDa form (PfSUB2T) are indicated. The filled star indicates a previously observed small HA-reactive product often present in the
PfSUB2HA parasite extracts (6). B) Fixed thin-blood films were probed with the anti-HA mAb (green) and an anti-PfAMA1 rabbit polyclonal
antibody (red). Parasite nuclei were counterstained with DAPI (blue). PfAMA1 localizes to micronemes at the apical end of the parasite.
Most of the signal intensity for the tagged endogenous gene product (PfSUB2HA) overlaps with that of PfAMA1 as previously observed
(6) (Pearson’s coefficient 0.927). In contrast, although a proportion of the episomally expressed PfSUB2 (pama1-sub2-HA) signal overlaps
with PfAMA1, a significant proportion localizes to an undefined cytosolic compartment (white arrowhead) (Pearson’s coefficient 0.628,
indicating the change in correlation of the signal intensities). Note that fluorescence intensities in IFA were not noticeably different
between the PfSUB2HA and pama1-sub2-HA lines, indicating similar transgene expression levels (data not shown). Scale bar, 8 μm.

initiation (31). A recent study determined the recognition
sites for two members of the apicomplexan AP2 (ApiAP2)
family of transcription factors in P. falciparum (32). The
presence of these binding motifs in the region 5′ of a gene
was found to correlate with their expression profile during
the erythrocytic life cycle. However, the authors noted
that the transcription profiles of the AP2 transcription
factors do not necessarily match the transcription profiles
of target genes. Interestingly, the transcription profiles of
putative targets for the PF14_0633 ApiAP2 transcription
factor show a similar late-schizont expression profile to
that exhibited by pfsub2 (32). An examination of the
pfsub2 5′ flanking region identified a site that matched
the published consensus binding motif for PF14_0633
(GCATGC) (32), locating to position −1654 bp (including
the six residues of the motif) upstream of the start ATG.

To investigate the relative contributions of each of these
features and any others that might have been overlooked,
a 2147-bp fragment (called Ff) of the pfsub2 5′ flanking
region was amplified from genomic parasite DNA and
cloned into the episomal PfSUB2-HA expression vector in
place of the pfama1 promoter. In addition three different
truncated forms of the same region were similarly inserted
into the vector. The resulting four constructs were then
transfected separately into the parasite and assessed in
parallel for their capacity to drive expression and correct
trafficking of the PfSUB2-HA transgene product. Figure 2
shows a schematic representation of this strategy, and
highlights the features identified from the in silico
examination detailed above. As shown in Figure 3A, all

four putative promoter sequences (F3, F2, F1 and Ff)
successfully drove expression of the pfsub2 transgene, as
well as the correct pattern of post-translational maturation
of the transgene product. However, IFA with the anti-HA
antibody showed that in 3 of 4 cases the subcellular
localization differed significantly from the PfSUB2-HA
control line in which the endogenous gene has been
HA-tagged (Figure 3B). Expression from the F3 and F2
promoter fragments resulted in the majority of the IFA
signal being diffusely distributed throughout the schizont
(Figure 3B). This suggested that the inclusion in the
promoter of the previously mapped major 5′ transcription
start site was not sufficient to correctly target the
expressed product to the micronemes. The IFA signal
resulting from expression from the F1 fragment was
more punctate (Figure 3B), with the majority of the
signal correctly colocalizing with the microneme marker
PfAMA1. However, it was not as tightly restricted to
this apical compartment as observed for the endogenous
gene product, and indeed was similar to the localization
pattern observed for transgene expression driven by the
pfama1 promoter (Figure 1B). In contrast, expression
of the PfSUB2-HA transgene under control of the Ff
fragment matched the localization pattern seen for the
tagged endogenous gene product (Figure 3B); expression
was tightly restricted to the apical end of the developing
intracellular merozoites, with the product predominantly
colocalizing with PfAMA1.

From these data, we conclude that correct subcellular
localization of an episomally maintained pfsub2 transgene
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Figure 2: Examination of the pfsub2 5′ flanking region. Schematic representation (not to scale) of the intergenic sequence lying 5′

to the pfsub2 locus, and the four different regions examined for promoter activity (Ff, F1, F2 and F3). The position of the previously
mapped major 5′ transcriptional start site at −1168 bp and the putative ApiAP2 transcription factor binding site at −1654 bp are indicated
in relation to the different promoter fragments and their distance from the ATG start codon of the pfsub2 coding sequence (position 0).

product is strictly dependent upon the promoter used
to drive its expression. The observation that the Ff
promoter but not the truncated fragments enables correct
targeting of an ectopically expressed protease suggests
that critical regulatory elements for appropriate expression
lie between −1463 and −1654 bp upstream of the PfSUB2
start codon. However, further mutagenesis studies will
be required to confirm and precisely define the nature
of those elements. The Ff-containing episomal construct
was therefore used for all subsequent trafficking studies
described unless otherwise stated.

Primary proteolytic maturation of PfSUB2 is

autocatalytic and is required for trafficking beyond an

early secretory compartment

In common with the majority of subtilisin-like proteases,
PfSUB2 undergoes proteolytic maturation (12). By analogy
with other subtilisins, it is likely that the primary
step of this maturation is autocatalytic, but this has
yet to be confirmed. The autocatalytic maturation of
several secreted eukaryotic subtilisins is associated with
progression through the secretory transport system
(14,33). However, the relationship between proteolytic
maturation of PfSUB2 and its trafficking is unknown.

To address both of these points, we exploited the PfSUB2-
HA episomal expression system described above to
examine the consequences of substitution of the putative
catalytic Ser residue, S960, with an Ala residue (S960A).
This mutation has been shown to render subtilisin-
like proteases catalytically inactive, but to have little
effect upon the 3-dimensional architecture of the active
site cleft (34). As shown in Figure 4A, the transgenic
PfSUB2-HA S960A mutant but did not undergo detectable
maturation beyond the 150 kDa zymogen precursor,
strongly suggesting that the primary maturation step is
autocatalytic. Since expression of this mutant was on
the background of normal expression of endogenous
PfSUB2, this observation additionally suggests that the
primary autocatalytic maturation step is an intramolecular
event that cannot efficiently occur in trans. Examination
of the PfSUB2-HA S960A-expressing line confirmed
that the mutant transgene product did not localize to
the micronemes, instead appearing to be restricted

to a perinuclear location likely corresponding to an
early secretory compartment (indicated by the white
arrowheads in Figure 4B). We have previously shown
that brefeldin A, a fungal metabolite that interferes with
anterograde protein transport from the ER to the Golgi,
induces accumulation of the 75 kDa PfSUB2I intermediate,
indicating that primary processing of PfSUB2 occurs in the
ER. These new data are consistent with that, although
efforts to colocalize the aberrantly trafficked PfSUB2-
S960A with antibodies to the ER marker PfBip were
unsuccessful (data not shown). Collectively, these data
suggest that firstly, primary maturation of PfSUB2 is
autocatalytic and occurs in a non-micronemal secretory
compartment (that is likely the ER), and secondly that
proteolytic maturation of the protease is required for
trafficking beyond this compartment to the micronemes.
Autocatalytic processing of PfSUB2 may serve as a quality
control checkpoint for transit of the protease beyond
the ER.

The transmembrane and CDs of PfSUB2 are not

required for enzyme activity

The PfSUB2 primary translation product comprises a
secretory signal, an extended N-terminal prodomain,
a putative catalytic domain and a highly conserved
juxtamembrane structure. This is followed by a putative
membrane-spanning sequence typical of type I integral
membrane proteins, and finally a C-terminal CD which
varies somewhat in length between different SUB2
orthologues (Figure S1). Having established that catalytic
activity of the protease is important for trafficking, we
investigated the role of the different putative domains
for activity and trafficking of the protease. Since the
prodomain of many subtilisins is required for folding
(14), we decided to evaluate a series of episomal
PfSUB2-HA expression constructs in which the gene
had been progressively truncated from the C-terminus.
These deletion mutants were expressed episomally in the
parasite under the control of the Ff promoter sequence.
As shown in Figure 5A, the constructs tested consisted
of deletions of the cytoplasmic domain (�CD), both the
cytoplasmic and transmembrane domains (�Tm + CD),
or the entire conserved juxtamembrane, transmembrane
and cytoplasmic domains (�Jx + Tm + CD). Since we had
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Figure 3: Episomal expression of PfSUB2 driven by pfsub2 5′ flanking sequences. western blot and IFA analysis of PfSUB2
expressed under the control of different promoter lengths. A) Extracts of segmented schizonts were fractionated by SDS-PAGE,
transferred to nitrocellulose and probed with anti-HA mAb 3F10. Lanes (from left to right): parental wild-type 3D7 (negative control);
PfSUB2HA positive control; episomal HA3-tagged PfSUB2 transgene driven by the F3 promoter; episomal HA3-tagged PfSUB2 transgene
driven by the F2 promoter; episomal HA3-tagged PfSUB2 transgene driven by the F1 promoter; episomal HA3-tagged PfSUB2 transgene
driven by the Ff promoter. The filled star highlights the previously observed small anti-HA-reactive product in extracts of the control
PfSUB2HA clone, and the open star highlights an additional anti-HA reactive species in the F3 transgenic line. B) Formaldehyde-fixed,
thin-blood films of segmented schizonts were probed with the anti-HA mAb (green) or an anti-PfAMA1 rabbit polyclonal antibody (red).
Nuclei were counterstained with DAPI (blue). PfAMA1 localizes to the micronemes at the apical end of the parasite. The majority of
the PfSUB2 signal when expressed under the control of the F3 and F2 promoter fragments does not overlap with the PfAMA1 signal
(Pearson’s coefficient 0.183 and 0.518, respectively). While a significant proportion of the product expressed under the control of the
F1 promoter correctly localizes to the micronemes (Pearson’s coefficient 0.637), the Ff promoter results in greater overlap between the
PfSUB2 and PfAMA1 signals, and is the only one that produces an authentic micronemal pattern of localization (Pearson’s coefficient
0.682). Note that fluorescence intensities in IFA were not noticeably different between the various parasite lines, indicating similar
transgene expression levels (data not shown). Scale bar, 8 μm.
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Figure 4: Proteolytic maturation of PfSUB2 is autocatalytic and required for trafficking to micronemes. Western blot and IFA
analyses of wild-type and catalytically inactive PfSUB2. A) Extracts of segmented schizonts were fractionated by SDS-PAGE, transferred
to nitrocellulose and probed with anti-HA mAb 3F10. Lanes (from left to right): parental wild-type 3D7 (negative control); Ff-sub2,
episomal HA3-tagged PfSUB2 transgene driven by the Ff promoter (positive control); Ff-sub2-S960A, PfSUB2 S960A catalytic mutant
driven by the Ff promoter. The PfSUB2-S960A mutant is expressed, but does not undergo post-translational proteolytic maturation.
B) IFA examination of the subcellular localization of the PfSUB2-S960A mutant. Correct microneme targeting was assessed as before
through colocalization with the microneme marker protein PfAMA1, and generation of Pearson’s coefficients to indicate correlation of
signal intensities. Formaldehyde-fixed parasites were probed with the anti-HA mAb 3F10 (green) and anti-PfAMA1 rabbit polyclonal
antibody (red), with the nuclei counterstained with DAPI (blue). Controls: PfSUB2HA, Ff-sub2 (wild-type episome) (Pearson’s coefficient
0.723). The unprocessed PfSUB2-S960A mutant remains restricted to a perinuclear location between the nucleus and the apical end of
the parasite (indicated by white arrowheads), with greatly reduced overlap between the signals (Pearson’s coefficient 0.141). Scale bar,
8 μm.

already demonstrated that catalytically inactive protease
could not progress beyond the zymogen precursor, we
initially assessed the different regions for their contribution
to protease activity. Parasites harbouring each transgene
expression construct were established by transfection and
drug selection, and then mature schizont stage parasites
isolated and examined by western blot. As shown in Figure
5B, all the deletion mutants were successfully expressed
in the parasite, and all underwent maturation beyond the
zymogen precursor to a smaller truncated mature form.
Interestingly, the �CD zymogen precursor could not be
visualised perhaps indicating that autocatalytic maturation
is more efficient in the absence of the CD. Although it
remains a formal possibility that other proteases within
the secretory transport system could be responsible
for the proteolytic cleavage of the truncated products,
these data strongly suggest that neither the cytoplasmic,
transmembrane nor juxtamembrane domains of PfSUB2
are required for autocatalytic activity.

PfSUB2 catalytic activity is not sufficient for

trafficking beyond an early secretory compartment

Following the observation that none of the above
truncations affected the catalytic activity of PfSUB2, we
next investigated the effects of the truncations upon
trafficking. Wild-type PfSUB2 is stored in micronemes
in mature schizonts, and is then discharged to translocate
across the surface of free merozoites following egress
and around the time of reinvasion (6). In the first
instance we therefore investigated whether the truncated
proteins were correctly targeted to micronemes. The �CD
mutant was correctly targeted to micronemes (Figure 6),

indicating that the CD of the protease is not required for
sorting and trafficking beyond the ER. In contrast, IFA
analysis of parasites expressing the �Tm + CD mutant
revealed that, similar to the S960A mutant, trafficking
was aberrant with the transgene product localizing to a
site between the nuclear body and the apical end of
the parasite (Figure 6). This finding demonstrates that
catalytic activity alone (as determined by a capacity to
undergo the primary step of maturation) is not sufficient to
promote progression of the �Tm + CD mutant through the
secretory pathway. The mutant �Jx + Tm + CD protein
lacking the conserved juxtamembrane region similarly
did not progress beyond the putative early secretory
compartment (Figure 6). Given the inability of the
�Tm + CD mutant to progress beyond a compartment
that was similar in appearance, the precise role of the
juxtamembrane region in PfSUB2 trafficking could not be
further assessed.

The CD of PfSUB2 is required for correct surface

trafficking

Upon merozoite egress, PfSUB2 is discharged from
micronemes to traffic across the free merozoite surface
and cap as an intense focus at the posterior pole of the
parasite. Previous studies have shown that this surface
translocation can be inhibited by the actin-destabilising
agent latrunculin A (6). The only truncation mutant that
correctly localized to micronemes was the �CD mutant
in which the CD had been removed. Therefore, we next
examined the trafficking of the �CD protease across the
surface of merozoites following egress.
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Figure 5: The cytoplasmic, transmembrane and juxtamembrane domains of PfSUB2 are not required for autocatalytic

maturation. Schematic of progressive C-terminal gene truncation strategy and western blot of expressed truncated products. A)
Schematic representation of truncated episomal expression constructs made through progressive C-terminal deletions of the pfsub2
gene (not to scale). B) Extracts of segmented schizonts were fractionated by SDS-PAGE, transferred to nitrocellulose and probed with
anti-HA mAb 3F10. Lanes (from left to right): parental wild-type 3D7 negative control; HA3-tagged full-length PfSUB2 episomal transgene
(WT); Ff-sub2-S960A, PfSUB2 catalytic mutant (S960A); HA3-tagged PfSUB2 transgene lacking the cytoplasmic domain (�CD); HA3-
tagged PfSUB2 transgene lacking the transmembrane and cytoplasmic domains (�Tm + CD); HA3-tagged PfSUB2 transgene lacking the
juxtamembrane, cytoplasmic and transmembrane domains (�Jx + Tm + CD). Truncated gene products are expressed as appropriately
truncated precursors (asterisked) that undergo autocatalytic maturation to smaller mature protease species (arrowed).

As shown in Figure 7, the IFA signal for the �CD mutant
presented a strong reaction with the periphery of the
parasite, with the signal apparently uniformly distributed
across the surface of merozoites. It completely colocalized
with the PfAMA1 signal. The pattern clearly differed from
that observed for the wild-type protease (Figure 7), and
was reminiscent of the pattern of PfSUB2 distribution
in parasites treated with latrunculin A (6). The aberrant
localization of the �CD mutant protease suggests that
although the CD is not required for targeting of PfSUB2
to the micronemes, it is necessary for the subsequent
actin-dependent surface translocation of the protease
across the merozoite surface, likely essential for efficient
cleavage of its membrane-bound substrates.

Discussion

Following egress, many components of the merozoite
surface coat are shed into the extracellular milieu. Some
of these proteins, such as MSP1 and PfAMA1 are
essential for viability of the parasite. PfSUB2 is regarded
as the principal merozoite surface sheddase (6). The
trafficking and compartmentalisation of substrates and
other components of the shedding machinery may provide
spatial and temporal control of PfSUB2 functions, so an
understanding of how PfSUB2 is trafficked is necessary
for understanding the regulation of its interaction with
substrates. PfSUB2 is trafficked initially to micronemes,
and then across the surface of the parasite in an actin-
dependent manner, but the mechanisms employed for
this targeting are unknown (6). The data presented here
have demonstrated that this trafficking is dependent upon
a variety of pre- and post-translational regulatory elements,
and have begun to elucidate some of the molecular
features involved.

The pfsub2 promoter affects trafficking of the gene

product

Combining an in silico examination of the PfSUB2 5′ UTR
with a series of promoter constructs we determined that
the pfsub2 promoter plays a key role in correct trafficking
of the protein to micronemes. In general, eukaryotic
promoters comprise the following canonical features:
a major 5′ transcription start site, enhancer/repressor
regions and putative transcription factor binding sites.
Many of these features appear to be conserved in
Plasmodium promoters (35,36). The exact nature of the
elements present in the region 5′ of the pfsub2 locus
required for trafficking remains undetermined. Although
the 5′ major transcription start site was absent from the
F3 construct, there are typically multiple sites within the 5′

region of Plasmodium genes that can be used for initiation
of transcription (31,37). Therefore, any role played by
the inclusion of this mapped site within the promoter
is likely minor. As for other Plasmodium genes, it is
possible that the inclusion of an enhancer or repressor
region may also be important (38). However, given the
difficulty of characterizing these elements and the highly
repetitive nature of the 5′ intergenic regions, definitive
confirmation of this would require considerable further
work. A putative ApiAP2 transcription factor binding site
was identified 1654 bp upstream of the start methionine.
This was particularly intriguing as the transcription profiles
of putative target genes for this transcription factor match
that of pfsub2 (32), and so this site was included in
the longest promoter fragment examined. The ApiAP2
family of transcription factors has received considerable
attention (30,39), since the stage-specific transcription
profile of this family of transcription factors mirrors the
general pattern of transcription initiated upon invasion of
the host erythrocyte (24,40). Mislocalization of PfSUB2
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Figure 6: The PfSUB2 transmembrane domain is required for correct trafficking to micronemes. IFA analysis of schizonts
expressing truncated episomal PfSUB2 constructs. Fixed thin-blood films were probed with the anti-HA mAb 3F10 (green), and
anti-PfAMA1 rabbit polyclonal antibody (red). Nuclei were counterstained with DAPI (blue). PfSUB2 lacking the cytoplasmic domain
(�CD) correctly localizes to micronemes, with a high degree of correlation of the signal intensities (Pearson’s coefficient 0.734). PfSUB2
mutants further truncated of the transmembrane or juxtamembrane domains (�Tm + CD and �Jx + Tm + CD) do not localize to the
micronemes but are restricted to a compartment similar to the inactive gene product, with greatly reduced overlap between the signal
intensities (Pearson’s coefficient 0.254 and 0.177, respectively). Scale bar, 8 μm.

when expressed under the wrong promoter element(s) is
likely due to incorrect timing and/or levels of expression.
Our data add to a growing body of work examining
the promoters of other Plasmodium genes such as
pfresa, pfama1, pfmsp2 and pfeba175 (28,41–43), and
support the conclusion that in order to recapitulate correct
trafficking of a transgene product, the complete native
promoter for the gene should be used.

Proteolytic maturation of PfSUB2 is required for

trafficking

Our results show that autocatalytic processing of PfSUB2
is linked to its progression through the secretory path-
way (13). Earlier work demonstrated that treatment of

the parasites with brefeldin A, which interferes with
anterograde protein transport from the ER to the Golgi,
did not block the primary processing of PfSUB2 (11).
This suggested that primary processing occurs in the
ER. Our observation here that the catalytically dead
PfSUB2 mutant, PfSUB2-S960A, did not progress beyond
an ER-like compartment suggests that processing may
serve as a quality control for progression through the
secretory pathway. Retention of PfSUB2-S960A in the
ER was not conclusively demonstrated, but the weight of
evidence would suggest that the unprocessed protease
is retained within this compartment. Alternatively, it
is possible that the retained PfSUB2 is located within
the Plasmodium equivalent of the recently described
Toxoplasma gondii LE, thought to be an intermediate
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Figure 7: The cytoplasmic domain of PfSUB2 is required for correct surface translocation and posterior capping. IFA analysis of
free merozoites expressing WT PfSUB2HA or the �CD mutant. Formaldehyde-fixed parasites were probed with the anti-HA mAb 3F10
(green) and anti-PfAMA1 rabbit polyclonal antibody (red). Nuclei were counterstained with DAPI (blue). Wild-type PfSUB2 is secreted
from the micronemes and trafficked across the surface of free merozoites in an actin-dependent fashion before capping as a posterior
focus (white arrowheads) PfAMA1 is secreted from the micronemes and distributes to a uniform circumferential pattern. There is almost
no overlap of the WT PfSUB2 and PfAMA1 signals (Pearson’s coefficient 0.008). In contrast, the surface distribution of �CD PfSUB2
matches that of PfAMA1, with a high degree of correlation between the signals (Pearson’s coefficient 0.74). Scale bar, 8 μm (upper 2
rows of images). The lower set of eight panels have been enlarged to better illustrate the differences in distribution of the markers used
(Pearson’s coefficients −0.048 for WT PfSUB2 and 0.824 for �CD PfSUB2).

compartment situated between the ER/Golgi and the
apical organelles in the secretory transport system of this
related apicomplexan (26).

Truncation of PfSUB2 affects its localization

Similar to previous data from studies of PfAMA1,
PfEBA175, PfEBA181 and PfEBA140 (41), we found
that PfSUB2 lacking its CD was correctly trafficked to
micronemes. Surprisingly, despite multiple attempts, the
PfSUB2 �CD precursor was never detectable by western
blot in schizont extracts. One possible interpretation of
this finding is that removal of the CD increases the rate
of autocatalytic maturation of the zymogen precursor. The
CD could play a regulatory role in this event, ensuring
that activation and further trafficking only occur following
further translocation through the ER.

The �CD mutant was correctly trafficked to micronemes,
and it is intriguing to consider how this would occur. It is

possible that PfSUB2 could interact with a chaperone-
type protein in the ER that would regulate further
downstream trafficking. This would be analogous to
the situation seen in T. gondii for MIC2 and M2AP,
where membrane-bound MIC2 interacts and cotraffics
with the soluble M2AP (44,45). Upon merozoite egress,
the �CD protein was discharged from micronemes,
showing that release of PfSUB2 from the micronemes
is not dependent upon the CD. However, its subsequent
distribution on the merozoite surface was atypical,
matching that of PfAMA1, translocation of which is
not actin-dependent (46). The PfSUB2 CD may be
responsible for mediating interactions with components of
the actinomyosin motor. To further explore this possibility,
we made a more detailed examination of the CDs
of all the Plasmodium SUB2 orthologues (Figure S1).
Alignments of the CDs highlight the lack of conservation.
A recent study implicated phosphorylation of the CD of
another microneme protein, PfAMA1, as playing a key
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role in the function of the molecule (42). Examination
of a recently published P. falciparum phosphoproteome
identified a phosphorylation site within the cytoplasmic tail
of PfSUB2 (47). Further studies are underway to determine
whether phosphorylation of the PfSUB2 cytoplasmic tail
represents a post-translational modification required for
PfSUB2 trafficking and activity.

PfSUB2 catalytic activity was shown to be indepen-
dent of its membrane-associated conformation, since the
�Tm + CD truncation did not apparently affect autocat-
alytic maturation. The fact that the �Tm + CD mutant
was active in a fully soluble form makes it ideally suit-
able for renewed attempts at recombinant expression of
active enzyme, which has not yet been achieved. Although
the �Tm + CD mutant was active, it was retained in an
ER-like compartment. Coupled with the data from the
PfSUB2-S960A mutant, this shows that catalytic activ-
ity and autocatalytical processing are not sufficient for
trafficking beyond this compartment.

The juxtamembrane region of PfSUB2 is the most highly
conserved portion of the molecule. The �Jx + Tm + CD
mutant exhibited autocatalytic processing but was
retained in the ER-like compartment, in accord with our
previous observation that the transmembrane domain
of the protease is required for its progression through
the secretory pathway. It is difficult to draw any further
conclusions as to the functions of the juxtamembrane
region of PfSUB2, and in future experiments it may be
necessary to selectively delete it in order to fully examine
the role that it plays in trafficking of the molecule. From
the results of the �CD truncation, it would appear that the
cytoplasmic tail is necessary only for the surface trafficking
of the protease, and therefore the juxtamembrane region
may have a role in microneme trafficking, similar to the
cysteine-rich region VI of the EBA family (41,48).

In conclusion, we have demonstrated that a variety of
pre- and post-translational regulatory features govern the
trafficking of PfSUB2. Future work will focus upon the
role of the highly conserved juxtamembrane region and
the CD, which may provide evidence of trafficking partners
and potential roles in signalling.

Materials and Methods

Parasite maintenance, synchronization and

transfection
Asexual blood-stages of P. falciparum clone 3D7 were maintained in RPMI-
1640 Albumax medium (GIBCO™), with the addition of 2 mM L-glutamine, at
2-4% haematocrit (49). Mature schizont stage parasites were isolated on a
70% (v/v) Percoll (GE Healthcare) density gradient as described (50). Further
synchronization using 5% D-sorbitol was performed as previously described
(51). For transfections, ring stage parasites at 5–10% parasitaemia were
electroporated as previously described (52).

Transfection constructs
Parasite vectors were all based on the pHH1 transfection plasmid (53). This
vector contains the P. berghei dihydrofolate reductase 3′ UTR (54), and the

human dihydrofolate reductase (hdhfr) selection cassette, which confers
resistance to the antifolate drug WR99210 (Jacobus Pharmaceuticals).

pfsub2 promoter constructs for episomal expression
Promoter fragments were amplified directly from 3D7 genomic DNA with
primers designed to incorporate 5′ Hpa I and 3′ Spe I restriction enzyme
sites. The PCR products were digested with Hpa I, Spe I and cloned
into identical sites in the pHH1 vector containing the Pfama1 promoter
(54) and the sub2 synthetic gene (pfsub2synth) (6), to create constructs
psub2-sub2wHA3-PEX, psub2-sub2wHA3-F1, psub2-sub2wHA3-F2 and
psub2-sub2wHA3-F3.

pfsub2 catalytic mutant
The codon in pfsub2synth encoding putative catalytic nucleophile Ser960
was mutated to an Ala codon (S960A) by site-directed mutagenesis (SDM)
using the QuikChange® Site-Directed Mutagenesis Kit (Stratagene), and
verified by nucleotide sequencing.

pfsub2 truncation constructs
The Xho I/Not I restriction enzyme fragment of pfsub2synth was excised
from psub2x-sub2wHA3-PEX and subcloned into identical sites in pGEX-
6P-1-HA3 to create pGEX-sub2HA3-Xho I/Not I. SDM was used to introduce
an additional Cla I restriction enzyme site at the 5′ limit of the fragment that
was to be truncated, such that the region to be truncated would be flanked
by Cla I sites. Subsequent digestion with Cla I and religation generated the
different truncation fragments. The Xho I/Not I fragment was then excised
from this vector and subcloned back into psub2x-sub2wHA3-PEX to create
all the truncation constructs described.

Western blots
Western blots were performed as previously described (20). Briefly,
40 mL cultures of Percoll-enriched schizonts were centrifuged and pelleted
parasites treated with 0.15% (w/v) saponin for 3 min at 4◦C. The released
parasites were pelleted by centrifugation, washed and resuspended in
100 μL 2× sodium dodecyl sulphate (SDS) sample buffer. Protein samples
were electrophoresed on 7.5–12.5% SDS polyacrylamide gels (SDS-
PAGE) and transferred to Hybond-C extra nitrocellulose membrane (GE
Healthcare). Membranes were blocked and probed with the antibody
described.

Immunofluorescence assay
IFA was performed as described (20). Briefly, thin films of P. falciparum
schizonts or naturally egressed merozoites were air-dried and fixed in 4%
paraformaldehyde for 30 min, then permeabilized using 0.1% (v/v) Triton-X
100 (Sigma Pharmaceuticals) for 10 min, washed twice with PBS for 5 min
and then blocked overnight at 4◦C in 3% (w/v) bovine serum albumin
(BSA) in PBS. Samples were then probed with the antibodies specified.
Fluorescence images were acquired using a Zeiss Axioplan 2 Imaging
system (Carl Zeiss) and AXIOVISION 3.1 software.

Image analysis for colocalization
Images were processed for the degree of colocalization of signals obtained
with different antibody probes using IMAGEJ and the JACOP plugin as
described by Bolte and Cordelieres (55). Costes’ automatic threshold
function within the plugin was used to generate the Pearson’s correlation
coefficient values for the degree of colocalization. Briefly, this outputs a
numerical figure between −1 and 1, with 1 representing perfect correlation,
−1 being negative correlation (mutual exclusion), and 0 being no correlation
of signal intensities.
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Supporting Information

Additional Supporting Information may be found in the online version of
this article:

Figure S1: Alignment of Plasmodium spp. SUB2 orthologues showing

a heat map of amino-acid conservation (associated with Figure 5).

The comparison was performed using the PRALINE alignment software
(http://www.ibi.vu.nl/programs/pralinewww/). falciparum, P. falciparum
clone 3D7; vivax, P. vivax Salvador I isolate; knowlesi, P. knowlesi H
strain; yoelii, P. yoelii yoelii; berghei, P. berghei ANKA; P. cynomolgi.
Features of note, including the highly conserved juxtamembrane region
and the relatively poorly conserved cytoplasmic domain, are annotated
below the alignment.

References

1. Hay SI, Okiro EA, Gething PW, Patil AP, Tatem AJ, Guerra CA, Snow
RW. Estimating the global clinical burden of Plasmodium falciparum
malaria in 2007. PLoS Med 2010;7:e1000290.

2. Baum J, Gilberger TW, Frischknecht F, Meissner M. Host-cell invasion
by malaria parasites: insights from Plasmodium and Toxoplasma.
Trends Parasitol 2008;24:557–563.

3. Baum J, Papenfuss AT, Baum B, Speed TP, Cowman AF.
Regulation of apicomplexan actin-based motility. Nat Rev Microbiol
2006;4:621–628.

4. Baum J, Richard D, Healer J, Rug M, Krnajski Z, Gilberger TW, Green
JL, Holder AA, Cowman AF. A conserved molecular motor drives cell
invasion and gliding motility across malaria life cycle stages and other
apicomplexan parasites. J Biol Chem 2006;281:5197–5208.

5. O’Donnell RA, Hackett F, Howell SA, Treeck M, Struck N, Krnajski
Z, Withers-Martinez C, Gilberger TW, Blackman MJ. Intramembrane
proteolysis mediates shedding of a key adhesin during erythrocyte
invasion by the malaria parasite. J Cell Biol 2006;174:1023–1033.

6. Harris PK, Yeoh S, Dluzewski AR, O’Donnell RA, Withers-Martinez
C, Hackett F, Bannister LH, Mitchell GH, Blackman MJ. Molecular
identification of a malaria merozoite surface sheddase. PLoS Pathog
2005;1:241–251.

7. Aikawa M, Miller LH, Johnson J, Rabbege J. Erythrocyte entry
by malarial parasites. A moving junction between erythrocyte and
parasite. J Cell Biol 1978;77:72–82.

8. Riglar DT, Richard D, Wilson DW, Boyle MJ, Dekiwadia C, Turnbull
L, Angrisano F, Marapana DS, Rogers KL, Whitchurch CB, Beeson
JG, Cowman AF, Ralph SA, Baum J. Super-resolution dissection of
coordinated events during malaria parasite invasion of the human
erythrocyte. Cell Host Microbe 2011;9:9–20.

9. Blackman MJ. Proteases in host cell invasion by the malaria parasite.
Cell Microbiol 2004;6:893–903.

10. Baum J, Maier AG, Good RT, Simpson KM, Cowman AF. Invasion by P.
falciparum merozoites suggests a hierarchy of molecular interactions.
PLoS Pathog 2005;1:e37.

11. Withers-Martinez C, Jean L, Blackman MJ. Subtilisin-like proteases of
the malaria parasite. Mol Microbiol 2004;53:55–63.

12. Hackett F, Sajid M, Withers-Martinez C, Grainger M, Blackman MJ.
PfSUB-2: a second subtilisin-like protein in Plasmodium falciparum
merozoites. Mol Biochem Parasitol 1999;103:183–195.

13. Anderson ED, Molloy SS, Jean F, Fei H, Shimamura S, Thomas G.
The ordered and compartment-specific autoproteolytic removal of the
furin intramolecular chaperone is required for enzyme activation. J
Biol Chem 2002;277:12879–12890.

14. Anderson ED, VanSlyke JK, Thulin CD, Jean F, Thomas G.
Activation of the furin endoprotease is a multiple-step process:

requirements for acidification and internal propeptide cleavage. EMBO
J 1997;16:1508–1518.

15. Blackman MJ, Bannister LH. Apical organelles of Apicomplexa: biology
and isolation by subcellular fractionation. Mol Biochem Parasitol
2001;117:11–25.

16. Soldati D, Dubremetz JF, Lebrun M. Microneme proteins: structural
and functional requirements to promote adhesion and invasion
by the apicomplexan parasite Toxoplasma gondii. Int J Parasitol
2001;31:1293–1302.

17. Carruthers VB, Sibley LD. Sequential protein secretion from three
distinct organelles of Toxoplasma gondii accompanies invasion of
human fibroblasts. Eur J Cell Biol 1997;73:114–123.

18. Mitchell GH, Thomas AW, Margos G, Dluzewski AR, Bannister LH.
Apical membrane antigen 1, a major malaria vaccine candidate,
mediates the close attachment of invasive merozoites to host red
blood cells. Infect Immun 2004;72:154–158.

19. Green JL, Hinds L, Grainger M, Knuepfer E, Holder AA. Plasmodium
thrombospondin related apical merozoite protein (PTRAMP) is shed
from the surface of merozoites by PfSUB2 upon invasion of
erythrocytes. Mol Biochem Parasitol 2006;150:114–117.

20. Child MA, Epp C, Bujard H, Blackman MJ. Regulated maturation of
malaria merozoite surface protein-1 is essential for parasite growth.
Mol Microbiol 2010;78:187–202.

21. Koussis K, Withers-Martinez C, Yeoh S, Child M, Hackett F, Knuepfer
E, Juliano L, Woehlbier U, Bujard H, Blackman MJ. A multifunctional
serine protease primes the malaria parasite for red blood cell invasion.
EMBO J 2009;28:725–735.

22. Yeoh S, O’Donnell RA, Koussis K, Dluzewski AR, Ansell KH, Osborne
SA, Hackett F, Withers-Martinez C, Mitchell GH, Bannister LH, Bryans
JS, Kettleborough CA, Blackman MJ. Subcellular discharge of a serine
protease mediates release of invasive malaria parasites from host
erythrocytes. Cell 2007;131:1072–1083.

23. Olivieri A, Collins CR, Hackett F, Withers-Martinez C, Marshall J,
Flynn HR, Skehel JM, Blackman MJ. Juxtamembrane shedding
of Plasmodium falciparum AMA1 is sequence independent and
essential, and helps evade invasion-inhibitory antibodies. PLoS Pathog
2011;7:e1002448.

24. Bozdech Z, Llinas M, Pulliam BL, Wong ED, Zhu J, DeRisi JL.
The transcriptome of the intraerythrocytic developmental cycle of
Plasmodium falciparum. PLoS Biol 2003;1:E5.

25. Llinas M, Bozdech Z, Wong ED, Adai AT, DeRisi JL. Comparative
whole genome transcriptome analysis of three Plasmodium falci-
parum strains. Nucleic Acids Res 2006;34:1166–1173.

26. Parussini F, Coppens I, Shah PP, Diamond SL, Carruthers VB.
Cathepsin L occupies a vacuolar compartment and is a protein
maturase within the endo/exocytic system of Toxoplasma gondii.
Mol Microbiol 2010;76:1340–1357.

27. Kocken CH, van der Wel AM, Dubbeld MA, Narum DL, van de
Rijke FM, van Gemert GJ, van der Linde X, Bannister LH, Janse
C, Waters AP, Thomas AW. Precise timing of expression of a
Plasmodium falciparum-derived transgene in Plasmodium berghei is
a critical determinant of subsequent subcellular localization. J Biol
Chem 1998;273:15119–15124.

28. Rug M, Wickham ME, Foley M, Cowman AF, Tilley L. Correct promoter
control is needed for trafficking of the ring-infected erythrocyte surface
antigen to the host cytosol in transfected malaria parasites. Infect
Immun 2004;72:6095–6105.

29. Triglia T, Healer J, Caruana SR, Hodder AN, Anders RF, Crabb
BS, Cowman AF. Apical membrane antigen 1 plays a central
role in erythrocyte invasion by Plasmodium species. Mol Microbiol
2000;38:706–718.

30. Gardner MJ, Hall N, Fung E, White O, Berriman M, Hyman RW, Carlton
JM, Pain A, Nelson KE, Bowman S, Paulsen IT, James K, Eisen JA,
Rutherford K, Salzberg SL, et al. Genome sequence of the human
malaria parasite Plasmodium falciparum. Nature 2002;419:498–511.

31. Polson HE, Blackman MJ. A role for poly(dA)poly(dT) tracts in directing
activity of the Plasmodium falciparum calmodulin gene promoter. Mol
Biochem Parasitol 2005;141:179–189.

32. De Silva EK, Gehrke AR, Olszewski K, Leon I, Chahal JS, Bulyk ML,
Llinas M. Specific DNA-binding by apicomplexan AP2 transcription
factors. Proc Natl Acad Sci USA 2008;105:8393–8398.

33. Shennan KI, Taylor NA, Jermany JL, Matthews G, Docherty
K. Differences in pH optima and calcium requirements for

Traffic 2013; 14: 1053–1064 1063



Child et al.

maturation of the prohormone convertases PC2 and PC3 indicates
different intracellular locations for these events. J Biol Chem
1995;270:1402–1407.

34. Carter P, Wells JA. Dissecting the catalytic triad of a serine protease.
Nature 1988;332:564–568.

35. Horrocks P, Dechering K, Lanzer M. Control of gene expression in
Plasmodium falciparum. Mol Biochem Parasitol 1998;95:171–181.

36. Lanzer M, Wertheimer SP, de Bruin D, Ravetch JV. Plasmodium:
control of gene expression in malaria parasites. Exp Parasitol
1993;77:121–128.

37. Horrocks P, Kilbey BJ. Physical and functional mapping of the
transcriptional start sites of Plasmodium falciparum proliferating cell
nuclear antigen. Mol Biochem Parasitol 1996;82:207–215.

38. Osta M, Gannoun-Zaki L, Bonnefoy S, Roy C, Vial HJ. A 24 bp cis-
acting element essential for the transcriptional activity of Plasmodium
falciparum CDP-diacylglycerol synthase gene promoter. Mol Biochem
Parasitol 2002;121:87–98.

39. Balaji S, Babu MM, Iyer LM, Aravind L. 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 2005;33:3994–4006.

40. Le Roch KG, Zhou Y, Blair PL, Grainger M, Moch JK, Haynes JD, De
La Vega P, Holder AA, Batalov S, Carucci DJ, Winzeler EA. Discovery
of gene function by expression profiling of the malaria parasite life
cycle. Science 2003;301:1503–1508.

41. Treeck M, Struck NS, Haase S, Langer C, Herrmann S, Healer J,
Cowman AF, Gilberger TW. A conserved region in the EBL proteins is
implicated in microneme targeting of the malaria parasite Plasmodium
falciparum. J Biol Chem 2006;281:31995–32003.

42. Treeck M, Zacherl S, Herrmann S, Cabrera A, Kono M, Struck NS,
Engelberg K, Haase S, Frischknecht F, Miura K, Spielmann T, Gilberger
TW. Functional analysis of the leading malaria vaccine candidate AMA-
1 reveals an essential role for the cytoplasmic domain in the invasion
process. PLoS Pathog 2009;5:e1000322.

43. Wickham ME, Thompson JK, Cowman AF. Characterisation of the
merozoite surface protein-2 promoter using stable and transient
transfection in Plasmodium falciparum. Mol Biochem Parasitol
2003;129:147–156.

44. Harper JM, Huynh MH, Coppens I, Parussini F, Moreno S, Carruthers
VB. A cleavable propeptide influences Toxoplasma infection by
facilitating the trafficking and secretion of the TgMIC2-M2AP invasion
complex. Mol Biol Cell 2006;17:4551–4563.

45. Huynh MH, Carruthers VB. Toxoplasma MIC2 is a major determinant
of invasion and virulence. PLoS Pathog 2006;2:e84.

46. Healer J, Crawford S, Ralph S, McFadden G, Cowman AF. Inde-
pendent translocation of two micronemal proteins in develop-
ing Plasmodium falciparum merozoites. Infect Immun 2002;70:
5751–5758.

47. Treeck M, Sanders JL, Elias JE, Boothroyd JC. The phosphoproteomes
of Plasmodium falciparum and Toxoplasma gondii reveal unusual
adaptations within and beyond the parasites’ boundaries. Cell Host
Microbe 2011;10:410–419.

48. Withers-Martinez C, Haire LF, Hackett F, Walker PA, Howell SA,
Smerdon SJ, Dodson GG, Blackman MJ. Malarial EBA-175 region VI
crystallographic structure reveals a KIX-like binding interface. J Mol
Biol 2008;375:773–781.

49. Trager W, Jensen JB. Human malaria parasites in continuous culture.
Science 1976;193:673–675.

50. Rivadeneira EM, Wasserman M, Espinal CT. Separation and
concentration of schizonts of Plasmodium falciparum by Percoll
gradients. J Protozool 1983;30:367–370.

51. Lambros C, Vanderberg JP. Synchronization of Plasmodium falciparum
erythrocytic stages in culture. J Parasitol 1979;65:418–420.

52. Crabb BS, Cowman AF. Characterization of promoters and stable
transfection by homologous and nonhomologous recombination in
Plasmodium falciparum. Proc Natl Acad Sci USA 1996;93:7289–7294.

53. Reed MB, Saliba KJ, Caruana SR, Kirk K, Cowman AF. Pgh1 modulates
sensitivity and resistance to multiple antimalarials in Plasmodium
falciparum. Nature 2000;403:906–909.

54. Collins CR, Withers-Martinez C, Bentley GA, Batchelor AH, Thomas
AW, Blackman MJ. Fine mapping of an epitope recognized by
an invasion-inhibitory monoclonal antibody on the malaria vaccine
candidate apical membrane antigen 1. J Biol Chem 2007;282:
7431–7441.

55. Bolte S, Cordelieres FP. A guided tour into subcellular colocalization
analysis in light microscopy. J Microsc 2006;224:213–232.

1064 Traffic 2013; 14: 1053–1064


