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Abstract 

Background: The intra-erythrocytic development of the malaria parasite Plasmodium falciparum depends on the 
uptake of a number of essential nutrients from the host cell and blood plasma. It is widely recognized that the para-
site imports low molecular weight solutes from the plasma and the consumption of these nutrients by P. falciparum 
has been extensively analysed. However, although it was already shown that the parasite also imports functional 
proteins from the vertebrate host, the internalization route through the different infected erythrocyte membranes has 
not yet been elucidated. In order to further understand the uptake mechanism, the study examined the trafficking of 
human plasminogen from the extracellular medium into P. falciparum-infected red blood cells.

Methods: Plasmodium falciparum clone 3D7 was cultured in standard HEPES-buffered RPMI 1640 medium supple-
mented with 0.5% AlbuMAX. Exogenous human plasminogen was added to the P. falciparum culture and the uptake 
of this protein by the parasites was analysed by electron microscopy and Western blotting. Immunoprecipitation and 
mass spectrometry were performed to investigate possible protein interactions that may assist plasminogen import 
into infected erythrocytes. The effect of pharmacological inhibitors of different cellular physiological processes in 
plasminogen uptake was also tested.

Results: It was observed that plasminogen was selectively internalized by P. falciparum-infected erythrocytes, with 
localization in plasma membrane erythrocyte and parasite’s cytosol. The protein was not detected in parasitic food 
vacuole and haemoglobin-containing vesicles. Furthermore, in erythrocyte cytoplasm, plasminogen was associated 
with the parasite-derived membranous structures tubovesicular network (TVN) and Maurer’s clefts. Several proteins 
were identified in immunoprecipitation assay and may be involved in the delivery of plasminogen across the P. falci-
parum multiple compartments.

Conclusion: The findings here reported reveal new features regarding the acquisition of plasma proteins of the host 
by P. falciparum-infected erythrocytes, a mechanism that involves the exomembrane system, which is distinct from 
the haemoglobin uptake, clarifying a route that may be potentially targeted for inhibition studies.
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Background
In 2018, malaria caused 228 million infections and over 
400,000 deaths worldwide, predominantly in children 
under 5 years of age in Africa. The deaths were primar-
ily due to infection by Plasmodium falciparum, the 
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most virulent of the human malaria parasites [1]. All 
the clinical symptoms of malaria are a consequence of 
the intra-erythrocytic development of the parasite [2]. 
In this life cycle stage, it invades red blood cells (RBCs), 
wherein it resides in a compartment termed the para-
sitophorous vacuole (PV), where a single parasite, 
reproducing asexually, is capable of generating 16 to 32 
merozoites within 48 h [2, 3].

The rapid growth and replication of parasites require 
a high nutrient demand, leading to extensive diges-
tion of host cell haemoglobin. However, the RBC 
content does not provide all the nutrients to sustain 
parasite growth, as haemoglobin does not contain iso-
leucine, and several other essential amino acids, such 
as glutamate, methionine, cysteine, and proline, are 
under-represented [4–7]. In addition, parasites require 
purine precursors and pantothenate from the plasma 
[8, 9]. When isoleucine is withdrawn from the culture 
medium of intraerythrocytic P. falciparum, the parasite 
slows its metabolism and progresses through its devel-
opmental cycle at a reduced rate, entering in a hiber-
nation state. Protein degradation during starvation is 
important for maintenance of this state [10].

Trafficking pathways in malaria-infected erythro-
cytes are complex and solutes from the extracellular 
medium must cross over three membranes, namely, 
those of RBCs, of the parasitophorous vacuole and of 
the parasite [5, 9]. While many of these metabolites can 
be transported across the erythrocyte plasma mem-
brane, others are not or are transported at a rate that 
is insufficient to sustain rapid parasite growth [7–9, 11, 
12]. To facilitate nutrient acquisition from the extracel-
lular environment, P. falciparum extensively modifies 
its host cells and induces the expression of new perme-
ability pathways (NPPs) in the erythrocyte membrane 
[13, 14]. The NPPs allow faster permeation of a diverse 
range of low-molecular-mass solutes, including mono-
saccharides and other polyols, amino acids, nucleo-
sides, and various organic and inorganic ions [13–16].

To perform these modifications, malarial parasites 
export hundreds of effector proteins into their host 
cells (the host-targeting ‘secretome’), and this protein 
trafficking depends on the appearance of membrane 
systems and compartments in the erythrocyte cytosol, 
collectively referred as the exomembrane system, which 
includes the tubovesicular network (TVN), Maurer’s 
clefts, electron-dense vesicles (∼ 80 nm diameter), and 
J-dots (protein complex mobile structures) [3, 17]. The 
tubovesicular network (TVN) is an extension of the 
parasitophorous vacuole membrane that elongates into 
the host cell cytosol, while Maurer’s clefts are mobile 
membranous structures that bud from the PVM in 
early ring-stage development and become physically 

tethered to the host cell membrane in the trophozoite 
stage [17, 18].

Most studies of incorporation and utilization of host 
factors have focused on low-molecular-weight com-
pounds such as sugars, lipids, vitamins, and ions [19–25]. 
However, in recent decades, there has been accumulating 
evidence for the import of functional proteins by malaria-
infected erythrocytes. El Tahir et  al. [26] described the 
import from the surrounding milieu of five proteins 
with molecular weights in the range of 45 to 206  kDa, 
including albumin, to the parasite within the erythro-
cyte. Koncarevic and co-workers [27] demonstrated that 
P. falciparum imports from the host erythrocyte into its 
cytosol the human redox-active protein peroxiredoxin 
2 (hPrx-2), which plays a biologically relevant role in 
the detoxification of hydroperoxides in parasites. More 
recently, Tougan et  al. [28] showed that human vitron-
ectin is internalized into P. falciparum-infected erythro-
cytes during the schizont stage and co-localizes on the 
merozoite surface. The authors observed that vitronec-
tin binding in merozoite-mimic beads prevented their 
engulfment by THP-1 monocytes functioning in the eva-
sion of the host’s immune response.

Previous studies have reported that the serum proteins 
kininogen and plasminogen are observed in iRBCs and 
are intracellularly hydrolysed by malaria parasite pro-
teases, releasing fragments that may modulate host phys-
iology during malarial infections [29, 30]. Plasminogen is 
a 93 kDa multifunctional glycoprotein that is activated by 
plasminogen activators to generate plasmin, the major 
enzyme responsible for fibrin clot degradation in  vivo 
[31]. In addition to fibrinolysis, the plasminogen/plasmin 
system plays roles in wound healing, cell signalling, extra-
cellular matrix degradation, and inflammatory regulation 
[31]. Another fragment of plasminogen is angiostatin 
(38 kDa), a potent endogenous inhibitor of mesenchymal 
stem cells, endothelial cells and angiogenesis [31].

Despite accumulating evidence about the importation 
of functional proteins by the parasite, the mechanisms 
involved in this process have not yet been elucidated, and 
the route of external medium solute entry into the para-
site cytoplasm is poorly investigated. In the present work, 
different experimental approaches were used to analyse 
the internalization of human plasma plasminogen in P. 
falciparum-infected erythrocytes, aiming to provide new 
elements for the understanding of large solute trafficking 
through different membranes, clarifying the route that 
may be unique and potentially targeted for inhibition.

Methods
Plasmodium falciparum culture
Plasmodium falciparum clone 3D7 was cultured follow-
ing the Trager and Jensen [32] method using standard 
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HEPES-buffered RPMI 1640 medium (Gibco Life Tech-
nologies) supplemented with 0.5% AlbuMAX II (Life 
Technologies, UK). Parasite synchronization at ring 
stages was performed with 5% (w/v) D-sorbitol solution 
as described by Lambros and Vanderberg [33], and para-
sitaemia was determined by standard Giemsa staining 
and blood smear microscopy.

Fractionation of uninfected and infected erythrocytes
Purification of uninfected erythrocyte membranes was 
performed as described by Low et al. [34]. Briefly, the red 
blood cells (RBCs) were resuspended in three volumes of 
0.9% w/v NaCl in 5 mM phosphate buffer at pH 8.0 and 
centrifuged at 500 g for 10 min (repeated 3 times). RBCs 
were lysed with cold 5  mM phosphate buffer, pH 8.0, 
containing 1 mM EDTA and a protease inhibitor cocktail 
(10 µM E-64, 1 mM PMSF, 1 µM pepstatin and 10 mM 
ortho-phenathrolin). The lysate was then centrifuged at 
100,000g at 4 °C for 30 min in a Beckman L5-50B ultra-
centrifuge with a Ti 75 rotor. The supernatant (RBC cyto-
sol fraction) was collected, and the membrane pellet was 
resuspended separately in the same buffer (RBC plasma 
membrane fraction).

The preparation of infected erythrocyte fractions was 
performed according to Hsiao and co-workers [35], with 
some modifications. Packed trophozoite-infected eryth-
rocytes were resuspended in PBS (137 mM NaCl, 2.7 mM 
KCl, 4.3 mM  Na2HPO4, 1.4 mM  NaH2PO4) in the pres-
ence of the protease inhibitor cocktail cited above and 
lysed with 0.1% (w/v) saponin at room temperature for 
10 min. The lysate was centrifuged at 16,000g for 1 min 
at room temperature. Isolated parasites were pelleted in 
the bottom, and the fragments of the erythrocyte mem-
brane formed a visible band above the parasite pellet. The 
supernatant containing the iRBC cytosol fraction was 
collected in a new tube. The erythrocyte membrane layer 
was collected and placed in PBS with a protease inhibitor 
cocktail and centrifuged at 100,000g at 4  °C for 30 min. 
The resulting pellet was resuspended in the same buffer 
(iRBC plasma membrane fraction). Parasite pellets were 
disrupted by hypotonic lysis (1 mM HEPES, pH 7.2) on 
ice for 1 h in the presence of the protease inhibitor cock-
tail. To remove cell debris and plasma membranes, the 
lysate was centrifuged at 100,000g at 4 °C for 30 min, and 
the supernatant (parasite cytosol fraction) was collected. 
All fractions were stored at 80 °C until subjected to SDS-
PAGE and Western blotting.

Treatment of parasites with pharmacological inhibitors 
of cell physiology processes
To further understand the mechanisms involved in 
plasminogen trafficking into infected RBCs, it was 
investigated the effect of inhibitors of different cellular 

processes on their uptake. Trophozoite-stage parasites 
at ~ 30% parasitaemia were incubated in PBS for 1  h, at 
37 °C, with one the following compounds: 1 µM antimy-
cin (Sigma-Aldrich, USA), 10 mM sodium azide, (Sigma-
Aldrich, USA), 20  µM brefeldin (Sigma-Aldrich, USA), 
1.3  µM cycloheximide (Sigma-Aldrich, USA), 10  µM 
FCCP + 10  mM 2-deoxy-d-glucose (Sigma-Aldrich, 
USA) or 50  µM genistein (Sigma-Aldrich, USA). After 
the treatment, samples were washed three times (300g, 
2 min) with PBS and incubated with 4 µg/mL plasmino-
gen (R&D Systems, USA) for 1 h at 37 °C. After incuba-
tion and washings, the parasite cytosol was purified as 
described in the fractionation section, and the effect of 
each treatment on plasminogen internalization was ana-
lysed by Western blotting to detect the presence of the 
human protein in the parasite.

Plasminogen western blot analysis
Aliquots from each obtained cell fraction were resus-
pended in SDS-containing sample buffer and resolved 
on 10–12% Bis–Tris gels. The separated proteins were 
transferred onto polyvinylidene fluoride membranes and 
incubated in blocking buffer [PBS containing 0.05% (v/v) 
Tween 20 (PBS-T) with 5% (w/v) BSA] for 1 h. The pri-
mary antibodies were incubated overnight at 4  °C: anti-
angiostatin (1:1000) (R&D Systems, USA), anti-Pfaldolase 
(1:1000) (Santa Cruz, USA), and anti-band3 (1:5000) 
(Sigma-Aldrich, USA) diluted in blocking buffer. After 
three washes with PBS-T, the membranes were incu-
bated for 1  h in blocking buffer containing the second-
ary antibody anti-mouse IgG-HRP (1:1000). Membranes 
were washed with PBS-T and incubated with SuperSig-
nal West Pico  Chemiluminescent Substrate and imaged 
using the Odyssey® Fc Imaging System.

Identification of plasminogen‑associated proteins 
by immunoprecipitation and mass spectrometry analysis
Flasks of asynchronous culture parasite (six negative 
control and six with plasminogen) with 30% parasitae-
mia collected from 3 consecutive days, were incubated 
with 4 µg/mL plasminogen (R&D Systems, USA) for 1 h 
at 37 °C. The control consisted of a protein-negative cul-
ture without the addition of human plasminogen. After 
three washes with PBS buffer to remove any plasmino-
gen that hasn’t been taken up, parasites were isolated 
with saponin as described above. After three washes with 
PBS (16,000g, 1 min), parasite pellets were suspended in 
Hanks’ Balanced Salt Solution (25 mM HEPES, 121 mM 
NaCl, 5  mM  NaHCO3, 4.7  mM KCl, 1.2  mM  KH2PO4, 
1.2  mM  MgSO4, 10  mM D-glucose, pH 7.4), and the 
chemical crosslinking of intracellular proteins was per-
formed with 2  mM of the cell-permeable crosslinker 
DSS (Thermo Fisher Scientific Inc., USA) for 30  min at 
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room temperature. Reactions were stopped by quenching 
DSS with 2 mM Tris–HCl (pH 7.4) for 15 min at room 
temperature.

Parasites were lysed with 1% Triton X-100 in PBS con-
taining protease inhibitor cocktail for 30 min on ice and 
centrifuged at 16,000g for 10 min at 4  °C. The superna-
tant was used for IP analyses. The lysates were incubated 
overnight at 4  °C on a rotary mixer with Dynabeads® 
M-270 epoxy conjugated with 20  µg of anti-angiostatin 
antibody. After incubation, the beads were washed three 
times with 1% Triton X-100 in PBS, and bound proteins 
were eluted from the beads using 100  mM glycine, pH 
2.6. The released proteins were separated by SDS-PAGE 
and run for only 0.5  cm. The regions containing the 
bands of interest were cut from the gel, and the digestion 
and identification of the proteins by mass spectrometry 
were performed by the Taplin Biological Mass Spectrom-
etry Facility at Harvard Medical School (Boston, USA).

Immunogold electron microscopy (IEM)
Asynchronous parasite cultures were incubated with 
4  µg/mL plasminogen (R&D Systems, USA) for 1  h at 
37 °C. For immunoelectron microscopy of P. falciparum-
infected erythrocytes, the previously described pre-
embedding silver enhancement immunogold method 
was used with modifications [36]. The parasitized eryth-
rocytes were fixed in 4% paraformaldehyde and 0.0075% 
glutaraldehyde dissolved in 0.1  M sodium phosphate 
buffer (pH 7.4) for 2  h and then washed three times 
(300g, 2  min) with PBS. Then, the cells were permeabi-
lized in liquid nitrogen and incubated in a blocking buffer 
containing 0.005% saponin, 10% goat serum, 0.1% cold 
water fish gelatine, and 10% bovine serum albumin for 
30 min and reacted overnight with mouse anti-angiosta-
tin (1:250) in blocking buffer at 4 °C. Next, the cells were 
washed (300g, 2 min) in PBS containing 0.005% saponin 
and incubated with goat anti-mouse IgG conjugated with 
colloidal gold (1.4-nm diameter, Nanogold, Nanoprobes) 
(1:10) in blocking buffer for 2  h at room temperature. 
Cells were washed five times with PBS containing 0.005% 
saponin for 10 min, washed with PBS for 5 min, and fixed 
with 1% glutaraldehyde for 10  min. After washing, the 
gold particles were intensified using a silver enhancement 
kit (HQ silver, Nanoprobes) for 6 min at 20 °C in the dark. 
Cells were then centrifuged at 10,000g for 2 min and the 
pellets containing the P. falciparum-infected erythrocytes 
were incorporated to Agar 5% for further processing in 
epoxi resin. Next, the blocks were suspended and dehy-
drated with a graded ethanol, incubated in propylene 
oxide and embedded in Epon resin. Ulltrathin sections 
(70 nm) were doubly stained with uranyl acetate and lead 
citrate and observed at transmission electron microscopy 
at 80 kV (JEOL, EX II 1200, Japan). Images were acquired 

with a camera connected to microscope (GATAN Orius, 
USA).

Results
Plasminogen uptake in the cytosol of Plasmodium 
falciparum
Cellular fractionation of uninfected and infected RBCs 
was performed to investigate plasminogen localization 
in the different cell compartments, and the sub-cellular 
presence of the human protein was demonstrated by 
Western blotting analysis. Uninfected erythrocytes pos-
sess plasminogen associated with the plasma membrane; 
however, the protein had not been detected in significant 
amounts in the RBC cytoplasm (Fig. 1). In infected eryth-
rocytes, part of the plasminogen added to the culture was 
located in the cytosol of P. falciparum, and part remained 
associated with the iRBC plasma membrane. Interest-
ingly, plasminogen was not detected in the erythrocyte 
cytosol (Fig. 1). These results suggested that human plas-
minogen from extracellular medium can access the para-
site cytosol inside erythrocytes.

Human plasminogen distribution in Plasmodium 
falciparum‑infected erythrocytes detected by immunogold 
electron microscopy (IEM)
The IEM micrographs are able to define the subcellu-
lar localization of plasminogen. In uninfected RBCs, 
the gold particles were founded consistently associated 
with the plasma membrane surface, while labelling was 

Fig. 1 Detection of human plasminogen in cellular fractions from 
uninfected and infected erythrocytes by Western blotting. The 
uninfected erythrocytes were lysed by hypotonic solution, and 
the plasma membrane fraction was separated from the cytosol by 
centrifugation. Trophozoite-infected erythrocytes were lysed with 
saponin, and the supernatant containing the cytosol and plasma 
membrane of infected erythrocytes was separated by 100,000g 
ultracentrifugation. The parasite pellet was lysed by hypotonic 
solution and subjected to ultracentrifugation to eliminate membrane 
fractions and obtain only the parasite cytoplasm fraction
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not detected in the cell cytoplasm (Fig.  2a). In infected 
RBCs, electron micrographs showed intense plasmino-
gen staining located in the parasite cytoplasm and in the 
iRBC plasma membrane. In addition, the protein was 
also observed in the parasitophorous vacuolar space. Fur-
thermore, the ultrastructural analysis revealed another 
interesting feature of the distribution pattern: when plas-
minogen is present in the iRBC cytoplasm, it is associ-
ated with the exomembrane system lumen, such as the 
tubovesicular network (TVN) and Maurer’s clefts (MCs) 
(Figs. 2b, c, e), revealing the protein trafficking route. The 
observed plasminogen staining pattern in these struc-
tures is comparable to other published IEMs [18]. Inter-
estingly, plasminogen signals were not detected on the 
FV containing residual hemozoin (Fig.  2d) or in endo-
cytic vesicles containing haemoglobin (Fig. 2c).

Parasite proteins that interact with plasminogen
Immunoprecipitation followed by mass spectrometry 
analysis were used to investigate global plasminogen 

interactions that may assist this protein import into 
infected erythrocytes. Among all proteins identified 
(Additional file  1: Table  S1), P. falciparum proteins 
that were unique (unique peptides negative = 0) to, 
or ≥ threefold enriched (unique peptides positive ≥ 3) 
in plasminogen immunoprecipitation were selected 
compared to a plasminogen negative control (Table 1). 
Furthermore, the enriched proteins with Relative Val-
ues above 3 were selected. With this analysis, it was 
possible to evaluate relevant interacting partners that 
may be involved in plasminogen transport in P. falci-
parum-infected erythrocytes, as P. falciparum Mau-
rer’s cleft 2 transmembrane (PF3D7_1039700), Pf113 
(PF3D7_1420700), a recently described PTEX-associ-
ated protein [37], vacuolar protein sorting-associated 
proteins (PF3D7_1250300, PF3D7_1110500). The study 
also identified the cyto-adherence linked asexual pro-
tein 3.1 (PF3D7_0302500) and the cyto-adherence 
linked asexual protein 3.2 (PF3D7_0302200), that 
together with RhopH2 and RhopH3 contribute to the 

Fig. 2 Transmission electron microscopy micrographs of Plasmodium falciparum-infected erythrocytes with immunogold-labelled plasminogen. 
Uninfected and infected erythrocytes were analysed by immunoelectron microscopy (immunogold and silver enhancement method) with an 
antibody against angiostatin. a The immunogold particles (black dots) are associated with uninfected erythrocyte plasma membrane; b iRBCs with 
parasites at the trophozoite stage; c, d magnified images of the areas indicated in (b). Images show the presence of human plasminogen in the 
parasite cytosol (not significant inside organelles) and its presence in the three membranes (RBC, PVM and PM). Food vacuoles (FVs) containing 
residual hemozoin (HZ) and endocytic vesicles (EVs) of RBC haemoglobin are not labelled. The analyses also show the human protein in and 
attached to the tubovesicular network (TVN) and e Maurer’s clefts (MC)
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nutrient uptake via PSAC (the plasmodial surface anion 
channel).

Some regulators of vesicular trafficking were 
also identified, including Ras-related protein 
Rab-11A (PF3D7_1320600), Ras-related pro-
tein Rab-2 (PF3D7_1231100), Coatomer subunits 
(PF3D7_1429800, PF3D7_1134800) and Dynamin-
like protein (PF3D7_1145400). Furthermore, several 
proteins that belong to the parasite’s chaperonin sys-
tem were detected, among them, the T-complex pro-
tein 1 sub-units (PF3D7_0608700, PF3D7_1132200), 
Heat shock protein 60 (PF3D7_1015600), Heat 
shock protein 110 (PF3D7_0708800), Heat shock 
protein 90 (PF3D7_1118200), 60  kDa chaperonin 
(PF3D7_1232100), Hsp70/Hsp90 organizing protein 

(PF3D7_1434300), Heat shock protein DNAJ homo-
logue Pfj4 (PF3D7_1211400). It should be mentioned 
other binding partners identified that are involved 
in erythrocyte invasion, as Rhoptry neck proteins 
(PF3D7_0905400, PF3D7_0817700, PF3D7_1116000, 
PF3D7_1452000) and Glideosome-associated con-
nector (PF3D7_1361800). Regarding protein degra-
dation, some sub-units of the parasite’s Proteasome 
complex (PF3D7_0727400, PF3D7_0807500) were also 
identified.

Although further combined studies are necessary to 
validate these plasminogen interactions, the results 
presented here may contribute to clarifying a possible 
important role of these proteins in plasminogen trans-
port in P. falciparum-infected erythrocytes.

Table 1 Mass spectrometry analysis of  Plasmodium falciparum proteins unique to, or ≥ threefold enriched 
in plasminogen immunoprecipitation compared to a plasminogen negative control

PlasmoDB gene ID Annotated protein name Unique peptides 
negative

Unique peptides 
positive

Relative values*

PF3D7_0608700 T-complex protein 1 subunit zeta 1 5 24.5

PF3D7_1145400 Dynamin-like protein 15 26 15.5

PF3D7_1015600 Heat shock protein 60 3 11 6.7

PF3D7_0708800 Heat shock protein 110 1 5 4.7

PF3D7_1232100 60 kDa chaperonin 3 9 3.9

PF3D7_0905400 High molecular weight rhoptry protein 3 4 8 3.5

PF3D7_1132200 T-complex protein 1 subunit alpha 3 6 3.5

PF3D7_0929400 High molecular weight rhoptry protein 2 3 15 3.5

PF3D7_0727400 Proteasome subunit alpha type-5, putative 4 5 3.3

PF3D7_1434300 Hsp70/Hsp90 organizing protein 1 3 3.2

PF3D7_0817700 Rhoptry neck protein 5 0 6 1.0

PF3D7_1116000 Rhoptry neck protein 4 0 4 1.0

PF3D7_1320600 Ras-related protein Rab-11A 0 3 1.0

PF3D7_0807500 Proteasome subunit alpha type-6, putative 0 3 1.0

PF3D7_0302200 Cytoadherence linked asexual protein 3.2 0 3 1.0

PF3D7_0214000 T-complex protein 1 subunit theta 0 2 1.0

PF3D7_1250300 Vacuolar protein sorting-associated protein 26, putative 0 2 1.0

PF3D7_1110500 Vacuolar protein sorting-associated protein 35, putative 0 2 1.0

PF3D7_1452000 Rhoptry neck protein 2 0 2 1.0

PF3D7_1039700 PfMC-2TM Maurer’s cleft two transmembrane protein 0 2 1.0

PF3D7_1429800 Coatomer subunit beta, putative 0 2 1.0

PF3D7_1134800 Coatomer subunit delta 0 2 1.0

PF3D7_1252100 Rhoptry neck protein 3 0 2 1.0

PF3D7_1118200 Heat shock protein 90, putative 0 2 1.0

PF3D7_1361800 Glideosome-associated connector 0 2 1.0

PF3D7_1420700 Surface protein P113 0 1 1.0

PF3D7_0302500 Cytoadherence linked asexual protein 3.1 0 1 1.0

PF3D7_1211400 Heat shock protein DNAJ homologue Pfj4 0 1 1.0

PF3D7_1231100 Ras-related protein Rab-2 0 1 1.0
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Treatment of parasites with pharmacological inhibitors 
of cell physiological processes did not affect plasminogen 
internalization
The effect of several pharmacological agents that may 
modulate different cellular processes on the import of 
plasminogen was investigated. As shown in Fig.  3a, the 
treatment of infected erythrocytes with antimycin (oxi-
dative phosphorylation inhibitor [38, 39]), sodium azide 
(oxidative phosphorylation inhibitor [26]), brefeldin (pro-
tein transport inhibitor [26, 40]), cycloheximide (protein 
synthesis inhibitor [41]), FCCP (uncoupler of oxidative 
phosphorylation in mitochondria [38]), 2-deoxy-d-glu-
cose (glycolysis inhibitor [38]) and genistein (protein 
tyrosine kinase inhibitor [42]), did not affect the uptake 
of plasminogen by the parasite. The soluble parasite pro-
tein Pfaldolase was used as a loading control. The same 
samples used were probed with anti-band3, an integral 
erythrocyte membrane protein, to confirm that samples 
constituted only the parasite cytosol fraction and were 
not contaminated with host cell membrane (Fig. 3b).

Discussion
During the asexual erythrocytic stage of their life cycle, 
the malaria parasite P. falciparum grows and propa-
gates within the RBCs of their vertebrate host [24]. In 
the course of parasite growth, they extensively modify 
the erythrocytes by expression and export of hundreds 
of effector proteins into host cells, which facilitate the 
acquisition of nutrients from the extracellular environ-
ment and the evasion of host immune responses [17]. 
Studies of protein export mechanisms led to identifica-
tion of an export motif and the Plasmodium translocon 
of exported proteins (PTEX), a gateway for parasite pro-
teins to traverse the PVM and access the erythrocyte 
[43]. In contrast, the understanding of the mechanisms of 
functional protein uptake is at the very beginning stages 

and is still poorly understood. Pouvelle and co-workers 
[44] showed that intra-erythrocytic P. falciparum can 
endocytose dextran, protein A and IgG2 antibodies and 
that these molecules do not cross the erythrocyte or par-
asitophorous vacuole membranes but rather gain direct 
access from the external medium to the parasite through 
a duct, named parasitophorous duct [44]. Other authors 
have obtained different results, suggesting that the mani-
festation of the duct might be due to experimental arte-
facts [45–48]. However, the dependence of serum on 
intra-erythrocytic growth and development of the para-
site, in addition to trafficking of large-molecular-weight 
compounds, suggests that macromolecular import does 
take place in this parasite [26–28].

In agreement with previous report [30], here it was 
demonstrated that human plasminogen is taken up from 
the external medium into the cytosol of P. falciparum 
(Fig. 1) and the mechanism of the import was analysed. 
The immunoelectron microscopy micrographs revealed 
that plasminogen is associated with the tubovesicular 
network and Maurer’s clefts (Fig.  2c, e). Furthermore, 
by immunoprecipitation, it was identified the interac-
tion between plasminogen and the protein PfMC-2TM 
(Table  1). Some studies have revealed that members of 
the PfMC-2TM family exhibit characteristics of integral 
membrane proteins, and their location occur in MC, 
erythrocyte membranes and PV/PVM space [49]. The 
role of PfMC-2TM proteins in parasite biology is not 
clear; however, trans-membrane regions of these and 
other 2TM superfamily members were proposed to pro-
vide an anchorage surface to exposed proteins or in the 
formation of solute ion channels [50]. These data strongly 
suggest that the exomembrane system, in addition to the 
previously characterized export pathways to the RBC 
surface, are involved in protein import mechanisms. 
The immuno-EM images also showed that plasminogen 

Fig. 3 Effect of inhibitors of different cellular processes on plasminogen internalization in infected red blood cells. The effect of each treatment 
on plasminogen (Plg) import was analysed by Western blotting using anti-angiostatin to detect plasminogen (100 kDa) in the parasite cytosol. a 
Uptake of plasminogen by untreated trophozoite-infected erythrocytes (lane 1) and after 50 µM genistein (lane 2), 1.3 µM cycloheximide (lane 3), 
1 µM antimycin (lane 4), 10 µM FCCP + 2-DG (lane 5), 20 µM brefeldin (lane 6) and 10 mM sodium azide treatments (lane 7). b The soluble parasite 
protein Pfaldolase (40 kDa) was used as a loading control. Plg plasminogen
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is located in the PVM/PV/PM space (Fig.  2c, d), para-
site’s cytosol, but no significant labelling was seen in the 
parasitic food vacuole (FV) and haemoglobin-containing 
vesicle. P. falciparum digests host cell haemoglobin, to 
support parasite growth and asexual replication during 
the intra-erythrocytic stage.

The internalization of haemoglobin occurs through 
an unusual structure, the cytostome, an invagination of 
the parasitophorous vacuole membrane and the parasite 
membrane [51, 52]. Haemoglobin is then transported 
through the parasite cytoplasm via vesicular transport 
and is directed to the food vacuole (FV) [51, 52]. The data 
here presented suggest that the internalization of plasmi-
nogen essentially differs from haemoglobin, as the para-
site does not take up plasminogen to degrade it in the FV. 
As reported by Melo et  al. [30], after 30  min of incuba-
tion with isolated parasites, exogenous plasminogen is 
processed on the Leu470-Pro471 peptide bond, with the 
formation of angiostatin-like fragments recognized by the 
antibody Human Angiostatin Kringle 1–3. In addition, 
the authors demonstrated that the generated products are 
capable to inhibit angiogenesis and to stimulate calcium 
response in endothelial cells in vitro suggesting that plas-
minogen uptake and the peptides released may play an 
important role in the modulation of host local physiol-
ogy during malarial infections. In this scenario, in a study 
recently published by Tougan et al. [53] a total of 48 serum 
proteins were identified in P. falciparum lysate, among 
them, protein S, prothrombin, vitronectin, albumin, plas-
minogen and kininogen. These proteins were taken up by 
the parasites in the presence of  Ca2+, being prothrombin 
and serum albumin considerably more internalized in 
iRBCs than the others proteins. The study also showed 
that thrombin activated by parasite-derived proteases 
promotes coagulation, providing further insights into the 
role of thrombin in malaria pathogenicity [53].

The pharmacological inhibitors of different cellu-
lar physiological processes did not interfere in plas-
minogen uptake (Fig.  3). However, the possibility that 
vesicular transport also contributes to plasminogen 
traffic in parasite cannot be excluded, since Dynamin-
like protein and some regulators of vesicular traffick-
ing, including Ras-related protein Rab-11A, Ras-related 
protein Rab-2 and Coatomer subunits were immuno-
precipitated from Plasminogen (Table 1). These results 
can serve as a solid starting point for testing other 
compounds, which different targets, as for example, 
Cytochalasin D, Dynasore, Furosemide and Jasplak-
inolide. This approach is used in nutrient transport 
studies and can help clarifying requirements for protein 
traffic in infected erythrocytes [26, 51–53]. El Tahir 
et  al. [26] demonstrated a significant decrease in the 
uptake of biotin labelled HSA (Human Serum Albumin) 

and recombinant PfHRP-2 (histidine rich protein-2) 
by P. falciparum after sodium azide treatment, sug-
gesting that the import of proteins into the parasites 
is dependent on ATP. Tougan et  al. [53] revealed that 
the uptake of serum proteins was detected in PV lysate 
treated with Cytochalasin D and Mycalolide B, how-
ever, was lower or not detected, in lysate treated with 
Jasplakinolide.

The immunoprecipitation data here reported indi-
cated the association of plasminogen with other pro-
teins, which may be involved in its traffic from the 
extracellular medium to the parasite, among them, 
chaperones such as Heat shocks proteins, T-complex 
protein 1 subunits (TRiC) and Pfj4 (a type of HSP40) 
(Table 1). There was also identified Pf113, a PTEX-asso-
ciated protein [37]. However, further studies are neces-
sary to validate these interactions and evaluate the role 
of these proteins in plasminogen traffic.

Conclusion
Taken together, the results here presented allow us to 
propose a putative model of a human large protein, as 
plasminogen, trafficking from the extracellular medium 
to the parasite cytosol in P. falciparum-infected eryth-
rocytes (Fig.  4). The human protein traffics through 

Fig. 4 Model proposed for human plasminogen internalization 
in Plasmodium falciparum-infected erythrocytes. A possible route for 
the transport of plasminogen is through the exomembrane system 
in cytosolic erythrocytes (MCs, TVNs). Once in the parasitophorous 
vacuole, plasminogen is transported by a different pathway, with the 
passage through the PM, from that used for haemoglobin uptake 
(cytostome-derived endocytic vesicles—EV). Inside the parasite, 
plasminogen is located in its cytosol. TVN tubovesicular Network, MC 
Maurer’s Clefts, PVM parasitophorous vacuole membrane, PM parasite 
membrane, FV food vacuole, N nucleus
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membranous structures, as tubovesicular network 
(TVN) and Maurer’s clefts, in a route distinct from 
the haemoglobin uptake. Understanding these interac-
tions may lead to novel therapeutic approaches based 
on impairment of functional protein import from the 
extracellular milieu to Plasmodium.

Supplementary information
Supplementary information accompanies this paper at https ://doi.
org/10.1186/s1293 6-020-03377 -4.

Additional file 1: Table S1. List of all proteins detected in immunoprecip-
itation followed by mass spectrometry analyses, with number of peptides 
(unique and total) and the sum intensity of any given protein in negative 
and positive plasminogen samples.

Abbreviations
CytD: Cytochalasin D; 2-DG: 2-Deoxy-d-glucose; EV: Endocytic vesicles; FCCP: 
Carbonyl cyanide-4-(trifluoromethoxy) phenylhydrazone; FV: Food vacuole; Hz: 
Hemozoin; IEM: Immunogold electron microscopy; iRBC: Infected red blood 
cell; MC: Maurer’s clefts; NPP: New permeability pathway; PBS: Phosphate 
buffered saline; PfMC-2TM: P. falciparum Maurer’s cleft 2 transmembrane; Plg: 
Plasminogen; PMSF: Phenylmethylsulfonyl fluoride; PM: Plasma membrane; 
PV: Parasitophorous vacuole; PVM: Parasitophorous vacuole membrane; 
PTEX: Plasmodium translocon of exported proteins; RBC: Red blood cell; RPMI: 
Roswell Park Memorial Institute 1640; TRiC: t-Complex protein 1 (TCP-1) ring 
complex; TVN: Tubovesicular network.

Acknowledgements
We thank the Centro de Microscopia Eletrônica (CEME) of the Universidade 
Federal de São Paulo for the access to the transmission electron microscope. 
This research was supported by Fundação de Amparo à Pesquisa do Estado 
de São Paulo (FAPESP, Grants 2019/11683-8; 2019/01487-7; 2015/00689-4; 
2015/06861-3; 2015/11861-2; 2009/54598-9) and Conselho Nacional de 
Desenvolvimento Científico e Tecnológico (CNPq).

Authors’ contributions
SECM conducted most of the experiments; MYI contributed in the analysis of 
the immunoprecipitation assay; PMSM performed the cellular fractionation 
experiments; RS contributed to electron microscopy micrograph acquisi-
tion and analyses; AB contributed in immunoprecipitation assays and data 
analyses; MLG and AKC conceived and designed the study and contributed 
to the writing of the manuscript. All authors reviewed and approved the final 
manuscript.

Funding
This research was supported by Fundação de Amparo à Pesquisa do Estado de 
São Paulo (FAPESP) and Conselho Nacional de Desenvolvimento Científico e 
Tecnológico (CNPq).

Availability of data and materials
All the data generated during the study are included in this published article 
and in the additional file.

Ethics approval and consent to participate
The study was officially approved by Ethics Committee of Universidade Fed-
eral de São Paulo- UNIFESP (CEP 1197260117).

Consent for publication
Not applicable.

Competing interests
The authors declare that they have no competing interests.

Author details
1 Departamento de Biofísica, Universidade Federal de São Paulo, Rua Pedro de 
Toledo 669, 7°andar, Vila Clementino, São Paulo 04039032, Brazil. 2 Centro de 
Microscopia Eletrônica (CEME), Universidade Federal de São Paulo, Rua Botu-
catu 862, Vila Clementino, São Paulo, Brazil. 3 Departamento de Biociências, 
Universidade Federal de São Paulo, Rua Silva Jardim 136, Lab. 329, 3°andar, Vila 
Mathias, Santos, São Paulo 11015020, Brazil. 

Received: 3 June 2020   Accepted: 14 August 2020

References
 1. 1WHO. World Malaria Report 2019. Geneva, World Health Organization, 

2019.
 2. Miller LH, Baruch DI, Marsh K, Doumbo OK. The pathogenic basis of 

malaria. Nature. 2002;415:673–9.
 3. Sherling ES, van Ooij C. Host cell remodeling by pathogens: the exomem-

brane system in Plasmodium-infected erythrocytes. FEMS Microbiol Rev. 
2016;40:701–21.

 4. Guidotti G, Hill RJ, Konigsberg W. The structure of human hemoglobin. II. 
The separation and amino acid composition of the tryptic peptides from 
the alpha and beta chains. J Biol Chem. 1962;237:2184–95.

 5. Kirk K. Membrane transport in the malaria-infected erythrocyte. Physiol 
Rev. 2001;81:495–537.

 6. Liu J, Istvan ES, Gluzman IY, Gross J, Goldberg DE. Plasmodium falcipa-
rum ensures its amino acid supply with multiple acquisition pathways 
and redundant proteolytic enzyme systems. Proc Natl Acad Sci USA. 
2006;103:8840–5.

 7. Martin RE, Kirk K. Transport of the essential nutrient isoleucine in human 
erythrocytes infected with the malaria parasite Plasmodium falciparum. 
Blood. 2007;109:2217–24.

 8. Saliba KJ, Horner HA, Kirk K. Transport and metabolism of the essential 
vitamin pantothenic acid in human erythrocytes infected with the 
malaria parasite Plasmodium falciparum. J Biol Chem. 1988;273:10190–5.

 9. Kirk K, Lehane AM. Membrane transport in the malaria parasite and its 
host erythrocyte. J Biol Chem. 2014;457:1–18.

 10. Babbitt SE, Altenhofen L, Cobbold SA, Istvan ES, Fennell C, Doerig 
C, et al. Plasmodium falciparum responds to amino acid starva-
tion by entering into a hibernatory state. Proc Natl Acad Sci USA. 
2012;109:E3278–E32873287.

 11. Divo AA, Geary TG, Davis N, Jensen JB. Nutritional requirements of Plas-
modium falciparum in culture. I. Exogenously supplied dialyzable compo-
nents necessary for continuous growth. J Protozool. 1985;32:59–64.

 12. Cobbold SA, Martin RE, Kirk K. Methionine transport in the malaria para-
site Plasmodium falciparum. Int J Parasitol. 2011;41:125–35.

 13. Ginsburg H, Kutner S, Krugliak M, Cabantchik ZI. Characterization of per-
meation pathways appearing in the host membrane of Plasmodium falci-
parum infected red blood cells. Mol Biochem Parasitol. 1985;14:313–22.

 14. Kirk K, Horner HA, Elford BC, Ellory JC, Newbold CI. Transport of diverse 
substrates into malaria-infected erythrocytes via a pathway show-
ing functional characteristics of a chloride channel. J Biol Chem. 
1994;269:3339–47.

 15. Desai SA. Why do malaria parasites increase host erythrocyte permeabil-
ity? Trends Parasitol. 2014;30:151–9.

 16. Kirk K, Saliba KJ. Targeting nutrient uptake mechanisms in Plasmodium. 
Curr Drug Targets. 2007;8:75–88.

 17. Boddey JA, Cowman AF. Plasmodium nesting: remaking the erythrocyte 
from the inside out. Annu Rev Microbiol. 2013;67:243–69.

 18. Tilley L, McFadden G, Cowman A, Klonis N. Illuminating Plasmodium 
falciparum-infected red blood cells. Trends Parasitol. 2007;6:268–77.

 19. Qureshi AA, Suades A, Matsuoka R, Brock J, McComas SE, Nji E, et al. 
The molecular basis for sugar import in malaria parasites. Nature. 
2020;578:321–5.

 20. Kirk K, Horner HA, Kirk J. Glucose uptake in Plasmodium falciparum-
infected erythrocytes is an equilibrative not an active process. Mol 
Biochem Parasitol. 1996;82:195–205.

 21. Desai SA, Bezrukov SM, Zimmerberg J. A voltage-dependent channel 
involved in nutrient uptake by red blood cells infected with the malaria 
parasite. Nature. 2000;406:1001–5.

https://doi.org/10.1186/s12936-020-03377-4
https://doi.org/10.1186/s12936-020-03377-4


Page 10 of 10El Chamy Maluf et al. Malar J          (2020) 19:302 

•
 
fast, convenient online submission

 •
  

thorough peer review by experienced researchers in your field

• 
 
rapid publication on acceptance

• 
 
support for research data, including large and complex data types

•
  

gold Open Access which fosters wider collaboration and increased citations 

 
maximum visibility for your research: over 100M website views per year •

  At BMC, research is always in progress.

Learn more biomedcentral.com/submissions

Ready to submit your research ?  Choose BMC and benefit from: 

 22. Kushwaha AK, Apolis L, Ito D, Desai SA. Increased Ca(++) uptake by 
erythrocytes infected with malaria parasites: evidence for exported 
proteins and novel inhibitors. Cell Microbiol. 2018;20:e12853.

 23. Gazarini ML, Thomas AP, Pozzan T, Garcia CR. Calcium signaling in a low 
calcium environment: how the intracellular malaria parasite solves the 
problem. J Cell Biol. 2003;161:103–10.

 24. Mesén-Ramírez P, Bergmann B, Tran TT, Garten M, Stäcker J, Naranjo-Prado 
I, et al. EXP1 is critical for nutrient uptake across the parasitophorous 
vacuole membrane of malaria parasites. PLoS Biol. 2019;17:e3000473.

 25. Mizuno Y, Kawazu SI, Kano S, Watanabe N, Matsuura T, Ohtomo H. In-vitro 
uptake of vitamin A by Plasmodium falciparum. Ann Trop Med Parasitol. 
2003;97:237–43.

 26. El Tahir A, Malhotra P, Chauhan VS. Uptake of proteins and degradation 
of human serum albumin by Plasmodium falciparum-infected human 
erythrocytes. Malar J. 2003;2:11.

 27. Koncarevic S, Rohrbach P, Deponte M, Krohne G, Prieto JH, Yates J 3rd, 
et al. The malarial parasite Plasmodium falciparum imports the human 
protein peroxiredoxin 2 for peroxide detoxification. Proc Natl Acad Sci 
USA. 2009;106:13323–8.

 28. Tougan T, Edula JR, Takashima E, Morita M, Shinohara M, Shinohara 
A, et al. Molecular camouflage of Plasmodium falciparum merozoites 
by binding of host vitronectin to P47 fragment of SERA5. Sci Rep. 
2018;8:5052.

 29. Bagnaresi P, Barros NM, Assis DM, Melo PM, Fonseca RG, Juliano MA, 
et al. Intracellular proteolysis of kininogen by malaria parasites promotes 
release of active kinins. Malar J. 2012;11:156.

 30. Melo PM, Bagnaresi P, Paschoalin T, Hirata IY, Gazarini ML, Carmona AK. 
Plasmodium falciparum proteases hydrolyze plasminogen, generating 
angiostatin-like fragments. Mol Biochem Parasitol. 2014;193:45–544.

 31. Aisina RB, Mukhametova LI. Structure and functions of plasminogen/plas-
min system. Bioorg Khim. 2014;40:642–57.

 32. Trager W, Jensen JB. Human malaria parasites in continuous culture. Sci-
ence. 1976;193:673–5.

 33. Lambros C, Vanderberg JP. Synchronization of Plasmodium falciparum 
erythrocytic stages in culture. J Parasitol. 1979;65:418–20.

 34. Low TY, Seow TK, Chung MC. Separation of human erythrocyte mem-
brane associated proteins with one-dimensional and two-dimensional 
gel electrophoresis followed by identification with matrix-assisted laser 
desorption/ionization-time of flight mass spectrometry. Proteomics. 
2002;2:1229–39.

 35. Hsiao LL, Howard RJ, Aikawa M, Taraschi TF. Modification of host cell 
membrane lipid composition by the intra-erythrocytic human malaria 
parasite Plasmodium falciparum. Biochem J. 1991;274:121–32.

 36. Kitamura K, Kishi-Itakura C, Tsuboi T, Sato S, Kita K, Ohta N, et al. 
Autophagy-related Atg8 localizes to the apicoplast of the human malaria 
parasite Plasmodium falciparum. PLoS ONE. 2012;7:e42977.

 37. Elsworth B, Sanders PR, Nebl T, Batinovic S, Kalanon M, Nie CQ, et al. Pro-
teomic analysis reveals novel proteins associated with the Plasmodium 
protein exporter PTEX and a loss of complex stability upon truncation of 
the core PTEX component, PTEX150. Cell Microb. 2016;18:1551–699.

 38. Sakata-Kato T, Wirth DF. A novel methodology for bioenergetic analysis of 
Plasmodium falciparum reveals a glucose-regulated metabolic shift and 
enables mode of action analyses of mitochondrial inhibitors. ACS Infect 
Dis. 2016;2:903–16.

 39. Gomez-Lorenzo MG, Rodríguez-Alejandre A, Moliner-Cubel S, Martínez-
Hoyos M, Bahamontes-Rosa N, Gonzalez Del Rio R, et al. Functional 
screening of selective mitochondrial inhibitors of Plasmodium. Int J 
Parasitol Drugs Drug Resist. 2018;8:295–303.

 40. Ehlgen F, Pham JS, de Koning-Ward T, Cowman AF, Ralph SA. Investiga-
tion of the Plasmodium falciparum food vacuole through inducible 
expression of the chloroquine resistance transporter (PfCRT). PLoS ONE. 
2012;7:e38781.

 41. Wong W, Bai XC, Sleebs BE, Triglia T, Brown A, Thompson JK, et al. Meflo-
quine targets the Plasmodium falciparum 80S ribosome to inhibit protein 
synthesis. Nat Microbiol. 2017;2:17031.

 42. Dluzewski AR, Garcia CR. Inhibition of invasion and intraerythrocytic 
development of Plasmodium falciparum by kinase inhibitors. Experientia. 
1996;52:621–3.

 43. Koning-Ward TF, Gilson PR, Boddey JA, Rug M, Smith BJ, Papenfuss AT, 
et al. A newly discovered protein export machine in malaria parasites. 
Nature. 2009;459:945–9.

 44. Pouvelle B, Spiegel R, Hsiao L, Howard RJ, Morris RL, Thomas AP, et al. 
Direct access to serum macromolecules by intraerythrocytic malaria 
parasites. Nature. 1991;353:73–5.

 45. Fujioka H, Aikawa M. Morphological changes of clefts in Plasmodium-
infected erythrocytes under adverse conditions. Exp Parasitol. 
1993;76:302–7.

 46. Haldar K, Uyetake L. The movement of fluorescent endocytic tracers in 
Plasmodium falciparum infected erythrocytes. Mol Biochem Parasitol. 
1992;50:161–77.

 47. Hibbs AR, Stenzel DJ, Saul A. Macromolecular transport in malaria–does 
the duct exist? Eur J Cell Biol. 1997;72:182–8.

 48. Lauer SA, Rathod PK, Ghori N, Haldar K. A membrane network for 
nutrient import in red cells infected with the malaria parasite. Science. 
1997;276:1122–5.

 49. Bachmann A, Scholz JA, Janßen M, Klinkert MQ, Tannich E, Bruchhaus I, 
et al. A comparative study of the localization and membrane topology of 
members of the RIFIN, STEVOR and PfMC-2TM protein families in Plasmo-
dium falciparum-infected erythrocytes. Malar J. 2015;14:274.

 50. Kaur J, Hora R. ’2TM proteins’: an antigenically diverse superfamily with 
variable functions and export pathways. PeerJ. 2018;6:e4757.

 51. Milani KJ, Schneider TG, Taraschi TF. Defining the morphology and 
mechanism of the hemoglobin transport pathway in Plasmodium 
falciparum-infected erythrocytes. Eukaryot Cell. 2015;14:415–26.

 52. Lazarus MD, Schneider TG, Taraschi TF. A new model for hemoglobin 
ingestion and transport by the human malaria parasite Plasmodium 
falciparum. J Cell Sci. 2008;121:1937–49.

 53. Tougan T, Edula JR, Morita M, Takashima E, Honma H, Tsuboi T, et al. 
The malaria parasite Plasmodium falciparum in red blood cells selec-
tively takes up serum proteins that affect host pathogenicity. Malar J. 
2020;19:155.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub-
lished maps and institutional affiliations.


	Human plasma plasminogen internalization route in Plasmodium falciparum-infected erythrocytes
	Abstract 
	Background: 
	Methods: 
	Results: 
	Conclusion: 

	Background
	Methods
	Plasmodium falciparum culture
	Fractionation of uninfected and infected erythrocytes
	Treatment of parasites with pharmacological inhibitors of cell physiology processes
	Plasminogen western blot analysis
	Identification of plasminogen-associated proteins by immunoprecipitation and mass spectrometry analysis
	Immunogold electron microscopy (IEM)

	Results
	Plasminogen uptake in the cytosol of Plasmodium falciparum
	Human plasminogen distribution in Plasmodium falciparum-infected erythrocytes detected by immunogold electron microscopy (IEM)
	Parasite proteins that interact with plasminogen
	Treatment of parasites with pharmacological inhibitors of cell physiological processes did not affect plasminogen internalization

	Discussion
	Conclusion
	Acknowledgements
	References




