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KEY PO INTS

� Higher c-20S protea-
some and lower IGF-1
levels are associated
with hemoglobin drops
in children with P falcip-
arum infections.

� Known activities of
c-20S proteasome and
IGF-1 levels suggest
roles in hemolysis and
insufficient
erythropoiesis.

Anemia is common among young children infected with Plasmodium falciparum and severe
malarial anemia (SMA) is a major cause of their mortality. Two major mechanisms cause
malarial anemia: hemolysis of uninfected as well as infected erythrocytes and insufficient
erythropoiesis. In a longitudinal birth cohort in Mali, we commonly observed marked
hemoglobin reductions during P falciparum infections with a small proportion that pro-
gressed to SMA. We sought biomarkers of these processes using quantitative proteomic
analysis on plasma samples from 9 P falciparum-infected children, comparing those with
reduced hemoglobin (with or without SMA) vs those with stable hemoglobin. We identi-
fied higher plasma levels of circulating 20S proteasome and lower insulin-like growth
factor-1 (IGF-1) levels in children with reduced hemoglobin. We confirmed these findings
in independent enzyme-linked immunosorbent assay-based validation studies of subsets of
children from the same cohort (20S proteasome, N 5 71; IGF-1, N 5 78). We speculate
that circulating 20S proteasome plays a role in digesting erythrocyte membrane proteins

modified by oxidative stress, resulting in hemolysis, whereas decreased IGF-1, a critical factor for erythroid matura-
tion, might contribute to insufficient erythropoiesis. Quantitative plasma proteomics identified soluble mediators that
may contribute to the major mechanisms underlying malarial anemia. This study was registered at www.clinicaltrials.
gov as #NCT01168271.

Introduction
Anemia in young children is a major global health problem,
especially in low- and middle-income countries, that impairs
their health and development.1,2 Although severe malarial ane-
mia (SMA) is an important cause of mortality, moderate anemia
is more common in young children from high malaria transmis-
sion areas.3 Multiple factors contribute to anemia risk, including
red blood cell abnormalities, nutritional deficiencies, helminthia-
sis, and malaria infections.1,3 Interventional trials of antimalarial
chemoprevention or insecticide-treated bed nets showed
malaria prevention reduces the risk of anemia.3,4 We previously
reported that anemia including SMA episodes typically appear
as an abrupt drop in hemoglobin during Plasmodium falciparum
infection.5

Two major mechanisms contribute to SMA: (1) hemolysis of
infected and uninfected erythrocytes and (2) insufficient erythro-
poiesis.6,7 Merozoite egress from infected red blood cells results
in hemolysis, but the loss of red cells during malaria is typically

out of proportion to the degree of parasitemia.8,9 Several studies
proposed that hemolysis of uninfected red blood cells (URBCs)
results from membrane protein and lipid modifications, including
reduced CD55 and complement receptor 1 levels.6,10-15 Insuffi-
cient erythropoiesis has been associated with immune responses
to malaria infection in some but not all studies.16-18 Bone marrow
studies in patients with malaria anemia have revealed dysery-
thropoiesis.19,20 The proportion of hemozoin-containing macro-
phages in peripheral blood negatively correlated with
hemoglobin levels in malaria-infected children, and free plasma
hemozoin inhibited erythropoiesis in vitro.21

Here, we aimed to identify novel factors associated with acute
hemoglobin loss during malaria infection using quantitative pro-
teomics analysis of plasma samples. This approach is designed
to profile global levels of plasma proteins and thereby identify
pathways and proteins that associate with and thus might medi-
ate hemolysis or insufficient erythropoiesis during malaria
infection.
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Methods
Study cohort and plasma sample selection
Samples were collected from children in a longitudinal birth
cohort conducted in Ou�eless�ebougou, Mali. The protocol and
study procedures were approved by the National Institute of
Allergy and Infectious Diseases Institutional Review Board at the
US National Institutes of Health, and the Faculty of Medicine,
Pharmacy and Dentistry Ethics Committee at the University of
Bamako, Mali. Parents/guardians provided written informed con-
sent for participation of the children in the study.

Study participants attended routine clinic visits monthly during
the malaria transmission season and every 2 months during the
dry season, as well as unscheduled visits anytime the child was
sick. SMA was defined as parasitemia detected by blood smear
microscopy and hemoglobin below 6 g/dL. Severe malaria (SM)
syndromes other than SMA were defined as parasitemia
detected by blood smear microscopy and 1 or more World
Health Organization-defined criteria: $2 convulsions in the past
24 hours; prostration (inability to sit unaided or, in younger
infants, inability to move/feed); respiratory distress (hyperventila-
tion with deep breathing, intercostal recessions, and/or irregular
breathing); coma (Blantyre score #3). Hemoglobin loss without
SMA was defined as a reduction of .1.5 g/dL in hemoglobin
compared with their previous measurement within 8 weeks. This
represents a hemoglobin change greater than the 90th percen-
tile (equal to d of 1.4 g/dL) between 2 hemoglobin measure-
ments among uninfected children. Stable hemoglobin among
infected children was defined as a change of #1 g/dL in hemo-
globin compared with the previous measurement within
8 weeks.

For the quantitative proteomic studies, 3 samples were ran-
domly selected from children with a hemoglobin drop of .1.5
g/dL with SMA (hereafter called HDSMA) and 3 from those with a
drop of .1.5 g/dL without SMA (HDNSMA), and these were
matched for age and parasite density with an equal number of
infected children with stable hemoglobin.

Quantitative proteomic analysis
A detailed description of sample preparation for proteomic anal-
ysis including Tandem Mass Tag (TMT) labeling, sample fraction-
ation, liquid chromatography tandem mass spectometry and
bioinformatic analysis is described in the supplemental Methods
on the Blood Web site. Briefly, plasma samples depleted of 14
abundant proteins were reduced and alkylated followed by tryp-
sin digestion. Peptides of each sample were then labeled with
TMT reagents using TMT10plex Mass Tag Labeling Kit (Thermo
Scientific). Equal amounts of labeled peptide samples were
combined and fractionated on a C18 column. Peptide fractions
were separated by nanoRP-HPLC (Ultimate 3000) connected to
the Orbitrap Fusion Lumos Tribid mass spectrometer using a
gradient of 5% to 30% of solvent B (0.1% formic acid, acetoni-
trile) for 75 minutes, and then to 85% solvent B for an additional
30 minutes. Acquired spectra analysis and protein quantification
were performed using PEAKS Studio 8.5 and PEAKS Q module
(Bioinformatics Solutions, Inc.).

Proteasome activity
Peptidase activity levels (caspase, trypsin, and chymotrypsin) in
plasma were measured by continuous monitoring of production

of 7-amino-4 methyl coumarin from fluorogenic peptides. The
methods were based on Ma et al.22 Detailed assay information
is described in the supplemental Methods.

ELISA validation studies
Circulating 20S proteasome, extracellular nicotinamide phos-
phoribosyltransferase (NAMPT), interleukin 18 (IL-18), a-1-anti-
trypsin, and insulin-like growth factor-1 (IGF-1) levels were
measured in selected children’s plasma samples by the sand-
wich enzyme-linked immunosorbent assay (ELISA) method,
according to manufacturers’ instructions. The following ELISA
kits were used: 20S proteasome (Enzo Life Sciences, Farming-
dale, NY); extracellular NAMPT (eNAMPT), DuoSet ELISA,
human PBEF/Visfatin, IL-18, DuoSet ELISA, human total IL-18,
IGF-1, quantikine ELISA (R&D Systems Minneapolis, MN); and
A1AT (Aviva Systems Biology, San Diego, CA). Limit of detec-
tion for the different analytes were as follows: 20S proteasome,
0.05 mg/mL; eNAMPT, 4 ng/mL; IL-18, 23.4 pg/mL; A1AT, 1.09
ng/mL; IGF-1, 0.01 ng/mL.

Statistical analyses
Differences between groups in protein abundance (quantitative
proteomics) were analyzed by a 2-sample t test of the log2 trans-
formation of the abundance values. Proteins with a log2 fold
change ,20.3 or .0.3, P , .05, and all proteins with a log2

fold change of #-1.0 or $1.0, were defined as differentially
expressed proteins. Differences between groups in soluble
mediator levels measured by ELISA and in proteasome activities
were analyzed by the Wilcoxon method using JMP version 14
(SAS Institute, Cary, NC). P values were corrected for multiple
comparisons by the Holm method, using R function p.adjust.
Adjusted P values ,.05 were considered significant.

Results
Study population
Study participants were selected from among participants in a
longitudinal birth cohort conducted in Ou�eless�ebougou, Mali.23

In the overall cohort, 10.7% and 7.6% of children had hemoglo-
bin type AC and AS, respectively23; only children with hemoglo-
bin type AA were included in the current study.

We speculated that processes associated with acute hemoglo-
bin drop during P falciparum infections are shared between chil-
dren that develop moderate and severe anemia. Therefore, for
quantitative proteomics analysis, 3 samples from each of the fol-
lowing P falciparum-infected groups were included: (1) stable
hemoglobin (,1.0 g/dL change in hemoglobin); (2) hemoglobin
drop (.1.5 g/dL change in hemoglobin) without SMA (HDNSMA);
and (3) hemoglobin drop with SMA (hemoglobin ,6 g/dL)
(HDSMA).

Age and parasite densities had been matched and were similar
between children in the 3 groups (Table 1). By including P falcip-
arum-infected children with stable hemoglobin as a comparator
group, we sought to identify changes specifically related to
reduction in hemoglobin, rather than changes associated with
malaria infection per se.

The validation study included plasma samples corresponding to
the 3 groups of children included in quantitative proteomic
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analysis (stable hemoglobin, HDSMA, and HDNSMA) as well as
samples from uninfected children and children with severe
malaria syndromes other than SMA, indicated as SM (supple-
mental Table 1). Hemoglobin drop does not occur in every
infection; thus, samples were selected from infected children
including SM cases with stable hemoglobin, and uninfected chil-
dren with stable hemoglobin, and these were matched for age
and parasite density to those from HDSMA and HDNSMA children.
All malaria-infected children presented with clinical symptoms
and were treated with antimalarial drugs. Mild anemia is com-
mon among children in Africa.1 A total of 41.7%, 70.3%, 52.3%,
and 57.1% of malaria-infected with stable hemoglobin, HDSMA,
HDNSMA, and SM children had mild anemia in the prior visit.

Because of limitations in some sample volumes, 56% of samples
had sufficient volume for testing in all assays; hence, the descrip-
tion of the study population is shown separately for the different
analytes (supplemental Table 1).

Quantitative plasma proteome analysis of
differentially expressed proteins associated with
hemoglobin drop
We employed tandem mass spectrometry and TMT on sam-
ples collected at the time of infection to quantify the
plasma proteome and associate variations with hemoglobin
loss.

Table 1. Characteristics of children included in quantitative proteomic study

Sample
number Group Age (mo)

Parasite count/
300 WBC

Hemoglobin
(g/dL)

Change in
hemoglobin

(g/dL)

1 Stable hemoglobin 34.8 3051 12.8 20.4

2 Stable hemoglobin 12.5 2213 11.7 20.8

3 Stable hemoglobin 20.1 8049 10.1 20.4

4 Hemoglobin drop
with SMA

35.4 3726 5.3 2.7

5 Hemoglobin drop
with SMA

9.6 1129 4.7 3.6

6 Hemoglobin drop
with SMA

32.8 4231 5.6 3.3

7 Hemoglobin drop
without SMA

37.1 4879 7.5 5.7

8 Hemoglobin drop
without SMA

14.3 324 7.1 2.3

9 Hemoglobin drop
without SMA

19.8 7609 6.7 3.2

WBC, white blood cell.

Hemoglobin drop without SMA

109

Hemoglobin drop with SMA

log2 fold:
<–0.3 or >0.3,

p<0.05

log2 fold:
<–1.0 or >1.0

log2 fold:
<–0.3 or >0.3,

p<0.05

log2 fold:
<–1.0 or >1.0

4631 6327

856 proteins quantified with ≥ 2 peptides

Differentially expressed proteins

Figure 1. Quantitative proteomic of children’s plasma with hemoglobin drop. Venn diagram indicating the number of differentially expressed proteins in children
with hemoglobin drop with and without SMA.
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In the quantitative proteomics analysis of 9 samples, a total of
1205 human proteins were quantified with ,1% false discovery
rate, of which 856 proteins were identified and quantified with
at least 2 unique peptides in all samples. The relative abun-
dance of the 856 quantified proteins in children with hemoglo-
bin drop were then calculated as log2 fold change relative to
samples from children with stable hemoglobin (supplemental
Table 2). Because quantitative proteomics was used as a discov-
ery phase, 2 cutoffs were used to identify candidate proteins
associated with acute hemoglobin drop in malaria-infected chil-
dren: log2 fold change ,20.3 or .0.3 (P , .05), and log2 fold
change #21.0 or $1.0 (any P value). The number and details of
proteins that met these criteria are shown in Figure 1, Table 2,
and supplemental Table 2.

Pathway analysis of differentially
expressed proteins
To infer functional associations between plasma protein abun-
dance and hemoglobin drop, the data set of differentially
expressed proteins (Table 2; supplemental Table 2) was used to
identify protein interaction networks using Ingenuity Pathway
Analysis. The networks inferred from the subset of proteins that
met the cutoff for log2 fold change ,20.3 or .0.3, P , .05,
included 2 interconnected subnetworks. In both HDSMA and
HDNSMA children, 1 subnetwork comprised multiple 20S protea-
some subunits that were significantly more abundant compared
with malaria-infected children with stable hemoglobin (Figure
2A,C). The other subnetwork in both HDSMA and HDNSMA com-
prised protein families associated with the response to infection
(acute phase response proteins, cytokine activity), blood coagu-
lation, and lipid metabolism (Figure 2A,C). Proteins associated
with complement activity and those associated with heme bind-
ing (hemopexin and a-1-microglobulin) were lower in both
HDSMA and HDNSMA compared with malaria-infected children
with stable hemoglobin; however, these differences in abun-
dance only achieved statistical significance for complement-
associated proteins in HDSMA and for heme binding proteins in
HDNSMA (Table 2).

The networks inferred from the subset of proteins that met the
cutoff for log2 fold change ,21.0 or .1.0 (Figure 2B,D)
included acute phase response proteins and growth factor-
associated proteins in both HDSMA and HDNSMA groups. In the
HDSMA group, the network also included complement compo-
nents, whereas in the HDNSMA group, the network included 20S
proteasome subunits.

Differentially expressed proteins selected for
validation studies
Based on Ingenuity Pathway Analysis network analysis, we
selected 20S proteasome, NAMPT, phospholipid transfer
protein (PLTP), glutamate-cysteine ligase (GCLC), a-1-anti-
trypsin (SERPINA1, A1AT), IL-18, and IGF-1 for validation
studies in an independent subset of children from the same
cohort.

Circulating 20S proteasome Several components of 20S pro-
teasome were associated with hemoglobin loss in the quantita-
tive proteomics analyses, represented by 7 and 9 subunits
overexpressed in HDSMA and HDNSMA groups, respectively. This
is the first report describing an increase in 20S proteasome inTa
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Figure 2. Networks of differentially expressed plasma proteins in children with reduced hemoglobin. Comparison of differentially expressed plasma proteins in chil-
dren with hemoglobin drop (A,B) with SMA and (C,D) without SMA to control malaria-infected children by Ingenuity Pathway Analysis. Analyses in panels A and C
included differentially expressed proteins defined as log2 fold change ,20.3 or .0.3, P , .05, and analyses displayed in panels B and D included differentially
expressed proteins defined as log2 fold change #-1.0 or $1.0. Green and red symbols represent proteins that were down- and upregulated, and gray symbols repre-
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malarial anemia. Increased circulating 20S proteasome (c-20S
proteasome) levels in plasma have been previously observed
with other acute and chronic diseases.24 In both groups of chil-
dren with a substantial hemoglobin drop studied here, protea-
some subunits represented more than 1/3 of the differentially
expressed plasma proteins included in the primary network.
As was seen in the quantitative proteomics analysis, c-20S pro-
teasome concentrations measured by ELISA also significantly dif-
fered between groups (P , .0001). Pairwise comparisons to
identify the group driving the difference showed that children
with HDSMA or HDNSMA had similar c-20S proteasome levels
(Figure 3A) that were higher than uninfected control children
(P 5 .0004 and P 5 .001, respectively) and those with stable
hemoglobin (P 5 .006 and P 5 .04, respectively). Children with
SM (who had stable hemoglobin) had similar c-20S proteasome

as uninfected controls and infected children with stable hemo-
globin. c-20S proteasome levels negatively correlated with the
hemoglobin levels, r 5 -0.54, P 5 .0001.

We further measured proteasomal proteolytic activities (caspase-
like, chymotrypsin-like, and trypsin-like) in the plasma samples
using fluorogenic peptides. Caspase-like activity levels were sig-
nificantly higher in children with HDNSMA and those with SM
compared with uninfected children (P 5 .03, and P 5 .03,
respectively; Figure 3B, supplemental Table 3). Plasma
chymotrypsin-like activity levels were significantly higher in chil-
dren with HDSMA or HDNSMA compared with uninfected children
(P 5 .04 and P 5 .006, respectively; Figure 3C, supplemental
Table 3) but not malaria-infected children with stable hemoglo-
bin, whereas activity was similar between malaria-infected
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children with stable hemoglobin with and without SM and unin-
fected children (supplemental Table 3). Plasma trypsin-like activ-
ity levels were similar between groups (P 5 .4; Figure 3D). Of
the 3 proteinase activities, only chymotrypsin-like activity
correlated with c-20S proteasome concentration (r 5 0.55,
P 5 .0001).

Response to infection and oxidative stress eNAMPT, pre-
viously named pre-B enhancing factor, is an adipocytokine
that plays a role in promoting pre-B-cell colony formation
and in macrophage activation.25 eNAMPT is secreted by
various cell types via nonclassical secretion pathways.26,27

In the quantitative plasma proteome analysis, eNAMPT was
significantly higher in samples from children with HDSMA vs
stable hemoglobin (log2 fold change 0.567, P 5 .046), but

not in children with HDNSMA vs stable hemoglobin (log2 fold
change 1.09, P 5 .1). By ELISA, eNAMPT levels were higher
in children with HDNSMA vs children with stable hemoglobin
and uninfected children, but the differences did not achieve
significance after correcting for multiple comparisons
(Figure 4A; supplemental Table 3).

a-1-antitrypsin is a pleiotropic protein that plays a role as a pro-
tease inhibitor and also controls inflammatory responses inde-
pendent of protease inhibition.28,29 By ELISA, levels were
significantly higher in HDSMA compared with infected children
with stable hemoglobin and uninfected children, and higher in
HDNSMA compared with uninfected children (Figure 4B; supple-
mental Table 3). a-1-antitrypsin levels negatively correlated with
hemoglobin, and positively with IL-18 and c-20S proteasomes
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levels (r 5 -0.49, P 5 .02; r 5 0.46, P 5 .03; and r 5 0.43,
P 5 .08, respectively).

In quantitative proteomic analysis, IL-18 was more abundant in
samples from children with reduced hemoglobin, but it was
identified with 1 peptide and therefore excluded from the net-
work analysis (supplemental Table 2). Cytokines like IL-12, IL-18,
IL-23, and interferon-g levels are known to be elevated during
SMA.30-32 Cytokine detection by mass spectrometry is challeng-
ing because of the generally low concentrations, large dynamic
range of plasma protein levels, and low molecular weight.33

Even after depleting the most abundant proteins such as albu-
min and IgG, cytokine levels in the picogram range are poorly
detected vs plasma proteins expressed at the nanogram to
microgram range.34 Low-molecular-weight proteins produce
fewer peptides and are more difficult to detect and quantify
than larger proteins.33 Because IL-18 was previously reported to
play a role in the development of SMA,31 we included it in the
validation study. By ELISA (Figure 4D), IL-18 levels were higher
in children with HDNSMA or HDSMA, compared with stable hemo-
globin and uninfected children. IL-18 levels negatively correlated
with hemoglobin levels (r 5 -0.59, P 5 .0001) and positively
with c-20S proteasome concentration (r 5 0.6, P , .0001).

GCLC is a critical enzyme in the synthesis of the antioxidant glu-
tathione. GCLC was more abundant by quantitative proteomics
in HDNSMA but not HDSMA compared with stable hemoglobin. In
validation ELISA assays, GCLC levels were similar between
groups (supplemental Figure 1A).

Lipid metabolism PLTP is a lipid transfer protein, and its activ-
ity increases during inflammatory responses.35 In recent years, it
has been proposed that PLTP also plays a role in shifting the bal-
ance between proinflammatory and anti-inflammatory immune
responses toward a proinflammatory response.36 Although in
quantitative proteomics, PLTP was more abundant in HDSMA

and HDNSMA compared with malaria-infected children with sta-
ble hemoglobin, ELISA studies showed levels were similar
between groups (supplemental Figure 1B).

Growth factor: IGF-1 By quantitative proteomics, IGF-1 levels
were lower in HDSMA and HDNSMA compared with malaria-
infected children with stable hemoglobin (Figure 1B,D). IGF-1 is
part of the growth hormone axis that also plays a role in ery-
throid maturation.37 Inflammatory immune responses during
chronic and acute infections are associated with reduced levels
of IGF-1.38 In ELISA studies of the validation cohort, IGF-1 levels

Insufficient erythropoiesis

Hematopoietic
stem cell (HSC)

Burst forming unit-erythroid (BFU-E) Proliferation

ρ=–0.5, p=0.02

Extracellular
vesicles

Membrane
damage

Hemolysis

Blood cells
(immune cells,
RBCs, IRBCs)

Oxidative
stress

Chymotrypsin-like activity of
20S proteasome &   IGF-1

Proliferation

Colony forming unit-erythroid (CFU-E)

RBC

HGB

HGB &
ρ=0.6, p=0.0002

IGF-1

RBC &
ρ=0.56, p=0.0001

IGF-1

IL-18 & 
ρ=–0.54, p=0.0001

   Proinflammatory
cytokines,    IL-18

IGF-1

IGF-1

20S proteasome &

20S
proteasome

ρ=–0.54, p=0.0001
HGB

HGB

Hemolysis

Figure 5. Model of acute hemoglobin drop. Based on quantitative plasma proteomic and validation studies, an acute drop in hemoglobin during malaria is associ-
ated with changes in levels of several soluble mediators. These observations were integrated with processes described in the literature and presented in the model.
C-20S proteasome levels are significantly higher in malaria-infected children with hemoglobin drop vs children with stable hemoglobin, and 20S proteasome
chymotrypsin-like activity is higher compared with uninfected children. Previously, malaria infection has been associated with oxidative stress, in particularly among chil-
dren with SMA, which results in red blood cell membrane modification. In this model, we propose that modified membrane proteins are then subjected to degradation
by c-20S proteasome, leading to hemolysis and decreased hemoglobin. In parallel, levels of IGF-1, one of the growth factors required for erythroid proliferation, are
significantly reduced, which may be due to increased IL-18 levels, to increased chymotrypsin-like activity, or to both. The reduction in erythroid proliferation results in
reduced hemoglobin levels, in addition to that caused by hemolysis. Factors associated with hemoglobin drops in the study are in green (increased) or red (decreased);
dashed lines indicate associations described here and solid lines indicate previously described relationships.
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were significantly lower in HDSMA and HDNSMA compared with
uninfected children. IGF-1 levels were lower in HDSMA and
HDNSMA compared with infected children with stable hemoglo-
bin; after correcting for multiple comparisons, differences
remained significant for the comparison with HDSMA (Figure 4C;
supplemental Table 3). IGF-1 levels positively correlated with
hemoglobin levels (r 5 0.63, P 5 .0002) and negatively with
IL-18 (r 5 -0.54, P 5 .004).

Based on pathway analysis, chymotrypsin acts on IGF-1.39 We
therefore examined the correlation between IGF-1, c-20S pro-
teasome levels, and enzymatic activity. IGF-1 levels negatively
correlated with c-20S proteasome levels (r 5 -0.57, P 5 .002)
and chymotrypsin activity level (r 5 -0.50, P 5 .02).

Discussion
Young children are most susceptible to severe malaria, with
SMA being the most common presentation in areas with high
malaria transmission. During acute malaria infection, children
often experience abrupt reductions in hemoglobin levels result-
ing in varying degrees of anemia, including SMA in a small pro-
portion of episodes.3 We used quantitative proteomics to study
9 malaria-infected children and identify networks of differentially
expressed plasma proteins associated with substantial drops in
hemoglobin in children with or without SMA, compared with
children with stable hemoglobin levels. We identified significant
increases in c-20S proteasome concentrations in both groups of
children with hemoglobin drops compared with children with
stable hemoglobin levels. We then validated these differences
by ELISA measurements in an expanded set of samples.

Increased c-20S proteasome concentrations have been ob-
served in both acute and chronic diseases24 and under oxidative
stress conditions.40 Recently, a comparative plasma proteome
analysis described similar levels of circulating c-20S proteasome
or the subunit PSMB9 in plasma samples from children who sur-
vived or died of cerebral malaria.41 Among children with cere-
bral malaria, however, PSMB9 levels correlated with the number
of convulsions.41

Whether c-20S proteasome in plasma plays a role in protein
degradation (as does intracellular proteasome) is unknown. Puri-
fied plasma c-20S proteasome has catalytic activity that is
blocked by proteasome-specific inhibitors.42 Similarly, c-20S pro-
teasome in bronchoalveolar lavage has catalytic activity (indi-
cated by extensive degradation of albumin) that is specifically
blocked by proteasome inhibitors.43 Because levels of circulating
c-20S proteasome increase under stress conditions, others have
proposed it may act to clear damaged proteins in the extracellu-
lar space, similar to the role of intracellular proteasome, but this
remains to be determined.40 A recent in vitro study44 described
that P falciparum-derived extracellular vesicles (EVs) play a role
in modifying URBC membrane for merozoite invasion. Specifi-
cally, URBC cytoskeleton proteins are phosphorylated by
EV-derived kinases that are then subjected to degradation by
EV-derived 20S proteasome.44 Separately, malaria infection is
associated with increased plasma EVs, and EV counts increase
with disease severity.45

Here, c-20S proteasome levels were significantly higher in sam-
ples of children with acute hemoglobin drop compared with lev-
els in uninfected children and infected children with stable
hemoglobin. Similarly, chymotrypsin-like activity was significantly
higher in plasma of children with acute hemoglobin drop com-
pared with uninfected children. It is possible that children with
an acute drop in hemoglobin may have excessive secretion of
infected red blood cells-EVs, leading to an increase in modified
URBC that could result in hemolysis and acute hemoglobin
drop. Separately, malaria infection is associated with oxidative
stress especially in severe anemia cases,18 and increased EVs
derived from different cell types46 could be a source for c-20S
proteasome.47 In addition to URBC changes associated with
P falciparum-EV, it is also possible that URBC membrane pro-
teins modified under oxidative stress might be subjected to
degradation by c-20S proteasome elevated during proinflamma-
tory conditions, resulting in hemolysis (Figure 5). To validate the
model, additional studies are needed relating oxidative stress
biomarkers with c-20S proteasome and its activity on plasma
proteins and URBC membrane proteins.

IL-18 is secreted by macrophages and acts synergistically with
IL-12 to induce production of interferon-g and other proinflamma-
tory cytokine by immune cells.48,49 Previous studies reported
increased IL-18 levels in patients with uncomplicated malaria and
severe malaria (excluding cerebral malaria) compared with unin-
fected individuals.50,51 Among malaria patients, those with severe
malaria including SMA have higher levels of IL-18 compared with
uncomplicated malaria cases.50,51 Further, increased IL-18 gene
expression was associated with a reduced hemoglobin levels
among Kenyan children.31 Consistent with these results, IL-18 lev-
els were significantly higher in children with HDSMA or HDNSMA,
compared with infected children with stable hemoglobin or other
severe malaria syndromes, and with uninfected children (Figure
4D; supplemental Table 3). C-20S proteasome levels correlated
with IL-18 levels (r 5 0.6, P , .0001), which could potentially result
from increased EVs under proinflammatory conditions. a-1-anti-
trypsin levels were higher in children with HDSMA or HDNSMA. The
increase in inflammatory markers is consistent with a recent find-
ing that severe anemia is associated with increased levels of
C-reactive protein and ferritin.52 Conversely, increasing immunity
acquired as children age may limit inflammation and oxidative
stress during infection and thus limit the change in soluble factors
like 20S proteasome and IGF-1 that contribute to anemia. a-1-
antitrypsin is an acute phase protein that inhibits elastase and
reduces proinflammatory responses independent of protease inhi-
bition.29,53 Although hemopexin is the major heme scavenger in
plasma, under hemolytic conditions when hemopexin becomes
saturated, other plasma proteins like albumin, a-1-antitrypsin, and
a-1-microglobulin bind heme.54,55 The increased a-1-antitrypsin
seen in infected children with hemoglobin drops may play 2 roles:
(1) to counterbalance proinflammatory responses and (2) to clear
free heme as hemopexin levels were lower in HDSMA and HDNSMA.

IGF-1 levels were significantly lower in children with reduced
hemoglobin. IGF-1 plays a role in erythropoiesis, and malarial
anemia is associated with insufficient erythropoiesis. Proinflam-
matory cytokines like tumor necrosis factor a (TNF-a) and IL-1b
impair IGF-1 activity.56 In children with acute infections including
febrile malaria, IGF-1 levels were significantly reduced compared
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with healthy children.57-59 IGF-1 and erythropoietin are essential
for the complete development of erythroid progenitors.37,60,61

Several studies reported increased levels of erythropoietin in
children with SMA8,62,63 and in a nonhuman primate model of
SMA.64 These observations suggest that SMA is not caused by
low erythropoietin but rather by a depressed bone marrow
response to erythropoietin.

Based on the data described here, we propose that the lower
IGF-1 level in children with hemoglobin drop has hindered the
proliferation of erythroid progenitors, thereby contributing to
anemia (Figure 5). The reduction in IGF-1 levels may be related
to increased c-20S proteasome levels and increased
chymotrypsin-like activity; an in vitro study demonstrated that
IGF-1 is degraded by chymotrypsin and trypsin, with a much
shorter half-life in the presence of chymotrypsin.39,65 Here, IGF-
1 levels negatively correlated with c-20S proteasome and
chymotrypsin-like activity. Further studies are needed to exam-
ine whether IGF-1 is a substrate of c-20S proteasome, especially
under oxidative stress conditions. Alternatively, IGF-1 levels may
have been lower in children with HDSMA and HDNSMA because
of increased inflammation. Studies in animal models reported
negative associations between IGF-1 expression and proinflam-
matory cytokines including IL-1b, TNF-a, and IL-18.66,67 Here,
IGF-1 levels negatively correlated with IL-18.

Overall, the pattern observed in HDSMA and HDNSMA was similar:
both groups had higher levels of c-20S proteasome compared
with uninfected and malaria-infected children with stable hemo-
globin. Similarly, IGF-1 levels were lower in both groups with
hemoglobin loss compared with uninfected children or to
malaria-infected children with stable hemoglobin, albeit the dif-
ference between HDNSMA and infected children with stable
hemoglobin lost significance after correcting for multiple com-
parisons. These results suggest that similar mechanisms are
associated with moderate and severe malarial anemia.

Limitations include analyzing samples collected during infection
only. Future studies should also analyze samples collected
before the event and estimate parasite biomass before and dur-
ing the infection.

In summary, quantitative proteomics of plasma samples from chil-
dren with an acute hemoglobin drop (with and without severe
anemia) identified changes in multiple soluble mediators. Taken
together, the increased c-20S proteasome and chymotrypsin-like
activity observed here, along with a recent study describing the
role of c-20S proteasome in modifying URBC for merozoite inva-
sion in vitro44 as well as the known increase in EVs related to
increased inflammation and oxidative stress during infection, sup-
port the hypothesis that the confluence of these factors contrib-
utes to URBC hemolysis and malarial anemia. The results also

suggest a new mechanism for insufficient erythropoiesis during
malaria, whereby reduced IGF-1 levels result in a reduction in the
proliferation of erythroid progenitors.

Acknowledgments
The authors thank Ethan Tyler and Alan Hoofring from National
Institutes of Health Medical Arts for illustrating Figure 5; the women
and children in Ou�eless�ebougou, Mali, for participation in the study;
Rathy Mohan and the data management team in Ou�eless�ebougou;
and staff at the community health centers. The authors also thank J.
Patrick Gorres for editing the manuscript and Jonathan Kurtis of
the Center for International Health Research, Rhode Island Hospital,
Brown University Medical School, for critical review of the
manuscript.

This work was supported by the Intramural Research Program of the
National Institutes of Health National Institute of Allergy and Infec-
tious Diseases (grant ZIA AI001153-09).

Authorship
Contribution: A.M. and P.A.G.H. performed the quantitative prote-
omic and validation experiments; R.M. performed bioinformatic
analysis; R.B. performed validation experiments; A.M., O.A., and
B.S.D. performed clinical laboratory tests and human sample proc-
essing; S.G. and D.I. provided clinical care; A.D., P.E.D., and M.F.
designed the longitudinal cohort study; M.F. conceived and
designed the project; M.F. wrote the manuscript with contributions
from P.A.G.H. and P.E.D.; and all authors have approved the
manuscript.

Conflict-of-interest disclosure: The authors declare no competing finan-
cial interests.

ORCID profile: P.A.G.H., 0000-0002-7160-8502.

Correspondence: Michal Fried, 29 Lincoln Dr, Room 4NN16, Molecular
Pathogenesis and Biomarkers Section, Laboratory of Malaria Immunology
and Vaccinology, National Institute of Allergy and Infectious Diseases,
National Institutes of Health, Bethesda, MD 20892; e-mail: michal.fried@
nih.gov.

Footnotes
Submitted 9 September 2021; accepted 23 November 2021; prepub-
lished online on Blood First Edition 6 December 2021; DOI 10.1182/
blood.2021014045.

*A.M. and P.A.G.H. contributed equally to this study.

The online version of this article contains a data supplement.

There is a Blood Commentary on this article in this issue.

The publication costs of this article were defrayed in part by page
charge payment. Therefore, and solely to indicate this fact, this article
is hereby marked “advertisement” in accordance with 18 USC section
1734.

REFERENCES
1. Stevens GA, Finucane MM, De-Regil LM,

et al; Nutrition Impact Model Study Group
(Anaemia). Global, regional, and national
trends in haemoglobin concentration and
prevalence of total and severe anaemia in
children and pregnant and non-pregnant
women for 1995-2011: a systematic analysis
of population-representative data. Lancet
Glob Health. 2013;1(1):e16-e25.

2. Yang W, Liu B, Gao R, Snetselaar LG,
Strathearn L, Bao W. Association of anemia
with neurodevelopmental disorders in a
nationally representative sample of US
children. J Pediatr. 2021;228:183-189.e2.

3. White NJ. Anaemia and malaria. Malar J.
2018;17(1):371.

4. Diawara F, Steinhardt LC, Mahamar A, et al.
Measuring the impact of seasonal malaria

chemoprevention as part of routine malaria
control in Kita, Mali. Malar J. 2017;16(1):325.

5. Gonçalves BP, Fried M, Duffy PE. Parasite
burden and severity of malaria in Tanzanian
children. N Engl J Med. 2014;371(5):482.

6. Nanda NK, Das BS. Presence of pro-
oxidants in plasma of patients suffering from
falciparum malaria. Trans R Soc Trop Med
Hyg. 2000;94(6):684-688.

2374 blood® 14 APRIL 2022 | VOLUME 139, NUMBER 15 MAHAMAR et al

D
ow

nloaded from
 http://ashpublications.net/blood/article-pdf/139/15/2361/1891089/bloodbld2021014045.pdf by guest on 10 M

ay 2024

http://orcid.org/0000-0002-7160-8502
mailto:michal.fried@nih.gov
mailto:michal.fried@nih.gov
http://www.bloodjournal.org/content/139/15/2268


7. Perkins DJ, Were T, Davenport GC,
Kempaiah P, Hittner JB, Ong’echa JM.
Severe malarial anemia: innate immunity
and pathogenesis. Int J Biol Sci. 2011;7(9):
1427-1442.

8. Burchard GD, Radloff P, Philipps J, Nkeyi M,
Knobloch J, Kremsner PG. Increased
erythropoietin production in children with
severe malarial anemia. Am J Trop Med
Hyg. 1995;53(5):547-551.

9. Price RN, Simpson JA, Nosten F, et al.
Factors contributing to anemia after
uncomplicated falciparum malaria. Am
J Trop Med Hyg. 2001;65(5):614-622.

10. Omodeo-Sal�e F, Motti A, Basilico N,
Parapini S, Olliaro P, Taramelli D.
Accelerated senescence of human
erythrocytes cultured with Plasmodium
falciparum. Blood. 2003;102(2):705-711.

11. Das BS, Nanda NK. Evidence for erythrocyte
lipid peroxidation in acute falciparum
malaria. Trans R Soc Trop Med Hyg. 1999;
93(1):58-62.

12. Griffiths MJ, Ndungu F, Baird KL, Muller DP,
Marsh K, Newton CR. Oxidative stress and
erythrocyte damage in Kenyan children with
severe Plasmodium falciparum malaria. Br
J Haematol. 2001;113(2):486-491.

13. Waitumbi JN, Opollo MO, Muga RO, Misore
AO, Stoute JA. Red cell surface changes and
erythrophagocytosis in children with severe
plasmodium falciparum anemia. Blood.
2000;95(4):1481-1486.

14. Fendel R, Brandts C, Rudat A, et al.
Hemolysis is associated with low reticulocyte
production index and predicts blood
transfusion in severe malarial anemia. PLoS
One. 2010;5(4):e10038.

15. Gwamaka M, Fried M, Domingo G, Duffy PE.
Early and extensive CD55 loss from red
blood cells supports a causal role in malarial
anaemia. Malar J. 2011;10(1):386.

16. Woodruff AW, Ansdell VE, Pettitt LE. Cause
of anaemia in malaria. Lancet. 1979;1(8125):
1055-1057.

17. Sen R, Bhatnagar BM, Singh U, Yadav MS,
Sehgal PK. Patterns of erythropoiesis and
anaemia in malaria. J Commun Dis. 1990;
22(4):247-253.

18. Das BS, Nanda NK, Rath PK, Satapathy RN,
Das DB. Anaemia in acute, Plasmodium
falciparum malaria in children from Orissa
state, India. Ann Trop Med Parasitol. 1999;
93(2):109-118.

19. Abdalla S, Weatherall DJ, Wickramasinghe
SN, Hughes M. The anaemia of P.
falciparum malaria. Br J Haematol. 1980;
46(2):171-183.

20. D€ormer P, Dietrich M, Kern P, Horstmann
RD. Ineffective erythropoiesis in acute
human P. falciparum malaria. Blut. 1983;
46(5):279-288.

21. Casals-Pascual C, Kai O, Cheung JO, et al.
Suppression of erythropoiesis in malarial
anemia is associated with hemozoin in vitro
and in vivo. Blood. 2006;108(8):2569-2577.

22. Ma W, Kantarjian H, O’Brien S, et al.
Enzymatic activity of circulating proteasomes
correlates with clinical behavior in patients
with chronic lymphocytic leukemia. Cancer.
2008;112(6):1306-1312.

23. Mahamar A, Attaher O, Swihart B, et al. Host
factors that modify Plasmodium
falciparum adhesion to endothelial
receptors. Sci Rep. 2017;7(1):13872.

24. Sixt SU, Dahlmann B. Extracellular,
circulating proteasomes and ubiquitin -
incidence and relevance. Biochim Biophys
Acta. 2008;1782(12):817-823.

25. Audrito V, Messana VG, Deaglio S. NAMPT
and NAPRT: two metabolic enzymes with
key roles in inflammation. Front Oncol.
2020;10:358.

26. Samal B, Sun Y, Stearns G, Xie C, Suggs S,
McNiece I. Cloning and characterization of
the cDNA encoding a novel human pre-B-
cell colony-enhancing factor. Mol Cell Biol.
1994;14(2):1431-1437.

27. Grolla AA, Travelli C, Genazzani AA, Sethi
JK. Extracellular nicotinamide
phosphoribosyltransferase, a new cancer
metabokine. Br J Pharmacol. 2016;173(14):
2182-2194.

28. Stockley RA. The multiple facets of alpha-1-
antitrypsin. Ann Transl Med. 2015;3(10):130.

29. Jonigk D, Al-Omari M, Maegel L, et al. Anti-
inflammatory and immunomodulatory
properties of a1-antitrypsin without inhibi-
tion of elastase. Proc Natl Acad Sci USA.
2013;110(37):15007-15012.

30. Ong’echa JM, Davenport GC, Vulule JM,
Hittner JB, Perkins DJ. Identification of
inflammatory biomarkers for pediatric
malarial anemia severity using novel
statistical methods. Infect Immun. 2011;
79(11):4674-4680.

31. Anyona SB, Kempaiah P, Raballah E, et al.
Functional promoter haplotypes of
interleukin-18 condition susceptibility to
severe malarial anemia and childhood mor-
tality. Infect Immun. 2011;79(12):4923-4932.

32. Ong’echa JM, Remo AM, Kristoff J, et al.
Increased circulating interleukin (IL)-23 in
children with malarial anemia: in vivo and
in vitro relationship with co-regulatory cyto-
kines IL-12 and IL-10. Clin Immunol. 2008;
126(2):211-221.

33. Kupcova Skalnikova H, Cizkova J, Cervenka
J, Vodicka P. Advances in proteomic
techniques for cytokine analysis: focus on
melanoma research. Int J Mol Sci. 2017;
18(12):E2697.

34. Anderson NL, Anderson NG. The human
plasma proteome: history, character, and
diagnostic prospects. Mol Cell Proteomics.
2002;1(11):845-867.

35. Pussinen PJ, Metso J, Malle E, et al. The role
of plasma phospholipid transfer protein
(PLTP) in HDL remodeling in acute-phase
patients. Biochim Biophys Acta. 2001;
1533(2):153-163.

36. Desrumaux C, Lagrost L. Plasma
phospholipid transfer protein (PLTP) as an
emerging determinant of the adaptive

immune response. Cell Mol Immunol. 2018;
15(12):1077-1079.

37. Miyagawa S, Kobayashi M, Konishi N, Sato
T, Ueda K. Insulin and insulin-like growth fac-
tor I support the proliferation of erythroid
progenitor cells in bone marrow through the
sharing of receptors. Br J Haematol. 2000;
109(3):555-562.

38. Jones AD, Rukobo S, Chasekwa B, et al.
Acute illness is associated with suppression
of the growth hormone axis in Zimbabwean
infants. Am J Trop Med Hyg. 2015;92(2):
463-470.

39. Anderle P, Langguth P, Rubas W, Merkle HP.
In vitro assessment of intestinal IGF-I stabil-
ity. J Pharm Sci. 2002;91(1):290-300.

40. Ben-Nissan G, Sharon M. Regulating the 20S
proteasome ubiquitin-independent degrada-
tion pathway. Biomolecules. 2014;4(3):
862-884.

41. Moussa EM, Huang H, Th�ez�enas ML, et al.
Proteomic profiling of the plasma of
Gambian children with cerebral malaria.
Malar J. 2018;17(1):337.

42. Zoeger A, Blau M, Egerer K, Feist E,
Dahlmann B. Circulating proteasomes are
functional and have a subtype pattern
distinct from 20S proteasomes in major
blood cells. Clin Chem. 2006;52(11):
2079-2086.

43. Sixt SU, Beiderlinden M, Jennissen HP,
Peters J. Extracellular proteasome in the
human alveolar space: a new housekeeping
enzyme? Am J Physiol Lung Cell Mol
Physiol. 2007;292(5):L1280-L1288.

44. Dekel E, Yaffe D, Rosenhek-Goldian I, et al.
20S proteasomes secreted by the malaria
parasite promote its growth. Nat Commun.
2021;12(1):1172.

45. Nantakomol D, Dondorp AM, Krudsood S,
et al. Circulating red cell-derived micropar-
ticles in human malaria. J Infect Dis. 2011;
203(5):700-706.

46. Sampaio NG, Cheng L, Eriksson EM. The
role of extracellular vesicles in malaria
biology and pathogenesis. Malar J. 2017;
16(1):245.

47. Dwivedi V, Yaniv K, Sharon M. Beyond cells:
the extracellular circulating 20S
proteasomes. Biochim Biophys Acta Mol
Basis Dis. 2021;1867(3):166041.

48. Chaix J, Tessmer MS, Hoebe K, et al.
Cutting edge: priming of NK cells by IL-18.
J Immunol. 2008;181(3):1627-1631.

49. Gracie JA, Robertson SE, McInnes IB.
Interleukin-18. J Leukoc Biol. 2003;73(2):
213-224.

50. Nagamine Y, Hayano M, Kashiwamura S,
et al. Involvement of interleukin-18 in
severe Plasmodium falciparum malaria. Trans
R Soc Trop Med Hyg. 2003;97(2):236-241.

51. Kojima S, Nagamine Y, Hayano M,
Looareesuwan S, Nakanishi K. A potential
role of interleukin 18 in severe falciparum
malaria. Acta Trop. 2004;89(3):279-284.

PLASMA PROTEOME MARKERS OF MALARIAL ANEMIA blood® 14 APRIL 2022 | VOLUME 139, NUMBER 15 2375

D
ow

nloaded from
 http://ashpublications.net/blood/article-pdf/139/15/2361/1891089/bloodbld2021014045.pdf by guest on 10 M

ay 2024



52. Opoka RO, Conroy AL, Waiswa A, et al.
Severe anemia is associated with systemic
inflammation in young children presenting to
a tertiary hospital in Uganda. Am J Trop
Med Hyg. 2020;103(6):2574-2580.

53. Strnad P, McElvaney NG, Lomas DA. Alpha1-
antitrypsin deficiency. N Engl J Med. 2020;
382(15):1443-1455.

54. Karnaukhova E, Krupnikova SS, Rajabi M,
Alayash AI. Heme binding to human alpha-1
proteinase inhibitor. Biochim Biophys Acta.
2012;1820(12):2020-2029.

55. Janciauskiene S, Tumpara S, Wiese M, et al.
Alpha1-antitrypsin binds hemin and prevents
oxidative activation of human neutrophils:
putative pathophysiological significance.
J Leukoc Biol. 2017;102(4):1127-1141.

56. Witkowska-SeRdek E, Pyr_zak B. Chronic
inflammation and the growth hormone/
insulin-like growth factor-1 axis. Cent Eur
J Immunol. 2020;45(4):469-475.

57. Kjaer TW, Grenov B, Yam�eogo CW, et al.
Correlates of serum IGF-1 in young children
with moderate acute malnutrition: a cross-
sectional study in Burkina Faso. Am J Clin
Nutr. 2021;114(3):965-972.

58. Maleta K, Fan YM, Luoma J, et al. Infections
and systemic inflammation are associated

with lower plasma concentration of insulin-
like growth factor I among Malawian chil-
dren. Am J Clin Nutr. 2021;113(2):380-390.

59. DeBoer MD, Scharf RJ, Leite AM, et al.
Systemic inflammation, growth factors, and
linear growth in the setting of infection and
malnutrition. Nutrition. 2017;33:248-253.

60. Muta K, Krantz SB, Bondurant MC,
Wickrema A. Distinct roles of erythropoietin,
insulin-like growth factor I, and stem cell fac-
tor in the development of erythroid progeni-
tor cells. J Clin Invest. 1994;94(1):34-43.

61. Sawada K, Krantz SB, Dessypris EN, Koury
ST, Sawyer ST. Human colony-forming units-
erythroid do not require accessory cells, but
do require direct interaction with insulin-like
growth factor I and/or insulin for erythroid
development. J Clin Invest. 1989;83(5):
1701-1709.

62. Nussenblatt V, Mukasa G, Metzger A,
Ndeezi G, Garrett E, Semba RD. Anemia and
interleukin-10, tumor necrosis factor alpha,
and erythropoietin levels among children
with acute, uncomplicated Plasmodium fal-
ciparum malaria. Clin Diagn Lab Immunol.
2001;8(6):1164-1170.

63. Kurtzhals JA, Rodrigues O, Addae M,
Commey JO, Nkrumah FK, Hviid L.

Reversible suppression of bone marrow
response to erythropoietin in Plasmodium
falciparum malaria. Br J Haematol. 1997;
97(1):169-174.

64. Raja AI, Brickley EB, Taaffe J, et al. A
primate model of severe malarial anaemia: a
comparative pathogenesis study. Sci Rep.
2019;9(1):18965.

65. Bai JP, Chang LL, Guo JH. Effects of
polyacrylic polymers on the degradation of
insulin and peptide drugs by chymotrypsin
and trypsin. J Pharm Pharmacol. 1996;48(1):
17-21.

66. Zhao Y, Xiao X, Frank SJ, Lin HY, Xia Y.
Distinct mechanisms of induction of
hepatic growth hormone resistance by
endogenous IL-6, TNF-a, and IL-1b. Am J
Physiol Endocrinol Metab. 2014;307(2):
E186-E198.

67. Slifierz MJ, Friendship R, de Lange CF,
Slavic D, Grgic H, Farzan A.
Immunomodulatory factors and infectious
agents associated with the hepatic gene
expression of the IGF system in nursery pigs.
Animal. 2014;8(5):844-851.

© 2022 by The American Society of Hematology

2376 blood® 14 APRIL 2022 | VOLUME 139, NUMBER 15 MAHAMAR et al

D
ow

nloaded from
 http://ashpublications.net/blood/article-pdf/139/15/2361/1891089/bloodbld2021014045.pdf by guest on 10 M

ay 2024


	TF1
	TF2

