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Abstract
Background: Thrombospondin-related anonymous protein (TRAP) has been described as a potential vaccine candidate for several diseases caused by apicomplexan parasites. However, this protein and members of this family have
not yet been characterized in Babesia bigemina, one of the most prevalent species causing bovine babesiosis.
Methods: The 3186-bp Babesia bigemina TRAP-1 (BbiTRAP-1) gene was identified by a bioinformatics search using
the B. bovis TRAP-1 sequence. Members of the TRAP and TRAP-related protein families (TRP) were identified in Babesia
and Theileria through a search of the TSP-1 adhesive domain, which is the hallmark motif in both proteins. Structural
modeling and phylogenetic analysis were performed with the identified TRAP proteins. A truncated recombinant BbiTRAP-1 that migrates at approximately 107 kDa and specific antisera were produced and used in Western blot analysis
and indirect fluorescent antibody tests (IFAT). B-cell epitopes with neutralizing activity in BbiTRAP-1 were defined by
enzyme-linked immunosorbent assays (ELISA) and invasion assays.
Results: Three members of the TRAP family of proteins were identified in B. bigemina (BbiTRAP-1 to -3). All are type
1 transmembrane proteins containing the von Willebrand factor A (vWFA), thrombospondin type 1 (TSP-1), and
cytoplasmic C-terminus domains, as well as transmembrane regions. The BbiTRAP-1 predicted structure also contains
a metal ion-dependent adhesion site for interaction with the host cell. The TRP family in Babesia and Theileria species
contains the canonical TSP-1 domain but lacks the vWFA domain and together with TRAP define a novel gene superfamily. A variable number of tandem repeat units are present in BbiTRAP-1 and could be used for strain genotyping.
Western blot and IFAT analysis confirmed the expression of BbiTRAP-1 by blood-stage parasites. Partial recognition by
a panel of sera from B. bigemina-infected cattle in ELISAs using truncated BbiTRAP-1 suggests that this protein is not
an immunodominant antigen. Additionally, bovine anti-recombinant BbiTRAP-1 antibodies were found to be capable
of neutralizing merozoite invasion in vitro.

*Correspondence: wilkowsky.silvina@inta.gob.ar
1
Instituto de Agrobiotecnología y Biología Molecular (IABIMO)
(INTA–CONICET), De Los Reseros y Dr. Nicolás Repetto s/N, P.O. Box 25,
B1712WAA Castelar, Buenos Aires, Argentina
Full list of author information is available at the end of the article
© The Author(s) 2020. This article is licensed under a Creative Commons Attribution 4.0 International License, which permits use, sharing,
adaptation, distribution and reproduction in any medium or format, as long as you give appropriate credit to the original author(s) and
the source, provide a link to the Creative Commons licence, and indicate if changes were made. The images or other third party material
in this article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the material. If material
is not included in the article’s Creative Commons licence and your intended use is not permitted by statutory regulation or exceeds the
permitted use, you will need to obtain permission directly from the copyright holder. To view a copy of this licence, visit http://creativeco
mmons.org/licenses/by/4.0/. The Creative Commons Public Domain Dedication waiver (http://creativecommons.org/publicdomain/
zero/1.0/) applies to the data made available in this article, unless otherwise stated in a credit line to the data.

Montenegro et al. Parasites Vectors

(2020) 13:602

Page 2 of 15

Conclusions: We have identified the TRAP and TRP gene families in several Babesia and Theileria species and characterized BbiTRAP-1 as a novel antigen of B. bigemina. The functional relevance and presence of neutralization-sensitive
B-cell epitopes suggest that BbiTRAP-1 could be included in tests for future vaccine candidates against B. bigemina.
Keywords: Babesia bigemina, Thrombospondin-related anonymous protein 1, TRAP and TRP protein families,
Babesiosis

Background
Parasites of the genus Babesia are tick-borne pathogens
of human and veterinary importance. In cattle, bovine
babesiosis caused by B. bovis and B. bigemina pose a
major constraint to livestock production in tropical and
subtropical regions in terms of considerable economic
losses [1]. A recent meta-analysis of samples from 62
countries representing six continents revealed a pooled
global prevalence of bovine babesiosis of 29% [2].
Babesia bovis is the most virulent species in this genus
and can occasionally cause neurological manifestations.
However, animals infected with B. bigemina may also
develop severe symptoms of babesiosis, such as high
fever, lethargy, anemia, and hemoglobinuria [1]. Of both
parasites, B. bigemina has also the highest prevalence [2].
Animals that survive primary infections become persistently infected for life and are reservoirs for tick transmission [1]. In the vertebrate host, Babesia parasites are
obligate intracellular pathogens that exclusively reside
inside the erythrocytes [1]. Currently, the use of acaricides and live attenuated vaccines are the only preventive measures used to control outbreaks [3]. Therefore,
studies that aim to decipher the process of erythrocyte
invasion by Babesia infective stages are crucial to develop
novel strategies to control the establishment of infection.
Babesia parasites belong to the phylum Apicomplexa,
which is characterized by the presence of a complex of
specialized secretory organelles that include rhoptries,
micronemes, and spherical bodies. These organelles contain and secrete key proteins implicated in the invasion,
establishment, and egress from host cells [4]. In general,
the mechanism by which Babesia merozoites invade
red blood cells is similar to that of other apicomplexan
parasites, such as Plasmodium and Toxoplasma. The
process involves attachment to the host cell, reorientation, membrane invagination, and final internalization
of the parasite [4]. The initial steps of invasion involve an
active specific locomotion movement known as “gliding,” a movement which involves the parasite’s actin–
myosin motor [5]. This motor is connected to host-cell
receptors through transmembrane proteins that belong
to the thrombospondin-related anonymous protein
(TRAP) family of proteins [5]. TRAP-1 is a type-1 transmembrane protein that carries two adhesive domains
in its extracellular region, a motif similar to the type-1

repeat of thrombospondin (TSP-1) and an A-domain of
the von Willebrand factor (vWFA) [6]. Even though the
overall mechanism of the parasite’s actin–myosin motor
is widely conserved among Apicomplexa, differential
expression of distinct and species-specific TRAP proteins
has been identified among this phylum [7]. However, the
exact role played by TRAP-1 and their ligands during the
process of invasion in apicomplexan parasites remains
undefined.
In 2004, a new B. bovis merozoite protein with a
domain structure resembling the arrangement of TRAP
from Plasmodium sporozoites was identified and characterized [6]. This protein was found to be directly involved
in both the recognition and invasion processes of bovine
erythrocytes. Other TRAPs have also been recently
reported in Babesia orientalis and B. gibsoni [8–10].
The availability of several Babesia genomes has facilitated the identification of genes and gene families that
are conserved across the phylum and whose presence
and function have not been identified in less studied
members.
In this study, we identified members of the TRAP gene
family in B. bigemina and performed a detailed analysis
at the genomic and sequence levels. We also searched for
distantly TRAP-related proteins and found a new family of thrombospondin-related proteins (TRP) that share
some of the structural domains of TRAP proteins. Finally,
we analyzed the expression and functional relevance of
TRAP-1 in B. bigemina merozoites and also investigated
the role of this protein as a neutralization-sensitive antigen with vaccine potential.

Materials and methods
Identification and characterization of B. bigemina TRAP‑1

For the identification of the B. bigemina TRAP-1 (BbiTRAP-1) coding sequence, we performed a TBLASTN
search (https://blast.ncbi.nlm.nih.gov/Blast.cgi) in the
genome of B. bigemina (BOND strain). The search was
conducted using the predicted amino acid sequence of
the annotated B. bovis TRAP-1 gene as a query (GenBank
accession number: EDO06220.1). For in silico topology
prediction, concatenated amino acid sequences of the
vWFA and TSP-1 domains of BbiTRAP proteins were
submitted to the Swiss-model server (http://swissmodel
.expasy.org) and three-dimensional (3D) models were
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constructed. The crystal structure of a fragment containing the vWFA and TSP-1 domains from Plasmodium
vivax sporozoite surface protein 2 (PDB code: 4hql.2.A,
residues 25-283) [11] was used for homology modeling
since it was the structure with the highest GMQE score.
This score is a quality estimator with values of between 0
and 1 and combines properties from the target–template
alignment and the template search method.
The BbiTRAP-1 coding sequence of the BOND strain
was used to identify the corresponding genes from the
other B. bigemina genomes (JG29, S3P, and Puerto Rico
[PR] strains) available from the Wellcome Trust Sanger
Institute FTP site (ftp://sanger.ac.uk/pub/pathogens/
Babesia/) [12]. These BbiTRAP-1 sequences were then
translated in silico to confirm the presence of the respective open reading frames. All predicted amino acid
sequences were further aligned using the Clustal Ω algorithm (www.ebi.ac.uk/Tools/msa/clustalo/). Percentages
of identity and similarity between sequence pairs were
calculated using the Sequence Manipulation Suite “Ident
and Sim” resource (https://www.bioinformatics.org/
sms2/ident_sim.html).
Identification and characterization of members of the TRAP
and TRP family in other species

For the identification the TRAP family in species of the
Babesia and Theileria genera, we performed a database
search in PiroplasmaDB (https://piroplasmadb.org/)
with the aim to identify all proteins containing the TSP-1
domain (IPR000884) or vWFA domain (IPR002035)
[13]. The presence of a signal peptide, transmembrane
domains, and other functional domains was recorded. In
addition, the occurrence of an acidic cytoplasmatic tail
domain (CTD) was analyzed by predicting the isoelectric
point using http://isoelectric.org/. The conservation of a
tryptophan residue near the C-terminal end of the protein was also analyzed. To determine that a TSP-1-containing protein actually belongs to the TRAP family, the
presence of the CTD with the conserved tryptophan residue was considered to be essential [14].
For all TSP-1-containing proteins, the group of orthology to which they belong was determined using the
OrthoMCL database (https://orthomcl.org/orthomcl/,
version 6.1). Synteny of the chromosomal region containing each gene was evaluated in PiroplasmaDB by visualizing the alignment of the genomic region encompassing
each gene in different Babesia species. The conservation
and distribution pattern of genes surrounding the target
locus were also analyzed.
Phylogenetic analysis

Sequence alignment of the complete TRAP gene family from species of the Babesia and Theileria genera was
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performed using the MEGA version X tool [15]. Phylogenetic analysis was performed with the maximum likelihood and neighbor joining methods, and tree topologies
were compared for a robust phylogeny. In both cases,
TRAP of Plasmodium falciparum (Access number:
PF13_0201) was selected as an outgroup, and bootstrap
values were calculated with 1000 pseudo replicates.
B. bigemina strains and genomic DNA isolation

The following Argentinean B. bigemina strains were
used: S1A, S2A, and M1A (all attenuated vaccine strains)
and the pathogenic B38, S3P, and S2P strains. Details of
the geographic origin of these strains and the respective multilocus genotypes have been described in a previous publication [16]. For the in silico analysis, the B.
bigemina genomes of BOND, JG29, and the PR strains
were used [12]. We also included sequences obtained
from samples of genomic DNA from Brazil, Mexico, and
Nayarit State of western Mexico (the latter two kindly
provided by Juan Mosqueda, Universidad Autónoma de
Querétaro, Mexico).
Extraction of genomic DNA from blood of experimentally inoculated bovines or erythrocyte cultures were
performed in phosphate buffered saline (PBS)-washed
packed red blood cells by standard phenol–chloroform
extraction and ethanol precipitation [17]. DNA was
quantified using a NanoDrop 1000 spectrophotometer
(Thermo Fisher Scientific, Waltham, MA, USA) and
stored in aliquots at − 20 °C.
Identification and analysis of tandem repeats

The Tandem repeats finder (TRF) program [18] was used
with the amino acid sequence of the S3P strain to identify
repetitive sequences present in BbiTRAP-1-3. A subset
of sequences was manually selected from the TRF output
of BbiTRAP-1 according to the period size of the repeat
(> 176 bp) and copy number (> 3). These repeats were further analyzed and documented.
Primers corresponding to the conserved 5′ and 3′
regions flanking approximately 20–30 bp from the BbiTRAP-1 repeat region were manually designed using the
S3P sequence. Primers (5′–3′) were: RepTRAPfw GAC
TCATCACAGAAAGCGCG and RepTRAPrv TCTTCC
CTGCCTAGGTCTGA. These primers flank a region of
repeats from positions 1392 to 2326 of the BbiTRAP-1
nucleotide sequence. PCR amplifications were carried
out using the genomic DNA from the B. bigemina strains
mentioned above. DNA from the B. bovis R1A strain was
used as a template negative control. Amplifications were
performed using the T-Plus DNA Polymerase kit (INBIO
HIGHWAY SA, Tandil, Argentina) containing 0.4 µmol
of each primer, 0.2 mM of each deoxyribonucleotide
triphosphate (Promega, Madison, WI, USA), 0.5 μg/μL
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bovine serum albumin, and 100 ng of genomic DNA. PCR
analyses were performed in a 50-µl reaction mixture in a
Bio-Rad MyCycler Thermal Cycler (BioRad, Hercules,
CA, USA). The cycling conditions were denaturation at
94 °C for 3 min; annealing involving a touchdown step of
9 cycles at 95 °C for 1 min, 65 °C for 1 min, and 72 °C for
1 min and 10 s, with the annealing temperatures decreasing by 1 °C every cycle; followed by 27 cycles at 95 °C for
1 min, 59 °C for 1 min, and at 72 °C for 1 min and 10 s,
and a final extension at 72 °C for 10 min.
Aliquots of 50 μl of each amplified product were electrophoresed in a 1% agarose gel, and the resulting DNA
bands were stained with ethidium bromide. DNA bands
were visualized on a UV image analyzer (BioRad) and
documented. Bands of approximately 1028 and 800 bp
were excised, purified, and cloned into the pGEM-T
easy vector (Promega) according to standard protocols. The corresponding insert from purified plasmids
was sequenced in both strands using vector primers.
Sequences were deposited in GenBank under accession
numbers MN450376–MN450383.
Expression and purification of the recombinant BbiTRAP‑1

For ease of expression, predicted transmembrane regions
of high hydrophobicity of BbiTRAP-1 were identified
using the TMHMM Server v.2.0 (www.cbs.dtu.dk/servi
ces/TMHMM) and removed from the final sequence.
Therefore, a truncated DNA fragment of 1875 bp coding for 625 amino acids (corresponding to amino acids
320–944) was commercially synthesized (GenScript Biotech Corp., Piscataway, NJ, USA) and cloned between the
EcoRI and BamHI sites in the pET-28a vector (SigmaAldrich, St. Louis, MO, USA) along with an in-frame
hexa histidine (6×His) tag for further protein purification. The plasmid map can be accessed in https://www.
addgene.org/vector-database/2565/.
The BbiTRAP-1-pET28a construct was used to transform chemically competent Escherichia coli Rosetta
(DE3) BL21 strain (Invitrogen, Carlsbad, CA, USA). Maximal expression of the protein was obtained after induction with 1 mM isopropyl β-D-1-thiogalactopyranoside
(IPTG) at 20 °C overnight. Protein purification was performed using the ProBond™ Purification System according to the manufacturer’s instructions (Life Technologies,
Carlsbad, CA, USA) to purify polyhistidine-containing
recombinant proteins. The purified BbiTRAP-1 protein
was analyzed by sodium dodecyl sulfate–polyacrylamide
gel electrophoresis (SDS-PAGE) and the protein identity
was confirmed by Western blot using a commercial antiHis tag antibody (Abcam, Cambridge, UK). The protein
concentration was measured using the Pierce BCA Protein Assay kit (Thermo Fisher Scientific).
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Production of anti‑BbiTRAP‑1 polyclonal sera

Purified BbiTRAP-1 was used to immunize mice and
bovines. In all cases, a pre-immunization bleeding was
performed. Five male 7-week-old BALB/c mice were
used and housed in cages with food and water provided
ad libitum. Two 3-year-old female Aberdeen Angus
bovines were housed in the plot field facilities at the
Instituto Nacional de Tecnología Agropecuaria (INTA),
Castelar, Argentina (34° 35′ 48.8″ S 58° 41′ 01.5″ W) and
allowed to adapt to the conditions and handling for 1
week before starting the experiment. Trained and experienced animal technical assistants and care workers
were in charge of the bovines. In mice, 30 µg of the antigen combined with complete Freund’s adjuvant (SigmaAldrich) were injected subcutaneously. Immunizations
were repeated on days 14 and 21 with 30 µg of antigen
combined with incomplete Freund’s adjuvant (SigmaAldrich). Blood samples were collected by submandibular bleeding at day 28, and sera was stored in aliquots at
− 20 °C until use. All mice were anesthetized with isoflurane (Piramal Pharma Solutions, Lexington, KY, USA)
and then killed by cervical dislocation.
For bovines, 100 μg of recombinant protein plus Montanide ISA-61VG adjuvant (Seppic, Paris, France) were
injected 4 times every 21 days by the same route. Blood
samples were collected by jugular venipuncture in Vacutainer™ tubes (Becton–Dickinson, Franklin Lakes, NJ,
USA) at the end of the experiments, and sera were stored
in aliquots at − 20 °C until use.
All the experiments were carried out under guidelines
of the Institutional Committee for the Use and Care of
Experimentation Animals (CICUAE–INTA protocols
No. 17/2018 and 47/2018).

BbiTRAP‑1 protein expression analysis
The expression of TRAP-1 in B. bigemina merozoites
was confirmed by Western blot analysis. Parasites were
cultured at 37 °C in 5% C
 O2 in air in 25-cm2 flasks (JETBIOFIL, Guangzhou, China) containing a 5% (vol/vol)
concentration of bovine erythrocytes from a healthy
donor in medium 199 (GIBCO, Grand Island, NY, USA)
supplemented with 40% autologous bovine serum. For
the Western blot experiments, 50 ml of this B. bigemina
culture was centrifuged at 2500g at 4 °C for 15 min followed by two washes with cold PBS (same centrifugation
speed and temperature). The pellet was resuspended at
10% packed cell volume in PBS followed by addition of
1.13 ml of ice-cold distilled water per gram of wet pellet
under continuous mixing by gentle shaking. The suspension was left for 1 min on ice, and then 0.11 volumes of
10× PBS were added to bring it back to the isotonic condition. The suspension was finally spun down, and the
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resulting pellet was washed twice with PBS, then resuspended in cracking buffer 2× and used for SDS-PAGE.
After SDS-PAGE the gel was transferred onto nitrocellulose membranes (Merck & Co., Kenilworth, NJ, USA)
using a wet blotting system, and the membrane was further blocked with 5% (w/v) skimmed milk in PBS for at
least 2 h at room temperature or at 4 °C overnight with
continuous shaking. The source of the primary antibodies was murine or bovine polyclonal sera, respectively.
The secondary antibodies used were anti-murine or antibovine antibodies (goat anti-mouse IgG H&L [horseradish peroxidase, HRP]; Abcam) or rabbit anti-bovine IgG
whole molecule (HRP) (Sigma-Aldrich) following standard protocols. After the membranes had been incubated
for about 1 h at room temperature and then washed, the
bands were developed using a chemiluminescent assy
(enhanced chemiluminescence; Pierce™ ECL Western
Blotting Substrate; Thermo Fisher Scientific).
BbiTRAP‑1 enzyme‑linked immunosorbent assay

An indirect enzyme-linked immunosorbent assay
(ELISA) using recombinant BbiTRAP-1 was performed
following previously developed protocols [19]. Different
concentrations of antigen (2, 5, 10, 20, 40, 80, and 100 ng/
well) and serum dilutions had been checked in triplicate
in previously run assays to optimize the assay conditions
(data not shown). The optimal concentration of bound
antigen was set at 40 ng/well, and serum dilutions were
1:1600 for mice and 1:10 for bovines.
Bovine sera from different geographic locations with a
reported presence of ticks (Misiones, n = 42, and Santa
Fe, n = 27) were used. All sera had been previously tested
as being positive for B. bigemina infection by an ELISA
based on a merozoite lysate [20]. Sera from the tick-free
area of the Buenos Aires region (n = 10) were included
as negative controls; all of these sera had tested negative
for B. bovis and B. bigemina antibodies by the merozoitebased ELISA. For specificity testing, 5 sera from B. bovispositive animals were used. A threshold optical density
(OD) value was calculated to discriminate B. bigeminapositive sera from B. bigemina-negative sera; this value
was obtained by calculating the average OD of negative
sera of triplicate data sets + 2 standard deviation values.
In vitro neutralization assay

Inhibition of B. bigemina merozoite invasion of erythrocytes was performed as previously described for B. bovis
[21]. Briefly, the B. bigemina PR strain (provided by the
Animal Disease Research Unit of the U.S. Department
of Agriculture laboratory at Washington State University, WA, USA) was cultured in a 96-well plate with 5%
hematocrit. To that end, infected erythrocytes with 1%
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parasitemia were incubated with the sera to be analyzed
in a culture medium containing 60% HL-1 medium (pH
7.2) and 40% of the aforementioned sera that had been
previously heat-inactivated for 30 min at 56 °C. The culture was maintained at 37 °C in a 5% CO2 atmosphere
for 72 h with changes of media every 24 h. Pre-immune
mice and bovine sera were used as negative controls.
Serum from a steer inoculated with the B. bigemina PR
strain was used as the positive control. At the end of the
incubation, the percentage of parasitized erythrocytes
(PPE) was determined by flow cytometry using a Millipore Guava easyCyte HT flow cytometer (Merck Millipore, Burlington, MA, USA) and Flowing software,
version 2.5 (Turku Bioscience Centre, Turku, Finland).
Prior to sorting, samples were stained with hydroethidine (Dihydroethidium; Invitrogen) to stain the parasite’s
DNA, following the manufacturers’ instructions. For the
fluorescence-activated cell sorting (FACS), cell suspensions were diluted in PBS containing 0.2% sodium azide
to obtain a flow rate of 2000–5000 cells/s, and each cell
suspension was sampled in triplicate for statistical analysis. Measures of hydroethidine (blue fluorescence) were
registered for all analyzed samples. The number of gated
events was recorded on a fluorescence (BluFL2) versus
side scatter (SSC) dot plot, where thresholds were set up
based on the infected and non-infected controls [22]. The
percentages of parasitemia inhibition (% pi) for the antiBbiTRAP-1 antibodies were calculated with the following
formula: % pi = 100 − ([PPE post-immunization serum/
PPE pre-immunization serum] × 100). P values < 0.05
according to an independent Student’s t test were considered to be significant. The experiment was repeated
twice.
Indirect fluorescent antibody test

The indirect fluorescent antibody test (IFAT) was carried
out essentially as described in the OIE (World Organization for Animal Health) manual [23], with minor modifications. Smears of infected red blood cells (iRBCs) from
cultured B. bigemina parasites were fixed in ice-cold acetone for 30 s and air-dried. Pooled samples of polyclonal
bovine sera anti-BbiTRAP-1 were diluted 1:100 in PBS;
pooled samples of pre-immune bovine sera at the same
dilution were used as negative controls.
All sera were incubated for 30 min in a humid chamber
at 37 °C. After three washes (10 min in PBS and 5 min
in bi-distilled water), fluorescein isothiocyanate (FITC)conjugated anti-bovine IgG (H + L) (Sigma-Aldrich),
diluted 1:100 in PBS containing Blue Evans (1:1000) and
TO-PRO-3 (1:150) stains), was applied as a secondary
antibody and incubated for 30 min in a humid chamber
at 37 °C. The slides were washed twice for 10 min with
PBS–Tween 20 0.05% and once for 5 min with bi-distilled
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water and then mounted with a coverslip in 1:2 glycerol–
PBS. Epifluorescence was examined under a confocal
microscope (Leica TCS SP5; Leica Microsystems, Mannheim, Germany).

Results
Identification and genetic characterization of the TRAP
family in Babesia and Theileria

To identify the BbiTRAP-1 coding sequence, we performed a TBLASTN search in the genome of B. bigemina
(BOND strain) using the predicted amino acid sequence
of the B. bovis TRAP-1 gene as a query. This search
resulted in the identification of an orthologous TRAP-1
gene of 3186 bp that encodes a 1061-amino acid (aa) protein (BBBOND_0202740). This gene has five exons and
is located in chromosome II, as in B. bovis (Fig. 1a). At
the genome level, BbiTRAP-1 as well as downstream and
upstream surrounding genes are syntenic in comparison with B. bovis, B. divergens, B. microti, and B. ovata
(Fig. 2).
The BbiTRAP-1 protein has a signal peptide at the
N-terminus, the adhesive domains vWFA (approx. 200
residues), and TSP-1 (approx. 60 residues and also known
as TRS) and the characteristic transmembrane domain
(Fig. 1a). A metal ion-dependent adhesion site (MIDAS)
motif is also present in the vWFA domain. This motif
in BbiTRAP-1 is identical to the reported consensus
sequence [7] and is composed of five non-contiguous
amino acids, namely, Asp-Xaa-Ser-Xaa-Ser (where ‘Xaa’
can be any amino acid), that are brought together to
accommodate a divalent cation. Even though the amino
acid sequence of the TRAP-1 orthologs in B. bovis and B.
bigemina share an amino acid identity of only 49 (62%),
the modular composition and domain order in both species is the same as in its more distant ortholog, P. falciparum (Fig. 1b).
Previous studies in Plasmodium sp. show that TRAP
proteins belong to a family with at least six members [24].
In Apicomplexa the genes encoding for these proteins
are expanded in a lineage-specific fashion; therefore, we
searched for the presence of other members of the TRAP
gene family in the Babesia and Theileria genera. We first
searched on PiroplasmaDB for all genes that coded for
proteins containing the TSP-1 or vWFA domain since
these functional domains are present in all TRAP proteins characterized to date [7]. Our criteria to assign a
protein to the TRAP family included the presence of an
acidic CTD with a conserved tryptophan residue near the
C-terminal end of the protein, which is another typical
feature of canonical apicomplexan TRAP proteins [14].
The results of this search, based on available current
information, are shown in Additional file 1: Table T1.
All species of Babesia and Theileria contain at least two
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TRAP genes in their genome. In general, the percentages
of amino acid identity of TRAP proteins were found to
be between 18.43 and 66.25% for TRAP-1 in Babesia spp.
and between 42.66 and 82.91% for TRAP-1 in Theileria
spp. B. bovis has the largest number of TRAP genes, with
four members, and B. canis has only one TRAP-2 gene. In
particular, in B. bigemina, TRAP-2 has the same domain
architecture as TRAP-1, whereas TRAP-3 has two TSP-1
domains and vWA domains, respectively (Fig. 1c).
A second search focused on identifying encoded proteins containing just the TSP-1 domain led us to also
identify three new members of another group of TRAPrelated proteins (Fig. 1c and Additional file 1: Table T2).
These were named TRP after the report of these orthologous proteins in Plasmodium berghei [14]. Unlike TRAP,
these TRP proteins lack the vWFA domain but contain
a variable number of TSP-1 domains and a non-acidic
CTD from which the conserved tryptophan residue is
absent.
Phylogenetic analysis

Phylogenetic analysis of sequences of the TRAP family in B. bigemina with paralogs and orthologs of available related species was performed using maximum
likelihood estimation (Fig. 3), resulting in neighbor joining analysis retrieving a tree with similar topology (data
not shown). This analysis, based on TRAP-1, showed that
B. ovata is the species with the closest genetic relationship with B. bigemina. Both parasites are classified as a
large-type Babesia that infect cattle. A further subclade
including B. bovis and B. orientalis is also recognized
with high bootstrap value (100%). In general, all TRAP-1
orthologs cluster together, with the exception of B.
microti, which is considered as a sensu lato Babesia sp.
In contrast, TRAP-2 and TRAP-3 protein sequences are
grouped with their respective paralogs.
Structural analysis of TRAP family

To further confirm the conservation of BbiTRAP-1-3
proteins with the already reported orthologs, the 3D
structure of the three proteins was predicted in silico
(Additional file 1: Fig. S1). Homology modeling was performed on the structure of a fragment of Plasmodium
vivax sporozoite surface protein 2 (PDB code: 4hql.2.A)
(also referred to as TRAP) [25], which was the candidate
with the highest GMQE scores (0.60, 0.49, and 0.5 for
TRAP-1, TRAP-2, and TRAP-3, respectively). The predicted 3D structures of the canonical vWFA and TSP-1
domains contain eight α-helices (α1–α8), eight β-strands
(β1–β8), and the MIDAS site (Fig. 4). While the degree
of amino acid conservation between BbiTRAP-1, 2,
and 3 and sporozoite surface protein 2 is low (sequence
similarity: 0.34, 0.30, and 0.30 for TRAP-1, TRAP-2, and
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1061 aa

1061 aa
*

BbiTRAP-2

1097 aa
*

BbiTRAP-3

1318 aa
1646 aa

BbiTRP-1
BbiTRP-2
BbiTRP-3

514 aa
1423 aa

Fig. 1 Sequence analysis of Babesia bigemina TRAP-1 (BbiTRAP-1) gene. a Schematic representation of the BbiTRAP-1 gene in the BOND strain
with its five exons and the encoded polypeptide containing a signal peptide (SP), von Willebrand factor A (vWFA), a thrombospondin type-1
repeat domain (TSP-1), tandem repeats and the transmembrane region (TM) as well as a cytoplasmic tail domain (CTD). Asterisk indicates the
presence of a tryptophan residue close to the CTD. b Schematic representation (not to scale) of the domains and repeats of three apicomplexan
thrombospondin-related anonymous protein (TRAP) family proteins. Only long repeats (> 7 amino acids [aa]) are displayed as purple triangles.
The triangles reflect the number of tandem repeat units with the exception of Babesia bovis TRAP-1 which has 11 repeat units in the T2Bo strain.
The GenBank accession numbers of the corresponding genes are PF13_0201 (Plasmodium falciparum) and EDO06220.1 (B. bovis). The protein
sizes in amino acids are shown on the right side. c Schematic representation (not to scale) of the domains and repeats of B. bigemina TRAP and
thrombospondin-related protein (TRP) family proteins. Only long repeats (> 7aa) are displayed as purple triangles

B. bigemina BOND strain
B. bovis T2Bo strain
B. micro RI strain
B. ovata Miyake strain
B. divergens 1802A strain

Fig. 2 Synteny map analysis for BbiTRAP-1. Dotted lines indicate the location of TRAP-1 orthologs in other Babesia species. Conservation of
surrounding genes is shown as shaded areas
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Babesia bigemina TRAP-2

99

Babesia bigemina TRAP-3

100

Babesia ovata TRAP-2
36

Babesia ovata TRAP-3

100

Babesia divergens TRAP-2
66

Babesia canis TRAP-2

99

Babesia gibsoni TRAP-2

66
100

100

Babesia gibsoni TRAP-3

Babesia bovis TRAP-2
Babesia bovis TRAP-3

87

98

Babesia bovis TRAP-4
Theileria equi TRAP-2

36

Theileria orientalis TRAP-2

100

Theileria annulata TRAP-2

86
100

Theileria parva TRAP-2

Babesia microti TRAP-1
Babesia bigemina TRAP-1

100

Babesia ovata TRAP-1

100

Babesia bovis TRAP-1

99
100

Babesia orientalis TRAP-1

Babesia divergens TRAP-1
Babesia microti TRAP-2

75

Theileria equi TRAP-1

58

Theileria orientalis TRAP-1

64

Theileria annulata TRAP-1

99
100

Theileria parva TRAP-1

Plasmodium falciparum TRAP

0.50

Fig. 3 Phylogenetic tree constructed with the complete amino acid sequences of TRAP family members in B. bigemina together with paralogs and
orthologs of closely related species. Plasmodium falciparum thrombospondin-related anonymous protein amino acid sequence was used as an
outgroup. The tree was inferred using the maximum likelihood method. Bootstrap values after 1000 pseudo replicates are shown at each branch
point

TRAP-3, respectively), their overall predicted domain
structures are well conserved.
Sequence analysis of BiTRAP‑1 repeats

The TRF software was used to screen the BbiTRAP-1
gene for the presence of tandem repeats based on previous findings of these repeats in the central part of the
TRAP-1 gene in B. bovis [18]. The BbiTRAP-1 protein
contains four blocks of long amino acid repeats in the
central portion of the protein. Two of these blocks have
complete repeat modules of 84 aa each, while the last two
are truncated (comprised of 60 and 73 aa, respectively).

The tandem repeat motifs in TRAP-1 proteins were
also analyzed in different B. bigemina strains obtained
either from translated genomic data or from sequenced
PCR products. Comparative analysis among strains from
Argentina, Australia, Puerto Rico, Brazil, and Mexico
determined that the tandem repeat modules varied in
number and sequence among distinct isolates (Table 1).
In order to facilitate the analysis of the variation of the
repeat modules, a code number was assigned to each
repeat. An alignment of all the repeats identified in this
work is shown in Fig. 5.
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Regarding BbiTRAP-2 and 3, four blocks of tandem
repeats were found in BiTRAP-2, between amino acids
71 and 178. Two of these blocks have 27 amino acids
each, while the last two have 25 and 28 amino acids,
respectively. No repeats were identified in BiTRAP-3.

b

a

α2
α1

MIDAS

α3

vWFA domain

β1

α6

β6

α7

α5

β2
α4

β5

Expression of recombinant BbiTRAP‑1

β3 β4
β8
β7

TSP-1 domain

α8

Fig. 4 Hypothetical three-dimensional structure of BbiTRAP-1. a
Cartoon structure of BbiTRAP-1 (residues 43–302). The α-helices
are shown in violet and β-strands are indicated in green. The metal
ion-dependent adhesion site (MIDAS) site for binding ligand is shown
in a black circle. b BbiTRAP-1 surface structure

The number and sequence of the repeats among strains
is rather variable. Strains from Puerto Rico and Mexico
have a shorter repeat region with only two and three
repeat blocks, respectively. Some of the repeat modules are present in strains from a specific region, such
as repeats 1, 3, 14 and 15 that were only found in Argentina and Brazil. Remarkably, all Argentinean attenuated strains analyzed here (S1A, S2A and M1A) show a
relatively conserved repeat pattern where the first repeat
module is variable but the last three ones (repeats 14, 3,
15) are exactly the same. All the repeats present in the
Australian BOND and the Mexican Nayarit strains are
unique and are not present in any other strain analyzed
here.

For further characterization of TRAP-1 in B. bigemina,
we generated a recombinant form of this protein containing only predicted extracellular regions and a His tag in
order to facilitate expression and purification. The truncated recombinant BbiTRAP-1 protein (rBbiTRAP-1)
was obtained at high yield and it could be purified under
native conditions. After SDS-PAGE analysis (Fig. 6a,
lane 1), a unique band of ~ 107 kDa, was observed. Even
though the recombinant BbiTRAP-1 run with a higher
than predicted molecular weight, positive Western blot
results with the anti-His antibody confirmed the identity
of the purified protein (Fig. 6b, lane 1).
Evaluation of antibody reactivity against recombinant
and native BbiTRAP‑1
BbiTRAP‑1 is recognized by antibodies from naturally
infected cattle

In order to determine if antibodies present in the serum
of B. bigemina-infected cattle would react with rBbiTRAP-1, we performed a Western blot analysis. Sera
from these bovines specifically recognized the same band
of approximately 107 kDa protein that was obtained with
the anti-His antibody (Fig. 7a, lanes 4–6). No reaction
was observed with sera from uninfected cattle (Fig. 7a,
lanes 7, 8) or from a bovine infected with B. bovis (Fig. 7a,
lanes 1–3).
To further characterize the expression of the BbiTRAP-1 protein in merozoites, we initially tested the

Table 1 Variability of the TRAP-1 protein sequence of different Babesia bigemina strains
Strain

RI

R II

R III

R IV

Origin

Source

S3P

1

2

3

4

Argentina

Genome database [12]

S2A

13

14

3

15

Argentina

Own results

S1A

21

14

3

15

Argentina

Own results

M1A

22

14

3

15

Argentina

Own results

38

16

17

3

4

Argentina

Own results

S2P

16

12

23

11

Argentina

Own results

Brazil

1

14

3

18

Brazil

Own results

JG29

10

2

–

11

Mexico

Genome database [12]

Mexico_seed

19

20

–

11

Mexico

Own results

Nayarit

24

–

25

26

Mexico

Own results

PR

9

–

–

4

Puerto Rico

Genome database [12]

BOND

5

6

7

8

Australia

Genome database [12]

A number R I-R IV was assigned to each of the four repeat blocks shown in Fig. 1b and c for the BOND strain
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Fig. 5 Amino acid alignment of the different repeat modules found in BbiTRAP-1. Each number on the left corresponds to a different type of repeat

ability of sera from mice and bovines immunized with
recombinant BbiTRAP-1 to recognize the native protein
in immunoblot assays. In both animal models, antisera
reacted with a single band of approximately 107 kDa in
parasite lysates derived from B. bigemina-infected erythrocytes (Fig. 7b, lane 2 for mice and Fig. 7c, lane 1 for
bovine). Accordingly, mice or bovine pre-immune sera
did not react with any B. bigemina antigen (Fig. 7b, lane 1
and Fig. 7c, lane 2). Taken together, the data confirm the
expression of BbiTRAP-1 in blood stages of the parasite.

Truncated BbiTRAP‑1 is not immunodominant in B.
bigemina‑infected bovines

An in house indirect ELISA was developed to further
assess the immunogenicity of BbiTRAP-1 using sera from
B. bigemina-infected animals. For this purpose, a set of
69 sera from B. bigemina-infected herds from two different geographic origins (Misiones and Santa Fe, Argentina) was used. The results showed that 29.62% of the
sera samples from experimentally-infected bovines and
42.85% of those from naturally-infected bovines recognized BbiTRAP-1 in this ELISA (Additional file 1: Fig.
S2). The specificity of the test was optimal (100%), and
the sensitivity had the same values as above since no false
negative results were obtained. This pattern of reactivity
suggests that rBbiTRAP-1 is not an immunodominant
antigen and would not be an optimal candidate for developing novel serological diagnostic assays.
BbiTRAP 1 contains neutralization‑sensitive epitopes

Fig. 6 Expression of recombinant BbiTRAP-1 as a polyhistidine tag
(His-Tag) protein. The purified protein fraction is shown following
12% sodium dodecyl sulfate-polyacrylamide gel electrophoresis. a
Coomasie blue, b Western blot. M Molecular weight marker

To determine whether BbiTRAP-1 has neutralizationsensitive B-cell epitopes, we performed an in vitro invasion assay using anti-recombinant BbiTRAP-1 murine
and bovine hyperimmune sera. After 72 h of the initiation of the cultures, antibodies against BbiTRAP-1 present in both sera had neutralized invasion by 39.94% in
the mice sera (Additional file 1: Fig. S3) and by 46.92% in
bovine sera.
We observed some unspecific effect of the mice preimmune serum in the infection capacity of the parasites
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Fig. 7 Evaluation of serum reactivity against recombinant (a) or
native (b, c) BbiTRAP-1 by Western blot. a Lanes: M Molecular weight
marker (kDa), 1, 2, 3 sera from 3 different bovines infected with B.
bovis, 4, 5, 6 sera from 3 different bovines experimentally infected with
B. bigemina, 7, 8 sera from 2 bovines from a tick-free region (negative
control). b. Lanes: 1 Pre-immune mouse serum, 2 anti-BbiTRAP-1
mouse serum. c Lanes: 1 Anti-BbiTRAP-1 bovine serum, 2 pre-immune
bovine serum

(Additional file 1: Fig.S3a [panel c], b). However, antiBbiTRAP-1 antibodies (Additional file 1: Fig. S3a [panel
d], b) do have a significant inhibitory effect on the rate
of in vitro growth of the parasite when compared to both
preimmune sera and control non-treated cultures (p
< 0.05).
Confirmation of the presence of in vitro neutralization-sensitive epitopes in BbiTRAP-1 suggests that this
protein may also be exposed to neutralizing antibodies during infection and that these could be targeted as
a possible component of a subunit vaccine against B.
bigemina.
BbiTRAP‑1 is expressed in intraerythrocytic merozoites

We also analyzed the localization of BbiTRAP-1 in intracellular merozoites. The pattern of reactivity of bovine
serum raised against recombinant BbiTRAP-1 was tested
by IFAT using fixed smears of B. bigemina-infected erythrocytes. The green fluorescence of the FITC-anti-bovine
conjugate localized with a strong focal signal in the wider
region of the pear-shaped merozoites compared with
the rest of the parasite’s body (Fig. 8i). This positive signal was not observed when iRBCs were incubated with
a B. bigemina-negative bovine serum (Fig. 8e). Both antiBbiTRAP-1 and anti-B. bigemina antisera showed a very
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Fig. 8 Indirect immunofluorescence assay by confocal laser
microscopy of B. bigemina with antibodies against recombinant
BbiTRAP-1. Smears of B. bigemina-infected merozoites were incubated
with sera from a bovine experimentally infected with B. bigemina
(a–d), a control bovine immunized with adjuvant alone (e–h),
and a bovine immunized with recombinant BbiTRAP-1 (i–l). c, g, k
Fluorescein isothiocyanate (FITC)-conjugated anti-bovine IgG and
TO-PRO-3 DNA stain were used to create a merged image. Inset in
i Enlargement of duplicated B. bigemina merozoites reacting with
anti-BbiTRAP-1. DIC Differential interference contrast microscopy
images are located on the far right and were used to confirm the
location and number of individual intracellular parasites. Scale bars:
5 μm

similar staining pattern with the fluorescence appearing
to be concentrated at the bottom side of the parasites.

Discussion
BbiTRAP‐1 is a novel, well-conserved antigen of Babesia bigemina with structural and antigenic characteristics similar to those of several adhesin orthologs already
described. These include proteins of diverse origin, such
as the Plasmodium TRAP and the circumsporozoite protein as well as T. gondii micronemal proteins [7]. We propose that both TRAP and TSP are members of a TRAP
superfamily and share a common ancestral origin and
non-overlapping functions. The widespread conservation
of this multigene TRAP superfamily, including canonical TRAP and the TRP families decribed herein, among
distinct apicomplexan parasites underscore an important functional role and relevance for parasite survival.
Whether TRP proteins are functional equivalents of
TRAP, or if they play different roles remains unknown.
Indeed, proteins containing adhesive domains like
TRAPs allow the parasite to interact with receptors
present at the host cell surface and are linked to the
glideosome, a molecular machine necessary for parasite motility and host-cell invasion [5]. The importance
of adhesive domains was demonstrated in recent studies on Plasmodium berghei TRAP in which deletion of
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the vWFA domain abolished gliding motility, mosquito
salivary gland invasion, and subsequent mouse infection
[26]. For these reasons, these proteins could be important targets for immunological or chemotherapeutic
interventions.
Our genomic analysis showed that the BbiTRAP-1 gene
is in fact part of a family composed of two additional
members, designated as BbiTRAP-2 and BbiTRAP-3.
According to what is widely known in Apicomplexa, we
confirm here the observation that the TRAP family in
Piroplasmida possesses two or three genes depending on
the genus. Whether the expression of TRAP family proteins is stage-specific, as is reported in Plasmodium, will
demand further studies.
Expression of TRAP-2 in merozoites has been reported
previously, but only for B. bovis and B. orientalis [9, 27];
to our knowledge, no other study has described the presence of these proteins in other members of Piroplasmida.
In this context, our data provide additional information
on this gene family for future characterization studies
not only in Babesia but in Theileria sp. as well. The data
described here extend also to the new TRP gene family
identified by us in both genera through a domain-driven
bioinformatic search. In relation to TRP function, it has
been demonstrated that the P. berghei TRP ortholog is
involved in oocyst egress and salivary gland invasion
[14]; therefore, further studies in tick stages will shed
light on the functional relevance of these proteins in
Piroplasmida.
Regarding BbiTRAP-1, the chromosomal region that
contains this gene is syntenic between B. bigemina and
the other Babesia species analyzed. This observation
indicates that this region of the chromosome is well conserved across the Babesia genus and that recombination
would be infrequent for this region of the genome. At the
gene level, the number of exons in BbiTRAP-1 also coincides with their orthologs in B. bovis, B. orientalis, and
B. ovata, suggesting a closer genetic relationship among
these members of the genus. In this sense, the results of
our phylogenetic analysis of TRAP-1 in Babesia sp. support the hypothesis of a closer association among these
species by showing that B. bigemina, B. orientalis, B.
bovis, and B. ovata form a separate clade apart from B.
divergens. It is interesting to note that the TRAP-1 tree
reflects mostly the taxonomic relationships of members
of the order Piroplasmida based on studies of mitochondrial and 18S genes [28]. In both cases, Babesia species
of the sensu stricto group form a separate phylogenetic
clade apart from Theileria sp. and B. microti.
The presence of only one TRAP-2 member in B. canis
can be attributed to a sequencing artifact due to the fragmentation of the B. canis genome into a large number of
scaffolds [29]. It has been reported that incorrect genome
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assemblies result in inferring a wrong number of genes
belonging to a gene family [30], so the number of TRAP
genes, transmembrane regions, and acidic CTD in B.
canis should be further revised.
Even though the overall amino acid identity of the BbiTRAP-1 protein compared with that of other Babesia
species is relatively low, the sequence conservation and
tertiary structure is very high in key adhesive domains,
such as vWFA and TSP-1. This conservation goes beyond
the Babesia genus, as reflected by the good fitting of the
predicted BbiTRAP-1 3D structure with the sporozoite
surface protein 2 of Plasmodium vivax, confirming the
functional importance of this protein in critical processes
not only in the Babesia genus, but also among other apicomplexan parasites. Conserved domains like the vWFA,
with similar overall structures in distant phyla, have been
reported to be polyspecific in Apicomplexa, providing
the parasites with the versatility to interact with multiple
ligands and migrate into diverse organs [26].
Another conserved feature of BbiTRAP-1 and other
adhesive proteins is the presence of tandem repeat units
in the central part of the protein. The presence of repeats
or of tandem duplication of adhesive domains has been
associated with parasitic evolution strategies to form
high avidity complexes for host cell invasion [31] or to
be a smokescreen to escape from the vertebrate host
immune system [32]. The presence of these repeats has
already been described for B. bovis TRAP-1 [33] where
this high ratio of variation was exploited for use as a
molecular marker. In our study the variation in sequence
and order of the repeat units in BbiTRAP-1 could also be
applied for high-resolution molecular fingerprinting of B.
bigemina isolates. Further analysis at the genomic level
will determine if the high conservation of BbiTRAP-1
repeat modules in vaccine strains of Argentina is a more
widespread phenomenon, and if it could reflect a process
of reduced genome diversity after attenuation, similar to
what has been reported for B. bovis [34].
The truncated recombinant BbiTRAP-1 was found to
have a higher than expected molecular size. This phenomenon has been reported for acidic proteins of eukaryotic origin and been attributed to changes in protein
mobility due to low binding of SDS, producing insufficient denaturation and slower migration in the gel [35,
36]. Consistently, the recombinant BbiTRAP-1 obtained
in this work was found to have 17.9% of acidic amino
acids and a theoretical pI of 4.72.
Testing the reactivity of anti-rBbiTRAP-1 in Western
blot against a B. bigemina lysate resulted in the recognition of native B. bigemina merozoite protein with the
predicted size of BbiTRAP-1, suggesting that this protein
is actually expressed in the blood stages of the parasite.
This result is fully consistent with the identification of
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anti-rBbiTRAP-1 antibodies in infected cattle and the
strong IFAT signal. Furthermore, the immunofluorescence assay using bovine antisera demonstrated that this
protein is expressed in intra-erythrocytic merozoites,
with a stronger signal in the region of the apical complex where adhesion proteins for initial attachment are
frequently located. The presence of a signal peptide in
BbiTRAP-1 is also compatible with its involvement in a
possible secretion pathway via association with the apical
complex organelles of the parasite.
One of the major drivers in Babesia studies is the
searcg for immunodominant antigens that can be used in
serological diagnostics. In Argentina, the only serological
test used routinely for B. bigemina diagnosis is an indirect ELISA based on a merozoite lysate [20] that has two
major limitations: (1) the need for parasite culture maintenance or infected bovines and (2) difficulty in standardization. The ELISA results with the truncated form
of BbiTRAP-1 had values of sensitivity of 29.62–42.85%.
These values are below those considered to be optimal
for an ELISA test and indicate that at least the selected
portion of BbiTRAP-1 expressed by us is not suitable for
a diagnostic test and that the epitopes present in this protein are not immunodominant. If BbiTRAP-1 is in fact a
subdominant antigen, it may be a molecule that is essential for parasite survival and, therefore, a promising candidate for vaccine development.
The involvement of members of the TRAP family during the erythrocyte invasion by merozoites has
been previously demonstrated in B. bovis [6, 27] and
in other Babesia species [8–10]. Our results showing an important reduction in parasite invasion assays
with anti-TRAP-1 antibodies support the hypothesis
of the presence of surface-exposed neutralizing B-cell
epitopes, which is in accordance with these previously
published reports. As the recombinant BbiTRAP-1 protein obtained in this work lacks hydrophobic portions in
the N- and C- terminal regions, it can be assumed that
these epitopes are located outside these regions. Further
experiments involving epitope mapping will be required
to determine the exact location of these epitopes.
In summary, we have characterized a novel TRAP-1
homolog expressed by merozoites of B. bigemina and
provide evidence that this antigen has B-cell neutralizing epitopes that are exposed during infection and
which could play a key role in parasite invasion. These
functional characteristics together with its possible antigenic subdominance suggest that BbiTRAP-1 is a rational
candidate for developing a subunit vaccine against B.
bigemina.
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Conclusions
In this study we have identified the BbiTRAP and BbiTRP
gene families in several Babesia and Theileria species
and defined these genes as members of a gene superfamily. We have also characterized BbiTRAP-1 as a novel
antigen of B. bigemina with structural and antigenic
characteristics similar to those of its orthologs in other
Apicomplexa. The presence of adhesive domains, perceived functional significance, and high level of conservation, together with the identification of surface-exposed
neutralization-sensitive B-cell epitopes and its possible
immunological subdominance, suggests that BbiTRAP-1
should be included as a subunit vaccine candidate against
B. bigemina.
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all TRAP (Table T1) and TRP (Table T2) family members. Accession numbers
are from PiroplasmaDB database except those marked with a superscript
a (a) which are NCBI accession numbers. bSee reference of TRAP-2 of B. orientalis [9]. cID obtained from genome annotation. Domains are: SP, vWFA,
TSP-1, TM, and acidic CTD with a tryptophan residue close to the C-terminus (W). Orthology group is according to OrthoMCL database release
6.1. N/A Not available. Fig. S1 Hypothetical 3D structure of BbiTRAP-1-3 as
cartoon and surface structures. Fig. S2 Analysis of samples from Babesia
bigemina-infected bovines by the merozoite and BbiTRAP-1 ELISA tests.
Fig. S3 a Flow cytometry dot plots associated to the neutralization assays.
Hydroethidine-stained cultures were analyzed by flow cytometry and
the number of gated events was recorded on a fluorescence (BluFL2)
versus side scatter (SSC) dot plot. The assays were performed in triplicate
and the experiment was repeated twice. To set up the thresholds of the
gating strategy we used a non-infected control containing only RBC (a)
and a control of iRBC without the addition of serum (b). Pre-immunization
(c) and post-immunization serum (d) refer to the mice inoculation with
BiTRAP-1. b Average parasitemias and standard deviations were calculated
from triplicates, as described in a. Asterisks represent statistically significant differences according to Student’s t test (P < 0.05)
Abbreviations
iRBC: Infected red blood cell; MIDAS: Metal ion-dependent adhesion site;
PPE: Percentage of parasitized erythrocyte; TRAP-1: Thrombospondin-related
anonymous protein type 1; TRP: Thrombospondin-related proteins; TSP-1:
Thrombospondin type-1 repeat; vWFA: Von Willebrand factor A.
Acknowledgements
Thanks are due toIgnacio Echaide for providing B. bigemina strains from
Argentina and sera from B. bigemina-infected cattle. We appreciate the
technical support provided by Julia Sabio, Silvio Diaz, and Beatriz Valentini.
Diego Franco and Veronica Maldonado have provided professional help with
the bovines. The authors also wish to thank Paul Lacy and Jacob Laughery for
technical support related to Babesia cultures as well as the assistance in flow
cytometry analysis provided Dr. Heba Alzan.
Authors’ contributions
VM, MP, and JJ performed the experiments. VM, MP, CS, and SW analyzed the
results. SW designed the study and drafted the manuscript. All authors read
and approved the final manuscript.

Montenegro et al. Parasites Vectors

(2020) 13:602

Funding
This work was financially supported by a grant from FONCYT-PICT 2015-626
and funds from CONICET and INTA.
Availability of data and materials
The nucleotide sequences generated during this study were submitted to the
GenBank database under the accession numbers MN450376–MN450383.
Ethics approval and consent to participate
The experiments were carried out under guidelines of the Institutional
Committee for the Use and Care of Experimentation Animals (CICUAE–INTA
protocols No. 17/2018 and 47/2018). All authors have read and approved the
final manuscript.
Consent for publication
Not applicable.
Competing interests
Not applicable.
Author details
1
Instituto de Agrobiotecnología y Biología Molecular (IABIMO) (INTA–CONICET), De Los Reseros y Dr. Nicolás Repetto s/N, P.O. Box 25, B1712WAA Castelar,
Buenos Aires, Argentina. 2 Department of Veterinary Microbiology and Pathology, Washington State University, Pullman, WA 99164, USA. 3 Animal Disease
Research Unit, U.S. Department of Agriculture‑Agricultural Research Service
(USDA‑ARS), Washington State University, 3003 ADBF, P.O. Box 646630, Pullman, WA 99164, USA.
Received: 29 July 2020 Accepted: 5 November 2020

References
1. Bock RE, Jackson LA, de Vos AJ, Jorgensen WK. Babesiosis of cattle. Parasitology. 2004;129:247–69.
2. Jacob SS, Sengupta PP, Paramanandham K, Suresh KP, Chamuah JK,
Rudramurthy GR, et al. Bovine babesiosis: An insight into the global
perspective on the disease distribution by systematic review and metaanalysis. Vet Parasitol. 2020;283:109136.
3. Almazan C, Tipacamu GA, Rodriguez S, Mosqueda J, Perez de Leon A.
Immunological control of ticks and tick-borne diseases that impact cattle
health and production. Front Biosci Landmark. 2018;23:1535–51.
4. Sibley LD. Intracellular parasite invasion strategies. Science.
2004;304:248–53.
5. Frénal K, Dubremetz JF, Lebrun M, Soldati-Favre D. Gliding motility powers invasion and egress in Apicomplexa. Nat Rev Microbiol.
2017;15:645–60.
6. Gaffar F, Yatsuda AP, Franssen FFJ, de Vries E. A Babesia bovis merozoite
protein with a domain architecture highly similar to the thrombospondin-related anonymous protein (TRAP) present in Plasmodium sporozoites. Mol Biochem Parasitol. 2004;136:25–34.
7. Morahan BJ, Wang L, Coppel RL. No TRAP, no invasion. Trends Parasitol.
2009;25:77–84.
8. Yu L, Liu Q, Zhan X, Huang Y, Sun Y, Nie Z, et al. Identification and molecular characterization of a novel Babesia orientalis thrombospondin-related
anonymous protein (BoTRAP1). Parasites Vectors. 2018;11:1–9.
9. Zhan X, He J, Yu L, Liu Q, Sun Y, Nie Z, et al. Identification of a novel
thrombospondin-related anonymous protein (BoTRAP2) from Babesia
orientalis. Parasites Vectors. 2019;12:1–8.
10. Zhou J, Fukumoto S, Jia H, Yokoyama N, Zhang G, Fujisaki K, et al. Characterization of the Babesia gibsoni P18 as a homologue of thrombospondin
related adhesive protein. Mol Biochem Parasitol. 2006;148:190–8.
11. Song G, Koksal AC, Lu C, Springer TA. Shape change in the receptor
for gliding motility in Plasmodium sporozoites. Proc Natl Acad Sci USA.
2012;109:21420–5.
12. Jackson AP, Otto TD, Darby A, Ramaprasad A, Xia D, Echaide IE, et al. The
evolutionary dynamics of variant antigen genes in Babesia reveal a history of genomic innovation underlying host-parasite interaction. Nucleic
Acids Res. 2014;42:7113–31.

Page 14 of 15

13. Warrenfeltz S, Basenko EY, Crouch K, Harb OS, Kissinger JC, Roos DS,
et al. EuPathDB: the eukaryotic pathogen genomics database resource.
Methods Mol Biol. 2018;1757:69–113.
14. Klug D, Frischknecht F. Motility precedes egress of malaria parasites from
oocysts. eLife. 2017;6:1–32.
15. Kumar S, Stecher G, Li M, Knyaz C, Tamura K. MEGA X: molecular evolutionary genetics analysis across computing platforms. Mol Biol Evol.
2018;35:1547–9.
16. Guillemi E, Ruybal P, Lia V, González S, Farber M, Wilkowsky SE. Multi-locus
typing scheme for Babesia bovis and Babesia bigemina reveals high levels
of genetic variability in strains from Northern Argentina. Infect Genet
Evol. 2013;14:214–22.
17. Sambrook J, Fritsch EF, Maniatis T. Molecular cloning. A laboratory
manual. 2nd ed. New York: Cold Spring Harbor Laboratory Press; 1989.
18. Benson G. Tandem repeats finder: a program to analyze DNA sequences.
Nucleic Acids Res. 1999;27:573–80.
19. Jaramillo Ortiz JM, Montenegro VN, de la Fournière SAM, Sarmiento NF,
Farber MD, Wilkowsky SE, et al. Development of an indirect ELISA based
on a recombinant chimeric protein for the detection of antibodies
against bovine babesiosis. Vet Sci. 2018;5:1–8.
20. Madruga CR, Marques APC, Araújo FR, Miguita M, Carvalho CME, Araújo
FS, et al. Evaluation of an ELISA for detection of antibodies to Babesia
bigemina in cattle and it’s application in an epidemiological survey in
Brazil. Pesqui Vet Bras. 2001;21:72–6.
21. Hidalgo-Ruiz M, Suarez CE, Mercado-Uriostegui MA, Hernandez-Ortiz
R, Ramos JA, Galindo-Velasco E, et al. Babesia bovis RON2 contains
conserved B-cell epitopes that induce an invasion- blocking humoral
immune response in immunized cattle. Parasite Vectors. 2018;11:575.
22. Silva MG, Villarino NF, Knowles DP, Suarez CE. Assessment of Draxxin®
(tulathromycin) as an inhibitor of in vitro growth of Babesia bovis, Babesia
bigemina and Theileria equi. Int J Parasitol. 2018;8:265–70.
23. World Organization for Animal Health (formerly Office International des
Epizooties [OIE]). Manual of diagnostic test and vaccines for terrestrial
animals. 2018. http://www.oie.int/en/standard-setting/terrestrial-manual/
access-online/. Accessed Nov 2020.
24. Moreira CK, Templeton TJ, Lavazec C, Hayward RE, Hobbs CV, Kroeze
H, et al. The Plasmodium TRAP/MIC2 family member, TRAP-Like Protein
(TLP), is involved in tissue traversal by sporozoites. Cell Microbiol.
2008;10:1505–16.
25. Rogers W, Malik A, Mellouk S, Nakamura K, Rogers MD, Szarfmanii ANA,
et al. Characterization of Plasmodium falciparum sporozoite surface
protein 2. Med Sci. 1992;89:9176–80.
26. Klug D, Goellner S, Kehrer J, Sattler J, Singer M, Lu C, et al. Evolutionarily
distant I domains can functionally replace the essential ligand- binding
domain of Plasmodium TRAP. eLife. 2020;9:1–26.
27. Terkawi MA, Ratthanophart J, Salama A, AbouLaila M, Asada M, Ueno A,
et al. Molecular characterization of a new Babesia bovis thrombospondinrelated anonymous protein (BbTRAP2). PLoS ONE. 2013;8:2–11.
28. Schreeg ME, Marr HS, Tarigo JL, Cohn LA, Bird DM, Scholl EH, et al.
Mitochondrial genome sequences and structures aid in the resolution of
Piroplasmida phylogeny. PLoS ONE. 2016;11:1–27.
29. Eichenberger RM, Ramakrishnan C, Russo G, Deplazes P, Hehl AB.
Genome-wide analysis of gene expression and protein secretion of
Babesia canis during virulent infection identifies potential pathogenicity
factors. Sci Rep. 2017;7:1–14.
30. Denton JF, Lugo-Martinez J, Tucker AE, Schrider DR, Warren WC, Hahn
MW. Extensive error in the number of genes inferred from draft genome
assemblies. PLoS Comput Biol. 2014;10:e1003998.
31. Paing MM, Tolia NH. Multimeric assembly of host-pathogen adhesion
complexes involved in apicomplexan invasion. PLoS Pathog. 2014;10:1–4.
32. Mendes TAO, Lobo FP, Rodrigues TS, Rodrigues-Luiz GF, daRocha WD, Fujiwara RT, et al. Repeat-enriched proteins are related to host cell invasion
and immune evasion in parasitic protozoa. Mol Biol Evol. 2013;30:951–63.
33. Wilkowsky SE, Moretta R, Mosqueda J, Gil G, Echaide I, Lía V, et al. A new
set of molecular markers for the genotyping of Babesia bovis isolates. Vet
Parasitol. 2009;161:9–18.
34. Lau AO, Kalyanaraman A, Echaide I, Palmer GH, Bock R, Pedroni MJ, et al.
Attenuation of virulence in an apicomplexan hemoparasite results in
reduced genome diversity at the population level. BMC Genomics.
2011;12:1–13.

Montenegro et al. Parasites Vectors

(2020) 13:602

35. Alves VS, Pimenta DC, Sattlegger E, Castilho BA. Biophysical characterization of Gir2, a highly acidic protein of Saccharomyces cerevisiae with
anomalous electrophoretic behavior. Biochem Biophys. 2004;314:229–34.
36. Graceffa P, Jancsó A, Mabuchi K. Modification of acidic residues normalizes sodium dodecyl sulfate-polyacrylamide gel electrophoresis of caldesmon and other proteins that migrate anomalously. Biochem Biophys.
1992;297:46–51.

Page 15 of 15

Publisher’s Note

Springer Nature remains neutral with regard to jurisdictional claims in published maps and institutional affiliations.

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

• 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

