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ABSTRACT Toxoplasma gondii (T. gondii) is a pathogen belonging to the apicomplexan
phylum, and it threatens human and animal health. Calcium ions, a critical second mes-
senger in cells, can regulate important biological processes, including parasite invasion
and egress. Calmodulin (CaM) is a small, highly conserved, Ca21-binding protein found in
all eukaryotic cells. After binding to Ca21, CaM can be activated to interact with various
proteins. However, little is known about CaM’s function and its interacting proteins in
T. gondii. In this study, we successfully knocked down CaM in the T. gondii parent strain
TATI using a tetracycline-off system with the Toxoplasma CaM promoter. The results indi-
cated that CaM was required for tachyzoite proliferation, invasion, and egress and that
CaM depletion resulted in apicoplast loss, thus threatening parasite survival in the next
lytic cycle. In the tachyzoite stage, CaM loss caused significant anomalies in the parasite’s
basal constriction, motility, and parasite rosette-like arrangement in the parasitophorous
vacuole (PV). These phenotypic defects caused by CaM depletion indicate the importance
of CaM in T. gondii. Therefore, it is important to identify the CaM-interacting proteins in
T. gondii. Applying BioID technology, more than 300 CaM’s proximal interacting proteins
were identified from T. gondii. These CaM partners were broadly distributed throughout
the parasite. Furthermore, the protein interactome and transcriptome analyses indicated
the potential role of CaM in ion binding, cation binding, metal ion binding, calcium ion
binding, and oxidation-reduction. Our findings shed light on the CaM function and CaM-
interactome in T. gondii and other eukaryotes.

IMPORTANCE Toxoplasma gondii is an intracellular pathogen that threatens human and
animal health. This unicellular parasite is active in many biological processes, such as
egress and invasion. The implementation efficiency of T. gondii biological processes is
dependent on signal transmission. Ca21, as a second messenger, is essential for the par-
asite’s life cycle. Calmodulin, a ubiquitous Ca21 receptor protein, is highly conserved
and mediates numerous Ca21-dependent events in eukaryotes. Few CaM functions or
regulated partners have been characterized in T. gondii tachyzoites. Here, we reported
the essential functions of calmodulin in T. gondii tachyzoite and the identification of its
interacting partners using BioID technology, shedding light on the CaM function and
CaM-interactome in Toxoplasma gondii and other eukaryotes.

KEYWORDS Toxoplasma gondii, calmodulin, tetracycline-off, protein interaction,
transcriptome

Apicomplexan parasites cause a wide range of diseases in humans and animals.
Toxoplasma gondii, a model organism of apicomplexan parasites, is a ubiquitous

intracellular parasite that causes chronic infections in warm-blooded animals. T. gondii
affects one-third of the world's population and causes acute toxoplasmosis in immuno-
compromised individuals and newborns with inadequate immunity (1). The pathogenicity

Editor Björn F.C. Kafsack, Weill Cornell
Medicine

Copyright © 2022 Song et al. This is an open-
access article distributed under the terms of
the Creative Commons Attribution 4.0
International license.

Address correspondence to Yanqin Zhou,
yanqinzhou@mail.hzau.edu.cn.

The authors declare no conflict of interest.

Received 15 April 2022
Accepted 31 August 2022
Published 10 October 2022

September/October 2022 Volume 10 Issue 5 10.1128/spectrum.01363-22 1

RESEARCH ARTICLE

https://orcid.org/0000-0003-0103-271X
https://orcid.org/0000-0003-0020-8488
https://orcid.org/0000-0003-0968-8932
https://creativecommons.org/licenses/by/4.0/
https://creativecommons.org/licenses/by/4.0/
https://doi.org/10.1128/spectrum.01363-22
https://crossmark.crossref.org/dialog/?doi=10.1128/spectrum.01363-22&domain=pdf&date_stamp=2022-10-10


of T. gondii is primarily due to its efficient lytic cycle and dissemination in host cells, which
is closely linked to the parasite's active adaptation to host immune status (2). Fast-growing
tachyzoites will develop into slow-growing bradyzoites (cysts) in skeletal muscle and the
brain when they are confronted with the host's strong immunity and unfavorable cellular
microenvironment. The tissue cysts can exist in the host for a long time and reactivate into
tachyzoites when immunity is weak (3, 4).

During T. gondii infection, many biological processes require fast signal transmission
in response to changing environmental conditions. Calcium ions (Ca21) are universal sig-
naling molecules that regulate numerous cellular pathways. Ca21 and their interaction
network are involved in many biological functions in eukaryotes, including contraction,
secretion, cell division and differentiation, and sodium and potassium permeability in
eukaryotes (5, 6). Ca21 fluctuation in the cytosol of the parasite and host cell affects
some essential processes in T. gondii, including secretion, adhesion, invasion, motility,
and egress (7–11). Compared with toxoplasma tachyzoites, bradyzoites exhibit sup-
pressed Ca21 signaling, thus limiting egress and rapid response to external stimuli (12).
T. gondii can increase cytoplasmic Ca21 content by acquiring Ca21 from external and in-
tracellular calcium reserves (including the endoplasmic reticulum, mitochondria, acido-
calcisome, and plant-like vacuole) (6, 13). The EF-hand domain is a Ca21-binding motif
consisting of a helix-loop-helix topology with roughly 12 amino acids and some con-
served Asp residues (14). Many calcium-binding proteins have the EF-hand domain,
which can be regulated by calcium signaling. T. gondii genome encodes 43 proteins
with the EF-hand domain, including calmodulin, calmodulin-like protein, calcium-
dependent protein kinases (CDPKs), centrins, serine/threonine protein phosphatases,
and hypothetical proteins with uncertain functions.

CaM is a small calcium-modulated protein found in all eukaryotic cells. CaM can
affect signaling pathways by regulating various crucial processes such as growth, pro-
liferation, and movement. CaM is evolutionarily highly conserved and contains four
Ca21-binding EF hands. When it binds to Ca21 reversibly, CaM can exhibit a range of
conformations and interact with various target proteins, such as motor proteins, ion
channels, kinases, phosphatases, and membrane transport proteins (15–17). CaM can
interact with targets through CaM-binding motifs, broadly categorized into classical
Ca21-dependent binding motifs and Ca21-independent binding motifs, such as the IQ
and IQ-like motifs (18). In addition, CaM also interacts with some target proteins in the
presence of Ca21 by regulating CaM conformation. These targets binding to the CaM
with different conformations could not be easily identified through conventional motif
search.

The T. gondii genome encodes many CaM-like proteins. About a dozen CaM-like
proteins were initially identified in T. gondii by conserved ortholog search and phyloge-
netic comparison, including CaM, centrins, and CaM-like proteins (19). These CaM-like
proteins were localized in the conoid (such as CaM1, 2, and 3), the centrosome (such as
Centrin 1 and 2), and the plasma membrane (such as myosin light chain 2) (20–22).
The partial functions of some CaM-like proteins and centrins in T. gondii have been
characterized in detail by CRISPR-Cas9 editing technology. However, little work on the
16.8 kDa highly conserved CaM (ToxoDB gene ID TGGT1_249240) in T. gondii has been
performed, and almost all knowledge of CaM comes from other model organisms. We
only know that CaM can be modulated by Ca21, located at the apical and basal ring,
and it may act as a regulator of calcineurin in T. gondii (23, 24). Therefore, it is crucial to
reveal the role of CaM in T. gondii and identify CaM interacting proteins because these
interacting proteins may be potential drug targets against toxoplasma and other api-
complexan parasites.

RESULTS
CaM knockdown using an improved tetracycline-off system. Although T. gondii

encodes many CaM-like proteins with features such as low molecular weight and mul-
tiple EF-hands, the canonical CaM ortholog remains resistant to direct depletion, as
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demonstrated by our CRISPR-Cas9 experiment (Fig. S1A in Supplemental File 6).
Consequently, the tetracycline-off system was employed in T. gondii to knock down
CaM by replacing the endogenous promoter with a tetracycline-repressed promoter
(25). None of our attempts to insert the common 7tetO-SAG1 minimal promoter ele-
ment into the N terminus of CaM in the TATI parental strain were successful.
Fortunately, 10 days after adding anhydrotetracycline hydrochloride (ATc), no visible
plaque defects were found in two clones obtained after PCR diagnosis (Fig. S1B in
Supplemental File 6). However, the ty-tag was undetectable in the clones with indirect
immunofluorescence assay (IFA). To explore the possible reasons, the relevant ele-
ments were PCR amplified and sequenced. The sequencing results showed that the
minimal SAG1 promoter and ty-tag at the CaM's N terminus reverted to CaM's initial
state, and only a few tetO elements were present (Fig. S1C and D in Supplemental File
6). Therefore, we attempted to knock down CaM through the adjusted tetracycline-off
system (iCaM, Fig. 1A) with the 7tetO-CaM minimal endogenous promoter. Diagnostic
PCR (PCR1, 2, and 3) confirmed the correct integration of the iCaM in a single clone

FIG 1 Generation of the CaM knockdown system using an upgraded tetracycline-off system in T. gondii. (A) The construction pattern of the
CaM knockdown system using CaM tetracycline-repressive promoter (CaM promoter) through CRISPR-Cas9 technology in the TATI parent
strain. (B) Diagnostic PCRs on an iCaM clone. (C) Western blot of iCaM after 0, 24, 36, and 48 h of ATc treatment. TATI was used as the
negative control. (D) IFA of iCaM pretreated with or without ATc for 24 h. Scale bar 5 mm.
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(Fig. 1B). Western blotting showed that CaM had almost disappeared with ATc for 36 h
(Fig. 1C). IFA results indicated that the adjusted tetracycline-off system could be used
to perform CaM knockdown. Additionally, CaM was found primarily in the apical, basal,
and cytoplasm of intracellular tachyzoites (Fig. 1D).

Knockdown of CaM caused various lethal phenotypes in tachyzoites. The follow-
ing experiments were conducted on an iCaM single clone using the adjusted tetracy-
cline-off system. Significant defects in the replication, invasion, and egress phenotypes
were detected in iCaM after ATc treatment, but the control TATI exhibited no similar
phenotype defects (Fig. 2A to C). Compared to the iCaM without additional ATc and
TATI with/without Atc control groups, the iCaM group formed no plaques with ATc for

FIG 2 Phenotypes induced by CaM knockdown in T. gondii. (A) The 24 h intracellular replication assay of iCaM was
pretreated in the presence or absence of ATc for 48 h in HFF cells, as determined by the number of tachyzoites in each
PV. Means 6 SEM of three independent experiments. ****, P , 0.0001, two-way analysis of variance (ANOVA) with Tukey's
multiple-comparison test. (B) HFF invasion assay of iCaM pretreated with or without ATc for 48 h. The mean number
of parasites per host cell was calculated on each coverslip. Means 6 SEM of three independent experiments. ****,
P , 0.0001, one-way ANOVA with Tukey's multiple-comparison test. (C) Egress of iCaM pretreated with or without ATc for
36 h. The egressed vacuole ratio was calculated in each coverslip. Means 6 SEM of three independent experiments. ****,
P , 0.0001, one-way ANOVA with Tukey's multiple-comparison test. (D) Plaque assay of iCaM pretreated with or without
ATc for 10 days. (E) The plaque size from (D). The experiment was repeated three times independently, each with three
replicates. ****, P , 0.0001, unpaired Student's t test.
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10 days (Fig. 2D and E). Furthermore, there was no plaque formation when ATc was used
for 5 days and then taken away for 5 days (Fig. S2 in Supplemental File 6). These results
indicated that CaM was essential for tachyzoites and that ATc removal failed to rescue
the defective phenotypes.

CaM knockdown resulted in substantial abnormalities in the basal constriction
and parasite motility. After CaM was knocked down with ATc, aberrant posterior mor-
phology of parasites inside and outside host cells was observed (Fig. 3A and B).
TgMyoJ, a posterior pole protein, is in the base of tachyzoites and is implicated in the
constriction of the basal complex (26). Therefore, TgMyoJ was chosen to identify the
basal feature by inserting 3HA endogenous tags at the C terminus. CaM depletion
resulted in the abnormal posterior pole in tachyzoites, which was visible using the
TgMyoJ marker (Fig. 3C). The protein abundance of TgMyoJ was also slightly reduced
but still detectable, revealed by Western blotting (Fig. 3D). These results showed that
CaM depletion affected the parasite’s posterior constriction.

We also observed that although ATc was only present for 24 h, the parasites

FIG 3 Parasite base morphology and parasite arrangement in PV. (A) Base morphology of tachyzoites
losing CaM. (B) The ratio of iCaM tachyzoite with base impaired, swelling, and normal in extracellular
and intracellular, respectively. Means 6 SD of three independent experiments. ****, P , 0.0001, two-
way ANOVA with Tukey's multiple-comparison test. (C and D) IFA and Western blot of TgMyoJ tagged
with 3HA in iCaM strain. (C) Scale bar 5 mm. (E) Arrangement of the parasite with or without CaM in
PV. (F) Rosette-like arrangement of the parasite in PV. Three independent experiments. ****, P ,
0.0001, Mean 6 SD, unpaired Student's t test.
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without CaM rarely formed typical intracellular rosettes and were disorderly in their
parasitophorous vacuoles (Fig. 3E and F). These findings implied that the parasites lack-
ing CaM were incapable of maintaining the normal structure of the basal complex and
the connection between tachyzoite and residual body (RB). RB, the structure derived
from the mother tachyzoite, contributes to intravacuolar parasites' rosette-like arrange-
ment and is the parental remnant after division (27).

The conoid, a distinctive structure at the parasite's extreme apex for T. gondii entry and
escape from host cells, protruded after adding A23187 (28). The iCaM 1ATc group had
the same conoid protrusion as the control group induced by A23187 (Fig. 4A and B).
However, Western blot analysis of MIC2 revealed that microneme secretion triggered by
bovine serum albumin (BSA)-ethanol or A23187 in the iCaM1ATc group was considerably
decreased compared with that in the control groups (Fig. 4C). Furthermore, the observa-
tion under the optical microscope showed that the tachyzoites with their CaM knocked
down showed sluggish movement. Therefore, the motility of parasites was assessed by
tracking the motion trajectory. The iCaM 1ATc group exhibited a much shorter motion
trajectory than the control group (Fig. 4D). Furthermore, raising the parasite cytoplasm
Ca21 level failed to compensate for the motility defect of parasites lacking CaM (Fig. 4E).

CaM depletion caused the loss of apicoplast. Nearly all known members of the
Apicomplexa have an apicoplast, a plastid-like organelle surrounded by four membranes,

FIG 4 Parasite defect in microneme secretion and motility upon CaM depletion. (A) Conoid protrusion
stimulated with A23187. (B) Column graph of conoid protrusion stimulated with A23187. (C) Western blot
of T. gondii microneme protein 2 (MIC2) secretion stimulated by BSA/EtOH and A23187, respectively. (D)
IFA of parasite motility on coverslip stained with mouse anti-SAG1. The parasite was pretreated with or
without ATc for 36 h, then put on a coverslip stimulated with A23187 for 20 min. (E) Scatterplot of
parasite motility. (B, E) Means 6 SD of three times independent experiments. ****, P , 0.0001, unpaired
Student's t test.
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derived from a red alga's secondary endosymbiosis (29, 30). Many critical metabolic proc-
esses occur in the apicoplast, and parasites lacking the apicoplast exhibit the delayed
death phenotype (death in the next lytic cycle) (31, 32). After 24 h of ATc, most tachy-
zoites had lost their apicoplast, as revealed by staining for the apicoplast marker CPN60
(Fig. 5A and B). Notably, some parasites lacking CaM had apicoplasts stained with anti-
CPN60, but these apicoplasts were mispositioned in the parasite's posterior (Fig. 5C).
Western blot analysis showed the accumulation of the CPN60 precursor and reduction
of the mature form upon CaM depletion (Fig. 5D). These findings indicated that CaM

FIG 5 CaM depletion-induced apicoplast loss. (A) Column graph of apicoplast per tachyzoite. Means 6 SD of three
times independent experiments. ****, P , 0.0001, unpaired Student's t test. (B) IFA of tachyzoites in PV with or without
ATc and the apicoplast was stained with rabbit anti-CPN60. (C) IFA of extracellular parasites was pretreated with or
without ATc, and the apicoplast was stained with rabbit anti-CPN60. Scale bar 5 mm. (D) Western blot of CPN60 with or
without CaM. (E) Diagram and IFA of TgMyoF C-terminal tagged by 3HA in the iCaM strain. (F) IFA of TgMyoF-3HA in the
presence or absence of CaM. Scale bar 5 mm.
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depletion-induced defects resulted in apicoplast loss. This apicoplast loss could be the
primary reason for the delayed death phenotype of parasites without CaM.

Myosin F (TgMyoF), one of the myosin motors, is mainly found in the vicinity of the
apicoplast during tachyzoite division, and it is required for centrosome positioning and
apicoplast inheritance (33). In our subsequent in vivo BioID experiments, TgMyoF was
identified as a CaM proximal interacting protein. TgMyoF has six IQ motifs in its neck
domain, and it could interact with myosin light chains (MLCs), such as CaM and CaM-
like proteins. Like CaM depletion, TgMyoF depletion results in apicoplast loss in T. gon-
dii (33). Thus, the C terminus of TgMyoF was tagged with 3HA in the iCaM strain. IFA
results indicated that CaM was colocalized with TgMyoF in the base of tachyzoites in
PV and the vicinity of the apicoplast and that CaM depletion changed TgMyoF's loca-
tion (Fig. 5E and F).

CaM interacted with over 300 proteins in tachyzoites. CaM’s function is deter-
mined by its interacting proteins. In combination with high-resolution liquid chroma-
tography-tandem mass spectrometry (LC-MS/MS), BioID technology can effectively
identify proximal interacting proteins in live mammalian cells and parasites (such as
T. gondii) (34–36). In our study, CaM was fused with BirA*, a promiscuous biotin ligase
mutant (R118G), and inserted into the uprt locus to biotinylate interacting proteins of
CaM (Fig. 6A). IFA and Western blot analyses demonstrated that BioID technology
effectively identified CaM proximal interacting proteins (Fig. 6B and C). This study
aimed to identify candidate proteins interacting with CaM in T. gondii during the tachy-
zoite stage. First, candidate T. gondii proteins were filtered using the significance analysis
of INTeractome (SAINT) algorithm, which was designed to identify interacting partners
based on affinity purification mass spectrometry data (Fig. 6D) (37, 38). Second, these
candidate proteins were ranked by the length-normalized spectral counts (NormSpC)
(39, 40). The related results were presented in Table S1 in Supplemental File 1.

FIG 6 Identification of CaM-interacting proteins through BioID technology in vivo. (A) Construction of CaM-BirA*
strain through expressing a CaM-BirA* in the uprt locus. (B and C) IFA and Western blot to identify CaM-BirA* strain.
Scale bar 5 mm. FITC-Streptavidin (B) and HRP-Streptavidin (C) were used to stain the CaM proximal interacting
proteins labeled with biotin. (D) Route diagram of processing CaM-BioID data. (E) Subcellular localization of CaM-
interacting proteins obtained from (D).
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Our CaM-BioID results demonstrated that 313 T. gondii unique proximal interacting
proteins had the potential to interact with CaM in the tachyzoite stage. These partners
were widely distributed in the whole parasite (such as the cytosol, nucleus, and IMC).
These partners’ subcellular localization data were derived from the hyperplexed local-
ization of organelle proteins by isotope tagging (hyperLOPIT) proteomics data set
(Fig. 6E) (41). The fitness scores of 80% of CaM partners were under 0, and those of
60% of CaM partners were under 22, indicating their potential essential roles in the
parasite lytic cycle (Table S1 in Supplemental File 1) (42). These identified CaM partners
were subjected to GO (gene ontology) analysis (Table S2 in Supplemental File 2).

Transcriptome revealed functions of CaM in the tachyzoite stage. To explore
the functions of CaM in T. gondii, the transcriptome samples were collected with the
treatment of ATc or ethanol for 36 h. Our RNA-seq showed that 262 differentially
expressed genes in T. gondii (171 upregulated and 91 downregulated genes) were
identified after CaM depletion (Fig. 7A, Table S3 in Supplemental File 3). Further, GO
analysis of these upregulated and downregulated genes were performed (Table S4 in
Supplemental File 4). Only two differentially expressed genes were shared by both the
BioID and RNA-seq data. The BioID and RNA-seq data showed that the T. gondii differ-
entially expressed genes were enriched in 13 GO terms, such as ion binding, cation binding,
metal ion binding, oxidoreductase activity, calcium ion binding, and oxidation-reduction

FIG 7 The transcriptome of iCaM pretreated with or without ATc. (A) Volcano plot of differentially expressed genes upon CaM
depletion. (B) Veen of the genes from the differentially expressed genes of transcriptome and the CaM interacting protein-
associated genes in BioID data. (C) Venn of GO-terms enriched by the differentially expressed genes of transcriptome and the
CaM interacting protein-associated genes in BioID data. (D) Column graph of GO terms from (C).
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processes (Fig. 7B to D), indicating that calmodulin was essential for Ca21-involved biologi-
cal processes.

DISCUSSION

Toxoplasma gondii is an active parasite in many biological processes, such as egress
and invasion. Many of T. gondii’s biological processes are dependent on Ca21 signaling.
Calmodulin is highly conserved as a ubiquitous Ca21 receptor protein and mediates
numerous Ca21-dependent events in eukaryotes. It can interact with more than 300
target proteins in humans (43–45). In T. gondii, the functions and targets of CaM are
rarely known due to its complicated life cycle and various host cells (such as fibroblasts,
neurons, and immune cells). The functions of CaM were mainly identified through its
antagonists (such as trifluoperazine and calmidazolium) (46–48). Few CaM-regulated
partners had been characterized in T. gondii tachyzoites. Our results showed that CaM
could be efficiently knocked down when the 7tetO-CaM minimal endogenous pro-
moter element was inserted at the N terminus in the TATI strain (Fig. 1A to D). This
result suggests that the tetracycline-induced endogenous CaM promoter might be
more efficient for CaM transcription than the SAG1 mini promoter in the tetracycline-
off system in T. gondii. Furthermore, the tetracycline-off system with the target gene’s
endogenous promoter exhibited great potential to improve the efficiency and compat-
ibility for characterizing essential genes in T. gondii and other organisms.

CaM in T. gondii tachyzoites has been reported to be localized to the apical and basal
end through the fluorescent immunolabeling test with mouse monoclonal anti-calmodulin
antibody (Dictyostelium, bovine, rat, and chicken) and endogenous CaM fused with YFP,
respectively (23, 24). In our study, CaM was localized to the base, cytoplasm, and apex of
T. gondii tachyzoites. The localization was verified using the N-terminal ty-tag in the iCaM
strain (Fig. 1D). The different locations (base, cytoplasm, and apex) of CaM indicated its var-
ious functions. For example, CaM at the PV's basal end of tachyzoites indicated its role in
the parasite basal pole. The parasites without CaM exhibited abnormal basal constriction,
disorderly intravacuolar arrangement, and opposite division orientation of daughter tachy-
zoite in PV (Fig. 3 and Fig. S3 in Supplemental File 6). Some CaMs were distributed in the
vicinity of the apicoplast (present in nearly all members of the Apicomplexa phylum)
(Fig. 5E). Upon CaM depletion, the apicoplast loss phenotype also indicated the relation-
ship between CaM and apicoplast (Fig. 5A to D). The apicoplast is mainly involved in the
synthesis of isoprenoids, fatty acids, heme, lipoic acid, and iron-sulfur cluster, and loss or
dysfunction of the apicoplast can block the parasite’s metabolic pathway (49–51). The
accumulation of amylopectin reflected parasites' metabolic defects after CaM depletion
(Fig. S4 in Supplemental File 6). Our study showed that CaM was partially colocalized with
TgMyoF, mainly located in the vicinity of the apicoplast and the basal end of parasites
(Fig. 5E) (33). In addition, CaM depletion also affected the localization of TgMyoF in tachy-
zoites (Fig. 5F). Due to the possible interaction between TgMyoF and CaM based on CaM-
BioID data and the Co-IP experiment, we speculated that CaM depletion might affect the
function of TgMyoF, which has been reported to be essential for the apicoplast inheritance
(Fig. S5A and B in Supplemental File 6) (33). In this study, apicoplast loss might be respon-
sible for the delayed death phenotype of CaM-depleted parasites. CaM and TgMyoF are
resistant to knockout, so it is challenging to verify how CaM participates in apicoplast in-
heritance through MyoF.

CaM is indispensable in the tachyzoite stage, and CaM depletion will destroy repli-
cation, invasion, and egress (Fig. 2). Although CaM was distributed in the apical, CaM
depletion did not affect the conoid protrusion induced by A23187 (Fig. 4A and B).
CaM-like proteins localized at the conoid (such as CaM-like proteins 1, 2, and 3) may
have compensated for some of CaM's function. However, the microneme secretion
defect induced by CaM depletion was not compensated by raising the cytoplasmic
Ca21 with A23187 (Fig. 4C). The CaM depletion-induced phenotypes confirmed that
the function of CaM in T. gondii was too complicated to be explained from one per-
spective. To better understand the role of CaM in T. gondii, we captured its interacting
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partners in the tachyzoite stage through proximity biotinylation technology. Our study
identified over 300 T. gondii proteins to interact with CaM in the tachyzoite stage.
These 300 T. gondii partners were widely distributed in various subcellular structures
(such as cytosol, nucleus, and IMC) that corresponded to the multiple localization of
CaM in tachyzoites (Fig. 6E). Co-IP results proved the interaction between CaM and
MyoF, which was identified in the CaM-BioID data (Fig. S5A and B in Supplemental File
6). Although MyoJ is localized at the posterior of the parasite, the CaM-BioID data and
Co-IP result indicated that MyoJ did not interact with CaM. (Fig. S5A and C in
Supplemental File 6). These Co-IP results demonstrated the reliability of CaM-BioID
data. However, the relatively long biotinylation time might cause some underlying
problems. For example, some irrelevant proteins were labeled, and some transient criti-
cal interactions were neglected. Future research should use faster TurboID enzymes
and other protein interaction technologies to shorten reaction times and improve
result reliability (52). Future immunoprecipitation experiments might be needed to
identify potential CaM-binding proteins and to confirm our CaM-BioID data even more.

In addition, further optimization of the BioID method will provide more detailed in-
formation about the proteins interacting with CaM under different stages (such as
glide, invasion, and egress). For example, the optimized BioID method can be used to
evaluate differences in the interaction partners among different Toxoplasma strains or
even among the closely related apicomplexan parasite plasmodium under different
conditions (such as alkaline treatment). Furthermore, combining the BioID method
with other complementary approaches will provide more insight into the CaM interac-
tome. Although the biotin proximity-labeling approach we used in this study is power-
ful, it has some limitations. First, the CaM C-terminal labeling with BirA* peptide
(35.1 kDa) may change CaM's initial structure and affect the natural interaction of CaM.
Therefore, it is necessary to verify the integrity and accuracy of interaction partners
through immunoprecipitation experiments or partner’s biotin proximity-labeling
approach in the future.

Our results revealed that CaM was indispensable for the Toxoplasma tachyzoite
stage. First, CaM may participate in apicoplast inheritance through its interaction with
MyoF. Second, CaM may play an essential role in the tachyzoite basal constriction and
affect its rosette-like arrangement in PV. In addition, the CaM interactome was identi-
fied by biotin proximity-labeling coupled with LC-MS/MS. Our findings provide an
insight into CaM function in Toxoplasma gondii and other organisms.

MATERIALS ANDMETHODS
Parasite strains. The type I T. gondii strains TATI and RHDhxgprt were used as the parents of the

transgenic strains in this study. All the T. gondii strains were maintained in human foreskin fibroblasts
(HFFs) cultured in Dulbecco’s modified Eagle’s medium (DMEM) supplemented with 2% fetal bovine se-
rum, 4 mM glutamine, and 1% penicillin-streptomycin (D2), as previously described (53).

Plasmids and parasite strain construction. The plasmid pCaM::DHFR* used for direct knockout of
CaM with the DHFR* was constructed with the ClonExpress MultiS One Step Cloning kit (Vazyme, China)
by cloning DHFR* and CaM 5H and 3H homology arms into the pUC19 vector. The plasmid pDHFR*-TetO-
SAG1-ty-CaM used for CaM knockdown was constructed by the following steps. Firstly, the intermediate
plasmid pTetO-SAG1-tyCaM-3H was generated by cloning the CaM coding sequence (CDS) and its 3H
homology arm into the linearized vector p7TetOS1 (a gift from the L. David Sibley lab at the Washington
University in St. Louis). Subsequently, DHFR* and CaM 5H homology arms were cloned to the KpnI restric-
tion enzyme site by the methods described above. The plasmid pDHFR*-TetO-CaM promoter-ty-CaM was
constructed based on the plasmid pDHFR*-TetO-SAG1-ty-CaM using the methods described above. The
plasmid pUPRT::CaM-BirA* expressing CaM-BirA* at the UPRT locus was constructed by replacing the GRA1
sequence of the plasmid pUPRT::GRA1-BirA* with CaM CDS using the above-mentioned cloning kit (36).

The CRISPR plasmid and the homologous template were cotransfected into the parent strain TATI or
RHDhxgprt at a molar ratio of 5:1. The T. gondii stable transfectants were selected with 1 mM pyrimeth-
amine or 20 mM 59-fluo-2’deoxyuridine (FUDR). The single clone was obtained through limiting dilution
and diagnostic PCRs.

All homologous recombination and electro-transformation fragments were amplified through
Phanta Max Super-Fidelity DNA polymerase (Vazyme, China). All CRISPR-Cas9 target plasmids were con-
structed by site-directed mutagenesis of the UPRT-targeting sgRNA in the original CRISPR/Cas9 template
plasmid (pSAG1-Cas9-sgUPRT) with gene-specific sgRNA using the Q5 site-directed mutagenesis kit
(New England BioLabs, USA), as described previously (54, 55). All the primers used in this study were
listed in Table S5 in Supplemental File 5.
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Immunofluorescence assay. Intracellular parasites were fixed with 4% paraformaldehyde (PFA,
Sigma-Aldrich, USA) in PBS for 15 min, permeabilized with 0.1% Triton X-100 (Sigma-Aldrich, USA) in PBS
for 15 min, and blocked with 10% fetal bovine serum in PBS (blocking buffer) for 15 min at room tem-
perature. The samples were incubated with primary antibody and then secondary antibody dilution
buffer at 37°C for 30 min. The 6 primary antibodies used in our study included mouse anti-Ty monoclo-
nal antibody (a kind gift from the L. David Sibley lab at Washington University School of Medicine),
mouse/rabbit anti-HA (Medical & Biological Laboratories CO., LTD., Japan), rabbit anti-ALD (a kind gift
from the L. David Sibley lab at Washington University School of Medicine), rabbit anti-CPN60 (a kind gift
from Honglin Jia at Harbin Veterinary Research Institute in China), rabbit anti-GRA7 (stored in our labora-
tory), and rabbit anti-IMC1 (stored in our laboratory). The secondary antibodies used in our study included
Alexa Fluor 488 goat anti-mouse or rabbit IgG(H1L) cross-adsorbed secondary antibody and Alexa Fluor
594 goat anti-mouse or rabbit IgG(H1L) cross-adsorbed secondary antibody (Invitrogen, USA). Cell nuclei
were stained with Hoechst 33342 (Beyotime, China). Fluorescent images were captured using an Olympus
BX53 microscope (Olympus, Japan) equipped with a ZEISS Axiocam 503 mono camera (Carl Zeiss,
Germany).

Western blot. Freshly egressed tachyzoites were collected by manual scraping, filtered through a
3.0 mm-pore size nuclepore hydrophilic membrane (Whatman, USA), washed with PBS, and lysed in 1�
SDS-loading buffer (50 mM Tris-Cl, 2% SDS, 0.1% bromophenol blue, 10% glycerin, 20 mM dithiothreitol).
Lysates were boiled for 10 min in 1� SDS-loading buffer, separated on 10% polyacrylamide gels by SDS-
PAGE, and transferred to PVDF membranes. The membranes were blocked with 1% BSA in TBS and then
incubated with primary antibodies diluted in a blocking buffer containing 0.1% Tween 20. The mem-
branes were washed five times with TBS containing 0.1% Tween 20, then incubated with HRP-labeled
goat anti-rabbit secondary antibodies or anti-mouse secondary antibodies (Beyotime, China), and
detected with Clarity ECL Western Blotting Substrates (BIO-RAD, USA). Subsequently, the membranes
were washed with TBS containing 0.1% Tween 20 and scanned on a Tanon 5200 imager (Tanon, China).

Plaque formation assay. A confluent monolayer of HFF was infected with freshly egressed 200 par-
asites (tachyzoites) in a 6-well plate and treated with or without ATc for 10 days. Then the samples were
fixed with 4% PFA in PBS and stained for 15 min at room temperature with 0.1% crystal violet (Solarbio,
China). Plaque sizes were measured with Adobe Photoshop.

Intracellular replication assay. The iCaM and TATI parasites were pretreated with or without ATc
for 48 h. Fresh parasites were collected by mechanically disrupting host cells and allowed to grow for 24
h on a coverslip, followed by fixation with 4% PFA in PBS. IFA based on rabbit anti-ALD antibody and
mouse anti-SAG1 antibody was performed to distinguish intracellular from extracellular parasites. The
number of parasites per vacuole was counted, and the parasites in about 100 vacuoles under each con-
dition were calculated.

Invasion and egress. To perform the invasion assay, iCaM and TATI parasites were pretreated with
or without ATc for 48 h. Fresh parasites were harvested by mechanically disrupting host cells, resus-
pended in the D2 medium, and transferred to HFF monolayer coverslips in 24-well plates (1 � 106 tachy-
zoites/well) and incubated with or without ATc for 20 min at 37°C. The invasion process was stopped by
adding 4% PFA. Extracellular parasites were stained with mouse anti-SAG1 and then washed gently with
PBS. The intracellular parasites in the host cell were permeabilized with 0.1% Triton X-100 and stained
with rabbit anti-ALD. The invasion efficiency was expressed as the ratio of parasite number to host cell
number.

To examine the egress of parasites, fresh parasites were harvested by mechanically disrupting host
cells, resuspended in the D2 medium, and added to HFF monolayer coverslips in 24-well plates incu-
bated with or without ATc for 36 h. After 36 h of incubation, the medium was replaced with 2 mM
A23187 or DMSO, followed by a 15-minute incubation (Sigma-Aldrich, USA). The egress process was
stopped by adding 4% PFA. The samples were first stained with primary antibodies, mouse anti-SAG1
(whole parasite), and rabbit anti-GRA7 (parasite vacuole), then stained with the secondary antibodies
Alexa Fluor 488 goat anti-mouse and Alexa Fluor 594 goat anti-rabbit. At least 100 vacuoles were
observed per treatment in three independent biological experiments. Only vacuoles containing over
two parasites were counted in every coverslip.

Basal features of tachyzoite and conoid extrusion. The extracellular parasites were collected by
centrifugation, and then the intracellular parasites were collected after repeated pipetting several times
with a syringe. The basal feature of tachyzoites in the CaM 1 ATc and control was observed and
assessed, respectively. The conoid protrusion of parasites was stimulated by A23187, monitored, and
evaluated in the experiment and control group.

Daughter tachyzoite division orientation. Fresh parasites were collected by mechanically disrupting
host cells and allowed to grow for 24 h on a coverslip, followed by fixation with 4% PFA. Daughter tachy-
zoites were visualized by IFA using rabbit anti-IMC1 antibody, and their division orientation was observed
and counted. The data from three independent biological replicates were expressed as means 6 SD, and
the division orientations of 100 parasites were observed under each condition.

Apicoplast loss. The iCaM and TATI parasites were pretreated with or without ATc for 48 h. Fresh
parasites were collected by mechanically disrupting host cells and stuck onto a coverslip coated with
1 mg/mL poly-L-lysine (Beyotime, China), followed by fixation with 4% PFA. IFA was performed using
rabbit anti-CPN60 and mouse anti-SAG1 antibodies. The data from three independent biological repli-
cates were expressed as means 6 SD; the apicoplast number in 100 parasites was counted under each
condition.

BioID sample collection. The RHDhxgprt-CaM-BirA* strain was used to infect HFF cells for about
24 h and then incubated 24 h with or without 150 mM biotin (Sigma-Aldrich, USA) in the D2 medium, as
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previously described (56). The parasite samples were collected by manual scraping, washed in PBS, and
lysed in RIPA buffer (50 mM Tris, pH 7.4; 150 mM NaCl; 1% Triton X-100; 1% sodium deoxycholate; and
0.1% sodium dodecyl sulfate [SDS]; Beyotime, China) supplemented with protease inhibitor
(ThermoFisher, USA) (36). The lysates were centrifuged at 12,000 � g for 10 min at 4°C. The supernatants
were incubated for 6 h at 4°C with gentle tube rotation with MyOne Streptavidin magnetic beads T1
(ThermoFisher, USA). Magnetic beads were washed three times with RIPA buffer, then boiled for 10 min
in 1� SDS-loading buffer to release biotinylated proteins. 10% of each sample was analyzed by Western
blotting using HRP-labeled streptavidin (Beyotime, China), while the remaining samples were loaded in
12% SDS-PAGE gel and separated for about 10 min. The top gel containing biotinylated proteins was
cut, freeze-dried, and used for LC-MS/MS.

Mass spectrometry analysis and data processing. The gel band samples were reduced, alkylated,
and then washed with ammonium bicarbonate/acetonitrile to remove stains and SDS. Trypsin was
added, and digestion was carried out overnight at 37°C. Peptides were extracted from the gel pieces,
dried, and redissolved in 2.5% acetonitrile and 0.1% formic acid. Each digest was subjected to nanoLC-
MS/MS using a 2-h gradient on a 0.075 mm � 250 mm C18 column feeding into a Q-Exactive HF mass
spectrometer.

All MS/MS samples were analyzed using Mascot (Matrix Science, London, UK; version 2.6.1). The Mascot
was set to search the cRAP_20150130.fasta and Tgondii_GT1_20170914 database (8,462 entries), assuming
the digestion enzyme trypsin. The Mascot was set with a fragment ion mass tolerance of 0.060 Da and a par-
ent ion tolerance of 10.0 PPM. Deamidated asparagine and glutamine, oxidation of methionine, and carbami-
domethyl of cysteine were specified in Mascot as variable modifications.

Scaffold (version 4.8.4, Proteome Software Inc., Portland, OR) was used to validate MS/MS-based pep-
tide and protein identifications. Peptide identifications were accepted if they could be established
at .80.0% probability by the Peptide Prophet algorithm with Scaffold delta-mass correction (57).
Protein identifications were accepted if they could be established at .99.0% probability, and they con-
tained at least two identified peptides. Protein probabilities were assigned by the Protein Prophet algo-
rithm (58). Proteins that contained similar peptides and could not be differentiated based on MS/MS
analysis alone were grouped to satisfy the principles of parsimony. Proteins sharing significant peptide
evidence were grouped into clusters. Spectral counts of T. gondii proteins were used to analyze the
probability of interaction between CaM and its prey using the CRAPome repository with SAINTexpress
(38, 59). Normalized spectral counts (NormSpC) were calculated, as previously reported (39, 40) using
the following formula: NormSpci,j = length(aa)/(length[aa]j) � (AvgSpeCi,j 2 AvgSpecontrol i,j). For bait i
(CaM) and prey j, the average spectral counts for j detected within bait i (“biotin” group) were first sub-
tracted from those for j detected within bait i (“no biotin” control group). The value obtained in the pre-
vious step was then multiplied by the median length of all prey detected in bait i, and divided by the
length of j.

Co-Immunoprecipitation. The iCaM-MyoF-HA and iCaM-MyoJ-HA strains were constructed through
a C-terminal tagged with 3HA in the iCaM parent strain as described above. The fresh parasites of iCaM-
MyoF-HA, iCaM-MyoJ-HA, and iCaM control were all collected and lysed in RIPA buffer, respectively. The
sample supernatant was incubated with mouse anti-HA and then protein A1G magnetic beads
(Beyotime, China). The magnetic beads were boiled in a 1� SDS-loading buffer to release prey proteins.
These samples were separated on SDS-PAGE and then used for Western blotting.

Transcriptome. iCaM parasites were pretreated with or without ATc for about 40 h. Fresh parasites
were harvested by mechanically disrupting host cells and washed with PBS. Total RNA was extracted
using Transzol UP reagent (TransGen Biotech, China), followed by qualification using the Qubit RNA
assay kit in the Qubit 2.0 Fluorometer (Life Technologies, USA). Total RNA integrity was detected using
the Bioanalyzer 2100 system (Agilent Technologies, USA). The RNA library was constructed using the
NEBNext Ultra RNA Library Prep kit for Illumina (New England BioLabs, USA), following the manufac-
turer’s instructions. The mRNA was purified and used for cDNA synthesis and Illumina Hiseq platform
sequencing. The clean data were obtained by removing low-quality reads and those containing adapters
from the raw data. The clean data were aligned to the Toxoplasma gondii TgGT1 genome (ToxoDB-43)
using HISAT2 v2.0.5. Differential expression analysis was performed using the DESeq2 R package (1.16.1)
with a default parameter, and GO analyses were performed by the clusterProfiler R package (4.2.0) with
the default parameter (60). The GO terms with a corrected P value less than 0.05 were considered
significant.

Data availability. The transcriptome data generated for this study can be found in the Gene
Expression Omnibus (GEO), accession no. GSE198001. The mass spectrometry proteomics data for CaM-
BioID were deposited to the ProteomeXchange Consortium via the PRoteomics IDEntifications (PRIDE)
partner repository with the data set identifier PXD032102.

SUPPLEMENTAL MATERIAL

Supplemental material is available online only.
SUPPLEMENTAL FILE 1, XLSX file, 0.1 MB.
SUPPLEMENTAL FILE 2, XLSX file, 0.04 MB.
SUPPLEMENTAL FILE 3, XLSX file, 0.1 MB.
SUPPLEMENTAL FILE 4, XLSX file, 0.02 MB.
SUPPLEMENTAL FILE 5, XLSX file, 0.01 MB.
SUPPLEMENTAL FILE 6, PDF file, 1.2 MB.

Function of Calmodulin in Toxoplasma Microbiology Spectrum

September/October 2022 Volume 10 Issue 5 10.1128/spectrum.01363-22 13

https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE198001
https://www.ebi.ac.uk/pride/archive/projects/PXD032102
https://journals.asm.org/journal/spectrum
https://doi.org/10.1128/spectrum.01363-22


ACKNOWLEDGMENTS
We are thankful to Sophie Alvarez and Michael Naldrett from the Proteomics and

Metabolomics Facility (PMF team), Center for Biotechnology at the University of Nebraska-
Lincoln, for their kind help on high-quality mass spectrometry services and the facility and
instrumentation supported by the Nebraska Research Initiative. Project support was kindly
provided by the National Natural Science Foundation of China (Grant No. 31272553).

We declare no conflict of interest.

REFERENCES
1. Tenter AM, Heckeroth AR, Weiss LM. 2000. Toxoplasma gondii: from ani-

mals to humans. Int J Parasitol 30:1217–1258. https://doi.org/10.1016/
S0020-7519(00)00124-7.

2. Blader IJ, Coleman BI, Chen CT, Gubbels MJ. 2015. Lytic cycle of Toxo-
plasma gondii: 15 years later. Annu Rev Microbiol 69:463–485. https://doi
.org/10.1146/annurev-micro-091014-104100.

3. Swierzy IJ, Luder CG. 2015. Withdrawal of skeletal muscle cells from cell
cycle progression triggers differentiation of Toxoplasma gondii towards
the bradyzoite stage. Cell Microbiol 17:2–17. https://doi.org/10.1111/cmi
.12342.

4. Mayoral J, Di Cristina M, Carruthers VB, Weiss LM. 2020. Toxoplasma gon-
dii: bradyzoite differentiation in vitro and in vivo. Methods Mol Biol 2071:
269–282. https://doi.org/10.1007/978-1-4939-9857-9_15.

5. Tsien RW, Tsien RY. 1990. Calcium channels, stores, and oscillations. Annu
Rev Cell Biol 6:715–760. https://doi.org/10.1146/annurev.cb.06.110190
.003435.

6. Moreno SN, Docampo R. 2003. Calcium regulation in protozoan parasites. Curr
OpinMicrobiol 6:359–364. https://doi.org/10.1016/s1369-5274(03)00091-2.

7. Vella SA, Moore CA, Li ZH, Hortua Triana MA, Potapenko E, Moreno SNJ.
2021. The role of potassium and host calcium signaling in Toxoplasma gondii
egress. Cell Calcium 94:102337. https://doi.org/10.1016/j.ceca.2020.102337.

8. Arrizabalaga G, Boothroyd JC. 2004. Role of calcium during Toxoplasma
gondii invasion and egress. Int J Parasitol 34:361–368. https://doi.org/10
.1016/j.ijpara.2003.11.017.

9. Hortua Triana MA, Marquez-Nogueras KM, Vella SA, Moreno SNJ. 2018. Cal-
cium signaling and the lytic cycle of the Apicomplexan parasite Toxo-
plasma gondii. Biochim Biophys Acta Mol Cell Res 1865:1846–1856. https://
doi.org/10.1016/j.bbamcr.2018.08.004.

10. Wetzel DM, Chen LA, Ruiz FA, Moreno SN, Sibley LD. 2004. Calcium-medi-
ated protein secretion potentiates motility in Toxoplasma gondii. J Cell
Sci 117:5739–5748. https://doi.org/10.1242/jcs.01495.

11. Carruthers VB, Giddings OK, Sibley LD. 1999. Secretion of micronemal pro-
teins is associated with toxoplasma invasion of host cells. Cell Microbiol 1:
225–235. https://doi.org/10.1046/j.1462-5822.1999.00023.x.

12. Fu Y, Brown KM, Jones NG, Moreno SN, Sibley LD. 2021. Toxoplasma bra-
dyzoites exhibit physiological plasticity of calcium and energy stores con-
trolling motility and egress. Elife 10:e73011. https://doi.org/10.7554/eLife
.73011.

13. Lourido S, Moreno SN. 2015. The calcium signaling toolkit of the Apicom-
plexan parasites Toxoplasma gondii and Plasmodium spp. Cell Calcium
57:186–193. https://doi.org/10.1016/j.ceca.2014.12.010.

14. Gifford JL, Walsh MP, Vogel HJ. 2007. Structures and metal-ion-binding
properties of the Ca21-binding helix-loop-helix EF-hand motifs. Biochem
J 405:199–221. https://doi.org/10.1042/BJ20070255.

15. Chin D, Means AR. 2000. Calmodulin: a prototypical calcium sensor. Trends
Cell Biol 10:322–328. https://doi.org/10.1016/s0962-8924(00)01800-6.

16. Mruk K, Shandilya SM, Blaustein RO, Schiffer CA, Kobertz WR. 2012. Structural
insights into neuronal K1 channel-calmodulin complexes. Proc Natl Acad
Sci U S A 109:13579–13583. https://doi.org/10.1073/pnas.1207606109.

17. Kursula P. 2014. The many structural faces of calmodulin: a multitasking
molecular jackknife. Amino Acids 46:2295–2304. https://doi.org/10.1007/
s00726-014-1795-y.

18. Rhoads AR, Friedberg F. 1997. Sequence motifs for calmodulin recogni-
tion. FASEB J 11:331–340. https://doi.org/10.1096/fasebj.11.5.9141499.

19. Nagamune K, Sibley LD. 2006. Comparative genomic and phylogenetic
analyses of calcium ATPases and calcium-regulated proteins in the api-
complexa. Mol Biol Evol 23:1613–1627. https://doi.org/10.1093/molbev/
msl026.

20. Long S, Brown KM, Drewry LL, Anthony B, Phan IQH, Sibley LD. 2017. Cal-
modulin-like proteins localized to the conoid regulate motility and cell

invasion by Toxoplasma gondii. PLoS Pathog 13:e1006379. https://doi.org/
10.1371/journal.ppat.1006379.

21. Polonais V, Javier Foth B, Chinthalapudi K, Marq JB, Manstein DJ, Soldati-
Favre D, Frenal K. 2011. Unusual anchor of a motor complex (MyoD-MLC2)
to the plasma membrane of Toxoplasma gondii. Traffic 12:287–300. https://
doi.org/10.1111/j.1600-0854.2010.01148.x.

22. Hu K. 2008. Organizational changes of the daughter basal complex during
the parasite replication of Toxoplasma gondii. PLoS Pathog 4:e10. https://
doi.org/10.1371/journal.ppat.0040010.

23. Paul AS, Saha S, Engelberg K, Jiang RH, Coleman BI, Kosber AL, Chen CT,
Ganter M, Espy N, Gilberger TW, Gubbels MJ, Duraisingh MT. 2015. Para-
site calcineurin regulates host cell recognition and attachment by api-
complexans. Cell Host Microbe 18:49–60. https://doi.org/10.1016/j.chom
.2015.06.003.

24. Pezzella-D'Alessandro N, Le Moal H, Bonhomme A, Valere A, Klein C,
Gomez-Marin J, Pinon JM. 2001. Calmodulin distribution and the actomy-
osin cytoskeleton in Toxoplasma gondii. J Histochem Cytochem 49:445–454.
https://doi.org/10.1177/002215540104900404.

25. Meissner M, Brecht S, Bujard H, Soldati D. 2001. Modulation of myosin A
expression by a newly established tetracycline repressor-based inducible
system in Toxoplasma gondii. Nucleic Acids Res 29:E115. https://doi.org/
10.1093/nar/29.22.e115.

26. Frenal K, Jacot D, Hammoudi PM, Graindorge A, Maco B, Soldati-Favre D.
2017. Myosin-dependent cell-cell communication controls synchronicity
of division in acute and chronic stages of Toxoplasma gondii. Nat Com-
mun 8:15710. https://doi.org/10.1038/ncomms15710.

27. Muniz-Hernandez S, Carmen MG, Mondragon M, Mercier C, Cesbron MF,
Mondragon-Gonzalez SL, Gonzalez S, Mondragon R. 2011. Contribution of
the residual body in the spatial organization of Toxoplasma gondii tachy-
zoites within the parasitophorous vacuole. J Biomed Biotechnol 2011:
473983. https://doi.org/10.1155/2011/473983.

28. Werk R. 1985. How does Toxoplasma gondii enter host cells? Rev Infect
Dis 7:449–457. https://doi.org/10.1093/clinids/7.4.449.

29. Zhu G, Marchewka MJ, Keithly JS. 2000. Cryptosporidium parvum appears
to lack a plastid genome. Microbiology (Reading)146:315–321. https://doi
.org/10.1099/00221287-146-2-315.

30. van Dooren GG, Striepen B. 2013. The algal past and parasite present of
the apicoplast. Annu Rev Microbiol 67:271–289. https://doi.org/10.1146/
annurev-micro-092412-155741.

31. Fichera ME, Roos DS. 1997. A plastid organelle as a drug target in apicom-
plexan parasites. Nature 390:407–409. https://doi.org/10.1038/37132.

32. Dahl EL, Rosenthal PJ. 2007. Multiple antibiotics exert delayed effects
against the Plasmodium falciparum apicoplast. Antimicrob Agents Che-
mother 51:3485–3490. https://doi.org/10.1128/AAC.00527-07.

33. Jacot D, Daher W, Soldati-Favre D. 2013. Toxoplasma gondii myosin F, an
essential motor for centrosomes positioning and apicoplast inheritance.
EMBO J 32:1702–1716. https://doi.org/10.1038/emboj.2013.113.

34. Roux KJ, Kim DI, Raida M, Burke B. 2012. A promiscuous biotin ligase
fusion protein identifies proximal and interacting proteins in mammalian
cells. J Cell Biol 196:801–810. https://doi.org/10.1083/jcb.201112098.

35. Nadipuram SM, Kim EW, Vashisht AA, Lin AH, Bell HN, Coppens I,
Wohlschlegel JA, Bradley PJ. 2016. In vivo biotinylation of the Toxoplasma
parasitophorous vacuole reveals novel dense granule proteins important
for parasite growth and pathogenesis. mBio 7:e00808-16. https://doi.org/
10.1128/mBio.00808-16.

36. Pan M, Li M, Li L, Song Y, Hou L, Zhao J, Shen B. 2019. Identification of
novel dense-granule proteins in toxoplasma gondii by two proximity-
based biotinylation approaches. J Proteome Res 18:319–330. https://doi
.org/10.1021/acs.jproteome.8b00626.

Function of Calmodulin in Toxoplasma Microbiology Spectrum

September/October 2022 Volume 10 Issue 5 10.1128/spectrum.01363-22 14

https://doi.org/10.1016/S0020-7519(00)00124-7
https://doi.org/10.1016/S0020-7519(00)00124-7
https://doi.org/10.1146/annurev-micro-091014-104100
https://doi.org/10.1146/annurev-micro-091014-104100
https://doi.org/10.1111/cmi.12342
https://doi.org/10.1111/cmi.12342
https://doi.org/10.1007/978-1-4939-9857-9_15
https://doi.org/10.1146/annurev.cb.06.110190.003435
https://doi.org/10.1146/annurev.cb.06.110190.003435
https://doi.org/10.1016/s1369-5274(03)00091-2
https://doi.org/10.1016/j.ceca.2020.102337
https://doi.org/10.1016/j.ijpara.2003.11.017
https://doi.org/10.1016/j.ijpara.2003.11.017
https://doi.org/10.1016/j.bbamcr.2018.08.004
https://doi.org/10.1016/j.bbamcr.2018.08.004
https://doi.org/10.1242/jcs.01495
https://doi.org/10.1046/j.1462-5822.1999.00023.x
https://doi.org/10.7554/eLife.73011
https://doi.org/10.7554/eLife.73011
https://doi.org/10.1016/j.ceca.2014.12.010
https://doi.org/10.1042/BJ20070255
https://doi.org/10.1016/s0962-8924(00)01800-6
https://doi.org/10.1073/pnas.1207606109
https://doi.org/10.1007/s00726-014-1795-y
https://doi.org/10.1007/s00726-014-1795-y
https://doi.org/10.1096/fasebj.11.5.9141499
https://doi.org/10.1093/molbev/msl026
https://doi.org/10.1093/molbev/msl026
https://doi.org/10.1371/journal.ppat.1006379
https://doi.org/10.1371/journal.ppat.1006379
https://doi.org/10.1111/j.1600-0854.2010.01148.x
https://doi.org/10.1111/j.1600-0854.2010.01148.x
https://doi.org/10.1371/journal.ppat.0040010
https://doi.org/10.1371/journal.ppat.0040010
https://doi.org/10.1016/j.chom.2015.06.003
https://doi.org/10.1016/j.chom.2015.06.003
https://doi.org/10.1177/002215540104900404
https://doi.org/10.1093/nar/29.22.e115
https://doi.org/10.1093/nar/29.22.e115
https://doi.org/10.1038/ncomms15710
https://doi.org/10.1155/2011/473983
https://doi.org/10.1093/clinids/7.4.449
https://doi.org/10.1099/00221287-146-2-315
https://doi.org/10.1099/00221287-146-2-315
https://doi.org/10.1146/annurev-micro-092412-155741
https://doi.org/10.1146/annurev-micro-092412-155741
https://doi.org/10.1038/37132
https://doi.org/10.1128/AAC.00527-07
https://doi.org/10.1038/emboj.2013.113
https://doi.org/10.1083/jcb.201112098
https://doi.org/10.1128/mBio.00808-16
https://doi.org/10.1128/mBio.00808-16
https://doi.org/10.1021/acs.jproteome.8b00626
https://doi.org/10.1021/acs.jproteome.8b00626
https://journals.asm.org/journal/spectrum
https://doi.org/10.1128/spectrum.01363-22


37. Choi H, Larsen B, Lin ZY, Breitkreutz A, Mellacheruvu D, Fermin D, Qin ZS,
Tyers M, Gingras AC, Nesvizhskii AI. 2011. SAINT: probabilistic scoring of af-
finity purification-mass spectrometry data. Nat Methods 8:70–73. https://
doi.org/10.1038/nmeth.1541.

38. Teo G, Liu G, Zhang J, Nesvizhskii AI, Gingras AC, Choi H. 2014. SAINTex-
press: improvements and additional features in significance analysis of
INTeractome software. J Proteomics 100:37–43. https://doi.org/10.1016/j
.jprot.2013.10.023.

39. Youn JY, Dunham WH, Hong SJ, Knight JDR, Bashkurov M, Chen GI, Bagci
H, Rathod B, MacLeod G, Eng SWM, Angers S, Morris Q, Fabian M, Côté JF,
Gingras AC. 2018. High-density proximity mapping reveals the subcellular
organization of mRNA-associated granules and bodies. Mol Cell 69:
517–532.e11. https://doi.org/10.1016/j.molcel.2017.12.020.

40. Go CD, Knight JDR, Rajasekharan A, Rathod B, Hesketh GG, Abe KT, Youn
JY, Samavarchi-Tehrani P, Zhang H, Zhu LY, Popiel E, Lambert JP, Coyaud
�E, Cheung SWT, Rajendran D, Wong CJ, Antonicka H, Pelletier L, Palazzo
AF, Shoubridge EA, Raught B, Gingras AC. 2021. A proximity-dependent
biotinylation map of a human cell. Nature 595:120–124. https://doi.org/
10.1038/s41586-021-03592-2.

41. Barylyuk K, Koreny L, Ke H, Butterworth S, Crook OM, Lassadi I, Gupta V,
Tromer E, Mourier T, Stevens TJ, Breckels LM, Pain A, Lilley KS, Waller RF.
2020. A comprehensive subcellular atlas of the toxoplasma proteome via
hyperLOPIT provides spatial context for protein functions. Cell Host
Microbe 28:752–766.e9. https://doi.org/10.1016/j.chom.2020.09.011.

42. Sidik SM, Huet D, Ganesan SM, Huynh MH, Wang T, Nasamu AS, Thiru P,
Saeij JPJ, Carruthers VB, Niles JC, Lourido S. 2016. A genome-wide CRISPR
screen in Toxoplasma identifies essential apicomplexan genes. Cell 166:
1423–1435.e12. https://doi.org/10.1016/j.cell.2016.08.019.

43. Yap KL, Kim J, Truong K, Sherman M, Yuan T, Ikura M. 2000. Calmodulin
target database. J Struct Funct Genomics 1:8–14. https://doi.org/10.1023/
A:1011320027914.

44. O'Connell DJ, Bauer MC, O'Brien J, Johnson WM, Divizio CA, O'Kane SL,
Berggard T, Merino A, Akerfeldt KS, Linse S, Cahill DJ. 2010. Integrated
protein array screening and high throughput validation of 70 novel neu-
ral calmodulin-binding proteins. Mol Cell Proteomics 9:1118–1132. https://
doi.org/10.1074/mcp.M900324-MCP200.

45. Shen X, Valencia CA, Szostak JW, Szostak J, Dong B, Liu R. 2005. Scanning
the human proteome for calmodulin-binding proteins. Proc Natl Acad Sci
U S A 102:5969–5974. https://doi.org/10.1073/pnas.0407928102.

46. Pezzella N, Bouchot A, Bonhomme A, Pingret L, Klein C, Burlet H, Balossier
G, Bonhomme P, Pinon JM. 1997. Involvement of calcium and calmodulin
in Toxoplasma gondii tachyzoite invasion. Eur J Cell Biol 74:92–101.

47. Tanaka T, Ohmura T, Hidaka H. 1983. Calmodulin antagonists' binding
sites on calmodulin. Pharmacology 26:249–257. https://doi.org/10.1159/
000137808.

48. Audran E, Dagher R, Gioria S, Tsvetkov PO, Kulikova AA, Didier B, Villa P,
Makarov AA, Kilhoffer MC, Haiech J. 2013. A general framework to charac-
terize inhibitors of calmodulin: use of calmodulin inhibitors to study the
interaction between calmodulin and its calmodulin binding domains. Bio-
chim Biophys Acta 1833:1720–1731. https://doi.org/10.1016/j.bbamcr
.2013.01.008.

49. Brooks CF, Johnsen H, van Dooren GG, Muthalagi M, Lin SS, Bohne W,
Fischer K, Striepen B. 2010. The toxoplasma apicoplast phosphate translo-
cator links cytosolic and apicoplast metabolism and is essential for para-
site survival. Cell Host Microbe 7:62–73. https://doi.org/10.1016/j.chom
.2009.12.002.

50. Lim L, Linka M, Mullin KA, Weber AP, McFadden GI. 2010. The carbon and
energy sources of the non-photosynthetic plastid in the malaria parasite.
FEBS Lett 584:549–554. https://doi.org/10.1016/j.febslet.2009.11.097.

51. Seeber F, Soldati-Favre D. 2010. Metabolic pathways in the apicoplast of
apicomplexa. Int Rev Cell Mol Biol 281:161–228. https://doi.org/10.1016/
S1937-6448(10)81005-6.

52. Branon TC, Bosch JA, Sanchez AD, Udeshi ND, Svinkina T, Carr SA,
Feldman JL, Perrimon N, Ting AY. 2018. Efficient proximity labeling in liv-
ing cells and organisms with TurboID. Nat Biotechnol 36:880–887. https://
doi.org/10.1038/nbt.4201.

53. Zhang W, Li L, Xia N, Zhou Y, Fang R, He L, Hu M, Shen B, Zhao J. 2016.
Analysis of the virulence determination mechanisms in a local Toxo-
plasma strain (T.gHB1) isolated from central China. Parasitol Res 115:
3807–3815. https://doi.org/10.1007/s00436-016-5141-z.

54. Shen B, Brown K, Long S, Sibley LD. 2017. Development of CRISPR/Cas9
for efficient genome editing in Toxoplasma gondii. Methods Mol Biol
1498:79–103. https://doi.org/10.1007/978-1-4939-6472-7_6.

55. Shen B, Brown KM, Lee TD, Sibley LD. 2014. Efficient gene disruption in
diverse strains of Toxoplasma gondii using CRISPR/CAS9. mBio 5:e01114-
14. https://doi.org/10.1128/mBio.01114-14.

56. Chen AL, Kim EW, Toh JY, Vashisht AA, Rashoff AQ, Van C, Huang AS,
Moon AS, Bell HN, Bentolila LA, Wohlschlegel JA, Bradley PJ. 2015. Novel
components of the Toxoplasma inner membrane complex revealed by
BioID. mBio 6:e02357-14. https://doi.org/10.1128/mBio.02357-14.

57. Keller A, Nesvizhskii AI, Kolker E, Aebersold R. 2002. Empirical statistical
model to estimate the accuracy of peptide identifications made by MS/
MS and database search. Anal Chem 74:5383–5392. https://doi.org/10
.1021/ac025747h.

58. Nesvizhskii AI, Keller A, Kolker E, Aebersold R. 2003. A statistical model for
identifying proteins by tandem mass spectrometry. Anal Chem 75:
4646–4658. https://doi.org/10.1021/ac0341261.

59. Mellacheruvu D, Wright Z, Couzens AL, Lambert JP, St-Denis NA, Li T,
Miteva YV, Hauri S, Sardiu ME, Low TY, Halim VA, Bagshaw RD, Hubner NC,
Al-Hakim A, Bouchard A, Faubert D, Fermin D, Dunham WH, Goudreault M,
Lin ZY, Badillo BG, Pawson T, Durocher D, Coulombe B, Aebersold R,
Superti-Furga G, Colinge J, Heck AJ, Choi H, Gstaiger M, Mohammed S,
Cristea IM, Bennett KL, Washburn MP, Raught B, Ewing RM, Gingras AC,
Nesvizhskii AI. 2013. The CRAPome: a contaminant repository for affinity
purification-mass spectrometry data. Nat Methods 10:730–736. https://doi
.org/10.1038/nmeth.2557.

60. Wu T, Hu E, Xu S, Chen M, Guo P, Dai Z, Feng T, Zhou L, Tang W, Zhan L,
Fu X, Liu S, Bo X, Yu G. 2021. clusterProfiler 4.0: a universal enrichment
tool for interpreting omics data. Innovation (Camb) 2:100141. https://doi
.org/10.1016/j.xinn.2021.100141.

Function of Calmodulin in Toxoplasma Microbiology Spectrum

September/October 2022 Volume 10 Issue 5 10.1128/spectrum.01363-22 15

https://doi.org/10.1038/nmeth.1541
https://doi.org/10.1038/nmeth.1541
https://doi.org/10.1016/j.jprot.2013.10.023
https://doi.org/10.1016/j.jprot.2013.10.023
https://doi.org/10.1016/j.molcel.2017.12.020
https://doi.org/10.1038/s41586-021-03592-2
https://doi.org/10.1038/s41586-021-03592-2
https://doi.org/10.1016/j.chom.2020.09.011
https://doi.org/10.1016/j.cell.2016.08.019
https://doi.org/10.1023/A:1011320027914
https://doi.org/10.1023/A:1011320027914
https://doi.org/10.1074/mcp.M900324-MCP200
https://doi.org/10.1074/mcp.M900324-MCP200
https://doi.org/10.1073/pnas.0407928102
https://doi.org/10.1159/000137808
https://doi.org/10.1159/000137808
https://doi.org/10.1016/j.bbamcr.2013.01.008
https://doi.org/10.1016/j.bbamcr.2013.01.008
https://doi.org/10.1016/j.chom.2009.12.002
https://doi.org/10.1016/j.chom.2009.12.002
https://doi.org/10.1016/j.febslet.2009.11.097
https://doi.org/10.1016/S1937-6448(10)81005-6
https://doi.org/10.1016/S1937-6448(10)81005-6
https://doi.org/10.1038/nbt.4201
https://doi.org/10.1038/nbt.4201
https://doi.org/10.1007/s00436-016-5141-z
https://doi.org/10.1007/978-1-4939-6472-7_6
https://doi.org/10.1128/mBio.01114-14
https://doi.org/10.1128/mBio.02357-14
https://doi.org/10.1021/ac025747h
https://doi.org/10.1021/ac025747h
https://doi.org/10.1021/ac0341261
https://doi.org/10.1038/nmeth.2557
https://doi.org/10.1038/nmeth.2557
https://doi.org/10.1016/j.xinn.2021.100141
https://doi.org/10.1016/j.xinn.2021.100141
https://journals.asm.org/journal/spectrum
https://doi.org/10.1128/spectrum.01363-22

	RESULTS
	CaM knockdown using an improved tetracycline-off system.
	Knockdown of CaM caused various lethal phenotypes in tachyzoites.
	CaM knockdown resulted in substantial abnormalities in the basal constriction and parasite motility.
	CaM depletion caused the loss of apicoplast.
	CaM interacted with over 300 proteins in tachyzoites.
	Transcriptome revealed functions of CaM in the tachyzoite stage.

	DISCUSSION
	MATERIALS AND METHODS
	Parasite strains.
	Plasmids and parasite strain construction.
	Immunofluorescence assay.
	Western blot.
	Plaque formation assay.
	Intracellular replication assay.
	Invasion and egress.
	Basal features of tachyzoite and conoid extrusion.
	Daughter tachyzoite division orientation.
	Apicoplast loss.
	BioID sample collection.
	Mass spectrometry analysis and data processing.
	Co-Immunoprecipitation.
	Transcriptome.
	Data availability.

	SUPPLEMENTAL MATERIAL
	ACKNOWLEDGMENTS
	REFERENCES

