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Abstract: The protozoan parasite Leishmania donovani is a causative agent of the neglected tropical
disease known as visceral leishmaniasis, which can be lethal when untreated. Studying Leishmania
viru-lence factors is crucial in determining how the parasite causes disease and identifying new
targets for treatment. One potential virulence factor is L. donovani’s abundantly secreted protein:
secreted acid phosphatase (SAcP). Whole-genome analysis revealed that the sacp gene was present in
three copies in wild type L. donovani. Using CRISPR-Cas9 gene editing; we generated a sacp gene
knockout termed Ld∆SAcP, which demonstrated a loss of both the SAcP protein and an associated
reduction in secreted acid phosphatase activity. Genome sequencing confirmed the precise dele-tion
of the sacp gene in Ld∆SAcP and identified several changes in the genome. Ld∆SAcP demonstrated
no significant changes in promastigote proliferation or its ability to infect and survive in macrophages
compared to the wildtype strain. Ld∆SAcP also demonstrated no change in murine liver infection;
however, survival was impaired in the spleen. Taken together these results show that SAcP is
not necessary for the survival of promastigotes in culture but may support long-term survival in
the spleen. These observations also show that the use of CRISPR gene editing and WGS together
are effective to investigate the function and phenotype of complex potential drug targets such as
multicopy genes.

Keywords: visceral leishmaniasis; CRISPR-Cas9; whole-genome sequencing; virulence; drug target

1. Introduction

The intracellular protozoan parasite Leishmania is the causative agent of leishmania-
sis and the severity of human leishmaniasis is species specific, ranging from self-healing
cutaneous leishmaniasis to the potentially fatal visceral leishmaniasis [1]. There are over
1 million new cases of cutaneous leishmaniasis annually, predominantly in Africa, South
America and the Middle-East, and approximately 50,000 new cases of visceral leishma-
niasis annually in the Indian Subcontinent, South America and Eastern Africa [1,2]. The
Leishmania life cycle is dimorphic: the promastigote is a long flagellar cell present in the
sand fly vector, and the amastigote is a circular non-flagellar cell present predominantly
in the phagolysosome of mammalian host macrophages [3]. In the case of Leishmania
donovani, the only known mammalian host is the human, and this species causes visceral
leishmaniasis, which is fatal if not treated [1]. Patients previously infected with L. donovani
are protected from subsequent infection suggesting that it should be possible to develop a
vaccine; however, no safe or effective prophylaxis vaccine is currently available for human
leishmaniasis [4].
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Virulence factors, particularly secreted ones, are good potential targets for the devel-
opment of vaccines and novel drug treatment approaches [5]. Many Leishmania virulence
factors have been characterized, such as lypophosphoglycan (LPG), glycoinositolphospho-
lipids (GIPLs), proteophosphoglycan (PPGs), and glycoprotein 63 (GP63) [6]. An example
of a well-characterized virulence factor is A2, which is required for parasite survival in
visceral organs and is absent in most cutaneous species of Leishmania [7]. Although some of
these virulence factors could represent drug targets, the specific role of others has yet to
be elucidated. One such potential virulence factor is the secreted acid phosphatase (SAcP)
that is conserved among all Leishmania species and is among the highly abundant secreted
proteins in L. donovani promastigotes, as shown by pulse labeling total secreted proteins,
followed by the immunoprecipitation of SAcP [8–11]. In vitro studies have determined
that SAcP is most enzymatically active in acidic environments and has a wide range of
substrates including, but not limited to, glucose 1-phosphate, fructose 6-phosphate and
fructose 1,6-diphosphate [12]. The neutralization of SAcP could attenuate the survival of L.
donovani in infected individuals and thus represent a potential drug target.

Leishmania species are generally considered to be diploid organism although chromoso-
mal aneuploidy is common across all species. The sacp genes are located on chromosome 36
and on a circular extrachromosomal episomal DNA in L. donovani, and the copy number of
this episome appears to vary in different clinical isolates with strains resistant to antimony
having a higher copy number [13]. In addition to the sacp gene, the episome contains a
hypothetical gene and a gene encoding a mitogen-activated protein kinase (MAPK) [13]. It
was reported that deletion of all sacp genes from chromosome 36 in Leishmania mexicana was
not associated with a loss of virulence; however, loss of the mapk gene located near the sacp
gene was associated with reduced amastigote fitness in vitro [14] and in mice [15,16]. To our
knowledge, the sacp gene has never been deleted in L. donovani nor has sacp been deleted in
Leishmania spp. without affecting nearby chromosomal genes. We were interested in inves-
tigating the sacp gene in L. donovani, because it is highly secreted and therefore may play
an essential role in the life cycle and may represent a drug or antibody target [11,13]. Our
previous attempts to delete the sacp gene from L. donovani using traditional homologous
recombination with a selectable marker gene have been unsuccessful, because the sacp gene
is a multicopy gene where the copy number varies depending on the isolate and because
sacp is part of a multigene family, which includes the membrane-bound acid phosphatase
(MAcP) that shares a conserved domain with SAcP. Previous studies have suggested that
MAcP is involved in blocking the production of oxygen metabolites in the phagolysosome
of host macrophages and neutrophils, suggesting that MAcP plays a role in protecting the
parasite from toxic oxygen metabolites in the host [17–19].

New genome editing technologies, such as CRISPR-Cas9, have greatly improved our
ability to study proteins of interest by specifically deleting or altering the genes encoding
them [20]. Our lab has adapted this technology for use in L. donovani and has shown that
CRISPR-Cas9 gene editing can be applied to multicopy gene deletions [21,22]. Thus, using
CRISPR-Cas9 gene editing, we created a knockout strain termed Ld∆SAcP (L. donovani
sacp gene deleted mutant). where all copies of the sacp genes, including the episome, were
deleted followed by whole-genome sequencing and a phenotypic analysis. The overall
objective was to determine the role of the SAcP promastigote viability in culture and
amastigote survival in macrophages and infected BALB/c mice. Further, we demonstrate
that whole-genome sequencing can be informative to help interpret results with gene-
edited mutants.

2. Materials and Methods
2.1. Leishmania Strain and Culture Media

L. donovani 1S2D (MHOM/SD/62/1S-Cl2D) was grown at 26 ◦C in M199 (Sigma, St.
Louis, MO, USA, M0393-10X1L) supplemented with 10% heat-inactivated fetal bovine
serum (FBS), 40 mM HEPES, 0.1 mM adenine, 5 mg/L hemin, 1 mg/L biotin, 1 mL/L
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biopterin, 50 U/mL penicillin, and 50 U/mL streptomycin (M199-complete). Parasites were
passaged weekly in parallel into fresh media at a 40-fold dilution.

2.2. Whole-Genome Sequencing and Analysis

DNA was extracted from the parental L. donovani 1S2D and the mutant Ld∆SAcP
strains at identical timepoints using the GeneJet Genomic DNA Purification Kit (Thermo
Scientific, Vilnius, Lithuania, K0722) as per the manufacturer’s instructions, with a modified
elution buffer consisting of 10 mM Tris-HCl pH 8.0 with 0.1 mM of EDTA. Samples were sent
to Centre d’Expertise et de Services Genome Quebec for PCR-free library preparation and
sequencing on the Illumina NovaSeq 6000 platform with an S4 cell in PE mode yielding 35 M
reads of 150 bp in length. The strategy for strain comparison was previously described [23].
Briefly, fastq files were processed with the Burrows-Wheeler Aligner (BWA) using the
command “bwa mem” to create a sam file [24]. The module samtools was used with the
command “samtools view” to make an unsorted bamfile followed by “samtools sort” to
create a sorted bamfile [25]. The file was then converted to an mpileup using the command
“samtools mpileup” [25]. Coverage was determined using the bedtools module with the
command “bedtools coverage -mean” for coverage across the whole genome and “bedtools
coverage -d” for the coverage per base pair over a gene of interest [26]. Coverage per base
pair was graphed using GraphPad Prism 6. SNPs were analyzed using the mutation caller
VarScan to create a variant caller format (vcf) file [27]. Using the Galaxy platform [28],
SnpEff was used to annotate the variants, and Bedtools Intersect Intervals was used to
compare SNPs. Data was inspected using Integrative Genomics Viewer (IGV) Software [29].

Circos plots showing copy number variants were created using the mean coverage
files described above and the circos module. The command “circos -conf” was used to
generate the circos plot image [30].

Additional nanopore sequencing was performed using the parental L. donovani 1S2D
DNA to confirm the presence and size of the sacp gene containing episome. Extracted
DNA was sent to the Advanced Genomic Technologies Laboratory at the McGill Genome
Center. An Oxford Nanopore Technologies library was prepared using the Native Ligation
Kit and sequenced using a PromethION R9.4.1 flow cell on a PromethION/24 instrument.
The genomic sacp containing locus was assembled de novo using the raw Nanopore reads
using the canu assembler [31], and the raw reads were then aligned to this new reference
as described above. Data was viewed in IGV and in SnapGene. Sequence homology and
the sharp change in coverage at either edge were used to determine the boundaries of the
potential episome and generate circular sequence for the episome. Individual reads that
only mapped to the edges of episome homologous portion were manually selected and
realigned to the circular reference corresponding to the ~14 kb episome to determine if they
spanned the junction.

2.3. Generation and Confirmation of CRISPR-Cas9 Knockouts

The protocol for deletion with CRISPR-Cas9 using two gRNAs was previously de-
scribed [22,32]. All primers were obtained from Alpha DNA. The gRNAs were designed
using the Eukaryotic Pathogen CRISPR guide RNA/DNA Design Tool [33]. The primers
LdSAcP1 and LdSAcP2 each containing the gRNA1 and gRNA2, respectively, and the Bbs
I cut site were used to PCR amplify HDV and hammerhead ribozymes. The insert and
pLdCN2 vector were digested with Bbs I and ligated together. Many (1 × 108) parasites
were transfected with 10 µg of plasmid pLdCN2 containing the gRNAs, then selected
using 50–100 µg/mL G418. Primers LdSAcPBleF and LdSAcPBleR2 were used to create
the donor DNA by amplifying the bleomycin resistance gene with homology arms to the
Cas9 cut sites. Parasites were subsequently transfected with the above-mentioned donor
DNA and selected using 50–100 µg/mL of bleomycin. Cells underwent single-cell cloning
in 96-well plates and PCR analysis with primers LdSAcPF2 and LdSAcPR of each clone
confirmed diploid deletion of the sacp genes. All gRNAs and primers used herein are
described in Table 1. The knockout strain was passaged in antibiotic-free media to remove
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the CRISPR plasmid, and the wildtype was passaged in parallel prior to DNA isolation
and phenotypic characterization.

Table 1. Primers and associated sequences.

Primer Name Primer Sequence

LdSAcP1 5′ ATCGAAGACCTTTGTCTTCGCCGTTACCATCTTCGGTTTTAGAGCTAGAAATAGCAAG

LdSAcP2 5′ ATCGAAGACCCAAACCAAATCGGCCGTTCCTATCACCATGACGAGCTTACTC

LdSAcPBleF 5′ TCTGCGTCCCACCGGAATCCCTCAAGATCTTCATCGGATCGGGTA

LdSAcPBleR 5′ GCGGTGTCCTGGAGCAGCTCCACGAGTCGGTCAGTCCTGCTCCT

LdSAcPF2 5’ CCGCCCACTCAACGATTAT

LdSAcPR 5′ CTGTACTGAGCCTGCGTCAT

2.4. SDS PAGE and Western Blot Analysis

Promastigotes (1 × 106) were centrifuged at 2400× g for 5 min, and the cell culture
supernatant was separated from the pellet by pipetting. The pellet was washed twice in
PBS and centrifuged at 2400× g for 5 min, then resuspended in diluted 4× loading buffer
(4% SDS, 20% glycerol, 0.125 M Tris-HCl, 100 µL/mL beta-2-marcaptolethanol, and 0.004%
bromophenol blue). Cell culture supernatant was diluted in 4× loading buffer. Samples
were heated at 95 ◦C for 3 min, then centrifuged at maximum speed for 1 min. Cell culture
supernatant and pellet samples were loaded on an 8% acrylamide gel and run at 90 V for
1 h. The gel was transferred to a nitrocellulose membrane using semi-dry transfer at 20 V
for 30 min.

Membranes were blocked for 1 h at room temperature in 10% milk in PBS-tween,
then blotted overnight at 4 ◦C with 1/100,000 primary antibody 172-3 (Dwyer lab, NIAID.
Rockville, MD, USA). Membranes were washed 5 times for 5 min each with 5% milk in
PBS-tween. Anti-rabbit secondary IgG antibody (Abcam, Waltham, MA, USA) was diluted
to 1/10,000 and incubated for one hour at room temperature. The previous wash steps were
repeated then the membrane was coated with ECL (Zm Scientifique, Montreal, Canada).
Membranes were exposed to film for 30 s then developed.

2.5. Acid Phosphatase Activity Assay

Acid phosphatase (AP) activity was determined using the Acid Phosphatase Activity
Fluorometric Assay Kit (BioVision, Milpitas, CA, USA K421-500). Briefly, 1 × 105 pro-
mastigotes were centrifuged at 2400× g for 5 min, the cell culture supernatant was removed
from the pellet by pipetting. The kit instructions were followed for both the parasite pellet
and cell culture supernatant samples. Standard curve was performed as described by the
kit. The assay was performed in a black 96-well plate, and the results were read on the
PerkinElmer EnSpire 2300 Multilabel Reader with the optimized excitation wavelength
of 330 nm and emission wavelength of 440 nm. The final calculations were performed
based on the formula for AP activity provided in the kit instructions. Graphs were illus-
trated using GraphPad Prism 6, and statistical analysis was performed using the two-tailed
unpaired Student’s t-test.

2.6. Promastigote Proliferation Curves

Promastigotes were diluted to 1 × 105 cells/mL in T-25 flasks containing M199-
complete and kept in a 26 ◦C incubator for 7 days. Each day, media-containing parasites
was removed from the flask and diluted with 1% formaldehyde. Ten microliters were
counted in a cell-counting chamber, and the values were multiplied by the appropriate
dilution factors. The data were plotted using GraphPad Prism 6. Statistical analysis was
performed using nonlinear regression (curve fit).
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2.7. In Vitro Macrophage Infections

THP1 monocytes were obtained from the Li-Jessen lab (McGill, Montreal, Canada)
and were cultured in RPMI 1640 containing L-glutamine and sodium bicarbonate (Sigma)
supplemented with 10% heat inactivated FBS and 1% penicillin–streptomycin at 37 ◦C in
5% CO2. THP1 cells with a viability of 90–95% were seeded on 8-well NuncTM Lab-TekTM

II Chamber Slides at 5 × 105 cells/well in the media mentioned above supplemented with
50 ng/mL phorbol-12-myristate-13-acetate (PMA). After 24 h, the THP1 monocytes were
adherent and deemed macrophages and washed with prewarmed PBS twice then given
400 µL of the complete RMPI 1640 media without PMA. After 3 days in culture, stationary-
phase LdWT or Ld∆SAcP promastigotes were used to infect the macrophages at 10:1. After
6 h, the wells were washed with prewarmed PBS 4 times. The 6-h time point chamber
slides were removed for staining, whereas the other time points were given 400 µL of fresh
RPMI 1640 until days 1–4, where the chamber slides were fixed. After 3 days, old media
was removed from the remaining chamber slides and replaced with fresh RPMI 1640.

Wells were fixed with methanol containing fast-green for 60 s. Wells were stained with
eosin for 30 s then Azur A for 50 s. Once dry, slides were viewed by light microscopy at
100×, and at least 100 macrophages per well were counted. Results were graphed using
GraphPad Prism 6, and statistical analysis was done with the two-tailed unpaired Student’s
t-test at each time point.

2.8. BALB/c Mouse Infections

Six- to eight-week-old female BALB/c mice were purchased from Charles River Labo-
ratory (Senneville, QC, Canada) and were infected via tail vein with 1 × 108 promastigotes
(LdWT or Ld∆SAcP), as previously detailed [34]. After 5 weeks, mice were sacrificed,
and liver and spleens were processed for analysis. Livers were weighed, and imprints
were made on glass slides with staining performed as described for THP1 cells above.
Infection levels were measured by determining the number of parasites per macrophage in
1000 macrophages and multiplying by the weight of the liver (g) to obtain LDU. Spleens
were weighed, homogenized and serial diluted in a 96-well plate containing M199-complete
media. Infection levels were measured by determining the parasites per well and calculat-
ing with the appropriate dilution factor.

3. Results
3.1. sacp Gene Copy Number in the L. donovani 1S2D Used in This Study

The sacp gene family is located on the usually diploid chromosome 36, in addition to
reportedly being located on an episome that varies in copy number between L. donovani
strains [13]. Therefore, it was necessary to determine the sacp copy number in the L. donovani
1S2D lab strain using Illumina whole-genome sequencing (WGS) to guide the gene knock-
out study design. We generated a section of the genome on chromosome 36 containing a
single copy of the sacp gene and adjacent genes based on the L. donovani CL-SL reference [23]
(available for download on https://tritrypdb.org/tritrypdb/app/record/dataset/DSaa8
6d09f50 (accessed on 20 December 2020)) spanning positions 2,530,900–2,548,000 bp and
2,753,500–2,755,800 bp schematically represented in Figure 1. The Illumina reads were
aligned to this reference genome, and the coverage was determined at each base pair
position (Figure 1). Since Leishmania spp. display a pattern of mosaic aneuploidy and chro-
mosome 31 is known to be tetraploid in all species [35], we used the median coverage of
the reads across chromosome 31 in the L. donovani CL-SL reference genome (approximately
800×) to define a tetraploid gene, or 4n, to be equal to 800×. From this value, we inferred
that 1n = 200× (haploid), 2n = 400× (diploid) and 3n = 600× (triploid) to determine the
gene’s copy number. The hypothetical genes located upstream (hp1 = LdCL_360075600)
and downstream (hp3 = LdCL_360080400) of the macp and sacp genes are diploid. The
hypothetical gene 2 (hp2 = LdCL_360075800) and the mapk gene (LdCL_360075900) are
triploid. Overall, the read depths indicate that there are 3 copies of the region spanning

https://tritrypdb.org/tritrypdb/app/record/dataset/DSaa86d09f50
https://tritrypdb.org/tritrypdb/app/record/dataset/DSaa86d09f50
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2,533,000–254,800, consistent with two copies of this region from the diploid chromosome
36 and the third copy from one episome, as previously reported [13].
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Figure 1. sacp gene copy number in the L. donovani 1S2D used in this study. The read depth coverage
by base pair was determined using the module bedtools coverage. An analysis was performed be-
tween positions 2,530,900 and 2,548,000 and between positions 2,753,500 and 2,755,800 of chromosome
36 spanning the following genes: hypothetical protein 1 (hp1, LdCL_360075600), the membrane-
bound acid phosphatase (macp, LdCL_360075700), the hypothetical protein 2 (hp2, LdCL_360075800),
the mitogen-activated protein kinase (mapk, LdCL_360075900), the secreted acid phosphatase (sacp,
LdCL_360076000) and hypothetical protein 3 (hp3, LdCL_360080400). The schematic representation
(bottom) shows episomal genes in white and non-episomal genes in black. The portion of sacp that
is genetically nearly identical to macp is shown in grey. The two genetically different regions with
repetitive GC-rich sequences are striped orange and striped blue. The coverage graph (top) shows the
sliding window read depth coverage as a function of position in base pairs. The average coverage for
diploid genes (2n ≈ 400×) is the solid black line, the average coverage for haploid genes (1n ≈ 200×)
is the dotted red line and the average coverage for triploid genes (3n ≈ 600×) is the dotted blue line.
Note: the axis was split between 2,548,000 and 2,754,000 to condense the cluster of sacp genes present
in the LdSL-CL reference genome to be more representative of the L. donovani 1S2D genome.

The sacp and macp genes are complex to analyze due to their genetic similarities and
the presence of short repetitive GC sequences in the sacp gene. Since the first ~900 bp of the
sacp gene are almost identical to the sequence of the macp gene and the Illumina reads are
~150 bp long, the reads are aligned to either the sacp or macp reference gene. Therefore, it
is likely that the Burrows-Wheeler Aligner is aligning reads from the homologous region
of sacp to the macp reference gene. Additionally, the sacp specific 5′ sequence is primarily
made up of short, GC-rich repetitive sequences (Figure 1, blue striped box) that prevent
accurate alignment, which appear as a lack of coverage at positions 2,546,249–2,546,502 in
the sacp gene. This poor coverage quality over the sacp gene region has been previously
reported [23]. The intergenic sequence upstream of sacp has a coverage of over 2500×
(Figure 1, orange striped box). This is a highly repetitive region with the sequence occurring
in the intergenic DNA of every chromosome, which explains the sharp peak at positions
2,542,536–2,543,809. Considering the reads that are unique to the sacp gene with no GC-rich
repeats (2,546,618–2,547,089), the average gene coverage is 3n. Taken together, this sequence
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analysis is consistent with the presence of 3 copies of genes mapk, hp2 and sacp in which
two copies are on chromosome 36 and one copy is on an episome.

To confirm the presence of the episome, we performed long-read sequencing using
Nanopore sequencing. As shown in Supplementary Figure S1a, a sharp increase in coverage
was seen in the SAcP containing genomic locus similarly to that shown in Figure 1. As
highlighted by the episome arrows, several reads were found to map to the proposed
episome location and stopped abruptly at the edges as they did not align with the flanking
genomic sequences. As shown in Supplementary Figure S1b, when these same reads were
aligned to a circular reference corresponding only the episome sequence, the alignments
looped around the other end of the sequence, confirming its circular nature.

3.2. Generation of the L. donovani Mutant, Ld∆SAcP, Using CRISPR-Cas9 Gene Editing

After determining that there are three copies of the sacp gene in this L. donovani 1S2D
strain, we set out to delete all copies. A schematic representation of the sacp gene locus on
chromosome 36 and the episome containing the sacp, mapk and hp2 genes are depicted in
Figure 2a. A CRISPR-Cas9 gene editing protocol for Leishmania was previously successful
in deleting the A2 multicopy gene in L. donovani [22], thus we attempted a similar approach
to delete the sacp genes as illustrated in Figure 2b. L. donovani 1S2D promastigotes were
transfected with the pLdCN2 plasmid expressing two gRNAs and Cas9: the gRNA1 target
is located within the sacp gene, and the gRNA2 target is located in the 5′ intergenic region
the sacp gene (Figure 2a). Promastigotes selected for resistance to G418 were subsequently
transfected with a single-stranded donor DNA encoding the bleomycin resistance gene
(bleoR) flanked by 25 bp homologous sequences to the cut sites of the gRNAs. Successful sacp
chromosomal gene deletions and replacement with the bleoR gene were initially confirmed
by PCR (Figure 2c). This PCR reaction however does not formally confirm the episome
is removed since it may lack the downstream primer site, although the episome should
have been targeted by the internal gRNA and Cas9. We therefore next examined the SAcP
protein levels and enzyme activity.

To determine whether the sacp gene-targeted mutants lost the expression of SAcP
protein, a Western blot analysis was performed using a polyclonal antiserum previously
shown to react against SAcP but not MAcP [10]. As shown in Figure 3a, SAcP was detected
in the promastigote supernatant but not the pellet derived from wildtype L. donovani 1S2D
as expected for a secreted enzyme. In contrast, there was no detectable SAcP in the super-
natant derived from the Ld∆SAcP mutant. Next, the promastigote’s ability to hydrolyze
the phosphatase substrate 4-methylumbelliferyl phosphate (MUP) was compared as a mea-
surement of acid phosphatase activity in logarithmic and stationary phases of promastigote
proliferation. As shown in Figure 3b, the acid phosphatase activity was lower in Ld∆SAcP
than in LdWT for the cell culture supernatant proteins but was the same in the pellet
containing the parasite-bound proteins. Taken together, the PCR (Figure 2c), the Western
blot (Figure 3a) and the enzyme activity assay (Figure 3b) data provide strong evidence
that the sacp genes have been successfully deleted in the L. donovani Ld∆SAcP mutant. We
attempted to generate a sacp gene addback prior to undertaking phenotypic studies on
the Ld∆SAcP mutant. However, due to the extensive GC repeat sequences present in the
sacp gene, it was not possible to construct a plasmid vector capable of expressing the sacp
gene. We therefore performed a whole-genome sequence (WGS) analysis on the Ld∆SAcP
mutant and the parental wildtype L. donovani 1S2D (LdWT) to establish whether the sacp
gene was specifically deleted and to determine whether there were any differences in their
genomes in addition to the gene-edited region in Ld∆SAcP.

3.3. Whole-Genome Sequencing Shows Specificity of CRISPR-Cas9 Gene Knockout

WGS of Ld∆SAcP and wild type L. donovani 1S2D (LdWT) was carried out as described
in the methods, and the Illumina reads were aligned to the reference genome L. donovani
CL-SL [23]. When analyzing the sacp gene from sequence positions 2,746,541–2,748,530 on
chromosome 36, a drop in coverage at the precise location of gRNA1 and gRNA2 confirmed
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the deletion of sequences flanking the sacp gene in LdS∆AcP compared to LdWT (Figure 4a).
Note, a portion of the macp gene aligns to the sacp gene map due to their genetic similarity,
and therefore, the sacp gene coverage is greater than the average diploid coverage (400×)
and the average triploid coverage (600×) in the LdWT reads and does not drop to zero in
the corresponding sequence in Ld∆SAcP between 2,747,080 and 2,747,953. In consequence,
Ld∆SAcP will not have a gene coverage of 0, where the macp reads align to the sacp portion
of the reference genome. The reverse is also true where the sacp gene reads align to the
macp reference genome, resulting in the macp genome appearing to have a coverage of 5n,
where two copies are from the diploid macp gene, two copies are from the chromosomal
sacp gene and one copy is from the episomal sacp gene (Figure 4c, top). When the sacp gene
is deleted, the coverage graph shows an average diploid coverage over the entire macp gene
(Figure 4c, middle). Indeed, macp remains intact in Ld∆SAcP (Figure 4c), demonstrating
the specificity of CRISPR-Cas9 gene targeting to the sacp genes in the chromosome.
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Figure 2. Generation of the L. donovani mutant, Ld∆SAcP, using CRISPR-Cas9 gene editing. (a) Ge-
netic representation of the sacp loci. The usually diploid chromosome 36 is illustrated from po-
sition 2,530,000 to position 2,550,000 containing the macp gene (LdCL_360075700) in pink, the hp
gene (LdCL_360075800) in white, the mapk gene (LdCL_360075900) in white and the sacp gene
(LdCL_360076000) in blue, with the homologous sequence to the macp gene in pink. The hp gene,
the mapk gene and the sacp gene are also encoded on one episome. The black triangles indicate
the locations of the Cas9 endonuclease cut sites and the grey arrows represent the primers used in
PCR. (b) Gene editing strategy to remove sacp. Promastigotes were transfected with the CRISPR
vector pLdCN2 [22] containing two guide RNAs specific to the sacp gene but not to the macp gene.
The gRNA sequences are in red, and the PAM sequence is in black with the cut sites indicated by
the black arrows. Promastigotes were subsequently transfected with a bleomycin resistance gene
(bleoR), and through microhomology end joining, the bleoR gene is integrated into the sacp gene.
(c) Gel-electrophoresis of the PCR analysis with the primers LdSAcPF2 and LdSAcPR (Table S1) of
the sacp gene from LdWT DNA (1685 bp) and the Ld∆SAcP DNA (877 bp).
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Figure 3. Confirmation that the SAcP protein is lost in Ld∆SAcP. (a) Western blot analysis of SAcP
in L. donovani 1S2D wild type (LdWT) and L. donovani mutant (Ld∆SAcP) strains. Cell lysates
(p = parasite-contained proteins) and cell-culture supernatants (s = secreted proteins) were Western
blotted using the α-SAcP primary rabbit antibody. No remaining SAcP is detected in the Ld∆SAcP
strain. HSP83 was used as a loading control for the cell lysate. Full, uncropped image available
in Figure S2. (b) Acid phosphatase activity was measured in the parasite-contained proteins and
in the secreted proteins in the L. donovani 1S2D wild type (shown in orange) and mutant parasites
(shown in blue) during logarithmic (n = 6, parasite p-value = 0.4749, secreted p-value = 9.383 × 10−5)
and stationary phases of growth (n = 4, parasite p-value = 0.9926, secreted p-value = 2.435 × 10−6),
ns > 0.05, **** p < 0.0001.

As an additional analysis, an artificial reference genome was generated with the bleoR
gene in place of the sacp gene. When the LdWT genome is aligned to an artificial reference
genome with bleoR in the place of sacp, an average coverage of 0 confirms the absence of
bleoR in LdWT (Figure 4b). However, when the Ld∆SAcP genome containing the integrated
bleoR gene is aligned to the same artificial reference genome, constant coverage over bleoR
illustrates the correct integration of bleoR in the sacp gene in Ld∆SAcP (Figure 4b). Taken
together, the read coverage further confirms the precise deletion of sacp and the integration
of bleoR on chromosome 36 in Ld∆SAcP without affecting the macp gene.

We next examined the whole genome for potential differences between the LdWT and
Ld∆SAcP genomes with respect to read depths. Leishmania are known to utilize chromo-
some aneuploidy as a rapid way to regulate gene expression [36–38]. As shown in Figure 5,
LdWT and Ld∆SAcP both had four copies of chromosome 31 similar to all Leishmania
species. In addition, LdWT and Ld∆SAcP each had three copies of chromosome 16. It
appears, however, that chromosome 8 in Ld∆SAcP was the normal diploid compared to
LdWT, which was triploid. Second, an amplicon of approximately 89.5 kbp located on
chromosome 35 was present in Ld∆SAcP but not LdWT. Further, there were five homozy-
gous nonsynonymous SNP differences outside of the CRISPR-edited region in Ld∆SAcP
on chromosome 36 that were not present in the LdWT (Table S1). The predicted gene
products of these genes do not appear to be associated with the activity of SAcP. Although
chromosome ploidy and amplicon changes are relatively common in cultured Leishmania, it
was interesting that there were homozygous SNPs in the same chromosome 36 that was
edited, although the SNPs were outside of the edited region.
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Figure 4. Whole-genome sequencing shows specificity of CRISPR-Cas9 gene knockout. Read depth
coverage by base pair was determined using the module bedtools coverage over three separate
reference files illustrated at the bottom of the figure. (a) The L. donovani 1S2D wild type genome
(top) and the mutant genome (middle) are aligned to the wild type sacp gene (bottom). The sacp
gene is blue with pink demonstrating the region with genomic similarities between the macp gene
and the sacp gene from 2,747,080 to 2,747,953, which has a coverage of ~1000× in LdWT. Positions
2,748,288–2,748,310 and 2,746,950–2,746,972 are the positions of the gRNAs used to target the sacp
gene and both positions have an average coverage of 0 in Ld∆SAcP. (b) The L. donovani wild type
genome (top) and the mutant genome (middle) are aligned to the bleoR gene (black), which was
inserted into the sacp gene (bottom). LdWT has an average coverage of 0 over the bleoR gene whereas
Ld∆SAcP has continuous coverage. (c) The L. donovani wild type genome (top) and mutant genome
(middle) are aligned to the macp reference genome, which is pink (bottom). LdWT has an average
coverage ~1000× where the macp gene and the sacp gene are nearly identical, which drops to ~400×
in the Ld∆SAcP genome. The red dotted line represents the expected coverage for 1n, the solid black
line represents the expected coverage for 2n and the blue dotted line represents the expected coverage
for 3n.

3.4. Comparison of LdWT and Ld∆SAcP Promastigotes in Culture and Amastigotes in
Macrophages and BALB/c Mice

Promastigote proliferation was determined using an in vitro growth curve comparing
Ld∆SAcP to LdWT parasites. As observed in Figure 6a, promastigote proliferation in
culture was very similar in Ld∆SAcP and LdWT parasites. We next assessed amastig-
ote infection and survival in macrophages. THP1 monocytes were differentiated into
macrophages with PMA and were infected with LdWT or Ld∆SAcP. The level of infection
was determined by the number of parasites per infected macrophage and by the percent-
age of infected macrophages as shown in Figure 6b. Both the initial infection levels and
subsequent proliferation of amastigotes over 4 days was not significantly different between
LdWT and Ld∆SAcP.

We next compared the ability of LdWT and Ld∆SAcP to survive in vivo in the liver
and spleen in a BALB/c mouse model. There was no significant difference in the weight of
the livers or spleens between LdWT or Ld∆SAcP at week 5 following infection via the tail
vein (Figure 7a). Although there was no significant difference in the liver LDUs between
LdWT and Ld∆SAcP, there is a trend suggesting a decreased survival of amastigotes in the
liver of the Ld∆SAcP infected mice compared to the LdWT-infected mice (Figure 7b, Liver).
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There was, however, a significant decrease in the number of amastigotes in the spleen of
the Ld∆SAcP infected mice compared to the LdWT infected mice (Figure 7b, Spleen).
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Figure 5. L. donovani wild type and mutant whole-genome chromosome analysis. L. donovani 1S2D
wild type and L. donovani mutant Ld∆SAcP genomes were sequenced by Illumina, and the reads
were aligned to the L. donovani CL-SL reference genome [23], and their coverages were analyzed
using the module bedtools coverage. The mean coverage for each gene is plotted along the reference
genome from chromosome 1 to 36, and Ld∆SAcP coverage is normalized to LdWT coverage. Mean
coverage is grey, increased copy numbers is blue and decreased copy numbers is red. The inner circle
is the L. donovani wild type (WT) and the outer circle is the mutant Ld∆SAcP genome. The average
coverage across the entire genome serves as the baseline for diploid genes. Chromosome 35 contains
an amplicon and chromosome 8 has reverted to diploid in the Ld∆SAcP genome.
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Figure 6. Loss of SAcP does not significantly impact L. donovani promastigote or amastigote fitness
in vitro. (a) L. donovani wild type and mutant Ld∆SAcP parasites were grown in liquid M199 culture,
and proliferation was assessed. The log of promastigotes per milliliter is shown as mean and standard
deviation. A curve fit for nonlinear regression was performed. n = 3 and p-value = 0.9001. (b) In vitro
THP1 macrophage infection was assessed by the number of parasites per macrophage and the
percentage of infected macrophages. Three individual data points and their means are represented on
the graph with no significance at each time point based on the two-tailed unpaired Student’s t-test.
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5 weeks, mice were sacrificed, and livers and spleens were kept for analysis. (a) Livers (left) and
spleens (right) were weighed, and the mass was plotted in grams. Two-tailed unpaired Student’s t-test
was performed (n = 5, liver p-value = 0.2741, spleen p-value = 0.4682). (b) Liver LDU was calculating
by determining the number of amastigotes per 1000 macrophages and multiplying by mass (g) in
the liver imprints. Two-tailed unpaired Student’s t-test was performed (n = 5, p-value = 0.3167). The
number of spleen parasites were determined by serial dilution. Two-tailed unpaired Student’s t-test
was performed (n = 5, p-value = 0.0008), ns > 0.05, *** p < 0.001.

4. Discussion

The objective of this study was to examine the role of SAcP in L. donovani infection
and as a potential drug target. Previous attempts to delete the sacp genes from L. donovani
to make an Ld∆SAcP using traditional homologous recombination knockout techniques
were unsuccessful, presumably due to the episome copy of sacp. Herein, we demonstrated
that it was possible to delete the sacp gene on the often-diploid chromosome 36 and on
the episome by using CRISPR-Cas9 methodology. Loss of SAcP protein in the Ld∆SAcP
mutant was confirmed by Western blotting and an enzyme assay showing the loss of
secreted phosphatase activity. There was, however, no loss of fitness in the Ld∆SAcP
promastigote proliferation in culture or in vitro infection in macrophages. In BALB/c
mice, however, there was a detectable reduction in the infection in the spleen, although
liver infections were not significantly different between the Ld∆SAcP and LdWT. In the
BALB/c mouse model, L. donovani initially infects the liver, where it is cleared, before
establishing in the spleen [39]. This suggests that Ld∆SAcP may have been compromised
for the longer-term survival in the spleen but not the initial infection of macrophages in
the liver. These findings are somewhat similar to those previously reported, as showing
SAcP in L. mexicana is not required for infection in mice [15,16], arguing that, similar to
in L. mexicana, SAcP in L. donovani is not a major determinant of virulence. Overall, the
loss of SAcP from L. donovani 1S2D did not impair promastigote proliferation, infection
of macrophages in vitro or infection of the liver suggesting that the phenotypic difference
between Ld∆SAcP compared to LdWT L. donovani 1S2D is relatively minor but potentially
contributes to the long-term survival in the spleen. Nevertheless, these data would argue
that SAcP may not be a highly effective drug target, or gene target for deletion to make a
live attenuated vaccine strain.

A major drawback of this study was the inability to generate an addback plasmid ex-
pressing SAcP in the Ld∆SAcP mutant. As a result, we sequenced the genome of Ld∆SAcP
and the parental LdWT to establish the precise CRISPR-targeted deletion of the sacp genes
and whether there were any other differences in their genomes that could potentially con-
tribute to differences in phenotype between Ld∆SAcP and LdWT. The sequence analysis
did confirm the correct targeted deletion of the sacp genes from chromosome 36. which was
supported by the SAcP Western blot and the phosphatase enzyme assay analysis. However,
unexpectantly, there were five homozygous non-synonymous SNP differences in Ld∆SAcP
on chromosome 36 that were not present in the LdWT sequence. It appears that none of the
genes containing these SNPs are related to phosphatases or phosphatase targets (Table S1).
Additionally, there was an 89.5-kb amplicon on chromosome 35 that was absent in LdWT
and chromosome 8 was diploid in Ld∆SAcP but triploid in LdWT. Consequently, it is
not possible to formally rule out the possibility that the reduced level of infection in the
spleen was also due in part to the differences in SNPs, the amplicon and the chromosome
8 aneuploidy. However, any genetic differences between Ld∆SAcP and LdWT outside of
the CRISPR-targeted region occurred during the in vitro culture of promastigotes. These
changes were not associated with any change in promastigote growth characteristics in
culture, nor would these changes result from pressure to survive as amastigotes; thus, they
are most likely to be random changes. It would be interesting to sequence multiple clones
of Ld∆SAcP and perform phenotypic experiments on all clones to definitively determine
the role of each genetic change seen in Ld∆SAcP however, this would not be feasible. Now
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that WGS has become more accessible, it will continue to be an important analysis in future
such studies.

It has been reported that SAcP is more active in promastigotes than in amastigotes [40].
It is possible that SAcP is required for survival of promastigotes in the sand fly. SAcP
is more active in acidic conditions [12], and although the sandfly midgut is generally
viewed as a basic environment, metacyclogenesis in the sand fly has been reported to
occur at low pH and nutrient depletion [41]. It is therefore possible that SAcP plays a
role in the later stages of infective metacyclic promastigotes. Future investigations involve
studying the implications of SAcP in parasite survival within the vector and the ability of
Ld∆SAcP to transmit from vector to host are required. Furthermore, it is interesting that
the episome encoding the sacp gene was upregulated in antimony-resistant clinical isolates
of L. donovani [13], suggesting a link between antimony and the genes that are present on
the episome, including sacp, which warrants future investigation.

In summary, evidence is provided for the presence of three sacp genes in L. donovani
1S2D that were successfully targeted using CRISPR-Cas9. The resulting Ld∆SAcP mutant
showed a modest change in phenotype, notably a reduced survival in the spleen of infected
mice. Whole-genome sequencing revealed that genetic changes outside the CRISPR edited
region could also contribute to this phenotype and WGS should become widely used
following gene editing.

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/tropicalmed7110384/s1: Figure S1: Nanopore data of the L.
donovani WT episome Figure S2: Western blot of SAcP in LdWT and Ld∆SAcP. Table S1: Non-
synonymous SNPs in the Ld∆SAcP Genome.

Author Contributions: Conceptualization, K.P., P.L., W.-W.Z. and G.M.; Methodology, K.P., P.L.
and W.-W.Z.; Formal Analysis, K.P.; Investigation, K.P.; Resources, D.J.P.; Writing—Original Draft
Preparation, K.P. and G.M.; Writing—Review and Editing, K.P., P.L., W.-W.Z., D.J.P., M.N. and G.M.;
Supervision, M.N. and G.M.; and Funding Acquisition, M.N. and G.M. All authors have read and
agreed to the published version of the manuscript.

Funding: This research was funded by Canadian Institutes of Health Research 125996 to G.M., R.
Howard Webster Foundation and the Foundation of the McGill University Health Center to M.N.

Institutional Review Board Statement: All animal procedures were conducted in accordance with
Institutional Animal Care and Use Guidelines approved by the Animal Care and Use Committee
at McGill University (Animal Use Protocol 7626). Mouse housing, husbandry and environmental
enrichment can be found within the McGill standard operating procedures (SOP) #502, #508 and
#509. Humane intervention points were monitored according to McGill SOP #410. All animals were
humanely sacrificed at the end point by anesthesia with isoflurane before euthanasia by carbon
dioxide asphyxiation, followed by pneumothorax and blood collection by cardiac puncture.

Informed Consent Statement: Not applicable.

Data Availability Statement: Publicly available datasets were analyzed in this study. This data can
be found under the BioProject: PRJNA873111 accession number.

Acknowledgments: We thank Dennis M. Dwyer (Ret.), LPD, NIAID, NIH for the antibody 172-3 used
in these experiments, Nicole Li-Jessen for the THP1 cells, Suzy Loucao from the McGill University
Health Center for help with the mouse infections, the Centre d’Expertise et de Service Genome
Quebec for sequencing services and TriTrypDB for access to genome reference files and available
bioinformatic tools.

Conflicts of Interest: The authors declare no conflict of interest.

https://www.mdpi.com/article/10.3390/tropicalmed7110384/s1
https://www.mdpi.com/article/10.3390/tropicalmed7110384/s1


Trop. Med. Infect. Dis. 2022, 7, 384 15 of 16

References
1. Burza, S.; Croft, S.L.; Boelaert, M. Leishmaniasis. Lancet 2018, 392, 951–970. [CrossRef]
2. CDC. For D.C. and CDC–Leishmaniasis. Epidemiology & Risk Factors. Available online: https://www.cdc.gov/parasites/

leishmaniasis/epi.html (accessed on 26 January 2022).
3. CDC. For D.C. and CDC-Leishmaniasis. Biology. Available online: https://www.cdc.gov/parasites/leishmaniasis/biology.html

(accessed on 26 January 2022).
4. Volpedo, G.; Huston, R.H.; Holcomb, E.A.; Pacheco-Fernandez, T.; Gannavaram, S.; Bhattacharya, P.; Nakhasi, H.L.; Satoskar, A.R.

From Infection to Vaccination: Reviewing the Global Burden, History of Vaccine Development, and Recurring Challenges in
Global Leishmaniasis Protection. Expert Rev. Vaccines 2021, 20, 1431–1446. [CrossRef] [PubMed]

5. Kumari, D.; Mahajan, S.; Kour, P.; Singh, K. Virulence Factors of Leishmania Parasite: Their Paramount Importance in Unraveling
Novel Vaccine Candidates and Therapeutic Targets. Life Sci. 2022, 306, 120829. [CrossRef] [PubMed]

6. Olivier, M.; Atayde, V.D.; Isnard, A.; Hassani, K.; Shio, M.T. Leishmania Virulence Factors: Focus on the Metalloprotease GP63.
Microbes Infect. 2012, 14, 1377–1389. [CrossRef]

7. McCall, L.-I.; Zhang, W.-W.; Matlashewski, G. Determinants for the Development of Visceral Leishmaniasis Disease. PLoS Pathog.
2013, 9, e1003053. [CrossRef]

8. Shakarian, A.M.; Joshi, M.B.; Yamage, M.; Ellis, S.L.; Debrabant, A.; Dwyer, D.M. Members of a Unique Histidine Acid
Phosphatase Family Are Conserved amongst a Group of Primitive Eukaryotic Human Pathogens. Mol. Cell. Biochem. 2003, 245,
31–41. [CrossRef]

9. Shakarian, A.M.; Dwyer, D.M. Structurally Conserved Soluble Acid Phosphatases Are Synthesized and Released by Leishmania
Major Promastigotes. Exp. Parasitol. 2000, 95, 79–84. [CrossRef]

10. Bates, P.A.; Kurtz, M.K.; Gottlieb, M.; Dwyer, D.M. Leishmania Donovani: Generation of Monospecific Antibody Reagents to
Soluble Acid Phosphatase. Exp. Parasitol. 1987, 64, 157–164. [CrossRef]

11. Bates, P.A.; Dwyer, D.M. Biosynthesis and Secretion of Acid Phosphatase by Leishmania Donovani Promastigotes. Mol. Biochem.
Parasitol. 1987, 26, 289–296. [CrossRef]

12. Gottlieb’, M.; Dwyer, D.M. Identification and Partial Characterization of an Extracellular Acid Phosphatase Activity of Leishmania
Donovani Promastigotes. Mol. Cell. Biol. 1982, 2, 6. [CrossRef]

13. Downing, T.; Imamura, H.; Decuypere, S.; Clark, T.G.; Coombs, G.H.; Cotton, J.A.; Hilley, J.D.; de Doncker, S.; Maes, I.; Mottram,
J.C.; et al. Whole Genome Sequencing of Multiple Leishmania Donovani Clinical Isolates Provides Insights into Population Structure
and Mechanisms of Drug Resistance. Genome Res. 2011, 21, 2143–2156. [CrossRef]

14. Baker, N.; Catta-Preta, C.M.C.; Neish, R.; Sadlova, J.; Powell, B.; Alves-Ferreira, E.V.C.; Geoghegan, V.; Carnielli, J.B.T.; Newling,
K.; Hughes, C.; et al. Systematic functional analysis of Leishmania protein kinases identifies regulators of differentiation or
survival. Nat. Commun. 2021, 12, 1244. [CrossRef]

15. Wiese, M. A Mitogen-Activated Protein (MAP) Kinase Homologue of Leishmania Mexicana Is Essential for Parasite Survival in
the Infected Host. EMBO J. 1998, 17, 2619–2628. [CrossRef]

16. Wiese, M.; Ilg, T.; Lottspeich, F.; Overath, P. Ser/Thr-Rich Repetitive Motifs as Targets for Phosphoglycan Modifications in
Leishmania Mexicana Secreted Acid Phosphatase. EMBO J. 1995, 14, 1067–1074. [CrossRef]

17. Remaley, A.T.; Glew, R.H.; Kuhns, D.B.; Basford, R.E.; Waggoner, A.S.; Ernst, L.A.; Pope, M. Leishmania Donovani: Surface
Membrane Acid Phosphatase Blocks Neutrophil Oxidative Metabolite Production. Exp. Parasitol. 1985, 60, 331–341. [CrossRef]

18. Saha, A.K.; Das, S.; Glew, R.H.; Gottlieb, M. Resistance of Leishmanial Phosphatases to Inactivation by Oxygen Metabolites. J.
Clin. Microbiol. 1985, 22, 329–332. [CrossRef]

19. Remaley, A.T.; Kuhns, D.B.; Basford, R.E.; Glew, R.H.; Kaplan, S.S. Leishmanial Phosphatase Blocks Neutrophil O-2 Production. J.
Biol. Chem. 1984, 259, 11173–11175. [CrossRef]

20. Knott, G.J.; Doudna, J.A. CRISPR-Cas Guides the Future of Genetic Engineering. Science 2018, 361, 866–869. [CrossRef]
21. Zhang, W.-W.; Matlashewski, G. CRISPR-Cas9-Mediated Genome Editing in Leishmania Donovani. mBio 2015, 6, e00861-15.

[CrossRef]
22. Zhang, W.-W.; Lypaczewski, P.; Matlashewski, G. Optimized CRISPR-Cas9 Genome Editing for Leishmania and Its Use To Target a

Multigene Family, Induce Chromosomal Translocation, and Study DNA Break Repair Mechanisms. mSphere 2017, 2, e00340-16.
[CrossRef]

23. Lypaczewski, P.; Hoshizaki, J.; Zhang, W.-W.; McCall, L.-I.; Torcivia-Rodriguez, J.; Simonyan, V.; Kaur, A.; Dewar, K.; Mat-
lashewski, G. A Complete Leishmania Donovani Reference Genome Identifies Novel Genetic Variations Associated with Virulence.
Sci. Rep. 2018, 8, 16549. [CrossRef] [PubMed]

24. Li, H. Aligning Sequence Reads, Clone Sequences and Assembly Contigs with BWA-MEM. arXiv 2013, arXiv:1303.3997. [CrossRef]
25. Li, H.; Handsaker, B.; Wysoker, A.; Fennell, T.; Ruan, J.; Homer, N.; Marth, G.; Abecasis, G.; Durbin, R. The Sequence Align-

ment/Map Format and SAMtools. Bioinformatics 2009, 25, 2078–2079. [CrossRef] [PubMed]
26. Quinlan, A.R.; Hall, I.M. BEDTools: A Flexible Suite of Utilities for Comparing Genomic Features. Bioinforma. Oxf. Engl. 2010, 26,

841–842. [CrossRef] [PubMed]
27. Koboldt, D.C.; Zhang, Q.; Larson, D.E.; Shen, D.; McLellan, M.D.; Lin, L.; Miller, C.A.; Mardis, E.R.; Ding, L.; Wilson, R.K. VarScan

2: Somatic Mutation and Copy Number Alteration Discovery in Cancer by Exome Sequencing. Genome Res. 2012, 22, 568–576.
[CrossRef]

http://doi.org/10.1016/S0140-6736(18)31204-2
https://www.cdc.gov/parasites/leishmaniasis/epi.html
https://www.cdc.gov/parasites/leishmaniasis/epi.html
https://www.cdc.gov/parasites/leishmaniasis/biology.html
http://doi.org/10.1080/14760584.2021.1969231
http://www.ncbi.nlm.nih.gov/pubmed/34511000
http://doi.org/10.1016/j.lfs.2022.120829
http://www.ncbi.nlm.nih.gov/pubmed/35872004
http://doi.org/10.1016/j.micinf.2012.05.014
http://doi.org/10.1371/journal.ppat.1003053
http://doi.org/10.1023/A:1022851914014
http://doi.org/10.1006/expr.2000.4511
http://doi.org/10.1016/0014-4894(87)90139-1
http://doi.org/10.1016/0166-6851(87)90081-8
http://doi.org/10.1128/mcb.2.1.76-81.1982
http://doi.org/10.1101/gr.123430.111
http://doi.org/10.1038/s41467-021-21360-8
http://doi.org/10.1093/emboj/17.9.2619
http://doi.org/10.1002/j.1460-2075.1995.tb07089.x
http://doi.org/10.1016/0014-4894(85)90039-6
http://doi.org/10.1128/jcm.22.3.329-332.1985
http://doi.org/10.1016/S0021-9258(18)90841-0
http://doi.org/10.1126/science.aat5011
http://doi.org/10.1128/mBio.00861-15
http://doi.org/10.1128/mSphere.00340-16
http://doi.org/10.1038/s41598-018-34812-x
http://www.ncbi.nlm.nih.gov/pubmed/30409989
http://doi.org/10.48550/arXiv.1303.3997
http://doi.org/10.1093/bioinformatics/btp352
http://www.ncbi.nlm.nih.gov/pubmed/19505943
http://doi.org/10.1093/bioinformatics/btq033
http://www.ncbi.nlm.nih.gov/pubmed/20110278
http://doi.org/10.1101/gr.129684.111


Trop. Med. Infect. Dis. 2022, 7, 384 16 of 16

28. The Galaxy Community. The Galaxy Platform for Accessible, Reproducible and Collaborative Biomedical Analyses: 2022 Update.
Nucleic Acids Res. 2022, 50, W345–W351. [CrossRef]

29. Robinson, J.T.; Thorvaldsdóttir, H.; Winckler, W.; Guttman, M.; Lander, E.S.; Getz, G.; Mesirov, J.P. Integrative Genomics Viewer.
Nat. Biotechnol. 2011, 29, 24–26. [CrossRef]

30. Krzywinski, M.; Schein, J.; Birol, I.; Connors, J.; Gascoyne, R.; Horsman, D.; Jones, S.J.; Marra, M.A. Circos: An Information
Aesthetic for Comparative Genomics. Genome Res. 2009, 19, 1639–1645. [CrossRef]

31. Koren, S.; Walenz, B.P.; Berlin, K.; Miller, J.R.; Bergman, N.H.; Phillippy, A.M. Canu: Scalable and Accurate Long-Read Assembly
via Adaptive k-Mer Weighting and Repeat Separation. Genome Res. 2017, 27, 722–736. [CrossRef]

32. Zhang, W.-W.; Lypaczewski, P.; Matlashewski, G. Application of CRISPR/Cas9-Mediated Genome Editing in Leishmania. In
Trypanosomatids; Michels, P.A.M., Ginger, M.L., Zilberstein, D., Eds.; Methods in Molecular Biology; Springer: New York, NY,
USA, 2020; Volume 2116, pp. 199–224. ISBN 978-1-07-160293-5.

33. Peng, D.; Tarleton, R. EuPaGDT: A Web Tool Tailored to Design CRISPR Guide RNAs for Eukaryotic Pathogens. Microb. Genom.
2015, 1, e000033. [CrossRef]

34. Zhang, W.-W.; Matlashewski, G. Screening Leishmania Donovani Complex-Specific Genes Required for Visceral Disease. In
Parasite Genomics Protocols; Peacock, C., Ed.; Methods in Molecular Biology; Springer: New York, NY, USA, 2015; Volume 1201,
pp. 339–361. ISBN 978-1-4939-1437-1.

35. Rogers, M.B.; Hilley, J.D.; Dickens, N.J.; Wilkes, J.; Bates, P.A.; Depledge, D.P.; Harris, D.; Her, Y.; Herzyk, P.; Imamura, H.; et al.
Chromosome and gene copy number variation allow major structural change between species and strains of Leishmania. Genome
Res. 2011, 21, 2129–2142. [CrossRef]

36. Dumetz, F.; Imamura, H.; Sanders, M.; Seblova, V.; Myskova, J.; Pescher, P.; Vanaerschot, M.; Meehan, C.J.; Cuypers, B.; De
Muylder, G.; et al. Modulation of Aneuploidy in Leishmania donovani during Adaptation to Different In Vitro and In Vivo
Environments and Its Impact on Gene Expression. mBio 2017, 8, e00599-17. [CrossRef]

37. Lypaczewski, P.; Thakur, L.; Jain, A.; Kumari, S.; Paulini, K.; Matlashewski, G.; Jain, M. An Intraspecies Leishmania Donovani
Hybrid from the Indian Subcontinent Is Associated with an Atypical Phenotype of Cutaneous Disease. iScience 2022, 25, 103802.
[CrossRef]

38. Leprohon, P.; Legare, D.; Raymond, F.; Madore, E.; Hardiman, G.; Corbeil, J.; Ouellette, M. Gene Expression Modulation Is
Associated with Gene Amplification, Supernumerary Chromosomes and Chromosome Loss in Antimony-Resistant Leishmania
Infantum. Nucleic Acids Res. 2009, 37, 1387–1399. [CrossRef]

39. Engwerda, C.R.; Kaye, P.M. Organ-Specific Immune Responses Associated with Infectious Disease. Immunol. Today 2000, 21,
73–78. [CrossRef]

40. Debrabant, A.; Joshi, M.B.; Pimenta, P.F.P.; Dwyer, D.M. Generation of Leishmania Donovani Axenic Amastigotes: Their Growth
and Biological Characteristics. Int. J. Parasitol. 2004, 34, 205–217. [CrossRef]

41. Bates, P.A. Leishmania Sand Fly Interaction: Progress and Challenges. Curr. Opin. Microbiol. 2008, 11, 340–344. [CrossRef]

http://doi.org/10.1093/nar/gkac247
http://doi.org/10.1038/nbt.1754
http://doi.org/10.1101/gr.092759.109
http://doi.org/10.1101/gr.215087.116
http://doi.org/10.1099/mgen.0.000033
http://doi.org/10.1101/gr.122945.111
http://doi.org/10.1128/mBio.00599-17
http://doi.org/10.1016/j.isci.2022.103802
http://doi.org/10.1093/nar/gkn1069
http://doi.org/10.1016/S0167-5699(99)01549-2
http://doi.org/10.1016/j.ijpara.2003.10.011
http://doi.org/10.1016/j.mib.2008.06.003

	Introduction 
	Materials and Methods 
	Leishmania Strain and Culture Media 
	Whole-Genome Sequencing and Analysis 
	Generation and Confirmation of CRISPR-Cas9 Knockouts 
	SDS PAGE and Western Blot Analysis 
	Acid Phosphatase Activity Assay 
	Promastigote Proliferation Curves 
	In Vitro Macrophage Infections 
	BALB/c Mouse Infections 

	Results 
	sacp Gene Copy Number in the L. donovani 1S2D Used in This Study 
	Generation of the L. donovani Mutant, LdSAcP, Using CRISPR-Cas9 Gene Editing 
	Whole-Genome Sequencing Shows Specificity of CRISPR-Cas9 Gene Knockout 
	Comparison of LdWT and LdSAcP Promastigotes in Culture and Amastigotes in Macrophages and BALB/c Mice 

	Discussion 
	References

