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Abstract 

Background: Sequencing parasite genomes in the presence of host DNA is challenging. Sequence capture can over-
come this problem by using RNA probes that hybridize with the parasite DNA and then are removed from solution, 
thus isolating the parasite DNA for efficient sequencing.

Methods: Here we describe a set of sequence capture probes designed to target 1035 genes (c. 2.5 Mbp) of the 
globally distributed avian haemosporidian parasite, Plasmodium relictum. Previous sequence capture studies of avian 
haemosporidians from the genus Haemoproteus have shown that sequencing success depends on parasitemia, with 
low-intensity, chronic infections (typical of most infected birds in the wild) often being difficult to sequence. We 
evaluate the relationship between parasitemia and sequencing success using birds experimentally infected with P. 
relictum and kept under laboratory conditions.

Results: We confirm the dependence of sequencing success on parasitemia. Sequencing success was low for birds 
with low levels of parasitemia (< 1% infected red blood cells) and high for birds with higher levels of parasitemia. 
Plasmodium relictum is composed of multiple lineages defined by their mitochondrial DNA haplotype including three 
that are widespread (SGS1, GRW11, and GRW4); the probes successfully isolated DNA from all three. Furthermore, we 
used data from 25 genes to describe both among- and within-lineage genetic variation. For example, two samples of 
SGS1 isolated from different host species differed by 11 substitutions across those 25 genes.

Conclusions: The sequence capture approach we describe will allow for the generation of genomic data that 
will contribute to our understanding of the population genetic structure and evolutionary history of P. relictum, an 
extreme host generalist and widespread parasite.
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Background
Direct sequencing of intracellular parasite DNA can be 
challenging as host DNA is often much more abundant 
than parasite DNA in a biological sample [1, 2]. Never-
theless, genome-level analyses of parasites have become 
relatively common, partly because deep sequencing has 

become cheaper and partly as a result of the development 
of DNA enrichment techniques [3]. Such techniques 
include sequencing parasite transcriptomes [4], selective 
whole genome amplification [5], long-range polymerase 
chain reaction (PCR) [6, 7], and sequence capture (also 
known as hybrid enrichment [8]). Sequence capture is 
particularly promising as a parasite DNA enrichment 
technique because it can be applied to previously col-
lected and even degraded DNA samples. For example, 
Marciniak et  al. [9] used sequence capture to sequence 
approximately half of the mitochondrial genome of the 
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human malaria parasite Plasmodium falciparum in 
human molars from the first to second centuries CE.

Sequence capture works by designing biotinylated 
RNA probes that are complementary to parts or all of 
a genome of interest. The probes are incubated with 
DNA (both target and non-target DNA) that has been 
extracted from a biological sample to promote hybridi-
zation with the target DNA. Probes bound to the target 
DNA then bind to streptavidin-coated magnetic beads 
that are added to solution. The beads are fixed in place 
with a magnet as the rest of the solution is removed by 
pipetting and the target DNA is isolated. A sequencing 
library is built from the target DNA and sequenced on a 
high-throughput sequencing platform. While sequence 
capture can facilitate the sequencing of parasite genomes 
in previously collected samples, rigorous validation of 
sequence capture protocols is necessary to understand 
their effectiveness with different kinds of samples. For 
example, sequence capture may be ineffective if the 
amount of parasite DNA in a sample falls below a certain 
threshold [10].

Avian haemosporidian parasites (phylum: Apicompl-
exa, order: Haemosporida) of the genera Plasmodium, 
Haemoproteus, and Leucocytozoon are common, diverse 
parasites of birds found on all continents except Antarc-
tica [11, 12]. Their life-cycles are complex and include 
two hosts, a dipteran vector and an avian host. They 
reproduce sexually in their dipteran vectors and are 
transmitted to avian hosts when the vector takes a blood 
meal. Once the parasite is inside its avian host, it enters 
the host’s solid tissues (i.e., hepatocytes, reticular cells 
or endothelial cells of different organs) and eventually 
infects the host’s red blood cells. Once in the red blood 
cells, some parasite cells (gametocytes) can be transmit-
ted to the next competent vector that feeds on the avian 
host [12]. Most research into avian haemosporidians has 
been conducted on parasites found in bird blood through 
microscopy [12] and molecular methods [13]. Haemos-
poridian mitochondrial genes are readily amplified by 
PCR and have been used for barcoding and detecting 
parasites [13, 14]. However, avian red blood cells are 
nucleated, making it inevitable that a sample of avian 
blood will contain much more host DNA than parasite 
DNA. This in turn makes direct sequencing of the para-
site genome from a sample of bird blood nearly impos-
sible [15]. Several approaches have emerged to solve the 
problem of sequencing avian haemosporidian genomes, 
including harvesting the parasite from dipteran hosts 
[16], transcriptome sequencing [17–22], and causing the 
exit of parasites from red blood cells and exflagellation 
after exposing infected blood to air [1, 2].

Once the first avian haemosporidian genomes and 
transcriptomes became available, it was possible to 

design sequence capture protocols to separate parasite 
DNA from host DNA in previously collected samples [10, 
23]. Huang et al. [23] designed sequence capture probes 
to target 1000 genes (c. 2.29 Mbp) from the genome of 
Haemoproteus tartakovskyi. The authors tested those 
probes in multiple parasites and found that sequencing 
success was negatively related to the phylogenetic dis-
tance of the parasite being tested relative to the reference 
genome. Barrow et al. [10] used the sequencing results of 
three parasite lineages from Huang et al. [23] to design a 
set of sequence capture probes that would better capture 
a phylogenetically diverse set of parasites. The authors 
tested their protocol on DNA extracted from the blood 
of naturally infected birds and demonstrated a positive 
relationship between parasitemia (the proportion of host 
erythrocytes infected by the parasite) and sequencing 
success. The authors were able to sequence many parasite 
loci from many diverse parasites and used those genetic 
data to construct robust phylogenies [10].

Given the successful application of sequence capture to 
parasites in the genus Haemoproteus [10, 23], we set out 
to design and validate a sequence capture protocol for an 
avian Plasmodium parasite. We designed probes that tar-
get 1035 genes (c. 2.5 Mbp) of the genome of Plasmodium 
relictum [16] that would allow us to improve the genomic 
resolution of previous phylogenetic and phylogeographic 
studies of the parasite [24]. Plasmodium relictum is a 
widely distributed parasite composed of three common, 
well-studied mitochondrial lineages (SGS1, GRW11, and 
GRW4; the clade also includes many other lineages [25]) 
that have been identified by sequence divergence in part 
of their mitochondrial cytochrome b (cyt b) genes [24]. 
At least one of these lineages (GRW4) has been impli-
cated as the causative agent in the population declines 
of many native birds in Hawaii [26, 27]. The three men-
tioned lineages of P. relictum are extreme host general-
ists relative to most avian haemosporidian parasites [25], 
making them particularly interesting from the perspec-
tive of understanding the genetic underpinnings of host 
specificity [16]. Hellgren et al. [24] assembled samples of 
P. relictum from around the world and amplified a section 
of a nuclear gene of the parasite (merozoite surface pro-
tein 1, MSP1) to perform phylogeographic analyses and 
reconstruct the historical biogeography of the parasite. 
They identified two MSP1 haplotypes in the GRW4 line-
age that are present in North and South America and in 
Hawaii, suggesting that Hawaii was colonized by at least 
two strains that dispersed to Hawaii from North and/or 
South America (likely with human assistance [26, 28]). 
Furthermore, Hellgren et  al. [24] determined that SGS1 
and GRW11 shared MSP1 haplotypes, suggesting that 
those two lineages are not reproductively isolated. Fur-
ther genomic data generated by sequence capture from 
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previously collected samples of P. relictum will likely 
bring greater resolution to many of the phylogeographic 
and phylogenetic patterns that have been assessed previ-
ously with single genetic markers [24, 29].

Here we present the sequence capture probes and pro-
tocol that we have used to sequence P. relictum DNA 
from samples of infected avian blood. We evaluated the 
efficacy of the protocol in relation to parasitemia using 
blood samples collected from experimentally infected, 
captive birds. Infecting birds with a single parasite line-
age in a controlled setting allowed us to avoid mixed 
infections influencing our results. We test whether these 
probes work on all three common P. relictum lineages 
and investigate whether the targeted genes reveal novel 
relationships among multiple P. relictum isolates.

Methods
Sequence capture design
We designed sequence capture probes to match parts of 
the genome of P. relictum sequenced by Böhme et al. [16]. 
This genome sequence is from the lineage DONANA05 
which differs from SGS1 by one nucleotide at the mito-
chondrial gene cyt b. We selected genes that are known 
to have orthologous copies across 17 apicomplexan par-
asite species [1], genes with known associations to cell 
invasion biology, mitochondrial genes, and genes that 
were picked at random from the published genome of P. 
relictum [16]. All mapping and analyses of our sequence 
data use version 54 of the reference genome (plasmodb.
org), but initial probe selection used an earlier version. 
We created a FASTA file of regions to sequence and sent 
this file to Agilent Technologies, which used proprietary 
software to remove sequences that were likely to match 
equally well to avian DNA, making the final sequences 
more parasite-specific. They then produced a list of 
120-bp-long probes (Additional file  1: File S1) that cov-
ered each nucleotide in our selected sequences once (i.e., 
1× tiling). The probes cover all or parts of 1035 genes 
in the version 54 of the reference genome, including 
two mitochondrial genes, cyt b and cytochrome c oxi-
dase subunit 1 (COX1; Additional file  4: Table  S1). The 
third protein coding mitochondrial gene (cytochrome c 
oxidase subunit 3) was inadvertently left out of our list 
of targeted regions but can be easily added into future 
versions of this probe-set. Finally, Agilent Technologies 
produced a sequence capture kit  (SureSelectXT Target 
Enrichment System for Illumina paired-end multiplexed 
sequencing) which we used in this study.

Experimental infections and parasitemia
The samples were obtained from previous experimen-
tal studies carried out in 2011, 2013 and 2017, all con-
firmed to be infections of single mitochondrial lineages 

(Additional file  5: Table  S2). Sixteen samples (lineage 
SGS1) were obtained from experimentally infected sis-
kins (Spinus spinus). Those birds were originally infected 
with an isolate from a red crossbill (Loxia curvirostra) 
and multiplied in the siskins in 2013. Another SGS1 iso-
late was obtained from a house sparrow (Passer domes-
ticus) and multiplied in canaries (Serinus canaria); two 
samples (735 and 739) from infected canary blood were 
used for this analysis. To distinguish the two SGS1 iso-
lates, we refer to SGS1 isolated from a red crossbill as 
SGS1-A and SGS1 isolated from a house sparrow as 
SGS1-B. A blood sample with the P. relictum GRW11 
lineage was obtained from an experimentally infected 
crossbill and that lineage was originally isolated from a 
house sparrow in 2011. All of these lineages were isolated 
from birds caught at the Biological Station of the Zoo-
logical Institute of the Russian Academy of Sciences on 
the Curonian Spit in the Baltic Sea (55°05′N, 20°44′E) and 
confirmed to represent single (i.e., not mixed) infections. 
Parasitemia was determined by microscopy at several 
points during infection and is represented as a percentage 
by counting the number of infected red blood cells per 
1000 or 10,000 erythrocytes [30]. More detailed informa-
tion about each sample can be found in Additional file 5: 
Table  S2. The GRW4-infected bird was a juvenile great 
reed warbler (Acrocephalus arundinaceus) from Bulgaria 
that was experimentally infected with GRW4 as part of 
another study [31].

Infections were initially identified using a standard 
nested PCR reaction targeting part of the mitochondrial 
cyt b gene [14, 32] and Sanger sequencing as reported in 
Hellgren et al. [24].

Sequence capture protocol and sequencing
We used c. 200  ng of DNA isolated from the blood 
of infected birds for sequence capture following the 
approach detailed in Huang et  al. [23]. DNA was quan-
tified using a Qubit 2.0 Fluorometer (Thermo Scientific, 
Waltham, MA, USA). We sheared the DNA to c. 300-
bp fragments using a M220™ Focused-ultrasonicator 
(Covaris, MA, USA) and then proceeded to perform the 
sequence capture protocol outlined by Agilent Technolo-
gies for the  SureSelectXT kit. We incubated the probes 
with samples for 24 h and we used 18 cycles of PCR in 
the post-capture amplification with indexing primers 
(instead of the recommended 10 to 16 cycles) to ensure 
sufficient DNA for sequencing. Captured samples were 
sequenced on an Illumina MiSeq instrument at the Lund 
University DNA Sequencing Facility. The samples in 
this study were sequenced in two runs. The GRW11 and 
GRW4 samples along with one of the SGS1 samples were 
sequenced in one run and the rest of the SGS1 samples 
were sequenced in another (Additional file 5: Table S2).
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Bioinformatics analyses
We processed the raw sequencing reads using Trimmo-
matic v0.39 [33] by removing adapter sequences (adapter 
detection settings: seed mismatched = 2, palindromic clip 
threshold = 30, simple clip threshold = 10, min adapter 
length = 8, keep both reads = TRUE) and removing low-
quality reads with a sliding window (window size = 4, 
required quality = 15). Read quality was assessed with 
FastQC v0.11.9 [34]. The reads were mapped to the P. rel-
ictum genome (plasmodb.org, version 54) using Nextgen-
map v0.5.5 [35] with default options. The resulting sam 
files were compressed to BAM files, sorted and indexed 
using SAMtools v1.15.1 [36]. MarkDuplicates v2.20.8 in 
Picard tools [37] was used to identify duplicate reads. 
Success of sequence capture was measured in several 
ways. We calculated the percentage of the targeted P. rel-
ictum nucleotides that were sequenced to a depth of cov-
erage of 5×, 20×, 50×, and 100× for each sample using 
Qualimap BamQC [38]. Qualimap was provided with 
the coordinates of the targeted exons. We further calcu-
lated the number of mapped and unmapped reads using 
the stats program in SAMtools. MultiQC [39] was used 
to summarize results from FastQC, Qualimap, and SAM-
tools stats. Unmapped reads were BLASTed to check for 
identity. Keanu [40] was used to organize the BLAST hits 
into taxonomic categories.

Statistical analyses
We compared the measures of sequence capture success 
with parasitemia determined by microscopy using Spear-
man’s non-parametric correlation tests. Graphics were 
produced using the ggplot2 R package [41] and all statis-
tical analyses were conducted with R v4.1.1 [42].

Coverage analysis
To visualize the evenness of coverage/depth of the reads 
across the genome, depth of coverage information was 
extracted from the BAM files using bedtools v2.30.0 
[43] genomecov and exported as bedgraph files. Bedtools 
counts the number and length of reads across the entire 
chromosome. The bedgraph files were imported into R, 
the short archived contigs were filtered out (leaving the 
“non-archived chromosomes”, i.e., chromosomes 1–14 
and the apicoplast and mitochondrial genomes), and the 
absolute coverage (i.e., number of reads mapped to each 
nucleotide in the chromosome) was plotted for each 
chromosome using ggplot2. A 17  kb region of chromo-
some 1 was identified for comparison of coverage across 
three samples that represent low (sample 1455, 0.1%), 
medium (1313, 7%), and high parasitemia (1459, 56.4%; 
Additional file 5: Table S2); difference in depth of cover-
age was visualized in the Integrative Genomics Viewer 
(IGV) [44].

A few randomly selected regions of extremely high 
coverage (i.e., > 1000× in a high-coverage/parasitemia 
sample, sample 1309, and > 250× in a low-coverage/para-
sitemia sample, sample 1457, referred to as “spikes”) that 
were targeted by the probes and regions that were not tar-
geted by the initial probe-set but still had reads mapped 
to a depth of coverage of at least 20× were extracted with 
bedtools coverage, awk, and bedtools getfasta for further 
analysis. This analysis included BLAST [45] and visual 
inspection of the sequences in order to understand the 
cause of the spikes and non-target mapping.

We also conducted a rarefaction analysis of sequence 
coverage. Specifically, we investigated the relation-
ship between the number of probed regions intersected 
by a sequenced read (by at least 10  bp) and number of 
sequenced reads that mapped to a probed region for 
each sample. We were interested in using this analy-
sis to understand whether samples had been sequenced 
to saturation and if low parasitemia samples could gain 
complete coverage through additional sequencing. We 
counted the number of overlapping reads using the pro-
gram featureCounts [46] and the vegan v2.5-7 R package 
[47] was used to construct the curves. We similarly deter-
mined the number of reads intersecting each targeted 
gene and each probe by at least 10 bp for each sample to 
characterize sequence coverage across the samples.

Several probes targeted highly repetitive regions in 
the reference genome (as determined with the pro-
gram D2RReadFilter [48] using default options) and/
or resulted in uninformative spikes in depth of coverage 
(we used a threshold of 1000 in the high coverage sample 
and 250 in the low coverage sample to identify the spikes, 
excluding probes that targeted the mitochondrial genes 
as those genes typically had high coverage across sam-
ples). We identified those probes from a high-parasitemia 
sample (1309) and low-parasitemia sample (1457) and 
present them in Additional file  4: Table  S1 so that they 
can be removed in future designs.

Haplotype networks
We aligned the sequences from each of 25 genes (Addi-
tional file  6: Table  S3) from four samples in our study 
(1309, lineage SGS1-A originally isolated from a red 
crossbill; 51242, lineage GRW4 originally isolated from 
a great reed warbler; 735, lineage SGS1-B originally 
isolated from a house sparrow; cc82, lineage GRW11 
originally isolated from a house sparrow) to the refer-
ence genome sequence, i.e., the lineage DONANA05. 
The genes were chosen haphazardly, but we purposely 
included several parasite surface protein genes that are 
thought to interact with host cells (e.g., rhoptry neck pro-
teins 3 [RON3] and 12 [RON12]) and the two mitochon-
drial genes targeted by the probe set. We produced the 
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alignments using MUSCLE v3.8.31 [49]. We constructed 
haplotype networks for four genes (cyt b, MSP8, repli-
cation factor C subunit 1, and RON3) to illustrate vari-
ous relationships among the samples. We produced the 
haplotype networks with R packages ape v5.5 [50], pegas 
v1.0-1 [51], reshape v0.8.8 [52], and geiger v2.0.7 [53]. We 
also concatenated the 25 genes and calculated the nucle-
otide differences between the lineages and isolates using 
ape.

Results
General sequence characteristics
We sequenced an average of 2,988,012 ± 3,150,933s.d. 
reads from the samples, with 1,487,563 ± 1,436,092 map-
ping to the reference genome and 1,500,449 ± 3,150,550 
not mapping. None of the unmapped reads BLASTed to 
Plasmodium (Table 1).

Experimental infections of SGS1
The depth of coverage varied among samples (Fig.  1). 
Among the experimental infections of SGS1, varia-
tion in sequencing success was dependent on para-
sitemia. Parasitemia was positively correlated with the 
percentage of targeted nucleotides that were sequenced 
to a depth of coverage of 5× (ρ = 0.835, P < 0.001), 20× 
(ρ = 0.803, P < 0.001), 50× (ρ = 0.795, P < 0.001), and 
100× (ρ = 0.785, P < 0.001; Fig.  2). Sequence capture 
from the experimental infection of SGS1 with the lowest 
parasitemia (0.1%) resulted in only 3.32% of the targeted 
nucleotides from the P. relictum genome being sequenced 
to a depth of coverage of 5× (Additional file 5: Table S2). 
However, sequencing success increased nonlinearly with 
parasitemia (Fig.  2) and the next highest parasitemia in 
an experimental infection (0.24%) resulted in 26.51% of 

targeted nucleotides being sequenced to a depth of cov-
erage of 5× (parasitemia of 0.3% resulted in 29.97% of 
targeted nucleotides sequenced to 5×). The infection 
of SGS1 with the highest parasitemia (90%) resulted in 
99.41% of the targeted nucleotides being sequenced to a 
depth of coverage of 5× (Additional file 5: Table S2).

The ratio of reads that mapped to the reference genome 
to reads that did not map to the reference genome in 
experimental infections of SGS1 were positively corre-
lated with parasitemia (ρ = 0.814, P < 0.001).

Experimental infections of GRW11 and GRW4
The infection of GRW11 was derived from an experimen-
tally infected bird and reached a high parasitemia (8%) 
and sequencing success was high; 99.78% of the targeted 
nucleotides were sequenced to a depth of coverage of 5×. 
The GRW4 infection was also derived from an experi-
mental infection, but only 23.91% of the targeted nucleo-
tides were sequenced to a depth of coverage of 5×. This 
may have been a result of GRW4’s greater phylogenetic 
distance from SGS1 [23, 24] and lower parasitemia (< 1% 
[31]).

Evenness of coverage
When plotting absolute depth of mapping across each 
chromosome, coverage is highly variable among sam-
ples (Additional file  1: Figure S1) and along chromo-
somes (Fig.  3). Spikes in coverage were typically short 
(< 300 bp) and occurred both in the probed regions and 
outside the probed regions (Fig.  3). It is not unusual to 
see spikes with depth of coverage over 2000 times higher 
than in neighboring regions in most samples and chro-
mosomes. They tended to be of low complexity. When 
randomly selected sequences that represent these spikes 

Table 1 BLAST results of unmapped reads against the refseq database for five samples representing the three lineages in this study 
(GRW11, GRW4, SGS1) and the two SGS1 lineage isolates (SGS1-A and SGS1-B)

Two samples from the SGS1-A lineage isolate were BLASTed; they represent a high-parasitemia (1309) and low-parasitemia (1455) sample. The number of reads 
that mapped to birds (shown separately for Passeriformes and non-passerine orders), mammals (Mammalia), and Plasmodium (no unmapped reads mapped to 
Plasmodium) are shown. The “All hits” category is the sum of the reads in the aforementioned categories and all other unmapped reads that resulted in hits to other 
taxonomic categories (including unassigned taxa; data not shown). The number of unmapped reads that did not result in a BLAST hit (“No BLAST hit”), the total 
number of unmapped reads for each sample (“Total unmapped reads”), and the total number of sequenced reads for each sample (mapped and unmapped; “All 
reads”) are also shown. Sample name follows lineage name in parentheses

BLAST Taxon Hit GRW11 (cc82) GRW4 (51242) SGS1-A (1309) SGS1-A (1455) SGS1-B (735)

Aves: Passeriformes 6342 39,851 2258 14,009 1900

Aves: Non-passerine orders 322 3734 89 910 90

Mammalia 10 150 3 31 4

Plasmodium 0 0 0 0 0

All hits 16,478 82,689 9782 30,536 5467

Total unmapped reads 991,173 14,761,081 360,028 1,593,536 423,348

No BLAST hit 974,695 14,678,392 350,246 1,563,000 417,881

All reads 6,116,400 15,219,066 5,915,344 1,839,486 1,939,288
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were BLASTed, ribosomal genes were found (results not 
shown). This may suggest that the high coverage repre-
sents host reads which map to highly conserved riboso-
mal regions. We identified probes that targeted highly 
repetitive regions or regions that led to spikes in cover-
age from both a high (1309) and a low (1457) parasitemia 
sample so that those probes can be removed from future 
designs (Additional file 4: Table S1).

The effect of parasitemia on the breadth and depth 
of coverage (Fig.  2) can also be observed when visually 
examining the samples with low (0.1%), medium (7%), 
and high (56.4%) parasitemia (Fig.  3), where there is a 
large increase between 0.1 and 7%, but less of a differ-
ence between 7 and 56.4% parasitemia. In cases where 
we observed mapped reads outside probed regions, we 
found they tended to be of low complexity and highly 
repetitive (data not shown). Furthermore, full sequence 
coverage (i.e., reads mapping to all probed regions) for 
samples with parasitemia lower than 1% likely cannot be 

attained with more sequencing based on a comparison 
of rarefaction curves (Additional file 2: Figure S2). While 
one or more reads mapped to most targeted genes for 
all samples (Additional file 7: Table S4), coverage across 
genes (as indicated by the number of reads mapping to 
each probe) was low (Additional file 8: Table S5).

Haplotype networks
As previously shown, the lineages GRW11 and the refer-
ence sequence differ from SGS1 by one mutation in the 
barcoding region of the cyt b gene while GRW4 shows 
greater divergence from that group (Fig.  4). However, 
these relationships are different for other genes (Fig. 4). 
In fact, for at least two genes (replication factor C subu-
nit 1 and RON3) samples 735 (lineage SGS1-B) and 1309 
(lineage SGS1-A) do not share haplotypes. Samples 1309 
and the reference share their replication factor C subunit 
1 haplotypes while 1309 and cc82 (GRW11) share their 
RON3 haplotypes. Concatenating the 25 genes revealed 

Fig. 1 The percentage of targeted nucleotides as a function of depth of coverage at which those nucleotides were sequenced. Steeply sloping 
lines on the left-hand side of the graph suggest poor sequencing relative to lines with shallower slopes closer to the right-hand side of the graph. 
Each line represents a single sample and line type and color correspond to the lineage isolates. The lineage SGS1 was represented by two isolates; 
SGS1-A was originally isolated from the host species Loxia curvirostra and SGS1-B from Passer domesticus 
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many nucleotide differences between the lineages and 11 
separating the two SGS1 samples that originated from 
different hosts (Table 2).

Discussion
Here we introduced a sequence capture probe-set and 
protocol for the cosmopolitan, generalist avian malaria 
parasite P. relictum. The protocol can capture DNA 
from three well studied and common P. relictum line-
ages: SGS1, GRW11, and GRW4. Sequence capture suc-
cess follows a nonlinear relationship with parasitemia 
(Figs. 2 and 3). Therefore, even small differences in para-
sitemia can lead to large gains in sequencing success up 
to a threshold value of c. 4% parasitemia at which point 
most targeted nucleotides are sequenced to a depth of 
coverage of at least 5× (Fig. 2). We also demonstrate that 
many unmapped reads represent residual DNA from 
birds or other sources, but none of the unmapped reads 
are from Plasmodium DNA (Table 1). Finally, we demon-
strate how the genetic data obtained from this sequence 
capture protocol can be used to identify genetic variation 

both among and within P. relictum lineages (Fig.  4 and 
Table 2).

The positive relationship between parasitemia and 
sequence capture success has been documented previ-
ously for avian haemosporidians of the genus Haemo-
proteus [10]. In their study of natural infections of 
Haemoproteus parasites, Barrow et  al. [10] successfully 
sequenced infections with parasitemia lower than 0.1% 
(the lowest of our measured parasitemias in the experi-
mental infection). Our results confirm the relationship 
between sequence capture success and parasitemia for 
P. relictum parasites and suggest that in samples derived 
from naturally infected wild birds, many targeted genes 
may not be fully captured by this protocol.

We identified large spikes in depth of coverage in the 
mapping inside and outside of probed regions (Fig.  3). 
The regions with spikes were generally repetitive (low 
complexity) and BLASTed to ribosomal genes which may 
have come from the host or the parasite. This suggests 
that in future use of this probe set, repetitive regions 
should be removed, as they may not be specific enough 

Fig. 2 The percentage of nucleotides that the sequence capture probes were designed to capture sequenced at different depths of coverage (5×, 
20×, 50×, 100×) in relation parasitemia (percentage of infected red blood cells). Samples are from experimental infections of the lineage SGS1
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to map to their intended targets and analysis should only 
be conducted on regions that were targeted for sequence 
capture. We have identified probes to remove in Addi-
tional file 4: Table S1. Furthermore, visualizing coverage 

across the genome (Fig.  3, Additional file  1: Figure S1) 
brings a deeper understanding of the success of sequence 
capture and should be conducted in all sequence capture 
experiments to identify potential mapping errors.

Using data from 25 genes sequenced as part of this 
study, we identified among- and within-lineage genetic 
variation. Previous work showed that lineages SGS1 
and GRW11 shared MSP1 haplotypes and thus may be 
recombining [24]. SGS1 and GRW11 share haplotypes 
from other genes as well (here we show a shared RON3 
haplotype; Fig.  4). We also show a shared haplotype 
between SGS1 and the reference sequence and diver-
gence between samples of SGS1 isolated from different 
host species (Fig. 4). In fact, across 25 genes, there were 
11 nucleotide differences between samples 1309 and 735, 
both SGS1 lineages but isolated from different host spe-
cies (Table  2). Future studies can use sequence capture 
to generate data on whether particular host species can 
cause such divergence within parasite lineages through 
selection or whether such divergence is the result of 

Fig. 4 Haplotype networks of lineages (DONANA05 is the lineage name of the reference genome; GRW11 is the lineage of sample cc82; GRW4 
is the lineage of sample 51242; SGS1-A is lineage SGS1 represented by sample 1309; SGS1-B is lineage SGS1 represented by sample 735) for four 
genes (merozoite surface protein 8, MSP8, 1321 bp; cytochrome b, cyt b 1151 bp; replication factor C subunit 1, RFC1 2380 bp; rhoptry neck protein 
3, RON3, 4558 bp). The number of substitutions separating haplotypes is presented on each branch of the network

Table 2 A distance matrix of number of nucleotide differences 
between lineages (DONANA05 is the lineage name of the 
reference genome; GRW11 is the lineage of sample cc82; 
GRW4 is the lineage of sample 51242; SGS1-A is lineage SGS1 
represented by sample 1309; SGS1-B is lineage SGS1 represented 
by sample 735) computed from the concatenated alignment of 
25 genes (Additional file 6: Table S3)

SGS1-A SGS1-B GRW11 DONANA05

SGS1-A

SGS1-B 11

GRW11 19 22

DONANA05 16 9 23

GRW4 666 663 675 660
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genetic drift, recombination with other parasites, or 
another mechanism (or combination of mechanisms).

The success of the sequence capture protocol described 
here is expected based on previous work [10, 23], but is 
nevertheless important for demonstrating that the proto-
col can be used to continue phylogeographic and phylo-
genetic studies across different haemosporidian lineages. 
Previous analyses using a fragment of the MSP1 gene in 
these P. relictum lineages revealed many new insights, 
including recombination between SGS1 and GRW11 and 
the biogeographic history of the lineages [24]. Applying 
sequence capture to these questions will allow for greater 
resolution and confirmation of the patterns described 
previously [29]. It will further provide us with more 
genetic data that can help identify genes under selection 
as a result of host–pathogen interactions.

Conclusions
Like other sequence capture protocols, the success of the 
one we describe here for P. relictum depends on para-
sitemia and does require large up-front expenses for rea-
gents and sequencing [10]. Because of the dependence 
on parasitemia, this sequence capture protocol may not 
work for many field-collected samples. Therefore, iden-
tification of high-parasitemia samples through micros-
copy or quantitative PCR is critical for finding samples 
that can be used in this protocol. A common benefit 
of sequence capture protocols is the ability to provide 
greater resolution to phylogeographic and phylogenetic 
studies of avian haemosporidians by providing data on 
genetic variation among and within lineages (Fig.  4 and 
Table  2). The sequence capture protocol described here 
will allow researchers to obtain novel genomic data from 
P. relictum and related parasites to better understand the 
diversification and host-parasite associations of this clade 
of widespread and extreme host generalist lineages.

Abbreviations
BLAST: Basic Local Alignment Search Tool; bp: Base pair; cyt b: Cytochrome b; 
DNA: Deoxyribonucleic acid; Mbp: Megabase pair; MSP1: Merozoite surface 
protein 1; MSP8: Merozoite surface protein 8; PCR: Polymerase chain reaction; 
RFC1: Replication factor C subunit 1; RON3: Rhoptry neck protein 3; RON12: 
Rhoptry neck protein 12; RNA: Ribonucleic acid.

Supplementary Information
The online version contains supplementary material available at https:// doi. 
org/ 10. 1186/ s13071- 022- 05373-w.

 Additional file 1: Figure S1. Sequencing coverage across the P. relictum 
genome. Each graph of the following figure represents the coverage of 
each non-archived chromosomes (i.e., chromosomes 1–14 and the apico-
plast and mitochondrial genomes) from the P. relictum genome (chromo-
some name appears in upper left-hand side of each graph). Each panel 
within each of the graphs represents one sample with the sample name 
above the panel (names follow Additional file 5: Table S2). The y-axes were 
capped at 1000 sequenced bp (depth of coverage) to represent the low 

coverage regions at a more appropriate scale. However, the spikes often 
extended past 1000 bp. The x-axes are measured in kilobase pairs. 

Additional file 2: Figure S2. Rarefaction curves of number of probed 
regions intersected by a read by at least 10 bp as a function of number of 
reads that mapped to any probed region (assigned reads). A rarefaction 
curve plotted for each sample showing the number of probed regions 
intersected by a read from the sample by at least 10 bp in relation to the 
number of reads that mapped to any probed region (assigned reads) for 
each sample (the “assigned reads” variable counts the same read more 
than once if it mapped to more than one probed region). Many of the 
samples reached asymptotes with relatively high number of probed 
regions sequenced suggesting more sequencing will not lead to large 
gains in coverage but may contribute to depth of coverage. Three 
samples of the parasite lineage SGS1 with parasitemia lower than 1% 
(1455, 1457, and 1458) group separately from the other SGS1 samples 
and the rarefaction curves suggest that they had lower numbers of 
probed regions intersected by a read than the other samples at similar 
levels of sequencing. This suggests that low parasitemia limited sequence 
capture success and that this limit likely cannot be fully overcome with 
greater sequencing. Moreover, sample 51242 (lineage GRW4) had the 
most sequencing of all the samples (> 15 million total reads; Additional 
file 5: Table S2), but still had a relatively low number of probed regions 
intersected by a read and relatively few assigned reads. Sample 51242 also 
had low parasitemia (< 1%) and represented the most divergent of the 
lineages (GRW4). 

Additional file 3: File S1. Sequence capture probe set. All 120-bp probes 
used for sequence capture in this study. 

Additional file 4: Table S1. Sequence capture targets. List of sequence 
capture probes, the P. relictum chromosome, start and end coordinates, 
and target gene, description of target gene that the probes targeted, and 
a column titled “reason_to_filter”. The reason_to_filter column indicates 
reasons (e.g., repetitive region, spikes in coverage) to remove particular 
probes from future designs. The probes that did not map to the version 
54 of the reference genome are indicated in the target gene description 
column. 

Additional file 5: Table S2. Sample metadata and sequence results. List 
of samples used in this study, their names, the cyt b lineages they repre-
sent, where and when and from what host species they were isolated and 
the host species they were sequenced from, additional data including 
parasitemia and sequencing data are also included. 

Additional file 6: Table S3. List of 25 genes selected for haplotype 
network analysis and concatenated distance matrix including their coordi-
nates in the genome and aligned length (bp). 

Additional file 7: Table S4. Number of reads mapping to each targeted 
gene (Geneid) by at least 10 bp for each sample. 

Additional file 8: Table S5. Number of reads mapping to each probe 
(Probeid) by at least 10 bp for each sample. Probes with no mapping are 
not presented in the table.

Acknowledgements
Tomas Johansson provided advice on the laboratory work, critical equip-
ment when needed, and performed the sequencing. Jane Jönsson provided 
direction and advice on the laboratory work and patiently answered our 
many questions. Roland Hansson, Hanna Sigeman, and the members of the 
National Bioinformatics Infrastructure at Lund University gave useful advice 
on initial bioinformatics analyses to VAE. We would like to thank Rita Žiegytė, 
Rasa Bernotienė, Mikas Ilgūnas and Jakov Šengaut for help with preparations 
of experimental material. We thank Paulius Rapševičius for his help with the 
sequence capture laboratory work.

Author contributions
OH and VP designed the study. OH designed the sequence capture probe-set 
and VP conducted experimental infections and measurements of para-
sitemia. VAE, AC, MD, XH conducted the sequence capture laboratory work. 
VK conducted the bioinformatics and statistical analyses. VAE wrote the 

https://doi.org/10.1186/s13071-022-05373-w
https://doi.org/10.1186/s13071-022-05373-w


Page 11 of 12Ellis et al. Parasites & Vectors          (2022) 15:267  

manuscript with input from all authors. All authors read and approved the 
final manuscript.

Funding
Open access funding provided by Lund University. The study was supported 
by the Swedish Research Council through grants to OH (VR 2016–03419) and 
to SB (VR 2017-03937). VAE was supported by a postdoctoral fellowship from 
the Carl Tryggers Foundation and by funding from USDA Hatch (DEL00774 
and NE1943). Funding for VP came from the European Social Fund (project No 
09.3.3-LMT-K-712-01-0016) under grant agreement with the Research Council 
of Lithuania (LMTLT).

 Availability of data and materials
Raw sequence reads generated in this study have been deposited in the 
EMBL-EBI European Nucleic Acid repository under accession ID: PRJEB48854.

Declarations

Ethics approval and consent to participate
The experimental procedures for these birds were approved by the Lithuanian 
State Food and Veterinary Service, Ref. No. 2012/01/04-0221 and International 
Co-operation Agreement between the Nature Research Centre and the 
Biological Station Rybachy of the Zoological Institute of the Russian Academy 
of Sciences (25/05/2010).

Consent for publication
Not applicable.

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

Author details
1 Molecular Ecology and Evolution Laboratory, Department of Biology, Lund 
University, S-22362 Lund, Sweden. 2 Department of Entomology and Wildlife 
Ecology, University of Delaware, Newark, DE, USA. 3 Department of Parasitol-
ogy, Faculty of Veterinary Medicine, Erciyes University, 38280 Kayseri, Turkey. 
4 Vectors and Vector-Borne Diseases Implementation and Research Center, 
Erciyes University, 38280 Kayseri, Turkey. 5 Nature Research Centre, Akademi-
jos 2, 08412 Vilnius, Lithuania. 6 MOE Key Laboratory for Biodiversity Science 
and Ecological Engineering, College of Life Sciences, Beijing Normal University, 
Beijing, People’s Republic of China. 

Received: 24 November 2021   Accepted: 25 June 2022

References
 1. Bensch S, Canbäck B, DeBarry JD, Johansson T, Hellgren O, Kissinger JC, 

et al. The genome of Haemoproteus tartakovskyi and its relationship to 
human malaria parasites. Genome Biol Evol. 2016;8:1361–73.

 2. Palinauskas V, Križanauskienė A, Iezhova TA, Bolshakov CV, Jönsson J, 
Bensch S, et al. A new method for isolation of purified genomic DNA 
from haemosporidian parasites inhabiting nucleated red blood cells. Exp 
Parasitol. 2013;133:275–80.

 3. Näpflin K, O’Connor EA, Becks L, Bensch S, Ellis VA, Hafer-Hahmann N, 
et al. Genomics of host-pathogen interactions: challenges and opportu-
nities across ecological and spatiotemporal scales. PeerJ. 2019;7:e8013.

 4. Westermann AJ, Gorski SA, Vogel J. Dual RNA-seq of pathogen and host. 
Nat Rev Microbiol. 2012;10:618–30.

 5. Clarke EL, Sundararaman SA, Seifert SN, Bushman FD, Hahn BH, Brisson D. 
swga: a primer design toolkit for selective whole genome amplification. 
Hancock J, editor. Bioinformatics. 2017;33:2071–7.

 6. Ciloglu A, Ellis VA, Duc M, Downing PA, Inci A, Bensch S. Evolution of vec-
tor transmitted parasites by host switching revealed through sequencing 
of Haemoproteus parasite mitochondrial genomes. Mol Phylogenet Evol. 
2020;153:106947.

 7. Pacheco MA, Matta NE, Valkiūnas G, Parker PG, Mello B, Stanley CE, et al. 
Mode and rate of evolution of haemosporidian mitochondrial genomes: 
timing the radiation of avian parasites. Mol Biol Evol. 2018;35:383–403.

 8. Carpi G, Walter KS, Bent SJ, Hoen AG, Diuk-Wasser M, Caccone A. Whole 
genome capture of vector-borne pathogens from mixed DNA samples: a 
case study of Borrelia burgdorferi. BMC Genomics. 2015;16:434.

 9. Marciniak S, Prowse TL, Herring DA, Klunk J, Kuch M, Duggan AT, et al. 
Plasmodium falciparum malaria in 1st –2 nd century CE southern Italy. 
Curr Biol. 2016;26:R1220–2.

 10. Barrow LN, Allen JM, Huang X, Bensch S, Witt CC. Genomic sequence cap-
ture of haemosporidian parasites: methods and prospects for enhanced 
study of host–parasite evolution. Mol Ecol Resour. 2019;19:400–10.

 11. Clark NJ, Clegg SM, Lima MR. A review of global diversity in avian 
haemosporidians (Plasmodium andHaemoproteus: Haemosporida): new 
insights from molecular data. Int J Parasitol. 2014;44:329–38.

 12. Valkiūnas G. Avian malaria parasites and other haemosporidia. Boca 
Raton: CRC Press; 2005.

 13. Bensch S, Hellgren O, Pérez-Tris J. MalAvi: a public database of malaria 
parasites and related haemosporidians in avian hosts based on mito-
chondrial cytochrome b lineages. Mol Ecol Resour. 2009;9:1353–8.

 14. Hellgren O, Waldenström J, Bensch S. A new PCR assay for simultaneous 
studies of Leucocytozoon, Plasmodium, and Haemoproteus from avian 
blood. J Parasitol. 2004;90:797–802.

 15. Videvall E. Genomic advances in avian malaria research. Trends Parasitol. 
2019;35:254–66.

 16. Böhme U, Otto TD, Cotton JA, Steinbiss S, Sanders M, Oyola SO, et al. 
Complete avian malaria parasite genomes reveal features associated 
with lineage-specific evolution in birds and mammals. Genome Res. 
2018;28:547–60.

 17. Galen SC, Borner J, Williamson JL, Witt CC, Perkins SL. Metatranscriptomics 
yields new genomic resources and sensitive detection of infections for 
diverse blood parasites. Mol Ecol Resour. 2020;20:14–28.

 18. Garcia-Longoria L, Palinauskas V, Ilgūnas M, Valkiūnas G, Hellgren O. 
Differential gene expression of Plasmodium homocircumflexum (lineage 
pCOLL4) across two experimentally infected passerine bird species. 
Genomics. 2020;112:2857–65.

 19. Toscani Field J, Weinberg J, Bensch S, Matta NE, Valkiūnas G, Sehgal RNM. 
Delineation of the genera Haemoproteus and Plasmodium using RNA-Seq 
and multi-gene phylogenetics. J Mol Evol. 2018;86:646–54.

 20. Videvall E, Cornwallis CK, Ahrén D, Palinauskas V, Valkiūnas G, Hellgren 
O. The transcriptome of the avian malaria parasite Plasmodium ashfordi 
displays host-specific gene expression. Mol Ecol. 2017;26:2939–58.

 21. Videvall E, Palinauskas V, Valkiūnas G, Hellgren O. Host transcriptional 
responses to high- and low-virulent avian malaria parasites. Am Nat. 
2020;195:1070–84.

 22. Weinberg J, Field JT, Ilgūnas M, Bukauskaitė D, Iezhova T, Valkiūnas G, et al. 
De novo transcriptome assembly and preliminary analyses of two avian 
malaria parasites Plasmodium delichoni and Plasmodium homocircum-
flexum. Genomics. 2019;111:1815–23.

 23. Huang X, Hansson R, Palinauskas V, Valkiūnas G, Hellgren O, Bensch S. The 
success of sequence capture in relation to phylogenetic distance from a 
reference genome: a case study of avian haemosporidian parasites. Int J 
Parasitol. 2018;48:947–54.

 24. Hellgren O, Atkinson CT, Bensch S, Albayrak T, Dimitrov D, Ewen JG, et al. 
Global phylogeography of the avian malaria pathogen Plasmodium 
relictum based on MSP1 allelic diversity. Ecography. 2015;38:842–50.

 25. Ellis VA, Bensch S. Host specificity of avian haemosporidian parasites is 
unrelated among sister lineages but shows phylogenetic signal across 
larger clades. Int J Parasitol. 2018;48:897–902.

 26. Beadell JS, Ishtiaq F, Covas R, Melo M, Warren BH, Atkinson CT, et al. Global 
phylogeographic limits of Hawaii’s avian malaria. Proc R Soc B Biol Sci. 
2006;273:2935–44.

 27. van Riper C, van Riper SG, Goff ML, Laird M. The epizootiology and 
ecological significance of malaria in Hawaiian land birds. Ecol Monogr. 
1986;56:327–44.

 28. Ellis VA, Sari EHR, Rubenstein DR, Dickerson RC, Bensch S, Ricklefs RE. The 
global biogeography of avian haemosporidian parasites is character-
ized by local diversification and intercontinental dispersal. Parasitology. 
2019;146:213–9.

 29. Hellgren O, Kelbskopf V, Ellis VA, Ciloglu A, Duc M, Huang X, et al. Low 
MSP-1 haplotype diversity in the West Palearctic population of the avian 
malaria parasite Plasmodium relictum. Malar J. 2021;20:265.

 30. Godfrey RD, Fedynich AM, Pence DB. Quantification of hematozoa in 
blood smears. J Wildl Dis. 1987;23:558–65.



Page 12 of 12Ellis et al. Parasites & Vectors          (2022) 15:267 

•
 
fast, convenient online submission

 •
  

thorough peer review by experienced researchers in your field

• 
 
rapid publication on acceptance

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

•
  

gold Open Access which fosters wider collaboration and increased citations 

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

  At BMC, research is always in progress.

Learn more biomedcentral.com/submissions

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

 31. Zehtindjiev P, Ilieva M, Westerdahl H, Hansson B, Valkiūnas G, Bensch S. 
Dynamics of parasitemia of malaria parasites in a naturally and experi-
mentally infected migratory songbird, the great reed warbler Acrocepha-
lus arundinaceus. Exp Parasitol. 2008;119:99–110.

 32. Bensch S, Stjernman M, Hasselquist D, Örjan Ö, Hannson B, Westerdahl H, 
et al. Host specificity in avian blood parasites: a study of Plasmodium and 
Haemoproteus mitochondrial DNA amplified from birds. Proc R Soc Lond 
B Biol Sci. 2000;267:1583–9.

 33. Bolger AM, Lohse M, Usadel B. Trimmomatic: a flexible trimmer for Illu-
mina sequence data. Bioinformatics. 2014;30:2114–20.

 34. Andrews S. FastQC: a quality control tool for high throughput sequence 
data [Internet]. 2010. http:// www. bioin forma tics. babra ham. ac. uk/ proje 
cts/ fastqc/; http:// www. bioin forma tics. babra ham. ac. uk/ proje cts/ fastqc/

 35. Sedlazeck FJ, Rescheneder P, von Haeseler A. NextGenMap: fast and 
accurate read mapping in highly polymorphic genomes. Bioinformatics. 
2013;29:2790–1.

 36. Li H, Handsaker B, Wysoker A, Fennell T, Ruan J, Homer N, et al. The 
sequence alignment/map format and SAMtools. Bioinformatics. 
2009;25:2078–9.

 37. Broad Institute. Picard: a set of command line tools (in Java) for manipu-
lating high-throughput sequencing (HTS) data and formats such as SAM/
BAM/CRAM and VCF. 2019. http:// broad insti tute. github. io/ picard/. 

 38. Okonechnikov K, Conesa A, García-Alcalde F. Qualimap 2: advanced 
multi-sample quality control for high-throughput sequencing data. 
Bioinformatics. 2015. https:// doi. org/ 10. 1093/ bioin forma tics/ btv566.

 39. Ewels P, Magnusson M, Lundin S, Käller M. MultiQC: summarize analysis 
results for multiple tools and samples in a single report. Bioinformatics. 
2016;32:3047–8.

 40. Thrash A, Arick M, Barbato RA, Jones RM, Douglas TA, Esdale J, et al. 
Keanu: a novel visualization tool to explore biodiversity in metagenomes. 
BMC Bioinformatics. 2019;20:103.

 41. Wickham H. ggplot2: elegant graphics for data analysis. Cham: Springer; 
2016.

 42. R Core Team. R: A language and environment for statistical computing 
[Internet]. Vienna, Austria: R Foundation for Statistical Computing; 2021. 
https:// www.R- proje ct. org/

 43. Quinlan AR, Hall IM. BEDTools: a flexible suite of utilities for comparing 
genomic features. Bioinformatics. 2010;26:841–2.

 44. Robinson JT, Thorvaldsdóttir H, Winckler W, Guttman M, Lander ES, Getz 
G, et al. Integrative genomics viewer. Nat Biotechnol. 2011;29:24–6.

 45. Boratyn GM, Thierry-Mieg J, Thierry-Mieg D, Busby B, Madden TL. 
Magic-BLAST, an accurate RNA-seq aligner for long and short reads. BMC 
Bioinformatics. 2019;20:405.

 46. Liao Y, Smyth GK, Shi W. featureCounts: an efficient general purpose 
program for assigning sequence reads to genomic features. Bioinformat-
ics. 2014;30:923–30.

 47. Oksanen J, Guillaume Blanchet F, Friendly M, Kindt R, Legendre P, McGlinn 
D, et al. vegan: community ecology package [Internet]. 2020. https:// 
CRAN.R- proje ct. org/ packa ge= vegan 

 48. Chen S, Chen Y, Sun F, Waterman MS, Zhang X. A new statistic for 
efficient detection of repetitive sequences. Birol I, editor. Bioinformatics. 
2019;35:4596–606.

 49. Edgar RC. MUSCLE: multiple sequence alignment with high accuracy and 
high throughput. Nucleic Acids Res. 2004;32:1792–7.

 50. Paradis E, Schliep K. ape 5.0: an environment for modern phylogenet-
ics and evolutionary analyses in R. Schwartz R, editor. Bioinformatics. 
2019;35:526–8.

 51. Paradis E. pegas: an R package for population genetics with an 
integrated-modular approach. Bioinformatics. 2010;26:419–20.

 52. Wickham H. Reshaping data with the reshape package. J Stat Softw 
[Internet]. 2007 http:// www. jstat soft. org/ v21/ i12/. Accessed 5 Oct 2021.

 53. Pennell MW, Eastman JM, Slater GJ, Brown JW, Uyeda JC, FitzJohn RG, 
et al. geiger v20: an expanded suite of methods for fitting macroevolu-
tionary models to phylogenetic trees. Bioinformatics. 2014;30:2216–8.

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

http://www.bioinformatics.babraham.ac.uk/projects/fastqc/
http://www.bioinformatics.babraham.ac.uk/projects/fastqc/
http://www.bioinformatics.babraham.ac.uk/projects/fastqc/
http://broadinstitute.github.io/picard/
https://doi.org/10.1093/bioinformatics/btv566
https://www.R-project.org/
https://CRAN.R-project.org/package=vegan
https://CRAN.R-project.org/package=vegan
http://www.jstatsoft.org/v21/i12/

	Genomic sequence capture of Plasmodium relictum in experimentally infected birds
	Abstract 
	Background: 
	Methods: 
	Results: 
	Conclusions: 

	Background
	Methods
	Sequence capture design
	Experimental infections and parasitemia
	Sequence capture protocol and sequencing
	Bioinformatics analyses
	Statistical analyses
	Coverage analysis
	Haplotype networks

	Results
	General sequence characteristics
	Experimental infections of SGS1
	Experimental infections of GRW11 and GRW4
	Evenness of coverage
	Haplotype networks

	Discussion
	Conclusions
	Acknowledgements
	References




