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Abstract: Anaplasmataceae bacteria are emerging infectious agents transmitted by ticks. The aim
of this study was to identify the molecular diversity of this bacterial family in ticks and hosts, both
domestic and wild, as well as blood meal sources of free-living ticks in northeastern Paraguay.
The bacteria were identified using PCR-HRM, a method optimized for this purpose, while the
identification of ticks and their blood meal was performed using conventional PCR. All amplified
products were subsequently sequenced. The bacteria detected in the blood hosts included Ehrlichia
canis, Anaplasma platys, and Anaplasma phagocytophilum, Candidatus Anaplasma boleense, and Wolbachia
spp., which had not been previously reported in the country. Free-living and parasitic ticks on dogs
(Canis lupus familiaris) and wild armadillos (Dasypus novemcinctus) were collected and identified
as Rhipicephalus sanguineus and Amblyomma spp. The species E. canis, A. platys, A. phagocytophilum,
and Ca. A. boleense were detected in domestic dog ticks, and E. canis and A. platys were found for
the first time in armadillos and free-living ticks. Blood feeding sources detected in free-living ticks
were rodents, humans, armadillos and dogs. Results show a high diversity of tick-borne pathogens
circulating among domestic and wild animals in the northeastern region of Paraguay.

Keywords: Anaplasma spp.; Ehrlichia spp.; Wolbachia spp.; tick-borne diseases; free-living ticks;
high-resolution melting

1. Introduction

Vector-borne diseases (VBDs) are a group of diseases caused by various species of
bacteria, parasites, and viruses [1]. These pathogens can be transmitted by arthropod
vectors, such as mosquitoes, sand flies, triatomine bugs, and ticks, and other groups of
animals, such as mollusks [2]. According to the World Health Organization, VBDs are
responsible for about 17% of all infectious diseases and can cause more than 700,000 deaths
each year [1]. In addition to a negative impact on public health, the global increase
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in the incidence of VBDs in recent years has caused considerable economic damage to
affected countries, and thus, designing strategies to control this group of diseases is a major
challenge in sustainable health goals [3,4].

Regarding ticks, in addition to the epidermal damage that toxins in their saliva can
cause, they are considered one of the most relevant arthropods to public health, surpassed
only by mosquitoes in their role as human pathogen vectors due to their ability to transmit
infectious agents [5]. Ticks are hematophagous ectoparasites of terrestrial vertebrates
that are widely spread throughout the world. They are classified as arthropods of the
class Arachnida, divided into the following two main families: Argasidae (soft ticks)
and Ixodidae (hard ticks). The world’s largest number of species reported belong to the
last family, including the most medically important species [5,6]. The emergence and
re-emergence of tick-borne diseases (TBDs) has been facilitated by several factors related
to human behavior, such as the continued exploitation of environmental resources, the
invasion of wildlife habitats, and an increase in outdoor activities [6,7].

The vast repertoire of pathogens transmitted by ticks includes bacteria. In this context,
it is essential to emphasize that these arthropods play a fundamental role in the evolution
and transmission of the Anaplasmataceae family bacteria, which are causative agents of
emerging infectious diseases [8]. The Anaplasmataceae family includes Gram-negative
obligate intracellular bacteria that can infect vertebrate animals, causing diseases such as
anaplasmosis and ehrlichiosis in humans and animals [9–11]. The Ehrlichia genus comprises
several species, including E. canis, E. chaffeensis, E. ewingii, E. muris, E. ruminantium, and
E. minasensis [12]. The Anaplasma genus comprises A. marginale, A. centrale, A. ovis, A.
bovis, A. phagocytophilum, A. platys, and other species that have not yet been definitively
classified [13].

Numerous researchers globally have documented eco-epidemiological, biological, and
molecular features of the Anaplasmataceae family present in ticks due to their potential
threat to human and animal health [14–18]. It is essential to study this family’s genetic
diversity, prevalence, phylogenetic characteristics, and presence in both the vector and the
host in order to obtain a better understanding of their epidemiologic significance [11,19].

Studies have been conducted in Latin America to characterize bacterial species trans-
mitted by ticks using molecular techniques such as PCR, serological methods, and eco-
epidemiological studies [10,20–22]. There is evidence that veterinarians are at a high risk of
exposure to pathogens of the Anaplasmataceae family due to the frequency of infection
in dogs and other canids [10]. In addition, a significant bacterial infection rate has been
detected in livestock, resulting in significant financial losses in the agricultural industry [21].

In Paraguay, the current understanding of TBDs is limited in terms of the range of
pathogens that are present in these arachnids and the role that they play as vectors [23].
In Asunción, the presence of E. canis in domestic dogs and veterinary personnel with
occupational exposure was reported by Tintel et al. [24]. On the other hand, Pérez-Macchi
et al. [25] reported the prevalence of A. platys and E. canis among domestic dogs from urban
areas of Asunción and recently documented a case of a dog infected with A. platys [26].
These findings highlight the importance of conducting studies in the country using this
approach to improve knowledge of zoonotic diseases that affect public health.

Based on the gap in knowledge regarding TBDs, we conducted this research in the
Mbaracayú Forest Biosphere Reserve (MFBR). This protected area represents two ecosys-
tems inhabited by indigenous Aché and Guaraní communities [27]. The diversity of hosts,
coexistence with human populations, and environmental conditions facilitate the spread of
ticks and enhance the transmission potential of various pathogens.

This study aimed to investigate the occurrence and diversity of Anaplasmataceae
bacteria in ticks, domestic and wild hosts, and tick diversity in different habitats and
identify blood meal sources of free-living ticks using molecular techniques.
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2. Materials and Methods
2.1. Study Areas and Sample Collection

Ticks, domestic dogs (Canis lupus familiaris), and wild armadillos (Dasypus novemcinc-
tus) were sampled between 2018 and 2022 in rural and forest areas of the Mbaracayú Forest
Biosphere Reserve (MFBR) and surrounding communities. The MFBR is situated in the
Canindeyú department, in the northeastern region of Paraguay, approximately 330 km
from the capital, Asunción (Figure 1A). Blood samples were collected by a veterinarian
using sterile 10 mL syringes and placed in EDTA tubes (BD Vacutainer®, Franklin Lakes,
NJ, USA) (Figure 1B,C). Furthermore, ticks associated with these animals were collected
using entomological tweezers and placed individually in vials containing 70% ethanol.
Free-living ticks were collected using the cloth dragging technique in forest fragments,
which was based on passing a 1 m2 white flannel over the vegetation and checking the flan-
nel for the presence of caught ticks every 5–10 m (Figure 1D), as previously described [28].
The ticks were removed and placed in 1.5 mL tubes containing ethanol.
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Figure 1. Study area and sample collection. (A) Sampling sites in the RBBM in Northeastern Paraguay
included domestic dogs (sites 1–6), wild armadillos (sites 7–10), and free-living ticks (sites 11–13);
(B,C) show a representative domestic and wild host, respectively; and (D) illustrates the method for
collecting free-living ticks.
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2.2. Classical and Molecular Identification of Tick Species

Adult ticks were identified using a dichotomous key [29,30], whereas the nymphs
and larvae of the Rhipicephalus and Amblyomma genera, were identified based on specific
keys [31,32]. To confirm the identification of specimens at the molecular level, a partial
region of the 16S rRNA gene was amplified using the primers and conditions specified by
Mangold et al. [33] (Table 1). We selected and amplified at least two specimens for each of
the identified genera’s life stages (adult and nymph).

2.3. DNA Extraction from Ticks and Host Blood

Genomic DNA was extracted and purified from the blood of dogs and armadillos,
as well as ticks, using the commercially available GeneJET Genomic DNA Purification
Kit (#K0722-Thermo Scientific®, Waltham, MA, USA) according to the manufacturer’s
instructions. The purity and concentration of the extracted material were evaluated using
a DS-11FX DeNovix® Spectrophotometer. The material was then stored at −20 ◦C until
further use. Before extracting DNA from the tick, its surface was sterilized by treating it
with 1% sodium hypochlorite for 5 min. Then, it was washed with 2% chlorhexidine for
another 5 min and rinsed three times with sterile water [34]. All ticks collected from hosts
were processed individually. Free-living ticks were processed differently, as follows: the
adults individually, nymphs in pools of 20, and larvae in pools of about 100 individuals.

Table 1. List of primers utilized in this study.

Target Gene Primers Code Primers (5′→3′) Amplicon Size Reference

Ticks DNA 16S rRNA
(PCR)

16S +1 AACGAACGCTGGCGGCAAGC 460 bp [33]16S −1 AGTAYCGRACCAGATAGCCGC

Vertebrate cytb
(PCR)

Cyb1 GAAGATGCWGTWGGWTGTACKGC 358 bp [35]Cyb2 AGMGCTTCWCCTTCWACRTCYTC

Anaplasmataceae 16S rRNA
(PCR-HRM)

EHR16SD GGTACCYACAGAAGAAGTCC 345 bp [36]EHR16RD TAGCACTCATCGTTTACAGC

Anaplasmataceae groEL
(Nested-PCR)

gro607 F a GAAGATGCWGTWGGWTGTACKGC 664 bp
[37]

gro1294 R a AGMGCTTCWCCTTCWACRTCYTC
gro677 F b ATTACTCAGAGTGCTTCTCARTG 315 bp

gro1121 R b TGCATACCRTCAGTYTTTTCAAC
a First round of reaction, b Second round of reaction.

2.4. Blood Feeding Source in Free-Living Ticks

To determine the blood meal sources of free-living ticks, 64 available DNA samples
(32 females, 25 nymph pools, and 7 larval pools) were analyzed. For this, conventional
PCR was used to amplify a 358 bp partial region of the vertebrate-specific cytochrome b
(cytb) gene described by Boakye et al. [35] (Table 1). PCR reactions were performed using a
thermal cycler (Veriti-Applied Biosystems®) in a final volume of 50 µL containing 25 µL of
mix 2× GoTaq Green Master Mix (Promega®, Madison, WI, USA), 5 µL template DNA at
8–10 ng/µL, and 0.5 µM final concentration of each primer.

2.5. Optimization of PCR-HRM for Detecting and Differentiating Genera in the Family
Anaplasmataceae

A real-time PCR with a subsequent high-resolution melting (HRM) analysis has been
adapted for the simultaneous amplification and differentiation of bacteria of the genera
Anaplasma spp. and Ehrlichia spp. in a single reaction. For this purpose, a partial region of
the 345 bp 16S rRNA gene was amplified using the primers EHR16SD and EHR16RD, as
previously described by Parola et al. [36] (Table 1). Each PCR reaction was performed in a
final volume of 20 µL containing a 10 µL mix 2× HRM PCR Master Mix (QIAGEN®, Hilden,
Germany), 2 µL of template DNA at 20 ng/µL, and a 0.5 µM final concentration of each
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primer. The cycling conditions used were initial denaturation at 95 ◦C for 5 min, followed
by 35 cycles of denaturation at 95 ◦C for 10 s, annealing at 55 ◦C for 30 s, and extension at
72 ◦C for 20 s. A Rotor-Gene 6000 thermal cycler (QIAGEN®, Hilden, Germany) was used.
After real-time PCR, amplicon dissociation was immediately started by a melting step in
the same machine. The range was set from 81 ◦C to 88 ◦C, with a slope of 0.1 uC/s, and 2 s
at each temperature. The high-resolution melting curve analysis was performed with the
derivative of the raw data after smoothing with the software, version 2.1.0. (QIAGEN®,
Hilden, Germany). The melting temperature (Tm) of each genus was determined, and the
repeatability of the assay was evaluated by performing five independent experiments, each
with 3 replicates, with A. platys and E. canis DNA as positive controls for all reactions and
Rickettsia parkeri DNA and molecular grade H2O as negative controls. The melting values
were then averaged, and the standard deviation was calculated. The Tm of the different
species that were discovered in this study were evaluated using the same methodology.

2.6. Molecular Identification of Anaplasmataceae Based on the 16S rRNA and groEL Gene

For the identification and phylogenetic analysis of Anaplasmataceae bacteria, the
resulting products from a real-time PCR assay with a high-resolution melting curve analysis
(HRM) underwent sequencing. In addition, in order to better characterize bacteria detected
in this study, we amplified a partial region of the 315 bp heat shock protein-60 (groEL) gene
using a nested PCR approach, with primers and reaction conditions previously detailed
by Tabara et al. [37] A PCR reaction was performed using a thermal cycler (Veriti-Applied
Biosystems®, Austin, TX, USA) at a final volume of 25 µL. The reaction mixture included
12.5 µL of GoTaq Green Master Mix (2×, Promega®, Madison, WI, USA), 3 µL of template
DNA at 20 ng/µL, and a 0.5 µM final concentration of each primer.

2.7. Purification, Sequencing of Amplified Products, and Phylogenetic Analysis

The resulting PCR amplicons were purified with a GeneJET Genomic PCR Purification
Kit (#K0702, Thermo Scientific®, Waltham, MA, USA) according to the manufacturer’s
instructions and sequenced (Sanger sequencing carried out by Macrogen® Company, Seoul,
Republic of Korea) to determine the species of Anaplasmataceae bacteria, ticks, and the
blood meal sources of free-living ticks. From the results obtained, a consensus sequence
was generated using BioEdit software v. 7.0 [38], followed by a BLAST analysis, with
sequences deposited in GenBank.

For phylogenetic analysis, the following partial 16S rRNA and groEL gene sequences
deposited in GenBank were downloaded: E. canis 16S rRNA (NR.118741.1, MG967466.1,
EF195135.1) and groEL (CP000107.1, OP066708); E. chaffensis 16S rRNA (NR074500.2) and
groEL (CP000236.1); A. platys 16S rRNA (KF826284.1, JX893521.1, MH129061.1) and groEL
(CP046391.1); Anaplasma phagocytophilum 16S rRNA (U02521.1, GQ412337. 1, MK814404)
and groEL (CP035303.1, GQ452227.2); A. marginale 16S rRNA (AJ633048.1) and groEL
(CP001079.1); A. ovis 16S rRNA (AJ633049.1) and groEL (CP015994.2); Candidatus Anaplasma
boleense 16S rRNA (KX987334.1) and groEL (OQ509028.1); and Wolbachia spp. 16S rRNA
(KP114101.1). Additionally, the Anaplasma spp., 16S rRNA sequence (JQ685509) was used.
Sequences from the species R. rickettsii for the 16S rRNA gene (U11021.1) and Wolbachia
pipientis for the groEL gene (CP092140.1) were used as an outgroup.

A phylogenetic tree was constructed using the maximum likelihood method with the
Molecular Evolutionary Genetics Analysis MEGA v.7.0 software [39], with 1000 replicates.
The K2+G model was used for the 16S rRNA gene phylogeny, and the T92+G+1 model was
used for the groEL gene. Sequences generated in this study were submitted to GenBank
and assigned accession numbers OR976129 to OR976137 for 16S rRNA (ticks); OR976117 to
OR976128 and PP930511 to PP930512 for 16S rRNA (Anaplasmataceae); and PP928796 to
PP928805 for groEL (Anaplasmataceae).
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2.8. Data Analysis and Mapping

The study area map was generated with ArcGIS v.10.8.2 software. PCR-HRM effi-
ciency was assessed using LinRegPCR v.2021.2 software [40], and the resulting values
were exported to an Excel 2016 software (Microsoft®, Corporation, WA, USA) docu-
ment for further analysis. The normal distribution of the data was evaluated using the
Shapiro–Wilk test. Descriptive statistics were used to calculate presence of pathogens
and blood meal sources. Fisher’s exact test with 95% confidence for nonparametric data
was used to determine pathogen prevalence. The prevalence of Anaplasmataceae bacteria
in ticks analyzed in pools was assessed using the minimum infection rate (MIR) using
the formula previously described [41]. Additionally, the prevalence in proportion was
estimated using the EpiTools epidemiological calculator this web-based tool is available at
(https://epitools.ausvet.com.au/, accessed on 5 December 2023) [42]. All data were ana-
lyzed using GraphPad 8 Prism 8.0.1. The sequencing products were analyzed using NCBI
BLAST online software (https://blast.ncbi.nlm.nih.gov/Blast.cgi, accessed on 5 December
2023) and BioEdit v. 7.0 software [38].

2.9. Ethical Approval

The collection of ticks and blood from domestic and wild hosts was carried out
under the authorization of the Ministry of the Environment and Sustainable Development
(MADES-Paraguay in Spanish) under scientific collection permits N◦ 270 and N◦ 036,
respectively. In addition, we obtained written consent from owners to collect blood samples
from their domestic dogs.

3. Results
3.1. Taxonomic Identification of Ticks Collected from Hosts and Free-Living Ticks

A total of 1924 ticks (79 females, 30 males, 768 nymphs, and 1047 larvae) were collected
and identified, 1855 of which were free-living ticks and 69 of which were host-collected
(Table 2). Of 203 examined dogs, 23 (11.3%) were tick-infested; 26 specimens were collected,
24 were identified as Rhipicephalus sanguineus (10 females, 6 males, and 8 nymphs), and
2 females were identified as Amblyomma ovale (Table 2). Of a total of 35 wild armadillos,
13 (37.1%) were tick-infested; 43 specimens were collected, 39 were identified as Amblyomma
sculptum (21 females and 18 nymphs), and 4 nymphs were identified as Amblyomma coelebs
(Table 2). Of the 1855 free-living ticks, 808 were identified as A. sculptum (46 females,
24 males, and 738 nymphs), and 1047 larvae were identified as Amblyomma spp. (Table 2).

Table 2. Taxonomic classification of host- and free-living ticks collected in northeastern Paraguay.

Type of Habitat
(n)

Hosts
n (%) Ticks (n)

Life Cycle
GenBank Accession Number

F M N L

Dog
(203) 23 (11.3)

R. sanguineus (24) 10 6 8 - OR976129, OR976130 (1F, 1N)
A. ovale (2) 2 - - - OR976131 (1F)

Armadillo
(35) 13 (37.1)

A. sculptum (39) 21 - 18 - OR976133, OR976134 (1F, 1N)
A. coelebs (4) - - 4 - OR976132 (1N)

Free-living
(1855)

A. sculptum (808) 46 24 738 - OR976135, OR976136, OR976137
(1F, 2N)

Amblyomma spp. (1047) 0 0 0 1047

n: 1924 79 30 768 1047

F, female; M, male; N, nymph; L, larvae.

3.2. Blood Feeding Sources of Free-Living Ticks

To determine the food source of free-living ticks, 64 of 116 samples (55.2%) were
analyzed, of which 57 were A. sculptum (32 females and 25 pooled samples of nymphs)
and 7 were Amblyomma spp. (larvae). Of these, 22 samples (34.4%) were amplified for the

https://epitools.ausvet.com.au/
https://blast.ncbi.nlm.nih.gov/Blast.cgi
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cytochrome b gene (cyt b), confirming the presence of vertebrate blood (Table 3). The post-
sequencing analysis showed the presence of DNA from four different food meal sources,
the highest percentage being the order Rodentia, with 45.5% (10/22) detected in females
of A. sculptum, followed by Homo sapiens, with 22.7% (5/22) detected in nymphs of A.
sculptum (Table 3). The third most frequent blood meal source was D. novemcinctus, with
18.2% (4/22), which was detected in one female and in three nymphs of A. sculptum. The
fourth most frequent blood meal source detected was Canis lupus familiaris, with 13.6%
(3/22), which was detected in one female and two nymphs of A. sculptum (Table 3). All
larvae tested were negative.

Table 3. Molecular identification of the blood meal sources in free-living ticks.

Ticks (n) Life Cycle (n) Total
Detected

Blood Meal Source

Rodent Human Armadillo Dog

A.sculptum (57) Female (32) 12 10 - 1 1
Nymph a (25) 10 - 5 3 2

Amblyomma spp. (7) Larvae b (7) - - - - -
n: 64 Total (n/%) 22 (34.4) 10 (45.5) 5 (22.7) 4 (18.2) 3 (13.6)

a pool of 20 nymphs. b pool of 100 larvae.

3.3. Optimization of PCR-HRM for the Detection and Differentiation of the Genus of the
Anaplasmataceae Family

The PCR-HRM technique using the 16S rRNA marker showed specificity and repro-
ducibility for the Anaplasmataceae family, with constant melting values in each reaction.
After evaluating five independent experiments, the average Tm values were 85.28 ± 0.03 ◦C
for A. platys and 83.68 ± 0.07 ◦C for E. canis (Figure 2).
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3.4. Detection and Differentiation of the Anaplasmataceae Family Using HRM in Host Blood
and Ticks

The optimized PCR-HRM technique was used to detect and identify bacteria belonging
to the Anaplasmataceae family. Amplified fragments were sequenced, and a similarity
search in the GenBank database was used to confirm our results and determine the species
of bacteria present in the various habitats examined.

In this study, 203 blood samples were collected from domestic dogs and 35 were
collected from wild armadillos. In dogs, the prevalence of Anaplasmataceae infection
was 22.2% (45/203) [95% CI: 16.7–28.5%], of which 22 samples were identified as E. canis
(10.8%), 2 were identified as A. platys (1.0%), 6 were identified as A. phagocytophilum (3.0%),
3 were identified as Ca. A. boleense (1.5%), and 12 were identified as Wolbachia spp. (5.9%)
(Figure 3). The infection rate among armadillos was 37.1% (13/35) [95% CI: 21.5–55.1%],
of which nine samples were infected with E. canis (25.7%) and four were infected with A.
platys (11.4%) (Figure 3).
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Figure 3. Bacteria species from the Anaplasmataceae family were detected in the blood of domestic
and wild hosts.

In ticks, a total of 139 specimens were analyzed individually, and the larval and
nymphal stages of free-living ticks were analyzed in 9 and 35 pools, respectively, resulting
in a total of 183 samples. The prevalence of Anaplasmataceae in ticks collected from
domestic dogs was 34.6% (9/26) [95% CI: 17.2–55.7%]. The only positive species was R.
sanguineus, with four males infected with E. canis, two females infected with A. platys, two
females infected with A. phagocytophilum, and one female infected with Ca. A. boleense
(Table 4). The prevalence of Anaplasmataceae in ticks collected from wild armadillos was
23.3% (10/43) [95% CI: 11.8–38.6%]. These specimens, identified as A. sculptum (six females
and four nymphs), were found to be infected with E. canis (Table 4).

Table 4. Prevalence of Anaplasmataceae in ticks collected from different hosts/habitats.

Host/Habitat
(n) Ticks (n) Life Cycle (n)

No. of Ticks Infected with Bacteria Anaplasmataceae Infected/
Collected

(%)
Ehrlichia

canis
Anaplasma

platys
Anaplasma

phago.
Ca. Anaplasma

boleense
Anaplasma

spp.

Dogs
(26)

R. sanguineus (24)
Female (10) - 2 2 1 -

9/26
(34.6)

Male (6) 4 - - - -
Nymph (8) - - - - -

A. ovale (2) Female (2) - - - - -

Armadillo
(43)

A.coelebs (4) Nymph (4) - - - - -
10/43
(23.3)A.sculptum (39) Female (21) 6 - - - -

Nymph (18) 4 - - - -

Free-living
(70)

A.sculptum (70) Female (46) 5 - - - 8 15/70
(21.4)Male (24) - - - - 2

n: 139 Total (n/%) 19 (13.7) 2 (1.4) 2 (1.4) 1 (0.7) 10 (7.2) 34 (24.5)

The prevalence of Anaplasmataceae in the free-living ticks that were individually
analyzed was 21.4% (15/70) [95% CI: 12.5–32.9%]. Within this group, A. sculptum ticks
were found infected with E. canis (five females) and Anaplasma spp. (eight females and
two males) (Table 4). In the immature free-living specimens collected, a prevalence of
Anaplasmataceae of 1.29% [95% CI: 0.75–2.04%] was observed in variable groups of the
pools analyzed. Exclusively ticks in nymphal stages infected with E. canis and Anaplasma
spp., with respective MIR values of 1.25% and 1.0%, were observed (Table 5). In contrast,
larval samples were negative for the presence of bacteria of the Anaplasmataceae family
(Table 5).
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Table 5. Percentage of minimum infection rate of Anaplasmataceae in juvenile ticks collected
from vegetation.

Free-Living Ticks
(Life Cycle Stage)

No. of
Pools

Anaplasmataceae Positive (Minimum Infection Rate %)

Ehrlichia
canis

Anaplasma
platys

Anaplasma
phago

Ca. Anaplasma
boleense

Anaplasma
spp.

A.sculptum
(nymphs a)

4 1 (1.25) - - - -
10 - - - - 2 (1.0)
21 - - - - -

Amblyomma spp.
(larvae b)

2 - - - - -
7 - - - - -

a pool of 20 nymphs. b pool of 100 larvae.

In addition, no co-infections of the studied bacteria were detected in the positive
samples. After species identification by sequencing, a detailed analysis of the HRM results
was performed. Five normalized curves with different Tm values for each species were
obtained. The average values of the Tm for each identified species were obtained from three
independent repetitions and are detailed as follows: E. canis: 83.68 ◦C; A. platys: 85.28 ◦C; A.
phagocytophilum: 85.45 ◦C; Ca. A. boleense: 85.08 ◦C, and Wolbachia spp.: 83.78 ◦C (Figure 4).
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3.5. Sequence Analysis and Phylogeny of Anaplasmataceae Family

An analysis of the sequenced samples confirmed the circulation in the study area
of five species of bacteria from the Anaplasmataceae family, corresponding to Ehrlichia
canis, Anaplasma platys, Anaplasma phagocytophilum, Candidatus Anaplasma boleense, and
Wolbachia spp. (Table 6).

Sequences obtained from the bacteria detected in samples CF393 (dog), DN387 (ar-
madillo), and DN387G (A. sculptum) were closely related to the sequence corresponding to
E. canis (MN922610.1 for 16S rRNA and OP006713.1 for groEL), with a similarity between
99.13 and 100% (Table 6). Samples CF391 (dog) and DN389 (armadillo) were closely related
to the sequence corresponding to A. platys (MN630836.1 for 16S rRNA and CP046391.1 for
groEL), with a similarity between 99.10 and 99.43% (Table 6). Samples 9N1 and 3N1 (A. sculp-
tum) were closely related to the sequence corresponding to Anaplasma spp. (MT019534.1 for
16S rRNA and LC381241.1 for groEL), with a similarity between 85.01 and 100.0% (Table 6).
Samples C20P2 (dog) and CF340G (R. sanguineus) were closely related to the sequence
corresponding to A. phagocytophilum (CP015376.1 for 16S rRNA and OQ453812.1 for groEL),
with a similarity between 99.42 and 100.0% (Table 6). Sample CF519 (dog) showed a close
relationship with the sequence corresponding to Ca. A. boleense (KX987335.1 for 16S rRNA
and OQ509028.1 for groEL), with a similarity between 99.14 and 99.71% (Table 6). Finally,



Microorganisms 2024, 12, 1893 10 of 18

sample CF472 (dog) showed a close relationship with the sequence corresponding to Wol-
bachia spp. (MT792375.1 for 16S rRNA), with 99.13% similarity (Table 6). Amplification of
the groEL gene was unsuccessful for this sample.

Table 6. Identification of Anaplasmataceae species in dogs, armadillos, and ticks by sequencing the
16S rRNA and groEL gene.

Sample
Code Sources Gene

GenBank
Accession
Number

Species
Closest Match

Accession Number,
Similarity (%)

CF393 Canis familiaris 16S rRNA OR976118
Ehrlichia canis

MN922610.1, (99.13)
groEL PP928796 OP006713.1, (99.72)

DN387 Armadillo
16S rRNA OR976119

Ehrlichia canis
MN922610.1, (99.71)

groEL PP928797 OP006708.1, (99.15)

DN387G A. sculptum a 16S rRNA OR976120
Ehrlichia canis

MN922610.1, (100.0)
groEL PP928798 OP006708.1, (99.15)

CF391 Canis familiaris 16S rRNA OR976123 Anaplasma platys MN630836.1, (99.13)
groEL PP928804 CP046391.1, (99.43)

DN389 Armadillo
16S rRNA OR976122 Anaplasma platys MN630836.1, (99.10)

groEL PP928805 CP046391.1, (99.14)

3N1 A. sculptum/nymph b 16S rRNA PP930511 Anaplasma spp. MT019534.1, (100.0)
groEL PP928799 LC381241.1, (85.01)

9N1 A. sculptum/nymph b 16S rRNA PP930512 Anaplasma spp. MT019534.1, (100.0)
groEL PP928799 LC381241.1, (85.01)

C20P2 Canis familiaris 16S rRNA OR976125 Anaplasma
phagocytophilum

CP015376.1, (99.42)
groEL PP928801 OQ453812.1, (100.0)

C20P2G R. sanguineus c 16S rRNA OR976126 Anaplasma
phagocytophilum

CP015376.1, (99.42)
groEL PP928802 OQ453812.1, (100.0)

CF519 Canis familiaris 16S rRNA OR976128
Ca. A. boleense

KX987335.1, (99.71)
groEL PP928803 OQ509028.1, (99.14)

CF472 Canis familiaris 16S rRNA OR976117 Wolbachia spp. MT792375.1, (99.13)
a free-living. b collected from armadillo. c collected from dog.

The maximum likelihood (ML) tree, which was constructed based on reference se-
quences and sequences generated in this study, revealed the presence of three well-defined
groups within the phylogeny of the 16S rRNA gene, comprising Anaplasma spp., Ehrlichia
spp., and Wolbachia spp., (Figure 5a). In contrast, the phylogeny of the groEL gene exhibited
the presence of two well-defined groups, with Anaplasma spp. and Ehrlichia spp. forming
a separate cluster (Figure 5b). Phylogeny based on the 16S rRNA gene showed that the
sequences of samples DN389, CF391, 9N1, and 3N1 clustered together with reference
sequences of A. platys (KF826284.1, MH129061.1, and JX893521.1) (Figure 5a). Regarding
the groEL gene phylogeny, samples DN389 and CF391 clustered with the A. platys reference
sequence (CP046391) (Figure 5b), while samples 9N1 and 3N1 formed an independent
group (Figure 5b). Furthermore, samples C20P2 and CF340G clustered with three A. phago-
cytophilum reference sequences (GQ412337.1, HG916767.1, AB196721.1, and U02521.1) in
the 16S rRNA gene phylogeny (Figure 5a) and with reference sequences CP035303 and
CP015376.1 in the groEL gene phylogeny (Figure 5b). Sample sequence CF519 was grouped
in the same cluster as the Ca. Anaplasma boleense reference sequence (KX987334.1) for the
16S rRNA gene phylogeny (Figure 5a) and CP035303 and CP015376.1 for the groEL gene
(Figure 5b). Phylogeny based on Wolbachia spp. maximum likelihood analysis for the 16S
rRNA gene indicated that the sequence of sample CF472 clustered in the same group with
the Wolbachia spp. endosymbiont reference sequence (KP114101.1) (Figure 5a).
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A phylogenetic analysis of sequences based on 16S rRNA genes revealed that samples
CF393, DN387, and DN387G, as well as AM1A, clustered in the same group with reference
sequences from E. canis (NR.118741.1, MG967466.1, and EF195135.1) (Figure 5a). The
groEL gel phylogeny demonstrated that the sequences of samples CF393, DN387, and
DN387G clustered in the same group with the E. canis reference sequence (OP000107.1 and
OP006708.1) (Figure 5b).

4. Discussion

Based on the limited knowledge about TBDs in Paraguay [43,44], an epidemiological-
molecular study was conducted on bacteria from the Anaplasmataceae family. This study
involved the analysis of tick, domestic dog, and wild armadillo specimens collected from
different forest areas and indigenous and rural communities in the north of the country.
Blood meal sources of free-living ticks were also investigated.

The ticks identified in this study belong to the Ixodidae family, specifically the genera
Rhipicephalus spp. and Amblyomma spp. Previous reports in the country have described
the presence of the same tick species found in this study on different hosts, as follows: R.
sanguineus in urban dogs [45]; A. ovale in dogs, humans, birds, and free-living ticks [23]; A.
coelebs in dogs and humans [23,45]; and A. sculptum parasitizing various wildlife species,
such as deer, peccaries, cougars, panthers, and accidentally, humans [23,45]. This study
reports the parasitism of wild armadillos with A. sculptum and A. coelebs for the first time in
the country.

Despite the existence of several studies on the food sources of ticks collected from
both domestic and wild animals [46–49], reports on free-living ticks remain scarce [50]. To
better understand the vector-host dynamics and due to its epidemiological importance, the
blood meal sources of free-living ticks were investigated by detecting vertebrate DNA in
their intestinal contents. For this purpose, the cyt b gene was selected as the target due to
its high copy number. It effectively identified the blood meal source of hematophagous
arthropods, including ticks [46–50]. To reduce contamination, particularly human DNA,
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we sterilized the surface of each sample with sodium hypochlorite, as previous studies
have demonstrated the effectiveness of this protocol [34,51]. This study is the first in the
country in which free-living ticks of the genus Amblyomma, hematophagous ectoparasites
that feed on mammal, amphibian, reptile, and bird blood were collected [52]. Our molecular
results showed that free-living ticks of the genus Amblyomma fed most frequently on rodent
blood, followed by human, armadillo, and dog blood. This study demonstrates dynamic
foraging patterns, highlighting the presence of human and canine blood, and provides
valuable preliminary information on the host diversity on which free-living Amblyomma
spp. ticks feed.

The traditional methods used to approach TBD studies have varied with the advances,
development, and availability of new techniques, including culture, serologic methods,
various sequencing methods, such as NGS and pyrosequencing, and PCR techniques
and their variants [53,54]. One such variant is the application of the method of high-
resolution melting (HRM) analysis, which is an effective technique used for the detection
and differentiation of VBDs [53,55]. This technique has been implemented in a variety of
pathogens and with various approaches, including the determination of discrete typing
units (DTUs) of Trypanosoma cruzi [56], the genotypic differentiation of Leishmania spp.
parasites [57], bacterial identification [58], fungal identification [59], and more recently,
the differentiation of resistant variants of Aedes aegypti [60]. In this study, a real-time
PCR with HRM analysis was optimized to investigate bacteria of the Anaplasmataceae
family. Different melting values were obtained for Ehrlichia spp. and Anaplasma spp. to
clearly differentiate between them. Amplified products were sequenced, and the identified
species were found to include E. canis, A. platys, A. phagocytophilum, Ca. A. boleense, and
Wolbachia spp.

E. canis is the causative agent of canine monocytic ehrlichiosis. This multisystemic
disease can present with subclinical, acute, or chronic manifestations, depending on the
pathogenicity of the strain, co-infections with other pathogens, or host predisposition [61].
R. sanguineus sensu lato (s.l.) is the main vector for this pathogen [62]. The prevalence
of E. canis in dog blood in this study is similar to that reported in Argentina, Brazil, and
Paraguay [24,43], except for a more recent study in Paraguay that found higher prevalences
in dogs from urban areas [25]. E. canis has a worldwide distribution and is considered
an endemic pathogen in almost every continent [63]. For many decades, Australia was
thought to be the only region of the world where this pathogen was absent. However,
the scenario has changed since 2020, when the first detection of E. canis in several dogs in
Western Australia was reported [64]. In addition, this pathogen has been reported with
wide distribution in wild hosts, such as canids, felids, birds, and free-living ticks [65]. The
results of this study provide the first molecular evidence in the country for the presence of
E. canis in the blood of wild armadillos, R. sanguineus collected from dogs, and A. sculptum
collected from armadillos and vegetation. E. canis has also been identified in ticks collected
from foxes and coatis from Brazilian Pantanal [65]. In addition, there is molecular evidence
of human infections in Venezuela and Costa Rica, positioning it as a potential zoonotic
agent [66–68].

A. platys is the causative agent of canine infectious cyclic thrombocytopenia, and R.
sanguineus s.l. is the confirmed vector of this pathogen [69]. The prevalence of A. platys
in dog blood in the present study was lower than that reported in dogs from the urban
areas of Argentina, Brazil, and Paraguay [25,43,70]. We reported, for the first time, the
presence of A. platys in armadillos, R. sanguineus collected from dogs, and strikingly, many
free-living A. sculptum specimens.

A. phagocytophilum, the causative agent of human granulocytic anaplasmosis, is re-
garded as an emerging pathogen with significant implications for public and veterinary
health [71]. This species has complex zoonotic cycles involving wild hosts and various
tick species [72] and has even been detected in A. sculptum free-living ticks [65]. In this
study, A. phagocytophilum was detected, for the first time in the country, in the blood of
domestic dogs, as well as in R. sanguineus collected from the same animals, although at



Microorganisms 2024, 12, 1893 13 of 18

a lower prevalence than that reported in a study of domestic animals in Brazil [43,73].
Positive samples of this pathogen have been collected in dogs from Aché and Ava Guaraní
indigenous communities, which still maintain part of their traditional ancestral activities,
such as hunting, during which they are accompanied by their dogs [74]. Further research is
necessary to determine the potential public health implications of A. phagocytophilum in
dogs and their ticks in various parts of the world.

Candidatus Anaplasma boleense was first detected in Hyalommma asiaticum and Rhipi-
cephalus microplus from China [75]. Subsequently, findings of this bacterium were reported
in various parts of the world, in different arthropods and ruminants, including mosquitoes
of China [76], cattle and deer from Malaysia [77], and cattle from Ethiopia [78], Mozam-
bique [79], and South Africa [80]. In Latin America, recent studies have also detected Ca.
A. boleense in wild deer [81], goats, R. microplus [82], and Amblyomma tigrinum [83] from
Argentina and goats [84] from Brazil. The present study has identified the first occurrence
of Ca. Anaplasma boleense in Paraguay domestic dog population, both in the blood and R.
sanguineus ticks.

This may be due to the interaction of these free-living canids with the ruminants
raised by Indigenous communities without veterinary care. Given the lack of knowledge
regarding the pathogenicity and zoonotic importance of this bacterium, the detection of the
bacterium in ticks parasitizing domestic dogs, such as A. tigrinum [83] and R. sanguineus,
as reported in this study, highlights the necessity for further epidemiological studies
employing a “One Health” approach.

Wolbachia spp. are endosymbiotic bacteria that belong to the ancestral clade of
Anaplasma spp. and Ehrlichia spp. [85] and coexist in mutualistic symbiosis with filar-
iae (nematodes), which act as hosts for the development of this bacterium [86]. Recent
studies have demonstrated that detecting both Wolbachia spp. and filarial DNA simultane-
ously improves the diagnosis of these infections [86]. During our study, we incidentally
identified Wolbachia spp. DNA in the bloodstream of dogs, marking the first detection
of Wolbachia spp. in the country. Positive samples were found in all but one of the sites
sampled, indicating a wide distribution in the study area. Further studies are necessary to
gain a better understanding of filariasis, which is a severe disease that affects dogs and can
also be transmitted to humans.

The results of the phylogenetic analysis for all bacteria identified in this study indicate
a clear separation of well-defined lineages for the following species: E. canis, A. platys, A.
phagocytophilum, Ca. A. boleense, Anaplasma spp., and Wolbachia spp. Some isolates show
differences within the groups compared to the reference sequences used, indicating the
genetic diversity of Anaplasmataceae bacteria circulating in hosts and ticks in the study
area. However, further assessment using additional genetic markers is necessary.

After determining the bacterial species through sequencing, we analyzed the denat-
uration curves. Each curve produced different values, indicating the potential use of the
optimized PCR-HRM technique for identifying Anaplasmataceae family species. A pre-
vious study employed multiplex PCR-HRM and the 16S rRNA marker to identify and
differentiate pathogenic species, including E. canis and A. platys [53]. The results demon-
strated consistent Tm values comparable to those observed in our previous experiments [53].
Nevertheless, further analyses are necessary to evaluate the potential overlap of the melting
curves with other bacterial species belonging to the Anaplasmataceae family, such as A.
marginale, A. centrale, A ovis, A. bovis, E. chaffeensis, E. ewingii, E. ruminantium, E. muris, and
E. minasensis.

5. Conclusions

This study has identified a high prevalence of Anaplasmataceae bacteria, including
zoonotic species, among domestic dogs, armadillos, and ticks in the area. The molecular
detection of A. phagocytophilum, Ca. A. boleense, and Wolbachia spp. is reported for the
first time in Paraguay. Wild armadillos and free-living A. sculptum ticks were found to
be carrying E. canis and Anaplasma spp. All tested dog populations were found to be
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infected with at least one pathogen, confirming their role in maintaining and transmitting
ectoparasites and associated pathogens, bridging natural and anthropogenic environments.
The high prevalence of Wolbachia spp. in dogs shows the need for further investigation into
associated nematode parasites. Additional research is required to understand the epidemi-
ological implications of tick-borne pathogens in the MFBR and neighboring communities
in northeastern Paraguay.
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7. Charles, R.A.; Bermúdez, S.; Banović, P.; Alvarez, D.O.; Díaz-Sánchez, A.A.; Corona-González, B.; Etter, E.M.C.; González,
I.R.; Ghafar, A.; Jabbar, A.; et al. Ticks and tick-borne diseases in central america and the caribbean: A one health perspective.
Pathogens 2021, 10, 1273. [CrossRef] [PubMed]

8. Rar, V.; Golovljova, I. Anaplasma, Ehrlichia, and “Candidatus Neoehrlichia” bacteria: Pathogenicity, biodiversity, and molecular
genetic characteristics, a review. Infect. Genet. Evol. 2011, 11, 1842–1861. [CrossRef] [PubMed]

9. Cicculli, V.; DeCarreaux, D.; Ayhan, N.; Casabianca, F.; de Lamballerie, X.; Charrel, R.; Falchi, A. Molecular screening of
Anaplasmataceae in ticks collected from cattle in Corsica, France. Exp. Appl. Acarol. 2020, 81, 561–574. [CrossRef] [PubMed]

https://www.who.int/news-room/fact-sheets/detail/vector-borne-diseases
https://www.who.int/news-room/fact-sheets/detail/vector-borne-diseases
https://doi.org/10.1007/978-3-030-02318-8_4
https://doi.org/10.1371/journal.pntd.0007831
https://www.ncbi.nlm.nih.gov/pubmed/31945061
https://doi.org/10.1186/s40249-018-0464-x
https://www.ncbi.nlm.nih.gov/pubmed/30173675
https://doi.org/10.3389/fcimb.2017.00114
https://doi.org/10.1099/jmm.0.001206
https://www.ncbi.nlm.nih.gov/pubmed/32478654
https://doi.org/10.3390/pathogens10101273
https://www.ncbi.nlm.nih.gov/pubmed/34684222
https://doi.org/10.1016/j.meegid.2011.09.019
https://www.ncbi.nlm.nih.gov/pubmed/21983560
https://doi.org/10.1007/s10493-020-00527-w
https://www.ncbi.nlm.nih.gov/pubmed/32728778


Microorganisms 2024, 12, 1893 15 of 18

10. Di Cataldo, S.; Cevidanes, A.; Ulloa-Contreras, C.; Hidalgo-Hermoso, E.; Gargano, V.; Sacristán, I.; Sallaberry-Pincheira, N.;
Penaloza-Madrid, D.; González-Acuña, D.; Napolitano, C.; et al. Mapping the distribution and risk factors of Anaplasmataceae in
wild and domestic canines in Chile and their association with Rhipicephalus sanguineus species complex lineages. Ticks Tick Borne
Dis. 2021, 12, 101752.

11. Sun, J.; Liu, H.; Yao, X.Y.; Zhang, Y.Q.; Lv, Z.H.; Shao, J.W. Circulation of four species of Anaplasmataceae bacteria in ticks in
Harbin, northeastern China. Ticks Tick Borne Dis. 2023, 14, 102136. [CrossRef] [PubMed]

12. Muraro, L.S.; Souza, A.d.O.; Leite, T.N.S.; Cândido, S.L.; Melo, A.L.T.; Toma, H.S.; Carvalho, M.B.; Dutra, V.; Nakazato, L.;
Cabezas-Cruz, A.; et al. First evidence of Ehrlichia minasensis infection in horses from Brazil. Pathogens 2021, 10, 265. [CrossRef]

13. Rar, V.; Tkachev, S.; Tikunova, N. Genetic diversity of Anaplasma bacteria: Twenty years later. Infect. Genet. Evol. 2021, 91, 104833.
[CrossRef] [PubMed]

14. Madison-Antenucci, S.; Kramer, L.D.; Gebhardt, L.L.; Kauffman, E. Emerging Tick-Borne Diseases. Clin. Microbiol. Rev. 2020, 33,
10–1128. [CrossRef] [PubMed]

15. Rodino, K.G.; Theel, E.S.; Pritt, B.S. Tick-Borne Diseases in the United States. Clin. Chem. 2020, 66, 537–548. [CrossRef] [PubMed]
16. Buczek, A.; Buczek, W. Importation of Ticks on Companion Animals and the Risk of Spread of Tick-Borne Diseases to Non-

Endemic Regions in Europe. Animals 2020, 11, 6. [CrossRef] [PubMed]
17. Gilbert, L. The Impacts of Climate Change on Ticks and Tick-Borne Disease Risk. Annu. Rev. Entomol. 2021, 66, 273–288. [CrossRef]
18. Sanchez-Vicente, S.; Tagliafierro, T.; Coleman, J.L.; Benach, J.L.; Tokarz, R. Polymicrobial nature of tick-borne diseases. mBio 2019,

10, 10–1128. [CrossRef] [PubMed]
19. Dahmani, M.; Davoust, B.; Sambou, M.; Bassene, H.; Scandola, P.; Ameur, T.; Raoult, D.; Fenollar, F.; Mediannikov, O. Molecular

investigation and phylogeny of species of the Anaplasmataceae infecting animals and ticks in Senegal. Parasite Vectors 2019, 12,
495. [CrossRef] [PubMed]

20. Romer, Y.; Borrás, P.; Govedic, F.; Nava, S.; Carranza, J.I.; Santini, S.; Armitano, R.; Lloveras, S. Clinical and epidemiological
comparison of Rickettsia parkeri rickettsiosis, related to Amblyomma triste and Amblyomma tigrinum, in Argentina. Ticks Tick Borne
Dis. 2020, 11, 101436. [CrossRef] [PubMed]

21. Ogata, S.; Pereira, J.A.C.; Jhonny, L.V.A.; Carolina, H.P.G.; Matsuno, K.; Orba, Y.; Sawa, H.; Kawamori, F.; Nonaka, N.; Nakao, R.
Molecular Survey of Babesia and Anaplasma Infection in Cattle in Bolivia. Vet. Sci. 2021, 8, 188. [CrossRef]

22. Alcon-Chino, M.E.T.; De-Simone, S.G. Recent Advances in the Immunologic Method Applied to Tick-Borne Diseases in Brazil.
Pathogens 2022, 11, 870. [CrossRef]

23. Ogrzewalska, M.; Literak, I.; Martins, T.F.; Labruna, M.B. Rickettsial infections in ticks from wild birds in Paraguay. Ticks Tick
Borne Dis. 2014, 5, 83–89. [CrossRef]

24. Tintel, A.; José, M.; Paola, A.S. Ehrlichiosis, enfermedad transmitida por garrapatas y potencial zoonosis en Paraguay (Ehrlichiosis,
tick-borne disease: A potential zoonosis in Paraguay). REDVET Rev. Electrón. Vet. 2016, 17, 1–9.

25. Pérez-Macchi, S.; Pedrozo, R.; Bittencourt, P.; Müller, A. Prevalence, molecular characterization and risk factor analysis of
Ehrlichia canis and Anaplasma platys in domestic dogs from Paraguay. Comp. Immunol. Microbiol. Infect. Dis. 2019, 62, 31–39.
[CrossRef]

26. Tintel, A.; Selich, P.A.; Rolón, M.S.; Vega Gómez, C. Detección canina de Anaplasma platys mediante PCR en tiempo real. Cienc.
Lat. Rev. Científica Multidiscip. 2023, 7, 1674–1680. [CrossRef]

27. Owen, R.D.; Sánchez, H.; Rodríguez, L.; Jonsson, C.B. Composition and Characteristics of a Diverse Didelphid Community
(Mammalia: Didelphi-morphia) in Sub-tropical South America. Occas. Pap. Tex. Tech Univ. Mus. 2018, 2018, 358. [PubMed]

28. Weaver, G.V.; Anderson, N.; Garrett, K.; Thompson, A.T.; Yabsley, M.J. Ticks and Tick-Borne Pathogens in Domestic Animals,
Wild Pigs, and Off-Host Environmental Sampling in Guam, USA. Front. Vet. Sci. 2022, 8, 803424. [CrossRef] [PubMed]

29. Barros-Battesti, D.M.; Arzua, M.; Bechara, G.H. Carrapatos de Importância Médico-Veterinária da Região Neotropical: Um Guia Ilustrado
para Identificação de Espécies; Vox/ICTTD-3/Butantan: São Paulo, Brazil, 2006; pp. 1–223.

30. Dantas-Torres, F.; Fernandes Martins, T.; Muñoz-Leal, S.; Onofrio, V.C.; Barros-Battesti, D.M. Ticks (Ixodida: Argasidae, Ixodidae)
of Brazil: Updated species checklist and taxonomic keys. Ticks Tick Borne Dis. 2019, 10, 101252. [CrossRef]

31. Martins, T.F.; Onofrio, V.C.; Barros-Battesti, D.M.; Labruna, M.B. Nymphs of the genus Amblyomma (Acari: Ixodidae) of Brazil:
Descriptions, redescriptions, and identification key. Ticks Tick Borne Dis. 2010, 1, 75–99. [CrossRef]

32. Nava, S.; Venzal, J.M.; Gonzazález-Acuña, D.; Martins, T.; Guglielmone, A. Ticks of the Southern Cone of America: Diagnosis,
Distribution, and Hosts with Taxonomy, Ecology and Sanitary Importance; Academic Press: Cambridge, MA, USA, 2017; 375p,
Available online: https://www.sciencedirect.com/book/9780128110751/ticks-of-the-southern-cone-of-america (accessed on 6
January 2024).

33. Mangold, A.J.; Bargues, M.D.; Mas-Coma, S. Mitochondrial 16S rDNA sequences and phylogenetic relationships of species of
Rhipicephalus and other tick genera among Metastriata (Acari: Ixodidae). Parasitol. Res. 1998, 84, 478–484. [CrossRef] [PubMed]

34. Adegoke, A.; Kumar, D.; Budachetri, K.; Karim, S. Hematophagy and tick-borne Rickettsial pathogen shape the microbial
community structure and predicted functions within the tick vector, Amblyomma maculatum. Front. Cell. Infect. Microbiol. 2022, 12,
1037387. [CrossRef]

https://doi.org/10.1016/j.ttbdis.2023.102136
https://www.ncbi.nlm.nih.gov/pubmed/36736131
https://doi.org/10.3390/pathogens10030265
https://doi.org/10.1016/j.meegid.2021.104833
https://www.ncbi.nlm.nih.gov/pubmed/33794351
https://doi.org/10.1128/CMR.00083-18
https://www.ncbi.nlm.nih.gov/pubmed/31896541
https://doi.org/10.1093/clinchem/hvaa040
https://www.ncbi.nlm.nih.gov/pubmed/32232463
https://doi.org/10.3390/ani11010006
https://www.ncbi.nlm.nih.gov/pubmed/33375145
https://doi.org/10.1146/annurev-ento-052720-094533
https://doi.org/10.1128/mBio.02055-19
https://www.ncbi.nlm.nih.gov/pubmed/31506314
https://doi.org/10.1186/s13071-019-3742-y
https://www.ncbi.nlm.nih.gov/pubmed/31640746
https://doi.org/10.1016/j.ttbdis.2020.101436
https://www.ncbi.nlm.nih.gov/pubmed/32386908
https://doi.org/10.3390/vetsci8090188
https://doi.org/10.3390/pathogens11080870
https://doi.org/10.1016/j.ttbdis.2013.08.004
https://doi.org/10.1016/j.cimid.2018.11.015
https://doi.org/10.37811/cl_rcm.v7i1.4513
https://www.ncbi.nlm.nih.gov/pubmed/32905478
https://doi.org/10.3389/fvets.2021.803424
https://www.ncbi.nlm.nih.gov/pubmed/35087891
https://doi.org/10.1016/j.ttbdis.2019.06.012
https://doi.org/10.1016/j.ttbdis.2010.03.002
https://www.sciencedirect.com/book/9780128110751/ticks-of-the-southern-cone-of-america
https://doi.org/10.1007/s004360050433
https://www.ncbi.nlm.nih.gov/pubmed/9660138
https://doi.org/10.3389/fcimb.2022.1037387


Microorganisms 2024, 12, 1893 16 of 18

35. Boakye, D.A.; Tang, J.; Truc, P.; Merriweather, A.; Unnasch, T.R. Identification of bloodmeals in haematophagous Diptera by
cytochrome B heteroduplex analysis. Med. Vet. Entomol. 1999, 13, 282–287. [CrossRef] [PubMed]

36. Parola, P.; Roux, V.; Camicas, J.L.; Baradji, I.; Brouqui, P.; Raoult, D. Detection of Ehrlichiae in African ticks by polymerase chain
reaction. Trans. R. Soc. Trop. Med. Hyg. 2000, 94, 707–708. [CrossRef] [PubMed]

37. Tabara, K.; Arai, S.; Kawabuchi, T.; Itagaki, A.; Ishihara, C.; Satoh, H.; Okabe, N.; Tsuji, M. Molecular survey of Babesia microti,
Ehrlichia species and Candidatus neoehrlichia mikurensis in wild rodents from Shimane Prefecture, Japan. Microbiol. Immunol.
2007, 51, 359–367. [CrossRef] [PubMed]

38. Hall, T.A. BioEdit: A user-friendly biological sequence alignment editor and analysis program for Windows 95/98/NT. Nucl.
Acids. Symp. Ser. 1999, 41, 95–98.

39. Kumar, S.; Stecher, G.; Tamura, K. MEGA7: Molecular Evolutionary Genetics Analysis Version 7.0 for Bigger Datasets. Mol. Biol.
Evol. 2016, 33, 1870–1874. [CrossRef] [PubMed]

40. Untergasser, A.; Ruijter, J.M.; Benes, V.; van den Hoff, M.J.B. Web-based LinRegPCR: Application for the visualization and
analysis of (RT)-qPCR amplification and melting data. BMC Bioinform. 2021, 22, 398. [CrossRef] [PubMed]

41. Andreassen, A.; Jore, S.; Cuber, P.; Dudman, S.; Tengs, T.; Isaksen, K.; Hygen, H.O.; Viljugrein, H.; Ånestad, G.; Ottesen, P.; et al.
Prevalence of tick borne encephalitis virus in tick nymphs in relation to climatic factors on the southern coast of Norway. Parasites
Vectors 2012, 5, 177. [CrossRef]

42. Sergeant, E.S.G. AusVet Animal Health Services and Australian Biosecurity Cooperative Research Centre for Emerging Infectious
Disease. 2009. Available online: https://epitools.ausvet.com.au/ (accessed on 5 December 2023).

43. Maggi, R.G.; Krämer, F. A review on the occurrence of companion vector-borne diseases in pet animals in Latin America. Parasites
Vectors 2019, 12, 145. [CrossRef]

44. Noguera Zayas, L.P.; Rüegg, S.; Torgerson, P. The burden of zoonoses in Paraguay: A systematic review. PLoS Negl. Trop. Dis.
2021, 15, e0009909. [CrossRef]

45. Nava, S.; Lareschi, M.; Rebollo, C.; Usher, C.B.; Beati, L.; Robbins, R.G.; Durden, L.A.; Mangold, A.J.; Guglielmone, A.A. The ticks
(Acari: Ixodida: Argasidae, Ixodidae) of Paraguay. Ann. Trop. Med. Parasitol. 2007, 101, 255–270. [CrossRef]

46. Kirstein, F.; Gray, J.S. A molecular marker for the identification of the zoonotic reservoirs of Lyme borreliosis by analysis of the
blood meal in its European vector Ixodes ricinus. Appl. Environ. Microbiol. 1996, 62, 4060–4065. [CrossRef]

47. Pierce, K.A.; Paddock, C.D.; Sumner, J.W.; Nicholson, W.L. Pathogen prevalence and blood meal identification in Amblyomma ticks
as a means of reservoir host determination for Ehrlichial pathogens. Clin. Microbiol. Infect. 2009, 15, 37–38. [CrossRef] [PubMed]

48. Ngo, K.A.; Kramer, L.D. Identification of Mosquito Bloodmeals Using Polymerase Chain Reaction (PCR) with Order-Specific
Primers. J. Med. Entomol. 2003, 40, 215–222. [CrossRef]

49. Maleki-Ravasan, N.; Oshaghi, M.; Javadian, E.; Rassi, Y.; Sadraei, J.; Mohtarami, F. Blood Meal Identification in Field-Captured
Sand flies: Comparison of PCR-RFLP and ELISA Assays. Iran. J. Arthropod. Borne Dis. 2009, 3, 8–18. [PubMed]

50. Oundo, J.W.; Villinger, J.; Jeneby, M.; Ong’amo, G.; Otiende, M.Y.; Makhulu, E.E.; Musa, A.A.; Ouso, D.O.; Wambua, L. Pathogens,
endosymbionts, and blood-meal sources of host-seeking ticks in the fast-changing Maasai Mara wildlife ecosystem. PLoS ONE
2020, 15, e0228366. [CrossRef]

51. Hoffmann, A.; Fingerle, V.; Noll, M. Analysis of Tick Surface Decontamination Methods. Microorganisms 2020, 8, 987. [CrossRef]
[PubMed]

52. Rodríguez-Vivas, R.I.; Apanaskevich, D.A.; Ojeda-Chi, M.M.; Trinidad-Martínez, I.; Reyes-Novelo, E.; Esteve-Gassent, M.D.; De
León, A.P. Veterinary Parasitology Ticks collected from humans, domestic animals, and wildlife in Yucatan, Mexico. Vet. Parasitol.
2016, 215, 106–113. [CrossRef]

53. Buddhachat, K.; Meerod, T.; Pradit, W.; Siengdee, P.; Chomdej, S.; Nganvongpanit, K. Simultaneous differential detection of
canine blood parasites: Multiplex high-resolution melting analysis (mHRM). Ticks Tick Borne Dis. 2020, 11, 101370. [CrossRef]

54. Rodino, K.G.; Wolf, M.J.; Sheldon, S.; Kingry, L.C.; Petersen, J.M.; Patel, R.; Pritt, B.S. Detection of Tick-Borne Bacteria from Whole
Blood Using 16S. J. Clin. Microbiol. 2021, 59, 10–1128. [CrossRef]

55. Reed, G.H.; Kent, J.O.; Wittwer, C.T. High-resolution DNA melting analysis for simple and efficient molecular diagnostics.
Pharmacogenomics 2007, 8, 597–608. [CrossRef]

56. Higuera, S.L.; Guhl, F.; Ramírez, J.D. Identification of Trypanosoma cruzi Discrete Typing Units (DTUs) through the implementation
of a High-Resolution Melting (HRM) genotyping assay. Parasites Vectors 2013, 6, 112. [CrossRef]

57. Zampieri, R.A.; Laranjeira-Silva, M.F.; Muxel, S.M.; Stocco de Lima, A.C.; Shaw, J.J.; Floeter-Winter, L.M. High Resolution Melting
Analysis Targeting hsp70 as a Fast and Efficient Method for the Discrimination of Leishmania Species. PLoS Negl. Trop. Dis. 2016,
10, e0004485. [CrossRef]

58. Kagkli, D.M.; Folloni, S.; Barbau-Piednoir, E.; van den Eede, G.; van den Bulcke, M. Towards a pathogenic Escherichia coli detection
platform using multiplex SYBR®green real-time PCR methods and high-resolution melting analysis. PLoS ONE 2012, 7, e39287.
[CrossRef]

59. Goldschmidt, P.; Degorge, S.; Che Sarria, P.; Benallaoua, D.; Semoun, O.; Borderie, V.; Laroche, L.; Chaumeil, C. New strategy for
rapid diagnosis and characterization of fungal infections: The example of corneal scrapings. PLoS ONE 2012, 7, e37660. [CrossRef]
[PubMed]

https://doi.org/10.1046/j.1365-2915.1999.00193.x
https://www.ncbi.nlm.nih.gov/pubmed/10514054
https://doi.org/10.1016/S0035-9203(00)90243-8
https://www.ncbi.nlm.nih.gov/pubmed/11198664
https://doi.org/10.1111/j.1348-0421.2007.tb03923.x
https://www.ncbi.nlm.nih.gov/pubmed/17446675
https://doi.org/10.1093/molbev/msw054
https://www.ncbi.nlm.nih.gov/pubmed/27004904
https://doi.org/10.1186/s12859-021-04306-1
https://www.ncbi.nlm.nih.gov/pubmed/34433408
https://doi.org/10.1186/1756-3305-5-177
https://epitools.ausvet.com.au/
https://doi.org/10.1186/s13071-019-3407-x
https://doi.org/10.1371/journal.pntd.0009909
https://doi.org/10.1179/136485907X176319
https://doi.org/10.1128/aem.62.11.4060-4065.1996
https://doi.org/10.1111/j.1469-0691.2008.02166.x
https://www.ncbi.nlm.nih.gov/pubmed/19793129
https://doi.org/10.1603/0022-2585-40.2.215
https://www.ncbi.nlm.nih.gov/pubmed/22808367
https://doi.org/10.1371/journal.pone.0228366
https://doi.org/10.3390/microorganisms8070987
https://www.ncbi.nlm.nih.gov/pubmed/32630152
https://doi.org/10.1016/j.vetpar.2015.11.010
https://doi.org/10.1016/j.ttbdis.2020.101370
https://doi.org/10.1128/JCM.03129-20
https://doi.org/10.2217/14622416.8.6.597
https://doi.org/10.1186/1756-3305-6-112
https://doi.org/10.1371/journal.pntd.0004485
https://doi.org/10.1371/journal.pone.0039287
https://doi.org/10.1371/journal.pone.0037660
https://www.ncbi.nlm.nih.gov/pubmed/22768289


Microorganisms 2024, 12, 1893 17 of 18

60. Barrera-Illanes, A.N.; Micieli, M.V.; Ibáñez-Shimabukuro, M.; Santini, M.S.; Martins, A.J.; Ons, S. First report on knockdown
resistance mutations in wild populations of Aedes aegypti from Argentina determined by a novel multiplex high-resolution
melting polymerase chain reaction method. Parasites Vectors 2023, 16, 222. [CrossRef]

61. Harrus, S.; Waner, T. Diagnosis of canine monocytotropic ehrlichiosis (Ehrlichia canis): An overview. Vet. J. 2011, 187, 292–296.
[CrossRef]

62. Nava, S.; Mastropaolo, M.; Venzal, J.M. Veterinary Parasitology Mitochondrial DNA analysis of Rhipicephalus sanguineus sensu
lato (Acari: Ixodidae) in the Southern Cone of South America. Vet. Parasitol. 2012, 190, 547–555. [CrossRef] [PubMed]

63. Sykes, J.E. Canine and Feline Infectious Diseases; Sykes, J.E., Ed.; W.B. Saunders: Saint Louis, MO, USA, 2014; Chapter 28—Ehrlichiosis;
p. 278.

64. Shilton, C.; Foster, A.; Reid, T.; Keyburn, A.; Besier, S. Detection of Ehrlichia canis in WA and the NT. Scope Off. Newsletter Aust.
Soc. Vet. Pathol. 2020, 1, 12–16.

65. André, M.R. Diversity of Anaplasma and Ehrlichia/Neoehrlichia Agents in terrestrial wild carnivores worldwide: Implications for
human and domestic animal health and wildlife conservation. Front. Vet. Sci. 2018, 5, 293. [CrossRef] [PubMed]

66. Perez, M.; Rikihisa, Y.; Wen, B. Ehrlichia canis-like agent isolated from a man in Venezuela: Antigenic and genetic characterization.
J. Clin. Microbiol. 1996, 34, 2133–2139. [CrossRef]

67. Perez, M.; Bodor, M.; Zhang, C.; Xiong, Q.; Rikihisa, Y. Human Infection with Ehrlichia canis Accompanied by Clinical Signs in
Venezuela. Ann. N. Y. Acad. Sci. 2006, 1078, 110–117. [CrossRef]

68. Bouza-Mora, L.; Dolz, G.; Solórzano-Morales, A.; Romero-Zuñiga, J.J.; Salazar-Sánchez, L.; Labruna, M.B.; Aguiar, D.M. Novel
genotype of Ehrlichia canis detected in samples of human blood bank donors in Costa Rica. Ticks Tick Borne Dis. 2017, 8, 36–40.
[CrossRef] [PubMed]

69. Snellgrove, A.N.; Krapiunaya, I.; Ford, S.L.; Stanley, H.M.; Wickson, A.G.; Hartzer, K.L.; Levin, M.L. Vector competence of
Rhipicephalus sanguineus sensu stricto for Anaplasma platys. Ticks Tick Borne Dis. 2020, 11, 101517. [CrossRef] [PubMed]

70. Dantas-Torres, F. Canine vector-borne diseases in Brazil. Parasites Vectors 2008, 1, 25. [CrossRef] [PubMed]
71. Dumic, I.; Jevtic, D.; Veselinovic, M.; Nordstrom, C.W.; Jovanovic, M.; Mogulla, V.; Veselinovic, E.M.; Hudson, A.; Simeunovic, G.;

Petcu, E.; et al. Human Granulocytic Anaplasmosis—A Systematic Review of Published Cases. Microorganisms 2022, 10, 1433.
[CrossRef] [PubMed]

72. Stuen, S.; Granquist, E.G.; Silaghi, C. Anaplasma phagocytophilum—A widespread multi-host pathogen with highly adaptive
strategies. Front. Cell. Infect. Microbiol. 2013, 3, 31. [CrossRef] [PubMed]

73. El Hamiani Khatat, S.; Daminet, S.; Duchateau, L.; Elhachimi, L.; Kachani, M.; Sahibi, H. Epidemiological and Clinicopathological
Features of Anaplasma phagocytophilum Infection in Dogs: A Systematic Review. Front. Vet. Sci. 2021, 8, 686644. [CrossRef]

74. Kowalewski, M.; Pontón, F.; Ramírez Pinto, F.; Velázquez, M.C. Estado sanitario de perros en áreas de interfase entre animales
domésticos y silvestres de la Reserva Natural del Bosque Mbaracayú, Paraguay. Rev. Soc. Cient. Parag. 2019, 24, 114–125. [CrossRef]

75. Kang, Y.-J.; Diao, X.-N.; Zhao, G.-Y.; Chen, M.-H.; Xiong, Y.; Shi, M.; Fu, W.-M.; Guo, Y.-J.; Pan, B.; Chen, X.-P.; et al. Extensive
diversity of Rickettsiales bacteria in two species of ticks from China and the evolution of the Rickettsiales. BMC Evol. Biol. 2014,
14, 167. [CrossRef]

76. Guo, W.-P.; Tian, J.-H.; Lin, X.-D.; Ni, X.-B.; Chen, X.-P.; Liao, Y.; Yang, S.-Y.; Dumler, J.S.; Holmes, E.C.; Zhang, Y.-Z. Extensive
genetic diversity of Rickettsiales bacteria in multiple mosquito species. Sci. Rep. 2016, 6, 38770. [CrossRef]

77. Koh, F.X.; Panchadcharam, C.; Sitam, F.T.; Tay, S.T. Molecular investigation of Anaplasma spp. in domestic and wildlife animals in
Peninsular Malaysia. Vet. Parasitol. Reg. Stud. Rep. 2018, 13, 141–147. [CrossRef] [PubMed]

78. Hailemariam, Z.; Krücken, J.; Baumann, M.; Ahmed, J.S.; Clausen, P.H.; Nijhof, A.M. Molecular detection of tick-borne pathogens
in cattle from Southwestern Ethiopia. PLoS ONE 2017, 12, e0188248. [CrossRef] [PubMed]

79. Fernandes, S.d.J.; Matos, C.A.; Freschi, C.R.; de Souza Ramos, I.A.; Machado, R.Z.; André, M.R. Diversity of Anaplasma species in
cattle in Mozambique. Ticks Tick Borne Dis. 2019, 10, 651–664. [CrossRef] [PubMed]

80. Kolo, A.O.; Collins, N.E.; Brayton, K.A.; Chaisi, M.; Blumberg, L.; Frean, J.; Gall, C.A.; MWentzel, J.; Wills-Berriman, S.; Boni, L.D.;
et al. Anaplasma phagocytophilum and Other Anaplasma spp. in Various Hosts in the Mnisi Community, Mpumalanga Province,
South Africa. Microorganisms 2020, 8, 1812. [CrossRef] [PubMed]

81. Orozco, M.M.; Argibay, H.D.; Minatel, L.; Guillemi, E.C.; Berra, Y.; Schapira, A.; Di Nucci, D.; Marcos, A.; Lois, F.; Falzone, M.;
et al. A participatory surveillance of marsh deer (Blastocerus dichotomus) morbidity and mortality in Argentina: First results. BMC
Vet. Res. 2020, 16, 321. [CrossRef] [PubMed]

82. Sebastian, P.S.; Panizza, M.N.M.; Ríos, I.J.M.G.; Tarragona, E.L.; Trova, G.B.; Negrette, O.S.; Primo, M.E.; Nava, S. Molecular
detection and phylogenetic analysis of Anaplasma platys-like and Candidatus Anaplasma boleense strains from Argentina. Comp.
Immunol. Microbiol. Infect. Dis. 2023, 96, 101980. [CrossRef] [PubMed]

83. Winter, M.; Sebastian, P.S.; Tarragona, E.L.; Flores, F.S.; Abate, S.D.; Nava, S. Tick-borne microorganisms in Amblyomma tigrinum
(Acari: Ixodidae) from the Patagonian region of Argentina. Exp. Appl. Acarol. 2024, 92, 151–159. [CrossRef] [PubMed]

84. Silva, E.M.C.; Marques, I.C.L.; de Mello, V.V.C.; do Amaral, R.B.; Gonçalves, L.R.; Braga, M.D.S.C.O.; dos Santos Ribeiro, L.S.;
Machado, R.Z.; André, M.R.; de Carvalho Neta, A.V. Molecular and serological detection of Anaplasma spp. in small ruminants in
an area of Cerrado Biome in northeastern Brazil. Ticks Tick Borne Dis. 2024, 15, 102254. [CrossRef] [PubMed]

https://doi.org/10.1186/s13071-023-05840-y
https://doi.org/10.1016/j.tvjl.2010.02.001
https://doi.org/10.1016/j.vetpar.2012.06.032
https://www.ncbi.nlm.nih.gov/pubmed/22818199
https://doi.org/10.3389/fvets.2018.00293
https://www.ncbi.nlm.nih.gov/pubmed/30533417
https://doi.org/10.1128/jcm.34.9.2133-2139.1996
https://doi.org/10.1196/annals.1374.016
https://doi.org/10.1016/j.ttbdis.2016.09.012
https://www.ncbi.nlm.nih.gov/pubmed/27682202
https://doi.org/10.1016/j.ttbdis.2020.101517
https://www.ncbi.nlm.nih.gov/pubmed/32993937
https://doi.org/10.1186/1756-3305-1-25
https://www.ncbi.nlm.nih.gov/pubmed/18691408
https://doi.org/10.3390/microorganisms10071433
https://www.ncbi.nlm.nih.gov/pubmed/35889152
https://doi.org/10.3389/fcimb.2013.00031
https://www.ncbi.nlm.nih.gov/pubmed/23885337
https://doi.org/10.3389/fvets.2021.686644
https://doi.org/10.32480/rscp.2019-24-1.114-125
https://doi.org/10.1186/s12862-014-0167-2
https://doi.org/10.1038/srep38770
https://doi.org/10.1016/j.vprsr.2018.05.006
https://www.ncbi.nlm.nih.gov/pubmed/31014863
https://doi.org/10.1371/journal.pone.0188248
https://www.ncbi.nlm.nih.gov/pubmed/29155863
https://doi.org/10.1016/j.ttbdis.2019.02.012
https://www.ncbi.nlm.nih.gov/pubmed/30833198
https://doi.org/10.3390/microorganisms8111812
https://www.ncbi.nlm.nih.gov/pubmed/33217891
https://doi.org/10.1186/s12917-020-02533-x
https://www.ncbi.nlm.nih.gov/pubmed/32873288
https://doi.org/10.1016/j.cimid.2023.101980
https://www.ncbi.nlm.nih.gov/pubmed/37079984
https://doi.org/10.1007/s10493-023-00874-4
https://www.ncbi.nlm.nih.gov/pubmed/38219227
https://doi.org/10.1016/j.ttbdis.2023.102254
https://www.ncbi.nlm.nih.gov/pubmed/37989016


Microorganisms 2024, 12, 1893 18 of 18

85. Thinnabut, K.; Rodpai, R.; Sanpool, O.; Maleewong, W.; Tangkawanit, U. Genetic diversity of tick (Acari: Ixodidae) populations
and molecular detection of Anaplasma and Ehrlichia infesting beef cattle from upper-northeastern Thailand. Infect. Genet. Evol.
2023, 107, 105394. [CrossRef]

86. Laidoudi, Y.; Marié, J.L.; Tahir, D.; Watier-Grillot, S.; Mediannikov, O.; Davoust, B. Detection of Canine Vector-Borne Filariasis and
Their Wolbachia Endosymbionts in French Guiana. Microorganisms 2020, 8, 770. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://doi.org/10.1016/j.meegid.2022.105394
https://doi.org/10.3390/microorganisms8050770

	Introduction 
	Materials and Methods 
	Study Areas and Sample Collection 
	Classical and Molecular Identification of Tick Species 
	DNA Extraction from Ticks and Host Blood 
	Blood Feeding Source in Free-Living Ticks 
	Optimization of PCR-HRM for Detecting and Differentiating Genera in the Family Anaplasmataceae 
	Molecular Identification of Anaplasmataceae Based on the 16S rRNA and groEL Gene 
	Purification, Sequencing of Amplified Products, and Phylogenetic Analysis 
	Data Analysis and Mapping 
	Ethical Approval 

	Results 
	Taxonomic Identification of Ticks Collected from Hosts and Free-Living Ticks 
	Blood Feeding Sources of Free-Living Ticks 
	Optimization of PCR-HRM for the Detection and Differentiation of the Genus of the Anaplasmataceae Family 
	Detection and Differentiation of the Anaplasmataceae Family Using HRM in Host Blood and Ticks 
	Sequence Analysis and Phylogeny of Anaplasmataceae Family 

	Discussion 
	Conclusions 
	References

