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Abstract

Background: Ehrlichia and Rickettsia are two major rickettsial genera transmitted by ticks
that affect a number of wild and domestic animal species and human populations around the

world.
Objective: To design and validate a duplex PCR for Ehrlichia and Rickettsia in ticks.

Methods: Assay validation included testing for sensitivity, specificity, reproducibility, and
robustness of the PCR. The groEL and 23sr RNA genes were used for Ehrlichia and Rickettsia,

respectively.

Results: The limit of detection was one hundred gene copies per 50 pL of reaction for Ehrlichia
spp, and one gene copy of Rickettsia per 50 uL of reaction. In general, the primers of the test
only amplified in silico those bacterial agents for which they were originally designed, with the
exception of the primers for Rickettsia that also amplified Methylocystis sp. The test was
reproducible (intermediate precision) 96.7% of the times for both agents. The test was robust
enough to tolerate concentration changes of all reagents with the exception of Tag DNA
polymerase.

Conclusions: The validation results indicated that this PCR is useful for detection in both

bacterial genera and it is a good candidate for diagnostic validation.
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Resumen

Antecedentes: Ehrlichia spp. y Rickettsia spp. son dos de los principales géneros rickettsiales
transmitidos por garrapatas que afectan a animales silvestres, domésticos y humanos
alrededor del mundo.

Objetivo: Disefiar y validar una prueba PCR duplex para Ehrlichia y Rickettsia en garrapatas.
Metodos: La validacion de la prueba incluyo ensayos de sensibilidad, especificidad,
reproducibilidad y robustez. En la PCR se us6 groEL y ARNr 23S como genes blanco para
Ehrlichia y Rickettsia, respectivamente.

Resultados: El limite de deteccion fue de 100 copias del gen por 50 uL de reaccién para



Ehrlichia spp y una copia del gen de Rickettsia por 50 uL de reaccion. En general, los cebadores
de la prueba solo amplificaron in silico los agentes bacterianos para los cuales fueron
originalmente disefiados, con la excepcion de los cebadores de Rickettsia que también
amplificaron Methylocystis sp. La prueba fue reproducible (precision intermedia) en un 96.7%
de las veces para ambos agentes. La prueba fue suficientemente robusta como para tolerar
cambios de concentracion de los diferentes reactivos, con excepcion de la Tag DNA
polimerasa.

Conclusién: Los resultados de validacion indican que la PCR es util para detectar ambos
géneros bacterianos y podria usarse para validacion diagnostica.

Palabras clave: ARNr 23S, exclusividad, groEL, inclusividad, robustez.

Resumo

Antecedentes: Ehrlichia e Rickettsia sdo dois dos principais géneros de rickettsias
transmitidos por carrapatos que infectam tanto animais selvagens quanto animais domésticos e
até homens em todo o mundo. Objetivo: O objetivo principal foi elaborar e validar uma PCR
duplex para Ehrlichia e Rickettsia em carrapatos. Métodos: A validagdo incluiu testes de
sensibilidade, especificidade, reproducéo e robustez. Para o PCR, utilizamos os genes groEl e
23Sr-RNA para Ehrlichia e Rickettsia, respectivamente. Resultados: O limite de detecgéo foi
de 100 copias de genes por 50 ml de reacdo para Erliquia spp e uma coOpia de gene de
Rickettsia por 50 ml de reacdo. Em geral, os iniciadores dos testes amplificaram em modelos
computacionais 0s agentes bacterianos para os quais eles foram projetados, exceto 0s primers
de Rickettsia que também amplificou Methylocystis sp. Os testes foram reproduziveis (preciséo
intermediaria) 96,7% para ambos os agentes e foram também robustos para tolerar mudangas
de concentragcdo em todos os reagentes, exceto o reagente Tag DNA polymerase. Conclusoes:
Os resultados da validacéo indicaram que o PCR é atil para deteccdo em ambos 0s géneros

bacterianos, portanto, um bom exame para validagéo diagnostica.

Palavras-chave: exclusividade, groEL, inclusividade, robustez, rRNA 23S.

Introduction



Ticks are obligate ectoparasites of many vertebrate classes around the world. After mosquitoes,
ticks are considered the second most important vector for human diseases (Pfaffle et al., 2013). In
spite of the broad diversity of tick species, the majority of them belong to the genera Amblyomma,
Dermacentor, Haemaphysalis, Hyalomma, Ixodes, and Rhipicephalus, in the Ixodidae family
(Socolovschi et al., 2009).

Many agents transmitted by ticks are considered zoonotic. Among them it is worth
mentioning the alpha-proteobacterial agents Ehrlichia and Rickettsia (Dantas-Torres et al.,
2012; Moriello, 2007). Both are intracellular obligate gram-negative bacteria and affect a
great variety of vertebrate hosts, including humans and dogs (Mansueto et al., 2012; Rar and
Golovljova, 2011).

The Rickettsia genus are divided into four major groups, known as Spotted Fever (SFG),
Typhus (TG), Ancestral (AG), and Transitional group (TranG)

(Quintero Vélez et al., 2012; Mansueto et al., 2012). On the other hand, the Ehrlichia genus
includes E. chaffeensis, E. canis, E. ewingii, E. ruminantium,

E. minasensis, and E. muris (Rar and Golovljova, 2011, Cabezas-cruz et al., 2016). Rocky
Mountain Spotted Fever (RMSF), caused by Rickettsia rickettsii, remains as the most deadly
rickettsial human disease (Hidalgo et al. 2007, Quintero Vélez et al., 2012), while Canine
Ehrlichioses (CE) caused by Ehrlichia canis is the most important and widespread rickettsial

disease among dogs (Moriello et al, 2007).

The PCR-based methods are the best choice for detecting both rickettsial agents in ticks
due to its high sensitivity and specificity (Oteo et al., 2014). However, Ehrlichia and
Rickettsia detection in infected ticks remains as the most challenging task in ecological
studies of tick-borne agents. Some genes, such as 16S ribosomal RNA, dsb, p30 and p28, are
commonly used for molecular detection of Ehrlichia (Doyle et al., 2005), while gltA, ompA
and ompB genes are used for detection of Rickettsia (Oteo et al., 2014; Quintero Vélez et al.,
2012). The identification of rickettsial agents is a difficult process that usually requires
sequencing and phylogenetic analysis of one or several bacterial genes.

Despite Ehrlichia and Rickettsia bacteriae co-infect the same ticks (Bowman, 2011; Dantas-
Torres et al., 2012; Dumler and Walker, 2001; Rar and Golovljova, 2011) and the numerous

PCR strategies available for detection of rickettsial agents in ticks, there are no reports of PCR



methodologies for simultaneously detecting both Rickettsia and Ehrlichia in ticks. Based on
the aforementioned arguments, the aim of this work was to develop and validate a duplex
PCR for detection of Ehrlichia and Rickettsia in DNA extracted from ticks.

Materials and methods

Rickettsial genes and oligonucleotides design
We retrieved sequences of Ehrlichia groESL gene and Rickettsia 23S ribosomal gene from
genetic databases (GenBank/EMBL/DDBJ) and aligned the DNA sequences using the
ClustalW algorithm (Thompson et al., 1994) to identify conserved regions for primer design. The
Primer-BLAST tool of NCBI (fork of Primer3 software) was used for the design and preliminary
evaluation of target-specificity of primers (Ye et al., 2012.). We calculated oligonucleotide properties
such as dimerization potential, hairpin formation and Tm in PerlPrimer 1.1.21 software (Marshall,
2004). Primers selected for Ehrlichia were Ehr-GroELF 5° CAATAGCAAGAGCCAATG 3
and Ehr-GroELR 5" TTAGAAGATGCTGTAGGATG 3" and amplified to a size of 145 bp and
Rickettsia was Rick-23SF 5" CAGACTTACCAAACTCAATC 3" and Rick-23SR 5
TACGCAAGAACCCTTGGA 3" amplified to 437 bp.

Ticks naturally infected with Ehrlichia and Rickettsia

As positive controls for Ehrlichia-Rickettsia duplex PCR assays, we isolated DNA from ticks
positive for Ehrlichia canis dsb gene by PCR, and other ticks positive to gltA and ompB genes
of Rickettsia sp. Atlantic Rainforest, these ticks were stored at the laboratory of the Centauro
research group (Universidad de Antioquia). DNA of ticks was extracted from individual
complete ticks using a QIAGEN DNeasy Blood and Tissue kit according to manufacturer
instructions, and it was quantified by nanodrop. DNase and RNases free water was used as a
negative control and Genomic DNA of R. rhipicephali, R. amblyommatis, R. parkeri and R.
bellii, kindly provided by Dr. Marcelo B. Labruna from University of Sdo Paulo (Brazil), were

also used as positive controls.
Ehrlichia and Rickettsia duplex PCR (ER-dPCR)

PCR reactions were carried out in a GeneAmp PCR System 2400 thermocycler (Applied
Biosystems, Foster City, CA, USA) in a PCR volume of 50uL with a PCR cocktail mixture as

shown in Table 1. Amplification conditions were 95 °C for 1 min, followed of 40 cycles to
95 °C/30s, 56 °C/30's, 72 °C/30 s and a final extension step 72 °C/7 min. Electrophoresis was



performed in 2% Agarose gel in TAE 1X using 0,25 pL of GelRed (Biotium) for each 10 mL of
gel. Electrophoresis was run with 100 Volts during 45 minutes. GeneRuler 100 bp Plus
(Thermo Scientific) was used as molecular weight marker. Photodocumentation of gels was
performed with a Doc™ XR+System instrument (Bio-Rad).

Table 1. PCR cocktail for ER-dPCR.

Reagent [Initial] [Final] Volume (pL)
Nuclease free water MNA NA 30.75
PCR Buffer 10 X 1X 5
dNTPs** 10 mM 0.2 mM 1
Ehr-groELF *** 10 pM 02pM 1
Ehr-groELR *** 10 pM 0.2 pM 1
Rick-235F =** 10 pM 0.2 uM 1
Rick-235R** 10 pM 0.2 uM 1
MgCl, 25 mM 3 mM 6
Taq DNA polymerase * 5 WpL 125U 0.25
Tick DMA 100 ng/pL 300 ng 3

* Thermo Scientific; ** Invitrogen; *** Bioneer.

Detection threshold of ER-dPCR (sensitivity)

groESL amplicon of Ehrlichia canis and 23S amplicon of Rickettsia sp. Atlantic Rainforest

was inserted into pDrive Cloning Vector (QlAgen). Concentration of the plasmids was

adjusted to 108 plasmids or gene copies/uL in ten-fold serial dilutions to obtain a single copy of
each gene/uL. Three replicas per dilution were tested in each PCR to determine the minimum

number of copies of each rickettsial gene amplifiable by a positive PCR.
Robustness assay for ER-dPCR

The performance of the duplex PCR was assayed under three stepwise concentrations of
MgCly (2.5 mM; 3.0 mM; 3.5 mM), dNTPs (0.1 mM; 0.2 mM; 0.3 mM), Tag DNA

polymerase (1.0 U; 1.25 U; 1.5 U), oligonucleotide concentration (0.2 uM; 0.4 uM; 0.6 puM),
variation in temperature alignment (54, 56, 58°C), and we also tested three different brands of
Tag DNA Polymerase (Thermo Scientific, Invitrogen and Bioline). Three replicas for each
reagent concentration were tested in all experiments.

Repeatability and reproducibility for ER-dPCR
Repeatability was assayed by testing the same DNA sample (tick DNA with three replicas) in

the ER-dPCR by the same person, along five consecutive days in the same PCR machine. The



same analyst performed all PCR in the same thermocycler. Reproducibility (intermediate
precision) of the ER- dPCR was tested by making the same experiments of the repeatability
assay, but performed by a different person. The results of successful ER-dPCR were
expressed as percentages in both assays.

Inclusiveness and exclusiveness assay of ER-dPCR

The Primer-BLAST and In Silico platforms (http:// insilico.ehu.eus) were used to determine
specificity of Ehrlichia and Rickettsia primers. During the evaluation of each
oligonucleotide, R. amblyommatis, and DNA of other agents transmitted by ticks -such as
Babesia and Borrelia- were also tested in order to exclude unspecific amplification.

Phylogenetic trees. phylogenetic analysis of the sequences with the amplicons downloaded
from the simulation of In silico platforms was carried out for which the best model was
determined, and the construction of the trees was performed by Mega 6.06 using the

methods of maximum likelihood and neighbor joining with a 1000 Bootstrap replications.

Results

Detection threshold of ER-dPCR

The threshold for detection of Ehrlichia was 100 copies of groESL gene per 50 pL of reaction
(2 gene copies per uL), and the threshold for detection of Rickettsia was 1 copy of 23S
gene per 50 pL of reaction (0.02 gene copies per uL) (Figure 1).
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Figure 1. Detection threshold assay for ER-dPCR. R- Rickettsia (437 bp), E- Ehrlichia (145 bp).



Robustness of ER-dPCR

The duplex methodology was robust enough to allow the simultaneous amplification of both
rickettsial agents in all the evaluated concentration ranges of reagents, except for the minimum
value of Tag DNA Polymerase (1 U) where no amplification of any fragment was observed. In
addition, the ER-dPCR successfully amplified both rickettsial agents regardless of Taq
polymerase brand used (Thermo Scientific, Biolase and Invitrogen). This molecular procedure was
also robust for alignment temperature changes between 54 to 58° C. Results of the robustness assay

are shown in Figure 2.

Repeatability and reproducibility

Ehrlichia testing repeatability of analyst #1 was 100% (15/15), while for Rickettsia testing the
repeatability was 93.3% (14/15). On the other hand,

[MgCl,] [dNTP] [Taq DNA polymerase]
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=
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Figure 2. Robustness test of ER-dPCR. R- Band 437 pb of Rickettsia spp. E- band 145 pb of Ehrlichia spp. R1 -
replica 1. R2- replica 2. R3 - replica 3. RO - negative control.

the repeatability of analyst #2 was 93.3% for Ehrlichia detection (14/15) and repeatability for Rickettsia



was 100% (15/15). The reproducibility (intermediate precision) for both agents was 96.7% (29/30),

the summary of both tests is presented in Table 2.

Inclusiveness and exclusiveness assays.
The Primer-BLAST tool of BCBI shows that primers Ehr-groELF/Ehr-groELR can amplify 41
sequences of different species of Ehrlichia genus (Supplementary file 1), and these
oligonucleotides do not show cross- amplification with organisms other than Ehrlichia. E. canis
infected ticks were analyzed upon availability in our laboratory (see figure 3A).

The Primer-BLAST analysis of Rick-23SF/Rick- 23SR shows that they can amplify 79
sequences of different Rickettsia species (Supplementary file 3), potential cross-amplification
was observed for one non-rickettsial target: Methylocystis sp. SC2 strain SC2 23S ribosomal
RNA (NR_077052, 437pb). The potential cross-amplification of Methylocystis could be
considered as irrelevant since this bacterium is a free-living microorganism so far not found
in ticks. In vitro testing of the ER-dPCR was able to amplify R. rickettsii, R. rhipicephalli,
Rickettsia sp Atlantic Rainforest, R. parkeri, R. amblyommatisi, R. felis, and R. bellii DNA
(see figure 3A). The In Silico testing shows successful amplification for all Rickettsia species
(41 reference sequences available in the platform), no cross-amplification was observed for
Anaplasma, Ehrlichia, Wolbachia, Borrelia and Neorickettsia (Supplementary file 4).
Further in vitro evaluation shows no cross amplification of ER- dPCR in Wolbachia, Babesia

bigemina and Borrelia anserina (see Figure 3B).

Table 2. Repeatability and reproducibility results.

Analyst# Day 1 Day 2 Day 3 Day 4 Day 5  Repeatability Reproducibility
Ehrlichia 1 33 33 33 33 33 100% (15/15) 96.6% (29/30)

2 33 33 33 213 33 93.3% (14/15)
Rickettsia 1 33 2/3 33 33 33 93.3% (14/15) 96.6% (29/30)

2 33 33 33 33 33 100% (15/15)
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Figure 3. Inclusiveness and exclusiviness in vitro tests. R- band 437 pb of Rickettsia spp. E- band 145 pb of
Ehrlichia spp. C+ Positive control with Rickettsia spp. and Ehrlichia spp. C- Negative control (water free of

DNases and RNases). A. Inclusiveness test. B. Exclusiviness test. R1 Replica 1. R2 Replica 2. R3 Replica.

In the In Silico platform, the Ehrlichia primers did not allow the successful amplification of
groESL gene when genomes of Rickettsia, Wolbachia, Borrelia, Anaplasma and
Neorickettsia were used (Supplementary file 2). The In Silico test of Ehrlichia primers
against complete genomes of E. canis str. Jake, E. chaffensis str. Arkansas, E. muris AS145, E.
ruminantium str. Gardel, E. ruminantium str. Welgevonden CIRAD and E. ruminantium str.
Welgevonden produces amplicons of expected size. The sequences of Ehrlichial amplicons (and
E. ewingii AF195273) were used to build a phylogenetic tree of groEL gene as shown the
Figure 4A.

A dendrogram of Ehrlichia genus using partial sequences of groEL and Neighbor-Joining
algorithm retrieved from In Silico platform shows that Ehrlichia species can be rapidly
distinguished in spite of the small fragment analyzed (Figure 4A). From the dendrogram, using the
23S Rickettsia partial sequences, it is obvious that species discrimination inside the SFGR is not
possible (red circle), although discrimination inside the TG might be possible (Figure 4B).

Discussion



Currently, there is a large number of PCR strategies for detection of Rickettsia and Ehrlichia.
These techniques are good for individual or multiplexed amplification with other tick-
borne agents in conventional (Corales et al., 2014; Jado et al., 2006; Kledmanee et al., 2009;
Levine et al, 2010; Regnery et al., 1991; Rufino et al., 2013; Stevenson et al, 2003; Sumner et
al., 1997; Warner et al., 1997), nested (Massung et al,, 1998), and real-time PCR (Doyle et
al., 2005; Killmaster et al., 2014; Loftis et al., 2006a, 2006b, 2003; Paris et al., 2008; Peleg et
al., 2010; Quarsten et al., 2015). Among those, real-time PCR strategies represent the new
standard for highly sensitive and specific detection of Rickettsial agents in ticks; however,
conventional PCR still remains as the most common molecular platform for selective DNA

amplification.

The most commonly used gene for detection of Anaplasmatacea agents (Anaplasma and
Ehrlichia) is 16S rRNA (Killmaster et al., 2014; Levine et al., 2010; Loftis et al., 2006b;
Massung et al., 1998; Peleg et al., 2010; Rufino et al., 2013; Warner et al., 1997), whereas dsb
gene is the standard for identification of Ehrlichial agents (Doyle et al., 2005). On the other
hand, groEL and virB9 genes are considered as alternative genes for Ehrlichia
identification through genetic analysis (Levine et al., 2010; Sumner et al., 1997; Corales et
al., 2014; Kledmanee et al., 2009). On Rickettsia detection, the citrate synthase gene (gltA),
has been deemed as a gold standard for long time (Paris et al., 2008; Quarsten et al., 2015;
Regnery et al., 1991; Roux et al., 1997; Oteo et al., 2014), but other genes such as 17KDa
genus common rickettsial antigen and 23S-5S internal transcribed spacer have also been used
and tested for the same task (Killmaster et al., 2014; Loftis et al., 2006a; Stevenson et al., 2003;
Jado et al., 2006). In the present study, we developed a sensitive conventional PCR strategy
for simultaneous and specific detection of Ehrlichia and Rickettsia in ticks.
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Figure 4. Phylogenetic trees. A. Phylogenetic tree Ehrlichia spp. Tree was performed using the downloaded sequences
of the application IN SILICO PCR. Tree performed by neighbor joining using the Tamura 1992 model has invariant
sites (I), with a 1000 Bootstrap replications. B. Phylogenetic tree Rickettsia spp. Tree was performed using the
downloaded sequences of the IN SILICO PCR application. The tree performed by maximum likelihood using Kimura 2
model parameters with gamma distribution (G), with a 1000 Bootstrap replications. Circle - Spotted fever group. Square

- Ancestral Group Triangle - Transitional group. Diamond- Typhus Group.

Co-infection with multiple rickettsial agents is a common scenario in ticks. Actually, there are
reports of simultaneous infection by Rickettsia, Ehrlichia chaffensis and Ehrlichia ewingii in
Amblyomma americanum in Georgia (USA) (Killmaster et al., 2014), and a more recent
report describes the occurrence of common bacterial co-infections in Ixodes ricinus in
France (Moutailler et al., 2016). The molecular detection of co-infection by several bacterial
agents would require performing a single PCR for each considered agent, or developing new

multiplex and duplex PCRs assays.




The ER-dPCR has shown promising results with a detection threshold for Rickettsia about 0.02
copies/ uL and 2 copies/uL for detection of Ehrlichia. Our results for Rickettsia detection
threshold are similar to the PCR-RLB designed by Jado et al., 2006 that detects up to 0.02
copies/uL, and better than the one obtained by Paris et al., (2008) that reports detection upto 1
copy/uL for TGR and 2 ompB gene copies/uL for SFGR in amultiplexed SYBR-gPCR assay. On
the other hand, the detection threshold of ER-dPCR for Ehrlichia (2 copies/uL) is similar to
Tagman-gPCR reported by Doyle et al. (2005), that detects 1 copy/ uL of any Ehrlichia.
Duplexed detection techniques have been developed for E. canis and the protozoa B.
canis vogeli with threshold detection between 1-10 gene copies (Peleg et al., 2010). Other
conventional PCR assays targeting the groEL region claim to detect 2-gene copies/uL
(Levine et al., 2010), and in our case the Ehrlichia detection showed similar sensitivity to
the aforementioned techniques. Moreover, other strategies focused on gPCR and
conventional PCR reported a threshold detection for Rickettsia about 2-gene copies/uL
(Killmaster et al., 2014; Loftis et al., 2006); according to this, our ER-dPCR is comparable to
other strategies available in the scientific literature, with the advantage that this one does not
lose sensitivity in detection of both rickettsial agents.

One of the major concerns regarding the use of duplexed or multiplexed PCR techniques has
been the poor reproducibility and instability of the assays. However, as we showed in the
repeatability and reproducibility tests (intermediate precision), the ER- dPCR is accurate
enough to ensure its use in research, has promising features for its use in clinical diagnosis, and it
seems not to be greatly affected by different users. We also show that ER-dPCR is highly
robust and tolerates wide ranges of reagent concentration and commercial brands, with the
only exceptionthat it requires a minimal amount of Tag DNA polymerase (1,25 U per reaction)
for good performance.

The inclusiveness and exclusiveness test (in silico and in vitro) showed that the design of the
ER-dPCR is specific for Ehrlichia and Rickettsia bacterial genera and does not amplify other
microorganisms commonly found in ticks around the world, such as Anaplasma, Borrelia,
Babesia or Wolbachia. The phylogenetic signal of the 23S region of Rickettsia used in our
study is good enough to differentiate among the main bacterial groups within this genus.
However, it is not suitable to differentiate among SFGR species, whereas differentiation of
Ehrlichia species using a small groEL region is possible, as demonstrated in previous studies
(Sumner et al., 1997). A big limitation of our work was the inability to test for other Ehrlichia

agents, since other species of this bacterial genus are found in the neoarctic and paleartica



regions and only E. canis is widely found across the world. The ER-dPCR described here was
designed for Ehrlichia and Rickettsia detection in ticks, but it can also be applied to the study
of dog populations, since none of the targets shows potential cross-amplification with
carnivores. Finally, further validation of our rickettsial detection strategy must be conducted to
establish the epidemiological utility of the ER-dPCR for rickettsial diseases.

In conclusion, we developed a robust duplex PCR for the reliable detection of Ehrlichia and
Rickettsia agents, comparable to other high-performance single- detection strategies. To the best
of our knowledge, this is the first rickettsial PCR performed with analytical validation.Further

validation of the test is planned using field collected ticks and ticks from dogs.

Acknowledgments
This study was funded by COLCIENCIAS, Colombia (call 585, year 2013).

Conflicts of interest

The authors declare they have no conflicts of interest with regard to the work presented in this

report.

References

Bowman DD. Introduction to the alpha-proteobacteria: Wolbachia and Bartonella, Rickettsia,
Brucella, Ehrlichia, and Anaplasma. Top Companion Anim Med 2011; 26:173-7.
d0i:10.1053/j. tcam.2011.09.002.

Cabezas-Cruz A, Zweygarth E, Vancova M, Broniszewska M, Grubhoffer L, Maria L, Passos
F, Ribeiro M, Alberdi P, De la fuente J. Ehrlichia minasensis sp. nov., isolated from the tick
Rhipicephalus  microplus. Int J Syst Evol Microbiol 2016. 66:1426-1430.
d0i:10.1099/ijsem.0.000895.

Corales JMI, Viloria VV, Venturina VM, Mingala CN. The prevalence of Ehrlichia canis,
Anaplasma platys and Babesia spp. in dogs in Nueva Ecija, Philippines based on multiplex

polymerase chain reaction (mPCR) assay. Ann Parasitol 2014; 60:267-272.

Dantas-Torres F, Chomel BB, Otranto D. Ticks and tick-borne diseases: a One Health
perspective. Trends Parasitol 2012; 28:437-46. doi:10.1016/j.pt.2012.07.003.



Doyle CK, Labruna MB, Breitschwerdt EB, Tang YW, Corstvet RE, Hegarty BC, Bloch KC,
Li P, Walker DH, McBride JW. Detection of medically important Ehrlichia by quantitative
multicolor TagMan real-time polymerase chain reaction of the dsb gene. J Mol Diagn 2005;
7:504-510. doi:10.1016/S1525- 1578(10)60581-8.

Dumler JS, Walker DH. Tick-borne ehrlichioses. Lancet Infect Dis 2001; 1(Suppl.1):21-28.
d0i:10.1016/S1473-3099(09)70296-8.

Hidalgo M, Sénchez R, Orejuela L, Hernandez J, Walker DH, Valbuena G. Prevalence of
antibodies against spotted fever group rickettsiae in a rural area of Colombia. Am J Trop Med
Hyg 2007; 77(2):378-380.

Jado I, Escudero R, Gil H, Jiménez-Alonso MI, Sousa R, Garcia- Pérez AL, Rodriguez-Vargas
M, Lobo B, Anda P. Molecular method for identification of Rickettsia species in clinical and
environmental samples. J Clin Microbiol 2006; 44:4572-4576. doi:10.1128/JCM.01227-06.

Killmaster LF, Loftis AD, Zemtsova GE, Levin ML. Detection of Bacterial Agents in
Amblyomma americanum (Acari: Ixodidae) From Georgia, USA, and the Use of a Multiplex
Assay to Differentiate Ehrlichia chaffeensis and Ehrlichia ewingii. J Med Entomol 2014;
51:868-872. doi:10.1603/ME13225.

Kledmanee K, Suwanpakdee S, Krajangwong S, Chatsiriwech J, Suksai P, Suwannachat P,
Sariya L, Buddhirongawatr R, Charoonrut P, Chaichoun K, Pathom N. Development of
Multiplex Polymerase Chain Reaction for Detection of Ehrlichia Canis, Babesia spp y
Hepatozoon canis in canine blood. Southeast Asian J Trop Med Public Heal 2009; 40:35-39.

Levine JM, Levine GJ, Chandler K, Kenny P, Nghiem P, Wei S, Greene CE, Kent M, Platt SR,
Greer K, Schatzberg SJ, Samples C. Evaluation of Brain Tissue or Cerebrospinal Fluid with
Broadly Reactive Polymerase Chain Reaction for Ehrlichia, Anaplasma, Spotted Fever
Group Rickettsia, Bartonella,and Borrelia Species in Canine Neurological Diseases (109
Cases). J Vet Intern Med 2010; 24:372-378. doi:10.1016/S1590- 8658(10)60628-7.

Loftis AD, Massung RF, Levin ML. Quantitative Real-Time PCR Assay for Detection of
Ehrlichia chaffensis. J Clin Microbiol 2003; 41(8):3870-3872. d0i:10.1128/JCM.41.8.3870.

Loftis AD, Reeves WK, Szumlas DE, Abbassy MM, Helmy IM, Moriarity JR, Dasch G.
Rickettsial agents in Egyptian ticks collected from domestic animals. Exp Appl Acarol 2006;
40:67-81. doi:10.1007/s10493-006-9025-2.

Loftis AD, Reeves WK, Szumlas DE, Abbassy MM, Helmy IM, Moriarity JR, Dasch G.



Surveillance of Egyptian fleas for agents of public health significance: Anaplasma, bartonella,
coxiella, ehrlichia, rickettsia, and Yersinia pestis. Am J Trop Med Hyg 2006; 75:41-48.
doi:75/1/41.

Mansueto P, Vitale G, Cascio A, Seidita A, Pepe I, Carroccio A, di Rosa S, Rini GB, Cillari E,
Walker DH. New insight into immunity and immunopathology of Rickettsial diseases. Clin Dev
Immunol 2012; 967852. doi:10.1155/2012/967852.

Marshall OJ. PerlPrimer: cross-platform, graphical primer design for standard, bisulphite and
real-time PCR. Bioinformatics 2004; 20(15):2471-2472.

Massung RF, Slater K, Owens JH, Nicholson WL, Mather TN, Solberg VB, Olson JG. Nested
PCR assay for detection of granulocytic ehrlichiae. J Clin Microbiol 1998; 36: 1090-1095.

Moriello KA. Zoonotic skin diseases of dogs and cats. Anim Heal Res Rev 2007; 4:157-168.
d0i:10.1079/AHRR200355.

Moutailler S, Moro CV, Vaumourin E, Michelet L, Tran FH, Devillers E, Cosson JF, Gasqui
P, Van VT, Mavingui P, Vourc’h G, Vayssier-Taussat M. Co-infection of Ticks: The Rule
Rather Than the Exception. PLOS Negl Trop Dis. 2016; 10(3):1-17.
doi:10.1371/journal.pntd.0004539.

Oteo JA, Nava S, de Sousa R, Mattar S, Venzal JM, Abarca K, Labruna MB, Zavala-Castro J.
Guias Latinoamericanas de la RIICER para el diagndstico de las rickettsiosis transmitidas por
garrapatas. Rev Chil Infectol 2014; 31(1):54-65.

Paris DH, Blacksell SD, Stenos J, Graves SR, Unsworth NB, Phetsouvanh R, Newton PN, Day
NPJ. Real-time multiplex PCR assay for detection and differentiation of rickettsiae and
orientiae. Trans R Soc Trop Med Hyg 2008; 102:186-193. doi:10.1016/j. trstmh.2007.11.001.
Peleg O, Baneth G, Eyal O, Inbar J, Harrus S. Multiplex real- time qPCR for the detection of
Ehrlichia canis and Babesia canis vogeli. Vet Parasitol 2010; 173:292-299. doi:10.1016/j.
vetpar.2010.06.039.

Pfaffle M, Littwin N, Muders SV, Petney TN. The ecology of tick- borne diseases. Int J Parasitol
2013; 43:1059-77. d0i:10.1016/j. ijpara.2013.06.009.

Quarsten H, Skarpaas T, Fajs L, Noraas S, Kjelland V. Tick- borne bacteria in Ixodes ricinus
collected in southern Norway evaluated by a commercial kit and established real-time PCR
protocols. Ticks Tick Borne Dis 2015; 6:538-544. doi:10.1016/j. ttbdis.2015.04.008.

Quintero-Vélez JC, Hidalgo M, Rodas-Gonzélez JD. Rickettsiosis, una enfermedad letal



emergente y re-emergente en Colombia. Univ Sci 2012; 17:82-99.

Rar V, Golovljova I. Anaplasma, Ehrlichia, and “Candidatus Neochrlichia” bacteria:
pathogenicity, biodiversity, and molecular genetic characteristics, a review. Infect Genet Evol
2011; 11:1842-61. doi:10.1016/j.meegid.2011.09.019.

Regnery RL, Spruill CL, Plikaytis BD. Genotypic identification of rickettsiae and estimation of
intraspecies sequence divergence for portions of two rickettsial genes. J Bacteriol 1991;
173:1576-1589.

Roux V, Rydkina E, Eremeeva M, Raoult D. Citrate synthase gene comparison, a new tool for
phylogenetic analysis, and its application for the rickettsiae. Int J Syst Bacteriol 1997;
47:252-261. doi:10.1099/00207713-47-2-252.

Rufino CP, Moraes PHG, Reis T, Campos R,Aguiar DCF, McCulloch JA, Meneses AMC,
Gongalves EC. Detection of Ehrlichia canis and Anaplasma platys DNAusing multiplex PCR.
Vector Borne Zoonotic Dis 2013; 13:846-50. doi:10.1089/vbz.2013.1303.

Socolovschi C, Mediannikov O, Raoult D, Parola P. The relationship between spotted fever
group Rickettsiae and ixodid ticks. Vet. Res 2009; 40:34. doi:10.1051/vetres/2009017.

Stevenson HL, Bai Y, Kosoy MY, Montenieri JA, Lowell JL, Chu MC, Gage KL. Detection of
novel Bartonella strains and Yersinia pestis in prairie dogs and their fleas (Siphonaptera:
Ceratophyllidae and Pulicidae) using multiplex polymerase chain reaction. J Med Entomol
2003; 40:329-337. d0i:10.1603/0022- 2585-40.3.329.

Sumner JW, Nicholson WL, Massung RF. PCR amplification and comparison of nucleotide
sequences from the groESL heat shock operon of Ehrlichia species. J Clin Microbiol 1997;
35:2087-2092.

Thompson JD, Higgins DG, Gibson TJ. CLUSTAL W: improving the sensitivity of progressive
multiple sequence alignment through sequence weighting, position-specific gap penalties and
weight matrix choice. Nucleic Acid Res 1994; 22:4673-4680.

Warner K, Mitchell J, Stallknecht E, Warner K, Davidson R. Development and use of specific
polymerase reaction for the detection of an organism resembling Ehrlichia sp. in white-tailed
deer. J Wildl Dis 1997; 33:246-253.

Ye J, Coulouris G, Zaretskaya I, Cutcutache I, Rozen S, Madden TL. Primer-BLAST: A tool to
design target-specific primers for polymerase chain reaction. BMC Bioinformatics 2012;
13:134.



