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Assay sensitivity can be a limiting factor in the use of PCR as a tool for the detection of 
tick-borne pathogens in blood. We evaluated the performance of Tick-borne disease 
Capture Sequencing Assay (TBDCapSeq), a capture sequencing assay targeting tick-
borne agents, to test 158 whole blood specimens obtained from the Lyme Disease 
Biobank. These included samples from 98 individuals with signs and symptoms of acute 
Lyme disease, 25 healthy individuals residing in Lyme disease endemic areas, and 35 
samples collected from patients admitted to the Massachusetts General Hospital or 
referred to the infectious disease clinic. Compared to PCR, TBDCapSeq had better 
sensitivity and could identify infections with a wider range of tick-borne agents. TBDCapSeq 
identified a higher rate of samples positive for Borrelia burgdorferi (8 vs. 1 by PCR) and 
Babesia microti (26 vs. 15 by PCR). TBDCapSeq also identified previously unknown 
infections with Borrelia miyamotoi, Ehrlichia, and Rickettsia species. Overall, TBDCapSeq 
identified a pathogen in 43 samples vs. 23 using PCR, with four co-infections detected 
versus zero by PCR. We conclude that capture sequencing enables superior detection 
of tick-borne agents relative to PCR.

Keywords: tick-borne agents, TBDCapSeq, next generation sequencing, Borrelia, Babesia, Lyme disease, 
babesiosis

INTRODUCTION

Polymerase chain reaction (PCR) is the primary molecular assay used for clinical diagnosis 
of tick-borne diseases (TBD). The sensitivity of PCR can vary depending on the agent targeted, 
the sample type, and the timing of specimen collection (early vs. late infection; Brettschneider 
et  al., 1998; Brouqui et  al., 2004). Blood is the most frequent specimen used in molecular 
testing (Hu, 2018). PCR of whole blood is highly useful for diagnosis of acute anaplasmosis 
and babesiosis (Sanchez et  al., 2016). Patients who are culture positive for Anaplasma 
phagocytophilum have PCR sensitivities between 77 and 80%, whereas in patients who have 
a positive blood smear for Babesia microti the sensitivity level increases up to 100% (Wormser 
et  al., 2013; Wang et  al., 2015). However, PCR is not typically used for detection of Borrelia 
burgdorferi because of low pathogen burden coupled with transient spirochetemia in blood 
(Benach et  al., 1983; Aguero-Rosenfeld et  al., 2005). Another challenge is the detection of 
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possible co-infections. Although multiplex PCR assays have 
been implemented, these assays do not test for the whole 
breadth of pathogens, and most diagnostic commercial assays 
still test for only a single agent (Pritt et  al., 2011; Chan et  al., 
2013; Buchan et  al., 2019; Modarelli et  al., 2019; Shakir et  al., 
2020; Galaxydx, 2021).

Unbiased next generation sequencing (UNGS) methods have 
advantages over PCR for molecular detection of microbial 
pathogens. Whereas PCR requires precision in matching the 
sequences of primers and reporter oligonucleotides with those 
of templates, there is no such requirement with UNGS, where 
random probes facilitate the amplification of all nucleic acids 
in the sample. Therefore, UNGS has the potential to 
simultaneously detect the whole spectrum of agents, and to 
identify novel species or strains (Schlaberg et  al., 2017; Hong 
et  al., 2018; Samarkos et  al., 2018; Blauwkamp et  al., 2019; 
Gu et al., 2019; Miller et al., 2019). Although PCR has advantages 
in sensitivity, cost, and simplicity, improvements in next 
generation sequencing (NGS) such as multiple dual index 
barcoding and streamlined bioinformatic analysis pipelines have 
reduced operating costs. Capture sequencing is a NGS method 
that provides additional advantages over both PCR and UNGS. 
This approach uses agent-specific probes to selectively capture 
the template of interest prior to sequencing (Briese et al., 2015; 
Allicock et al., 2018). Capture sequencing results in a substantial 
increase in sensitivity surpassing quantitative PCR. The utility 
of this approach has been documented for viral and bacterial 
agents, and with the recent development of the TBD Capture 
Sequencing Assay (TBDCapSeq), we  have demonstrated its 
potential for detection of tick-borne pathogens (Jain et  al., 
2021). In this study, we  examined the utility of TBDCapSeq 
as a tool for molecular detection of tick-borne agents in human 
blood with a focus on specimens from patients with early 
localized Lyme disease.

MATERIALS AND METHODS

Samples
Our study consisted of 158 whole blood specimens obtained 
from the Lyme Disease Biobank sample repository (Table  1; 
Horn et  al., 2020). This repository includes cohorts of well-
characterized samples collected from patients with Lyme disease 
and healthy controls from TBD endemic areas (Northeast and 
Upper Midwest). All samples were collected between 2014 and 
2019. We  examined 98 samples from individuals enrolled in 
community settings with signs and symptoms of acute Lyme 
disease (designated as early cohort). Within this cohort, type 1 
samples (n = 48) were defined by the presence of erythema migrans 
(EM) skin lesions of >5 cm. Type 2 samples (n = 50) had suspected 
tick exposure and clinical symptoms suggestive of Lyme disease 
but no EM lesions. Twenty-five samples were collected to represent 
healthy individuals residing in Lyme disease endemic areas with 
no history of Lyme disease or other tick-borne infections. All 
samples were tested by qPCR for multiple tick-borne pathogens 
and serology for antibodies to B. burgdorferi (Horn et  al., 2020). 
We  also tested 35 samples collected from patients admitted to 

Massachusetts General Hospital (MGH) or referred to the infectious 
disease clinic. These consisted of a mix of samples positive by 
PCR for tick-borne infections and matched ill controls that 
presented with fever, high LFTs, and often low platelets. All 
samples were analyzed at Columbia University in a blinded 
fashion. Positive calls were reported to the Lyme Disease Biobank 
at which time the clinical and laboratory data for the specimens 
were provided.

TBDCapSeq Probe Set
We employed an updated TBDCapSeq probe set that included 
oligos targeting the complete genomes of 14 primary tick-borne 
agents found in the United  States. The targets included 
B. burgdorferi, Borrelia mayonii, Borrelia miyamotoi, Babesia 
microti, Anaplasma phagocytophilum, Ehrlichia muris 
eauclaireensis, Ehrlichia chaffeensis, Rickettsia parkeri, Rickettsia 
rickettsii, and Francisella tularensis, Powassan virus, Heartland 
virus, Colorado tick fever virus, and Bourbon virus (Jain et al., 
2021). For B. burgdorferi, we  targeted the genomes of three 
distinct genotypes (strains B31, N40, and 297). The probes 
were designed to the chromosome and all plasmids. In addition, 
we  included probes for 27 different ospC alleles (OspC types 
A–T). The final set consisted of approximately 500,000 probes.

NGS Sequencing and Capture Methods
DNA from whole blood was extracted using 400 μl of each 
sample with the QIAamp DNA Blood Mini Kit (Qiagen) and 
eluted in 50 μl of water. Samples were tested in parallel by 
TBDCapSeq and qPCR using our own in-house multiplex PCR 
assay targeting A. phagocytophilum, B. burgdorferi, B. miyamotoi, 
and B. microti using 5 μl of template DNA per assay (Tokarz 
et  al., 2017). For TBDCapSeq analyses, samples were pooled 
(five pools, N = 34, 21, 35, 35, and 34 per pool). DNA concentrations 
were measured with the Qubit High Sensitivity Double-stranded 
DNA kit and Qubit 2.0 Fluorometer (Invitrogen). Libraries with 
custom dual-indexes were prepared with the Kapa Hyperplus 
kit (Roche) using 25–50 ng of input material and the recommended 
adaptor concentrations and cycling parameters. Amplified libraries 
were quantified on a TapeStation 4200 using the D1000 kit 
(Agilent Technologies). Measured DNA concentrations were used 
to equally pool libraries. After quantification on the TapeStation 
4200, 1 μg of the pool was mixed with 5 μg of COT Human 
DNA (Thermo Fisher Scientific) and 2,000 pmol of Blocking 
Oligo pool (Roche). The mixture was fully dehydrated at 60°C 
in a vacuum centrifuge. The dried pool was resuspended in 
7.5 μl Hybridization Buffer and 3 μl Hybridization Component 
A (Roche) to a volume of 10.5 μl and heated at 95°C for 5 min 
before the addition of 4.5 μl of custom biotinylated TBD SeqCap 
EZ Probe pool (Roche). The mixture was again heated at 95°C 
for 5 min before being incubated at 47°C for 16–20 h. After 
incubation, the probes were pulled down using magnetic 
streptavidin SeqCap Capture beads (Roche) and washed with 
buffers of decreasing stringency (SeqCap EZ Hybridization and 
Wash Kit, Roche). The probe-bound DNA was eluted in water 
and amplified by 16 cycles of PCR using Illumina universal 
primers (Kapa HiFi HotStart Ready Mix, Roche) using Illumina 
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Universal Primers. Finally, the amplified pool was quantified 
(Agilent Tapestation) and sequenced on an Illumina NextSeq2000 
platform that generated 150 nt long single end reads. For 
bioinformatics analyses, we  followed our standard pipeline for 
agent identification (Briese et  al., 2015; Tokarz et  al., 2019).

Following the analysis of all 158 specimens, we  selected 31 
samples for resequencing to evaluate assay reproducibility. These 
included healthy controls and an assortment of samples found 
to be  low-positive and negative by TBD-CapSeq. For each 
sample, new sequencing libraries were prepared. Three samples 
were retested in duplicate, each with two different library 
preparations. The pool (N = 34) was then subjected to capture 
sequencing as outlined above. For direct comparison of 
TBDCapSeq to UNGS, we  selected another set of samples 
(N = 35) that included healthy controls, and TBD-CapSeq 
low-positives and negatives. New sequencing libraries were 
prepared for each sample and examined using UNGS.

Threshold Establishment
We established stringent threshold criteria required for a sample 
to be  called positive. These criteria were based on our past 
experience with capture sequencing as well as TBDCapSeq 
analyses of control specimens in the current and in our previous 
studies (Briese et  al., 2015; Allicock et  al., 2018; Tokarz et  al., 
2018). First, we  normalized the agent-specific reads with the 
number of primer-trimmed reads, and only the samples that 
generated at least one agent-specific read per 1  million primer-
trimmed reads were analyzed further. The reads could originate 
from any part of the genome. For bacterial pathogens, our 
threshold for a read to be identified as positive required a length 
of ≥100 nt and sequence identity of ≥98% by BlastN. In addition, 
we  required the presence of reads mapping to five different 
genetic loci (separated by a minimum of 100 nt). We established 
a higher threshold for B. microti, requiring the presence of reads 
from ≥15 loci from each of the four chromosomes of B. microti.

RESULTS

The DNA from each sample was analyzed using multiplex qPCR 
and TBDCapSeq. The results were then compared to the PCR 
tests performed after participant enrollment (Table 1). The results 
of both qPCR analyses were 96% congruent. The lone exception 
was a sample positive in our qPCR assay for A. phagocytophilum 
that was negative in the original test. Both qPCR tests detected 
B. burgdorferi in only a single sample from the early cohort (EC), 
with B. microti (N = 10 in EC, N = 5 in MGH) and A. phagocytophilum 
(N = 4  in EC, N = 3  in MGH) more frequently detected.

For TBDCapSeq analysis, samples were grouped into five pools 
(Table  2). Illumina sequencing generated between 532 and 
369  million reads per pool. All PCR-positive samples (N = 23) 
were identified by TBDCapSeq (Table 1). In addition, we identified 
11 additional samples that were positive for B. microti and seven 
samples that were positive for B. burgdorferi by TBDCapSeq. Two 
of these samples were positive for both B. burgdorferi and  
B. microti. We  detected two other co-infections, one with 
A. phagocytophilum and B. microti, and one with Rickettsia felis TA
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and B. microti. We  also detected B. miyamotoi in one sample 
that was not detected by PCR. TBDCapSeq also identified five 
samples that contained sequences of agents not transmitted by 
Ixodes scapularis. Three samples were positive for Ehrlichia (two 
for E. chaffeensis and one for E. ewingii) and two for Rickettsia 
(one for R. rickettsii and one R. felis). None of these samples 
were previously tested for Ehrlichia or Rickettsia species by PCR. 
Overall, the detection rate using TBDCapSeq was substantially 
improved over PCR. TBDCapSeq identified a pathogen in 43 
samples vs. 23 using PCR, with four co-infections detected vs. 
zero by PCR.

We did not identify any agents in the control group. When 
we  retested a subset of our specimens (a combination of cases 
and healthy controls) with new library preparations, the data 
were 100% congruent to the results of the initial testing 
(Table  3).

Last, we examined a pool of 35 samples by UNGS to directly 
compare the sensitivity of TBDCapSeq to UNGS. This pool 
included samples identified by TBDCapSeq as being positive 
for B. microti (N = 6, including one PCR-positive sample), two 
with B. burgdorferi (N = 2), and one R. rickettsii (N = 1). Only 
the B. microti PCR-positive sample was identified by UNGS.

DISCUSSION

Diagnosis of early Lyme disease is a substantial clinical challenge 
(Aucott et  al., 2009). The nonspecific signs and symptoms 
associated with Lyme disease, including the inconsistency of 
EM, combined with an often negative two-tiered serology and 
transient blood spirochetemia, all contribute to the difficulty 
in obtaining an accurate clinical and laboratory diagnosis. 
Co-infections can present additional complications. The primary 
vector of B. burgdorferi, I. scapularis, has been implicated in 
transmission of five different pathogens in the Northeastern 
United States (Tokarz et al., 2010, 2017; Sanchez-Vicente et al., 
2019). Although B. burgdorferi remains the most prevalent 
tick-borne agent, we and others have demonstrated the increasing 
prevalence of A. phagocytophilum and B. microti in ticks from 
the Northeast (Clark et  al., 2002; Tokarz et  al., 2010; Aliota 
et  al., 2014; Keesing et  al., 2014; Goethert et  al., 2018). Ticks 
infected with multiple pathogens are not uncommon, increasing 
the risk of human co-infections and the implication of 

co-infections for clinical management (Tokarz et  al., 2010; 
Sanchez-Vicente et  al., 2019).

Direct molecular tests can detect infection earlier than 
serologic tests, but their clinical utility for B. burgdorferi is 
limited by low sensitivity in blood, the most frequently tested 
specimen for TBD samples (Moore et al., 2016). The development 
of alternative molecular approaches, such as multi-locus PCR 
and electrospray ionization mass spectrometry (PCR/ESI-MS), 
and digital PCR, have led to improvements in sensitivity 
(Eshoo et  al., 2012; Das et  al., 2020; Mosel et  al., 2020). In 
previous work, we demonstrated the improvement in sensitivity 
and genomic analyses of tick-borne agents that can be achieved 
using TBDCapSeq. In this study, we  directly compared qPCR 
to TBDCapSeq as tools for molecular detection of tick-borne 
agents in human blood. We  demonstrate that TBDCapSeq 
provides several advantages over qPCR. The presence of probes 
for all major agents enables simultaneous detection of all 
potential tick-borne infections in one assay. We  identified 
co-infections through use of TBDCapSeq in four samples 
where qPCR failed to do so. Because TBDCapSeq provides 
genomic data, there is neither need for additional confirmatory 
tests nor assays for species identification. Finally, because the 
added cost of using capture probes can be  <$20 per sample, 
it does not substantially add to the cost of NGS.

Our data also suggest that the sensitivity of TBDCapSeq 
is superior to qPCR. While all qPCR-positive specimens 
were detected by TBDCapSeq, we  identified the presence 
of a tick-borne agent in 22 additional case samples that 
were PCR-negative. The deficiencies of molecular detection 
of B. burgdorferi can be  partially addressed by TBDCapSeq. 
Of the 98 Lyme disease specimens tested from the early 
cohort, seven were positive by TBDCapSeq, while only one 
was detected by qPCR. While this is a substantial improvement, 
it is admittedly still not sufficient, particularly in light of 
the fact that 30% of these early cohort samples were 
serologically positive for a B. burgdorferi infection by the 
two-tiered assay. There are several ways sensitivity of 
TBDCapSeq could be  improved further. Our tests were 
performed with extracts from only 400 μl of blood. Achieving 
higher sensitivity often requires testing of larger blood 
volumes (1–20 ml) because of the low spirochete burden 
present in the blood of infected patients (Das et  al., 2020; 
Mosel et  al., 2020). In addition, sensitivity may also 

TABLE 2 | Pooling strategy and read output for TBDCapSeq and unbiased next generation sequencing (UNGS).

Pool # Samples # of raw reads
Average reads/

sample
Min reads Max reads

# of reads after 
primer trimming

Pool 1 34 4.70E+08 1.38E+07 8.20E+06 2.83E+07 4.10E+08
Pool 2 21 3.69E+08 1.76E+07 8.38E+05 1.36E+08 3.45E+08
Pool 3 35 4.62E+08 1.32E+07 8.78E+06 2.31E+07 4.06E+08
Pool 4 35 4.23E+08 1.21E+07 6.07E+06 2.89E+07 3.72E+08
Pool 5 34 5.33E+08 1.57E+07 9.61E+06 4.31E+07 4.83E+08
Reproducibility test 34 4.60E+08 1.35E+07 6.23E+06 2.10E+07 4.13E+08
UNGSa 35 4.84E+08 1.38E+07 7.63E+06 2.53E+07 4.14E+08

aUNGS, unbiased next generation sequencing.
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be  influenced on the blood fraction tested (Das et al., 2020). 
Finally, our pooling strategy for sequencing resulted in 
reduced read allocation for each sample. Reducing the number 
of specimens per assay would substantially increase sequencing 
depth and undoubtedly enhance sensitivity.

We found B. microti to be  the most frequent co-infecting 
agent, present in 16 out of 98 early cohort samples (Table  1). 
In the Northeast, and especially on Long Island, NY, United States 
(where the majority of the cohort originated), B. microti is 
typically the second most common pathogen present in ticks. 
In nymphs, infection rates with B. burgdorferi on Long Island 
range from 16 to 37%, while infection rates with B. microti 
range from 9 to 25% (Tokarz et  al., 2017; Sanchez-Vicente 
et  al., 2019; NY-DOH, 2021). In one study, we  found that 
25% of B. burgdorferi infected nymphs were also B. microti 
positive (Tokarz et  al., 2017). Serological findings also indicate 
that coinfection with B. burgdorferi and B. microti is not 
uncommon in humans (Krause et  al., 1996; Martinez-Balzano 
et  al., 2015; Zaiem et  al., 2016; Wormser et  al., 2019). In 
areas endemic for both diseases, 66% of Lyme disease patients 
also presented IgM and IgG antibodies to B. microti (Benach 
et  al., 1985). On Long Island, 29% of individuals who tested 
positive for Lyme disease by the two-tiered test were also 
positive for B. microti (Curcio et  al., 2016). Thus, babesiosis 
appears to be  the most common concurrent TBD with 
Lyme disease.

A limitation of our analyses is the lack of corroborating 
evidence of our positive TBDCapSeq results in the PCR-negative 
samples. In the early cohort, all our positive calls were made 
within the “case” samples, which is a strong indication of the 
validity of our findings. Nonetheless, we lack data from another 
assay that would support our results, particularly for the high 
number of B. microti-positive samples that were negative by 
qPCR. Serologic data for B. microti was not available but would 
also likely not be  helpful as these were all early acute samples 
with trace evidence of B. microti parasitemia. In future work, 
a combined molecular and serologic examination of paired 
baseline and follow-up specimens that demonstrated 
seroconversion would more clearly illustrate the utility of 
TBDCapSeq for early detection of tick-borne agents. The lack 
of corroboration of our findings had a direct effect on the 
establishment of our thresholds for the agents detected. For 
B. microti, the positivity threshold was higher than for bacterial 
agents on our assay. Even before normalization, the total read 
counts for all bacterial pathogens in control and clinical 
specimens (except positives) were typically zero. This was 
occasionally not the case for B. microti. In the clinical specimens, 
the clear B. microti positive samples contained hundreds to 
millions of normalized B. microti reads per sample. When 
we  evaluated the 25 negative control samples, all contained 
less than one B. microti read per million of primer-trimmed 
reads, with the majority (18 out of 25) containing zero total 
reads according to our desired length and homology criteria. 
However, we  sporadically recorded an elevated B. microti read 
count in some of the clinical specimens, albeit at a very low 
level (between 10 and 50 total reads per sample). While it is 
possible that these specimens may in fact have been very low TA
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positives, we  cannot exclude other possibilities that involve 
technical or bioinformatics errors. Thus, we established a criterion 
well above the threshold required for our controls to add 
confidence in our positivity calls.

Within the past decade, NGS has moved from a fringe 
and complicated niche technique to one that has revolutionized 
biomedical research. NGS is used for a wide range of 
applications, including genomics, epigenetics, transcriptomics, 
oncology, personalized genome medicine, and pathogen 
detection and discovery. This has coincided with technological 
advancements that have led to a decrease in costs, labor, 
and length of time required for data generation and analyses. 
NGS has also begun to gain prominence in clinical 
microbiology and public health. The advent of portable 
sequencers has created a potential to establish NGS as a 
field deployable frontline platform. With minimal upfront 
processing and requirement of only a laptop, handheld 
sequencers are significantly faster and less expensive than 
conventional benchtop instruments. The addition of 
enrichment techniques such as TBDCapSeq to these versatile 
sequencers can enable pathogen detection and discovery at 
speeds unprecedented for other NGS platforms. Undoubtedly, 
further innovations will spur the use of this technique as 
a diagnostic tool and perhaps even as point-of-care tests 
in the future.

DATA AVAILABILITY STATEMENT

The datasets presented in this study can be found in the NCBI 
Sequence Read Archive. The names of the repository and 
accession numbers can be found at BioProject ID PRJNA796231 
and accessions SAMN24835356-SAMN24835513.

AUTHOR CONTRIBUTIONS

RT and EH: conceptualization. RT: funding acquisition. TT, AG, 
VK, CG, and RT: methodology. SS-V, TT, AG, VK, and RT: 
investigation. SS-V, KJ, VK, and RT: formal analysis. EH, WIL, 
and RT: resources. SS-V and RT: validation and writing. All 
authors have read and approved the final manuscript.

FUNDING

This project was funded by a grant to RT from the Steven & 
Alexandra Cohen Foundation.

ACKNOWLEDGMENTS

We thank Stephen Sameroff for assistance with data analyses.

 

REFERENCES

Aguero-Rosenfeld, M. E., Wang, G., Schwartz, I., and Wormser, G. P. (2005). 
Diagnosis of Lyme borreliosis. Clin. Microbiol. Rev. 18, 484–509. doi: 10.1128/
CMR.18.3.484-509.2005

Aliota, M. T.,  Dupuis, A. P. 2nd, Wilczek, M. P., Peters, R. J., Ostfeld, R. S., 
and Kramer, L. D. (2014). The prevalence of zoonotic tick-borne pathogens 
in Ixodes scapularis collected in the Hudson Valley, New  York state. Vector 
Borne Zoonotic Dis. 14, 245–250. doi: 10.1089/vbz.2013.1475

Allicock, O. M., Guo, C., Uhlemann, A. C., Whittier, S., Chauhan, L. V., 
Garcia, J., et al. (2018). BacCapSeq: a platform for diagnosis and 
characterization of bacterial infections. MBio 9, e02007–e02018. doi: 10.1128/
mBio.02007-18

Aucott, J., Morrison, C., Munoz, B., Rowe, P. C., Schwarzwalder, A., and West, S. K. 
(2009). Diagnostic challenges of early Lyme disease: lessons from a community 
case series. BMC Infect. Dis. 9:79. doi: 10.1186/1471-2334-9-79

Benach, J. L., Bosler, E. M., Hanrahan, J. P., Coleman, J. L., Habicht, G. S., 
Bast, T. F., et al. (1983). Spirochetes isolated from the blood of two patients 
with Lyme disease. N. Engl. J. Med. 308, 740–742. doi: 10.1056/
NEJM198303313081302

Benach, J. L., Coleman, J. L., Habicht, G. S., MacDonald, A., Grunwaldt, E., 
and Giron, J. A. (1985). Serological evidence for simultaneous occurrences 
of Lyme disease and babesiosis. J. Infect. Dis. 152, 473–477. doi: 10.1093/
infdis/152.3.473

Blauwkamp, T. A., Thair, S., Rosen, M. J., Blair, L., Lindner, M. S., Vilfan, I. D., 
et al. (2019). Analytical and clinical validation of a microbial cell-free DNA 
sequencing test for infectious disease. Nat. Microbiol. 4, 663–674. doi: 10.1038/
s41564-018-0349-6

Brettschneider, S., Bruckbauer, H., Klugbauer, N., and Hofmann, H. (1998). 
Diagnostic value of PCR for detection of Borrelia burgdorferi in skin biopsy 
and urine samples from patients with skin borreliosis. J. Clin. Microbiol. 
36, 2658–2665. doi: 10.1128/JCM.36.9.2658-2665.1998

Briese, T., Kapoor, A., Mishra, N., Jain, K., Kumar, A., Jabado, O. J., et al. 
(2015). Virome capture sequencing enables sensitive viral diagnosis and 
comprehensive Virome analysis. MBio 6, e01491–e01415. doi: 10.1128/
mBio.01491-15

Brouqui, P., Bacellar, F., Baranton, G., Birtles, R. J., Bjoersdorff, A., Blanco, J. R., 
et al. (2004). Guidelines for the diagnosis of tick-borne bacterial diseases 
in Europe. Clin. Microbiol. Infect. 10, 1108–1132. doi: 10.1111/j.1469-0691. 
2004.01019.x

Buchan, B. W., Jobe, D. A., Mashock, M., Gerstbrein, D., Faron, M. L., 
Ledeboer, N. A., et al. (2019). Evaluation of a novel multiplex high-definition 
PCR assay for detection of tick-borne pathogens in whole-blood specimens. 
J. Clin. Microbiol. 57, e00513–e00519. doi: 10.1128/JCM.00513-19

Chan, K., Marras, S. A. E., and Parveen, N. (2013). Sensitive multiplex PCR 
assay to differentiate Lyme spirochetes and emerging pathogens Anaplasma 
phagocytophilum and Babesia microti. BMC Microbiol. 13:295. doi: 
10.1186/1471-2180-13-295

Clark, K. L.,  Oliver, J. H. Jr., James, A. M., Durden, L. A., and Banks, C. W. 
(2002). Prevalence of borrelia burgdorferi sensu lato infection among rodents 
and host-seeking ticks in South Carolina. J. Med. Entomol. 39, 198–206. 
doi: 10.1603/0022-2585-39.1.198

Curcio, S. R., Tria, L. P., and Gucwa, A. L. (2016). Seroprevalence of Babesia 
microti in individuals with Lyme disease. Vector Borne Zoonotic Dis. 16, 
737–743. doi: 10.1089/vbz.2016.2020

Das, S., Hammond-McKibben, D., Guralski, D., Lobo, S., and Fiedler, P. N. 
(2020). Development of a sensitive molecular diagnostic assay for detecting 
Borrelia burgdorferi DNA from the blood of Lyme disease patients by digital 
PCR. PLoS One 15:e0235372. doi: 10.1371/journal.pone.0235372

Eshoo, M. W., Crowder, C. C., Rebman, A. W., Rounds, M. A., Matthews, H. E., 
Picuri, J. M., et al. (2012). Direct molecular detection and genotyping of 
Borrelia burgdorferi from whole blood of patients with early Lyme disease. 
PLoS One 7:e36825. doi: 10.1371/journal.pone.0036825

Galaxydx (2021). Human Health Test Menu & Pricing [Online]. Available at: 
https://www.galaxydx.com/wp-content/uploads/2019/06/hhtestpricingform2020.
pdf (Accessed November 04, 2021).

Goethert, H. K., Molloy, P., Berardi, V., Weeks, K., and  Telford, S. R. 3rd. 
(2018). Zoonotic Babesia microti in the northeastern U.S.: evidence for the 
expansion of a specific parasite lineage. PLoS One 13:e0193837. doi: 10.1371/
journal.pone.0193837

Gu, W., Miller, S., and Chiu, C. Y. (2019). Clinical metagenomic next-generation 
sequencing for pathogen detection. Annu. Rev. Pathol. 14, 319–338. doi: 
10.1146/annurev-pathmechdis-012418-012751

https://www.frontiersin.org/journals/microbiology
www.frontiersin.org
https://www.frontiersin.org/journals/microbiology#articles
https://doi.org/10.1128/CMR.18.3.484-509.2005
https://doi.org/10.1128/CMR.18.3.484-509.2005
https://doi.org/10.1089/vbz.2013.1475
https://doi.org/10.1128/mBio.02007-18
https://doi.org/10.1128/mBio.02007-18
https://doi.org/10.1186/1471-2334-9-79
https://doi.org/10.1056/NEJM198303313081302
https://doi.org/10.1056/NEJM198303313081302
https://doi.org/10.1093/infdis/152.3.473
https://doi.org/10.1093/infdis/152.3.473
https://doi.org/10.1038/s41564-018-0349-6
https://doi.org/10.1038/s41564-018-0349-6
https://doi.org/10.1128/JCM.36.9.2658-2665.1998
https://doi.org/10.1128/mBio.01491-15
https://doi.org/10.1128/mBio.01491-15
https://doi.org/10.1111/j.1469-0691.2004.01019.x
https://doi.org/10.1111/j.1469-0691.2004.01019.x
https://doi.org/10.1128/JCM.00513-19
https://doi.org/10.1186/1471-2180-13-295
https://doi.org/10.1603/0022-2585-39.1.198
https://doi.org/10.1089/vbz.2016.2020
https://doi.org/10.1371/journal.pone.0235372
https://doi.org/10.1371/journal.pone.0036825
https://www.galaxydx.com/wp-content/uploads/2019/06/hhtestpricingform2020.pdf
https://www.galaxydx.com/wp-content/uploads/2019/06/hhtestpricingform2020.pdf
https://doi.org/10.1371/journal.pone.0193837
https://doi.org/10.1371/journal.pone.0193837
https://doi.org/10.1146/annurev-pathmechdis-012418-012751


Sanchez-Vicente et al. Tick-Borne Agents Detection With TBDCapSeq

Frontiers in Microbiology | www.frontiersin.org 7 March 2022 | Volume 13 | Article 837621

Hong, D. K., Blauwkamp, T. A., Kertesz, M., Bercovici, S., Truong, C., and 
Banaei, N. (2018). Liquid biopsy for infectious diseases: sequencing of cell-
free plasma to detect pathogen DNA in patients with invasive fungal disease. 
Diagn. Microbiol. Infect. Dis. 92, 210–213. doi: 10.1016/j.diagmicrobio. 
2018.06.009

Horn, E. J., Dempsey, G., Schotthoefer, A. M., Prisco, U. L., McArdle, M., 
Gervasi, S. S., et al. (2020). The Lyme disease biobank: characterization of 
550 patient and control samples from the East Coast and upper Midwest 
of the United  States. J. Clin. Microbiol. 58, e00032–e00020. doi: 10.1128/
JCM.00032-20

Hu, Y. (2018). Molecular techniques for blood and blood product screening. 
Adv. Tech. Diagn. Microbiol. 2, 31–66. doi: 10.1007/978-3-319-95111-9_2

Jain, K., Tagliafierro, T., Marques, A., Sanchez-Vicente, S., Gokden, A., Fallon, B., 
et al. (2021). Development of a capture sequencing assay for enhanced 
detection and genotyping of tick-borne pathogens. Sci. Rep. 11:12384. doi: 
10.1038/s41598-021-91956-z

Keesing, F., McHenry, D. J., Hersh, M., Tibbetts, M., Brunner, J. L., Killilea, M., 
et al. (2014). Prevalence of human-active and variant 1 strains of the tick-
borne pathogen Anaplasma phagocytophilum in hosts and forests of eastern 
North America. Am. J. Trop. Med. Hyg. 91, 302–309. doi: 10.4269/ajtmh.13-0525

Krause, P. J., Telford, S. R., Spielman, A., Sikand, V., Ryan, R., Christianson, D., 
et al. (1996). Concurrent Lyme disease and babesiosis—evidence for increased 
severity and duration of illness. JAMA 275, 1657–1660. doi: 10.1001/
jama.275.21.1657

Martinez-Balzano, C., Hess, M., Malhotra, A., and Lenox, R. (2015). Severe 
babesiosis and Borrelia burgdorferi co-infection. QJM 108, 141–143. doi: 
10.1093/qjmed/hcs100

Miller, S., Naccache, S. N., Samayoa, E., Messacar, K., Arevalo, S., Federman, S., 
et al. (2019). Laboratory validation of a clinical metagenomic sequencing 
assay for pathogen detection in cerebrospinal fluid. Genome Res. 29, 831–842. 
doi: 10.1101/gr.238170.118

Modarelli, J. J., Ferro, P. J., de Leon, A. A. P., and Esteve-Gasent, M. D. (2019). 
TickPath Layerplex: adaptation of a real-time PCR methodology for the 
simultaneous detection and molecular surveillance of tick-borne pathogens. 
Sci. Rep. 9:6950. doi: 10.1038/s41598-019-43424-y

Moore, A., Nelson, C., Molins, C., Mead, P., and Schriefer, M. (2016). Current 
guidelines, common clinical pitfalls, and future directions for laboratory 
diagnosis of Lyme disease, United  States. Emerg. Infect. Dis. 22, 1169–1177. 
doi: 10.3201/eid2207.151694

Mosel, M. R., Rebman, A. W., Carolan, H. E., Montenegro, T., Lovari, R., 
Schutzer, S. E., et al. (2020). Molecular microbiological and immune 
characterization of a cohort of patients diagnosed with early Lyme disease. 
J. Clin. Microbiol. 59, e00615–e00620. doi: 10.1128/JCM.00615-20

NY-DOH (2021). Deer Tick Surveillance: Nymphs (May to Sept) excluding 
Powassan virus: Beginning 2008. Available at: https://health.data.ny.gov/Health/
Deer-Tick-Surveillance-Nymphs-May-to-Sept-excludin/kibp-u2ip (Accessed 
October 21, 2021).

Pritt, B. S., Sloan, L. M., Johnson, D. K., Munderloh, U. G., Paskewitz, S. M., 
McElroy, K. M., et al. (2011). Emergence of a new pathogenic Ehrlichia 
species, Wisconsin and Minnesota, 2009. N. Engl. J. Med. 365, 422–429. 
doi: 10.1056/NEJMoa1010493

Samarkos, M., Mastrogianni, E., and Olga, K. (2018). The role of gut microbiota 
in Clostridium difficile infection. Eur. J. Intern. Med. 50, 28–32. doi: 10.1016/j.
ejim.2018.02.006

Sanchez, E., Vannier, E., Wormser, G. P., and Hu, L. T. (2016). Diagnosis, 
treatment, and prevention of Lyme disease, human granulocytic Anaplasmosis, 
and Babesiosis. A review. JAMA 315, 1767–1777. doi: 10.1001/jama.2016. 
2884

Sanchez-Vicente, S., Tagliafierro, T., Coleman, J. L., Benach, J. L., and Tokarz, R. 
(2019). Polymicrobial nature of tick-borne diseases. MBio 10, e02055–e02019. 
doi: 10.1128/mBio.02055-19

Schlaberg, R., Chiu, C. Y., Miller, S., Procop, G. W., Weinstock, G., Comm, P. P., 
et al. (2017). Validation of metagenomic next-generation sequencing tests 
for universal pathogen detection. Arch. Pathol. Lab. Med. 141, 776–786. 
doi: 10.5858/arpa.2016-0539-RA

Shakir, S. M., Mansfield, C. R., Hays, E. D., Couturier, M. R., and Hillyard, D. R. 
(2020). Evaluation of a novel high-definition PCR multiplex assay for 
simultaneous detection of tick-borne pathogens in human clinical specimens. 
J. Clin. Microbiol. 58, e01655–e01619. doi: 10.1128/JCM.01655-19

Tokarz, R., Jain, K., Bennett, A., Briese, T., and Lipkin, W. I. (2010). Assessment 
of polymicrobial infections in ticks in New York state. Vector Borne Zoonotic 
Dis. 10, 217–221. doi: 10.1089/vbz.2009.0036

Tokarz, R., Mishra, N., Tagliafierro, T., Sameroff, S., Caciula, A., Chauhan, L., 
et al. (2018). A multiplex serologic platform for diagnosis of tick-borne 
diseases. Sci. Rep. 8:3158. doi: 10.1038/s41598-018-21349-2

Tokarz, R., Tagliafierro, T., Cucura, D. M., Rochlin, I., Sameroff, S., and 
Lipkin, W. I. (2017). Detection of Anaplasma phagocytophilum, Babesia 
microti, Borrelia burgdorferi, Borrelia miyamotoi, and Powassan virus in ticks 
by a multiplex real-time reverse transcription-PCR assay. mSphere 2, e00151–
e00117. doi: 10.1128/mSphere.00151-17

Tokarz, R., Tagliafierro, T., Sameroff, S., Cucura, D. M., Oleynik, A., Che, X., et al. 
(2019). Microbiome analysis of Ixodes scapularis ticks from New  York and 
Connecticut. Ticks Tick Borne Dis. 10, 894–900. doi: 10.1016/j.ttbdis.2019.04.011

Wang, G. Q., Wormser, G. P., Zhuge, J., Villafuerte, P., Ip, D., Zeren, C., et al. 
(2015). Utilization of a real-time PCR assay for diagnosis of Babesia microti 
infection in clinical practice. Ticks Tick Borne Dis. 6, 376–382. doi: 10.1016/j.
ttbdis.2015.03.001

Wormser, G. P., Aguero-Rosenfeld, M. E., Cox, M. E., Nowakowski, J., 
Nadelman, R. B., Holmgren, D., et al. (2013). Differences and similarities 
between culture-confirmed human granulocytic Anaplasmosis and early Lyme 
disease. J. Clin. Microbiol. 51, 954–958. doi: 10.1128/Jcm.02929-12

Wormser, G. P., McKenna, D., Scavarda, C., Cooper, D., El Khoury, M. Y., 
Nowakowski, J., et al. (2019). Co-infections in persons with early Lyme 
disease, New  York, USA. Emerg. Infect. Dis. 25, 748–752. doi: 10.3201/
eid2504.181509

Zaiem, F., Alkhawam, H., Lee, S., and Fabisevich, M. (2016). Severe symptomatic 
babesiosis co-infection with Lyme disease. QJM 109, 195–196. doi: 10.1093/
qjmed/hcv168

Conflict of Interest: The authors declare that the research was conducted in 
the absence of any commercial or financial relationships that could be  construed 
as a potential conflict of interest.

Publisher’s Note: All claims expressed in this article are solely those of the 
authors and do not necessarily represent those of their affiliated organizations, 
or those of the publisher, the editors and the reviewers. Any product that may 
be evaluated in this article, or claim that may be made by its manufacturer, is 
not guaranteed or endorsed by the publisher.

Copyright © 2022 Sanchez-Vicente, Jain, Tagliafierro, Gokden, Kapoor, Guo, Horn, 
Lipkin and Tokarz. This is an open-access article distributed under the terms of 
the Creative Commons Attribution License (CC BY). The use, distribution or 
reproduction in other forums is permitted, provided the original author(s) and the 
copyright owner(s) are credited and that the original publication in this journal 
is cited, in accordance with accepted academic practice. No use, distribution or 
reproduction is permitted which does not comply with these terms.

https://www.frontiersin.org/journals/microbiology
www.frontiersin.org
https://www.frontiersin.org/journals/microbiology#articles
https://doi.org/10.1016/j.diagmicrobio.2018.06.009
https://doi.org/10.1016/j.diagmicrobio.2018.06.009
https://doi.org/10.1128/JCM.00032-20
https://doi.org/10.1128/JCM.00032-20
https://doi.org/10.1007/978-3-319-95111-9_2
https://doi.org/10.1038/s41598-021-91956-z
https://doi.org/10.4269/ajtmh.13-0525
https://doi.org/10.1001/jama.275.21.1657
https://doi.org/10.1001/jama.275.21.1657
https://doi.org/10.1093/qjmed/hcs100
https://doi.org/10.1101/gr.238170.118
https://doi.org/10.1038/s41598-019-43424-y
https://doi.org/10.3201/eid2207.151694
https://doi.org/10.1128/JCM.00615-20
https://health.data.ny.gov/Health/Deer-Tick-Surveillance-Nymphs-May-to-Sept-excludin/kibp-u2ip
https://health.data.ny.gov/Health/Deer-Tick-Surveillance-Nymphs-May-to-Sept-excludin/kibp-u2ip
https://doi.org/10.1056/NEJMoa1010493
https://doi.org/10.1016/j.ejim.2018.02.006
https://doi.org/10.1016/j.ejim.2018.02.006
https://doi.org/10.1001/jama.2016.2884
https://doi.org/10.1001/jama.2016.2884
https://doi.org/10.1128/mBio.02055-19
https://doi.org/10.5858/arpa.2016-0539-RA
https://doi.org/10.1128/JCM.01655-19
https://doi.org/10.1089/vbz.2009.0036
https://doi.org/10.1038/s41598-018-21349-2
https://doi.org/10.1128/mSphere.00151-17
https://doi.org/10.1016/j.ttbdis.2019.04.011
https://doi.org/10.1016/j.ttbdis.2015.03.001
https://doi.org/10.1016/j.ttbdis.2015.03.001
https://doi.org/10.1128/Jcm.02929-12
https://doi.org/10.3201/eid2504.181509
https://doi.org/10.3201/eid2504.181509
https://doi.org/10.1093/qjmed/hcv168
https://doi.org/10.1093/qjmed/hcv168
http://creativecommons.org/licenses/by/4.0/

	Capture Sequencing Enables Sensitive Detection of Tick-Borne Agents in Human Blood
	Introduction
	Materials and Methods
	Samples
	TBDCapSeq Probe Set
	NGS Sequencing and Capture Methods
	Threshold Establishment

	Results
	Discussion
	Data Availability Statement
	Author Contributions

	References

