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Pathogen Detection in Body Fluids
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Accepted for publication

May 24, 2019. Next-generation sequencing—based 16S rRNA gene metagenomic sequencing (16S MG) technology has

tremendous potential for improving diagnosis of bacterial infections given its quantitative capability
and culture-independent approach. We validated and used a quantitative 16S MG assay to identify and
quantify bacterial species in clinical samples from a wide spectrum of infections, including meningitis,
septic arthritis, brain abscess, intra-abdominal abscess, soft tissue abscess, and pneumonia. Twenty
clinical samples were tested, and 16S MG identified a total of 34 species, compared with 22 species and
three descriptive findings identified by culture. 16S MG results matched culture results in 75% (15/20)
of the samples but detected at least one more species in five samples, including one culture-negative
edu. cerebrospinal fluid sample that was found to contain Streptococcus intermedius. Shotgun metagenomic
sequencing verified the presence of all additional species. The 16S MG assay is highly sensitive, with
a limit of detection of 10 to 100 colony-forming units/mL. Other performance characteristics, including
linearity, precision, and specificity, all met the requirements for a clinical test. This assay showed
the advantages of accurate identification and quantification of bacteria in culture-negative and pol-
ymicrobial infections for which conventional microbiology methods are limited. It also showed
promises to serve unmet clinical needs for solving difficult infectious diseases cases. (J Mol Diagn
2019, 21: 913—923; https://doi.org/10.1016/j.jmoldx.2019.05.002)
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Currently, there are many challenges and unmet clinical
needs in the diagnosis of infectious diseases. Conventional
diagnosis relies heavily on culture-dependent microbi-
ology, which has limitations, including the following: 1)
long incubation time; ii) polymicrobial and complex
infections; iii) antimicrobial treatment before culture; and
iv) lack of sensitivity. To overcome these limitations,
culture-independent molecular tests have gained large-
scale adoption in modern-day clinical microbiology, as
demonstrated by the wide use of nucleic acid amplification
technologies for pathogen detection. However, these tests

are still limited to a narrow spectrum of the most common
pathogens.

The next-generation sequencing (NGS)—based meta-
genomic approaches comprise two distinct methods:
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targeted approach, such as 16S rRNA gene sequencing'~;
and metagenomic shotgun sequencing.” These two methods
have recently been used for infectious diseases diagnosis
because of their much broader coverage of pathogen
detection compared with nucleic acid amplification tech-
nologies. Both have shown potential for solving the difficult
infectious diseases cases that are insidious, complex, or
unexpected, for which both culture and nucleic acid
amplification technology results are often negative or not
helpful.*~©

Shotgun metagenomics is advantageous in detecting
bacteria, parasites, viruses, fungi, and resistance markers.
However, it is limited by several factors, including the
following: i) requirement for a much larger amount of
sequencing data because of interference of human DNA, ii)
higher cost per test, iii) lower throughput per test run, and
iv) relatively lower sensitivity.” On the other hand, 16S
rRNA gene metagenomic sequencing (16S MG) overcomes
many of the obstacles of shotgun metagenomics, thereby
making it a more cost-effective and higher-throughput op-
tion as a practical clinical test for diagnosing bacterial in-
fections. Recent studies have also highlighted the ability of
16S MG to accurately quantify bacterial abundances in
complex population mixtures.” In this study, we developed
and validated a quantitative 16S MG test and compared its
results with conventional culture results in 20 body fluid and
abscess samples. We demonstrate that accurate speciation of
mixed bacteria and precise quantification of bacterial
abundance may help clinicians better understand the extent
and nature of the infection, which could lead to better
treatment decisions and reduced health care costs.

Materials and Methods

Clinical Samples

This study was approved by the University of New Mexico
(Albuquerque, NM) Human Research Protection Commit-
tee. Residual clinical samples collected from 2013 to 2016
and stored at —20°C were retrieved and tested retrospec-
tively (Table 1). To maximize the data that can be generated
for technical performance validation, most samples included
in this study were culture positive. However, because of the
agnostic nature of the 16S MG assay, each culture-positive
sample is also evaluated as a negative sample for all bacteria
that did not grow by culture. The clinical information and all
related laboratory results were also reviewed.

16S MG Assay

A total of 400 pL of sample was mixed with 400 pL bac-
terial lysis buffer in a bead tube provided in the SeptiFast
Lys kit (Roche Molecular Diagnostics, Pleasanton, CA).
The tube was then placed onto a Disruptor Genie (Scientific
Industries, Bohemia, NY) and vortex mixed twice for 2
minutes at maximum speed. The tube was then centrifuged
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at 10,000 x g for 3 minutes, and 200 pL supernatant was
transferred from the tube for DNA extraction on the MagNA
Pure LC 2.0 automatic extraction system (Roche Molecular
Diagnostics, Pleasanton, CA). The elution volume was 50
pL. The qubit system (Thermo Fisher Scientific, Waltham,
MA) was used to quantify the DNA concentration, which
ranged from 2 to 2666 ng/uL (median = 164 ng/pL). The
V1 to V2 region of the 16S rRNA gene was amplified by
PCR using the primer sets and conditions described by
Kommedal et al.” A positive (cultured bacteria mix used for
linearity validation or a culture-positive clinical sample used
in precision validation) and a negative (molecular-grade
water) control were included in each run. The PCR products
were visualized and quantified by using BioAnalyzer 2100
(Agilent, Santa Clara, CA), and 100 ng of each was then
processed to prepare libraries using the Ion Plus Fragment
library kit (Thermo Fisher Scientific) with Agencourt
AMPure XP kit (Beckman Coulter, Danvers, MA) for
sample purification following the manufacturer’s protocol.
In the cases of negative controls and samples with low
biomass, due to low concentration of the PCR products
(Supplemental Figure S1), the undiluted maximum volume
was used for the downstream library preparation. A sample
of each library (10 pL) was pooled (four to six samples plus
the two controls) and diluted to 12 pmol/L, amplified, and
enriched using the One Touch 2 and the OT2 HiQ View 400
kit (Thermo Fisher Scientific) following the manufacturer’s
protocol. The libraries were loaded onto an Ion Torrent 318
chip and then sequenced on the Ion Torrent PGM (both
from Thermo Fisher Scientific). Approximate sequencing
run time was 7 hours 20 minutes. An average of 1,054,809
(range, 537,936 to 1,975,045) reads were acquired per
clinical sample.

Shotgun Metagenomics

The same extracted DNA was used for shotgun meta-
genomic sequencing. Briefly, 1 pg of total DNA was frag-
mented using the Ion Shear Plus Reagents kit (Thermo
Fisher Scientific). Human DNA depletion was not per-
formed. The libraries were prepared using Thermo Fisher
Scientific reagents, as described in the IonXpress Plus
gDNA Fragment Library preparation protocol. The libraries
were loaded onto the Ion Torrent 318 chips (1 sample per
chip) and then sequenced using the PGM sequencer. An
average of 5.2 million (range, 4.8 to 5.7 million) reads were
acquired per clinical sample.

Validation of Linearity

Two sets of linearity panels were prepared by mixing lab-
oratory cultured and quantified (by turbidity in McFarland)
Staphylococcus aureus and Enterococcus faecalis (Gram-
positive panel) or Escherichia coli and Klebsiella pneumo-
niae (Gram-negative panel) at ratios of 1:10, 1:3, 1:1, 3:1,
and 10:1 in water, which generated a range of bacterial
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Table 1  Samples Tested by 16S MG in This Study
No. of

Sample type samples
Abscess, breast 1
Abscess, cerebellar 1
Abscess, pharyngeal 2
Abscess, shoulder 1
Bile 3
Kidney fluid 2
Bronchial alveolar lavage 1
CSF 4
Pleural fluid 1
Synovial fluid 4
Negative control (molecular-grade water) 10
Spiked samples in water for linearity validation 10
Spiked samples in water for LOD validation 12
Spiked samples in body fluids for LOD and IC validation 5
Total 57

CSF, cerebrospinal fluid; IC, internal control; LOD, limit of detection.

relative abundances between 9% and 91%. Each five-sample
panel was then tested by 16S MG in the same manner as the
clinical samples. The measured log ratios of the relative
abundance of the mixed bacteria were plotted against ex-
pected log ratios, and a linearity curve was generated using
Microsoft Excel (Microsoft Corp., Redmond, WA).

Validation of Limit of Detection and Internal Control

Six bacterial species, including E. coli, K. pneumoniae,
Pseudomonas aeruginosa, S. aureus, E. faecalis, and
Clostridium sordellii, were each spiked into water and
diluted to generate 12 samples at the concentrations of 100
and 10 colony-forming units (CFUs)/mL. In addition, seven
bacterial species, including E. coli, K. pneumoniae,
P. aeruginosa, S. aureus, E. faecalis, Clostridium perfringens,
and a Bacteroides species, were mixed in water to generate
a pool with the concentration of 1000 CFUs/mL for each
species. Marinobacter aquaeolei (700491; ATCC, Manassas,
VA), which served as an internal control, was also spiked in
this pool to reach a concentration of 5000 CFUs/mL. This pool
was then spiked into five different body fluids (residual
culture—negative clinical samples), including bronchoalveolar
lavage (BAL), cerebrospinal fluid (CSF), peritoneal fluid,
pleural fluid, and synovial fluid, at a 1:10 ratio, resulting in
a final concentration of 100 CFUs/mL for all of the seven
clinically relevant bacteria and 500 CFUs/mL for the internal
control. All the 12 samples in water and the five samples in
body fluids were tested by the 16S MG in the same manner as
the clinical samples.

Data Analysis

Sequence data were analyzed using a commercial cloud-
based software platform (RipSeq; Pathogenomix, Santa
Cruz, CA). The demultiplexed FASTQ files were uploaded

The Journal of Molecular Diagnostics m jmd.amjpathol.org

to the cloud, and the results were downloaded in PDF
format. The main steps in the bioinformatics pipeline
include sequence trimming and filtering, clustering, and
species identification based on the representative sequence
of each cluster. The database used included a curated 16S
database combined with National Center for Biotechnology
Information RefSeq. In this study, the software has been
optimized to set the following thresholds to reduce back-
ground: i) remove reads with <200 bp in length; ii) remove
species with <200 reads aligned; and iii) remove species
with <0.1% relative abundance. For shotgun metagenomics
data analysis, taxonomic classification was performed using
Kraken version 1.0'” against a database of all complete
bacterial, fungal, archael, and viral genomes from National
Center for Biotechnology Information RefSeq. Reads
mapped to each species by Kraken were also pulled out and
de novo assembled into contigs using Geneious version 8.1
(Biomatters, Auckland, New Zealand). The contigs were
then blasted against the National Center for Biotechnology
Information database to confirm the species identification.

Results

Performance Characteristics of the 16S MG Assay

Accuracy

Twenty clinical samples plus 10 negative controls and 10
linearity panel samples used as positive controls were tested
(Table 1). In 75% of the clinical samples (15/20), the 16S
MG results agreed with the culture results. However, in five
clinical samples, 16S MG identified at least one more spe-
cies that was not identified by culture (Tables 2 and 3). 16S
MG identified a total of 34 species compared with only 26
species by culture (Table 3). All eight additional bacterial
species were verified by shotgun metagenomic sequencing
(Table 2). The most significant discrepant result was a
culture-negative CSF sample in which Streptococcus inter-
medius (100% abundance) was detected by the 16S MG and
further confirmed by shotgun metagenomics, with 4846
reads aligned to the S. intermedius reference genome
CP003858.1 (pairwise identity = 97.7%). The only minor
error was found in a BAL (sample 18) that grew mixed
upper respiratory flora and the 16S MG detected Coryne-
bacterium propinquum, which was actually a mixture of
multiple closely related Corynebacterium species, including
C. propinquum shown by the shotgun metagenomic
sequencing (Table 2). This error indicates an insufficient
resolution in the V1 to V2 region of the 16S rRNA gene to
differentiate mixed Corynebacterium species.

Linearity and Reportable Range

To assess the quantitative capability of this assay for relative
abundance, two linearity panels were generated by artifi-
cially mixing two laboratory-cultured bacteria (S. aureus
and E. faecalis or E. coli and K. pneumoniae) at a set of
ratios so that the relative abundance ranged from 9% (1:10
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Table 2  Result Summary of the Clinical Samples
Clinical 16S MG results (RipSeq)

ID no. presentations Sample type Total reads Species ID

1 Kidney stones Kidney fluid 1,033,639 Escherichia coli

2 Empyema Pleural fluid 1,243,377 Streptococcus pyogenes

3* Cholecystitis Gallbladder 939,122 Klebsiella pneumoniae

fluid Clostridium perfringens

4 Humerus fracture Shoulder abscess 1,164,105 Staphylococcus aureus

5 Meningitis CSF 812,031 K, pneumoniae

6 Arthritis Synovial fluid 971,027 S. aureus

7 Renal abscess Kidney fluid 1,021,861 E. coli

8 Meningitis CSF 1,182,719 Serratia marcescens

9 Pharyngeal abscess Pharyngeal abscess 1,477,595 S. pyogenes

10 Pharyngeal abscess Pharyngeal abscess 1,550,837 S. pyogenes

11 Meningitis CSF 613,030 S. marcescens

12 Breast abscess Breast abscess 1,276,750 S. aureus

13 Arthritis Synovial fluid 1,007,276 S. aureus

14 Arthritis Synovial fluid 1,975,045 S. pyogenes

15* Perihepatic abscess Bile 1,078,158 Citrobacter freundii
K. pneumoniae
Klebsiella oxytoca
Clostridium perfringens

16* Brain abscess Brain abscess 537,936 Fusobacterium nucleatum
Streptococcus intermedius
Capnocytophaga spp.
Aggregatibacter aphrophilus

17 Arthritis Synovial fluid 904,899 S. aureus

18* Pneumonia BAL 537,936 Pseudomonas aeruginosa
Corynebacterium propinquum
Streptococcus pneumoniae

19* Meningitis CSF 955,154 S. intermedius

20* Intra-abdominal abscess Bile 813,691 K. pneumoniae

Citrobacter freundii

P. aeruginosa

Fusobacterium periodonticum

Enterococcus faecalis

Hemophilus parainfluenzae
(table continues)

*Only the six samples with discordant species detection/identification results (in bold) between 16S MG and culture were further tested by

shotgun MG.

BAL, bronchoalveolar lavage; CSF, cerebrospinal fluid; ID, identification; NA, not available.

mixing ratio) to 91% (10:1 mixing ratio) for each species.
16S MG testing of these samples showed linear correlation
between the measured log ratios of the relative abundances
and the expected log ratios (Pearson correlation coefficient
R? = 0.99) (Figure 1). These results indicate that the 16S
MG assay is able to quantify the relative abundance of
bacteria within a range of 9% to >90%.

Precision

To validate the precision of the assay, the acceptable criteria
were first defined as 95% CI < means £ 15% for the high-
abundance species (>50%); 95% CI < means £ 10% for
medium-abundance species (10% to 49%); and 95%
CI < means £ 5% for low-abundance species (<10%). A
BAL sample that happened to have three species at different
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abundance levels (high, medium, and low) for six times in
five separate runs performed on different days by different
technologists was then repeatedly tested. In the second run,
the sample was tested twice to also assess the intra-assay
precision. The 16S MG assay not only reproduced identical
results but also met the precision criteria with the 95% CI of
means £ 9.1% for the high-abundance P. aeruginosa, the
95% CI of means £ 6.8% for the medium-abundance C.
propinquum, and the 95% CI of means + 1.9% for the low-
abundance S. pneumonia (Table 4).

Analytical Sensitivity

When bacteria were spiked into water, the limit of detection
(LOD) was determined to be <100 CFUs/mL. All the six
species were detected at 100 CFUs/mL, and three species

jmd.amjpathol.org m The Journal of Molecular Diagnostics
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Table 2 (continued)

16S MG results (RipSeq)

Shotgun MG results (Kraken)

Matched reads Abundance, % Culture results Species ID Matched reads
606,517 100.0 E. coli NA NA
804,548 99.9 S. pyogenes NA NA
469,405 87.9 K. pneumoniae K. pneumoniae 53
62,881 11.8 Not found C. perfringens 137
642,180 100.0 S. aureus NA NA
465,644 98.8 K. pneumoniae NA NA
408,059 100.0 S. aureus NA NA
606,557 100.0 E. coli NA NA
824,926 100.0 S. marcescens NA NA
695,051 98.0 S. pyogenes NA NA
648,056 98.1 S. pyogenes NA NA
261,298 91.1 S. marcescens NA NA
348,451 97.3 S. aureus NA NA
536,055 99.9 S. aureus NA NA
393,383 92.2 S. pyogenes NA NA
256,116 50.1 C. freundii C. freundii 8162
154,875 30.3 K. pneumoniae K. pneumoniae 6998
77,322 15.1 Not found K. oxytoca 3951
14,864 2.9 Not found C. perfringens 12

118,521 42.7 Mixed anaerobic flora F. nucleatum 273
83,891 30.2 S. intermedius S. intermedius 5984
54,499 19.6 Not found Capnocytophaga spp. 153

18,641 6.7 A. aphrophilus A. aphrophilus 439

351,142 95.4 S. aureus NA NA
538,480 71.9 P. aeruginosa P. aeruginosa 183,769

191,891 25.6 Mixed upper respiratory flora Corynebacterium spp. (mixed) 3843

10,708 1.4 S. pneumoniae S. pneumoniae 1739

494,722 100.0 Not found S. intermedius 4846

243,085 61.7 Mixed Gram-negative rods K. pneumoniae 8576
50,561 12.8 Mixed Gram-negative rods C. freundii 14,266
36,325 9.2 P. aeruginosa P. aeruginosa 5112
13,575 3.4 Not found F. periodonticum 6
11,397 2.9 Not found E. faecalis 12,412

4570 1.2 Not found H. parainfluenzae 826

were detected at 10 CFUs/mL (Table 5). More important, at
the low concentrations when the intensity of the 16S PCR
amplicon from the spiked samples was invisible and shown
to be even less than that of the negative control
(Supplemental Figure S1), the 16S MG could still accurately
detect the bacteria with high abundance (median, 37.8%;
minimum, 1.9%; and maximum, 51.4%). When bacteria
were spiked into body fluids, the LOD varied, depending on
the type of body fluid and the number of total reads ac-
quired. When the total reads exceeded 1.5 million, all of the
seven spiked bacteria were detected at 100 CFUs/mL in
both the peritoneal fluid and pleural fluid; when the total
reads decreased to 1.2 million, only four spiked bacteria
were detected at 100 CFUs/mL in the BAL; and when the
total reads decreased to <0.5 million, only two spiked
bacteria were detected in the CSF but none were detected in

The Journal of Molecular Diagnostics m jmd.amjpathol.org

the synovial fluid (Table 6). These results suggested 1.5
million total reads per sample is optimal for this test to
achieve its maximal sensitivity. In the BAL, bacterial DNA
from the normal oral flora, including Prevotella species,
Actinomyces  species, Rothia species, Lachnoanaer-
obaculum species, and Streptococcus species, was also
detected with a combined abundance of >20%; and in the
synovial fluid, 40,359 reads (54.4% abundance) of Pro-
pionibacterium acnes were detected. The preexisting bac-
terial DNA in the fluids may interfere with the spiked
bacterial DNA and lead to a lowered analytical sensitivity in
these two samples.

Internal Control

A bacterium that lives in the ocean, Marinobacter aqua-
eolei,'! was selected as the internal control because of two
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Table 3  Overall Result Comparison between 16S MG and Culture on the Clinical Samples
Result comparison by sample Result comparison by species
Culture Culture
Negative One species Two species Three species Total Detected Not detected Total
16S MG Negative 0 0 0 0  16S MG Detected 24 8* 34
One species 1 14 0 15
Two species 0 1 0 1 Not detected 0 0 0
Three species 0 0 0 1 1
Greater than 0 0 2 1 3 Total 24 8 34
three species
Total 1 15 2 2 20

*All of the eight additional species were detected by shotgun metagenomic sequencing. Bold text indicates the number of samples with concordant results

between culture and 16S MG.

advantages: it is a marine bacterium that has never been
reported to cause human infection and is highly unlikely to
cause human infection; and it is not present in the laboratory
environment or in the reagents as a contaminant. In all of the
five body fluids spiked with the internal control at a final
concentration of 500 CFUs/mL, it was readily detected, with

A E. coli | K. pneumoniae Ratio Linearity
5.0

4.0 °
y =0.9446x + 0.7544

3.0 R?=0.9944
2.0

1.0
0.0
-1.0

Measured Log2 (Ratio)

-2.0

-3.0
-4.0 -2.0 0.0 2.0 4.0

Expected Log2 (Ratio)

W

S. aureus / E. faecalis Ratio Linearity
7.0

6.0 y = 1.0413x +2.7702
50 R?=0.9891

4.0
3.0
2.0 .
1.0 .
0.0 -
-1.0

-2.0
-4.0 -2.0 0.0 2.0 4.0

Expected Log2 (Ratios)

Measured Log2 (Ratios)

Figure 1  Plots of the logarithmic value (Log2) of the ratios of the
measured relative abundance (y axis) against the Log2 of the ratios of the
expected relative abundance (x axis) in a panel of five samples spiked with
two different bacteria at mixing ratios of 1:10, 1:3, 1:1, 3:1, and 10:1. The
blue dotted line is the linear trendline, and the larger blue dots represent
the ratios of the mixed bacteria. A: Results of the Gram-negative panel
(Escherichia coli and Klebsiella pneumoniae). B: Results of the Gram-positive
panel (Staphylococcus aureus and Enterococcus faecalis).
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>7000 reads, and did not show to interfere with the LOD in
the peritoneal fluid and pleural fluid, even when the abun-
dance was as high as 20.1% (Table 6). These results
demonstrated that this internal control could be reliably used
in the test system.

Analytical Specificity

Ten negative controls, as well as 22 spiked samples in
molecular-grade water, were tested in the same manner as
the clinical samples; and a list of laboratory contaminants
(defined as bacteria that were not spiked in and not sup-
posed to be detected) was identified (Supplemental Table
S1). Not all these contaminants showed up in each test.
The number of contaminant species in each sample varied
from zero to six species (median = 1, mean = 0.87).
Propionibacterium acnes was the most common laboratory
contaminant; however, its abundance was all <10% in the
clinical samples and spiked body fluids, except for a sy-
novial fluid sample used for LOD validation, in which
54.4% of P. acnes was detected, as described in Analytical
Sensitivity. This accidental finding of highly abundant P.
acnes in a randomly picked culture-negative synovial fluid
might represent a true joint infection by P. acnes. To
avoid reporting out any false-positive results due to lab-
oratory contamination, species that were detected in the
negative control of the run were filtered out from the re-
sults of clinical samples. Furthermore, a higher cutoff
(20% abundance), determined on the basis of the obser-
vation that all laboratory contaminants, except P. acnes,
are <20% abundant in the clinical samples or spiked body
fluids, was used to filter out contaminants. If a species on
the laboratory contaminant list, except P. acnes, was
detected with an abundance >20% and reported, a
disclaimer would be attached stating “the detection of this
species might be due to environment contamination,
interpret the results with caution.” For P. acnes, abun-
dance >20% may represent a true infection and, therefore,
will be reported out, especially in the case of joint in-
fections. By using these criteria, 100% specificity was
achieved for the clinical samples and the spiked body fluid
samples.
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Table 4 Validation of Precision by Repeated Testing of a BAL Sample

Bacteria First run  Second run no. 1* Second run no. 2* Third run Fourth run Fifth run Mean SD  95% (I
Pseudomonas aeruginosa 74.7 60.6 61.6 85.8 82.2 84.5 749 11.4 4£9.1
Corynebacterium propinquum 23.6 32.6 32.1 13.8 17.1 14.7 22.3 8.5 +6.8
Streptococcus pneumoniae 1.3 5.2 4.9 0.3 0.5 0.4 21 23 +1.9

All data are given as percentages.

*The sample was tested in duplicate in the second run to assess the intra-assay precision.

BAL, bronchoalveolar lavage.

Clinical Evaluation of the 165 MG Assay and Case
Reports

In the subsequent case reports charts, we present the clinical
history and laboratory results with the retrospective 16S MG
results obtained during this study.

Case 1: Undiagnosed Neonatal Meningoencephalitis

A 1-day—old full-term boy (spontaneous vaginal delivery)
presented with sepsis, seizures, apnea, and respiratory fail-
ure. The delivery was complicated by a true knot in cord and
nuchal cord, and he required oxygen blow for cyanosis. He
was empirically treated with gentamicin and ampicillin
(meningitis dose), and blood cultures were collected
immediately. Lumbar puncture was performed on the
following day, which showed 52,500 red blood cells and
70 nucleated cells (90% neutrophils); CSF glucose was
53 mg/dL, and CSF protein was 116 mg/dL. Herpes simplex
virus PCR results on the CSF, blood, and CSF cultures were
all negative. Extensive genetic workups and metabolite tests
were performed to rule out genetic abnormality. The patient
was given phenobarbital and levetiracetam for seizure
control. Ampicillin and gentamicin were continued for 5
days until the blood cultures were finalized as negative.
After 19 days of hospitalization, the seizures and apnea
resolved and the patient became progressively more alert
and interactive until discharge to home. In the discharge
summary, infection was considered an unlikely diagnosis
because of the negative microbiological results. On the
contrary, we used the 16S MG assay to detect pure S.
intermedius with 100% abundance in the CSF, suggesting
this patient experienced undiagnosed bacterial meningoen-
cephalitis. The negative culture results were most likely due

to the empirical antibiotic treatment before the lumbar
puncture.

Case 2: Delayed Anaerobic Culture Result in Brain Abscess
A 54-year—old woman presented with 1 week of occipital
headache and vision changes due to a right cerebellar ab-
scess. She was admitted to the neurosurgery unit for crani-
otomy and decompression. Vancomycin, cefepime, and
metronidazole were empirically initiated; and the following
day, culture results returned S. intermedius and Aggregati-
bacter aphrophilus. The treatment was deescalated to cef-
triaxone and metronidazole. After 2 days of treatment, the
team considered discontinuation of the metronidazole
because of a suspected adverse reaction and a lack of
anaerobic organisms reported by the laboratory at that point.
Two days later, the finalized culture report had an update of
the recovery of mixed anaerobic flora, which reassured the
necessity of continued metronidazole for the anaerobic
coverage. Esophagogastroduodenoscopy identified severe
class D esophagitis, which was determined as the source of
infection for the brain abscess. Compared with culture,
which took 4 days and still could not provide definitive
identification of all of the mixed bacteria in the brain ab-
scess, the 16S MG assay provided the results not only
quantitatively but also with a much higher resolution: 39%
Fusobacterium nucleatum, 30% S. intermedius, 20% Cap-
nocytophaga species, and 7% A. aphrophilus.

Case 3: Polymicrobial Infections in Intra-Abdominal Abscess
A 79-year—old woman presented with choledocholithiasis
and biliary stricture requiring choledochoduodenostomy.
She subsequently developed an intra-abdominal abscess.
The bile culture grew mixed Gram-negative rods and a pan-

Table 5 Validation of LOD by Spiking Single Species in Water
100 CFUs/mL 10 CFUs/mL

Spiked bacteria Category Total reads Matched reads Abundance, %* Total reads Matched reads Abundance, %
Escherichia coli Gram negative 515,436 9066 37.9 585,680 803 0.6

Klebsiella pneumoniae Gram negative 449,628 14,626 51.4 685,184 ND ND
Pseudomonas aeruginosa  Gram negative 281,876 22,493 37.8 715,152 3303 8.9
Staphylococcus aureus Gram positive 391,447 20,116 27.6 234,034 ND ND
Enterococcus faecalis Gram positive 598,723 364 1.9 572,751 ND ND
Clostridium sordellii Anaerobe 350,556 20,425 48.7 639,644 7437 6.9

*The rest of the reads belonged to background contaminant bacterial DNA.

CFU, colony-forming unit; LOD, limit of detection; ND, not detected.
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Table 6

Validation of LOD and Internal Control by Spiking Multiple Species in Body Fluids

Spiked bacteria  Category

Spiked-in peritoneal fluid
(total reads = 1,644,947)

Spiked-in plueral fluid
(total reads = 1,515,284)

Final concentration, CFUs/mL

Matched reads Abundance, % Matched reads Abundance, %

Escherichia coli Gram negative 100

Klebsiella Gram negative 100
pneumoniae

Pseudomonas Gram negative 100
aeruginosa

Staphylococcus Gram positive 100
aureus

Enterococcus Gram positive 100
faecalis

Clostridium Anaerobe 100
perfringens

Bacteroids spp. Anaerobe 100

Marinobacter Internal control 500
spp.

297,107 60.6 65,432 14.4
31,057 6.4 41,990 9.3
10,312 2.1 45,914 10.1
31,419 6.4 55,288 12.2

2857 0.6 492 0.1
11,940 2.4 12,631 2.8
63,883 13 64,083 14.1

7708 1.6 91,146 20.1

(table continues)

BAL, bronchoalveolar lavage; CFU, colony-forming unit; CSF, cerebrospinal fluid; LOD, limit of detection; ND, not detected.

sensitive P. aeruginosa. The Gram-negative rods were so
mixed that the laboratory was unable to isolate and identify
them. The patient was treated with 10 days of piperacillin-
tazobactam, followed by 2 weeks of ciprofloxacin and
metronidazole. However, only P. aeruginosa was
mentioned in the clinical notes for the infection without
mention of mixed Gram-negative rods. The 16S MG,
however, was able to precisely speciate and quantify the
additional pathogens as predominantly K. pneumonia
(61.7%), which was mixed with 12.8% Citrobacter freundii,
9.2% P. aeruginosa, 3.4% E. faecalis, and 1.2% Hemo-
philus parainfluenzae. In addition, the anaerobe, Fuso-
bacterium periodonticum (2.9%), was detected by 16S MG
and no anaerobes were detected in culture. In this case, the
main etiology of the infection was lost in the electronic
medical record, most likely due to minimal speciation in a
heavily mixed culture. If full speciation was provided with
16S MG, even without drug susceptibility results, the in-
formation could be useful to guide treatment using the
hospital antibiogram. Providing the exact species identifi-
cation with 16S MG instead of a descriptive identification
can certainly help better communicate the microbiological
results to the clinicians and guide the treatment decision.

Discussion

The use of targeted 16S rRNA gene sequencing, based on
the Sanger sequencing technology in culture-negative cases,
has been described previouslylz; however, limitations
include a lack of sensitivity, inability to detect multiple
organisms in complex specimens, and a lack of quantitative
analysis of the amount of organism(s) present.'”'* Herein,
we describe an NGS-based quantitative 16S MG assay and
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analysis platform that allows for both detection and quan-
tification of clinically important pathogenic bacteria.
Despite issues with PCR amplification bias and 16S gene
copy variation that may obscure the true relative
abundance,ls*17 numerous studies have shown that the 16S
metagenomics method can achieve reasonable quantification
accuracy for complex microbial communities.'® > In this
study, to minimize the need for ambiguous bases that can
lead to amplification bias, the forward primers were
designed as a mixture of three different primer variants.’
Furthermore, amplification bias is more likely to occur
when differences are found closer to the 3’-end of the
primer. In the forward primers, most ambiguities are in the
5'-end, where less impact is anticipated. Despite these
optimization efforts in the primer design, amplification bias
may not be eliminated entirely and the relative abundancies
of the 16S MG may not always be accurate. Nevertheless, in
line with our findings, a recent study by Cummings et al'®
has demonstrated that an NGS-based 16S MG test out-
performed standard microbiological culture for character-
izing polymicrobial samples with enhanced reproducibility,
quantification, and classification accuracy.

In this study, the technical turnaround time (from sample to
result) is approximately 2 days. Because of the labor-intensive
workflow and high reagent cost, the most cost-effective way
of running this test is to batch the samples. An experienced
technologist can comfortably run eight clinical samples plus
two controls in one batch. The total cost per sample, including
reagents, labor, and data analysis, is estimated to be approx-
imately $400 on the basis of a batch of eight samples with two
controls. The test can achieve an overall turnaround time of 3
business days if performed twice a week.

The high cost of the 16S MG test relative to culture (20x
to 50x more expensive) has limited the broad adoption of
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Table 6 (continued)

Spiked-in BAL (total
reads = 1,172,821)

Spiked-in CSF (total reads = 346,366)

Spiked-in synovial fluid (total
reads = 259,923)

Matched reads Abundance, % Matched reads

Abundance, % Matched reads Abundance, %

37,381 9.8 ND
ND ND ND
30,171 7.9 25,986
16,036 4.2 17,341
ND ND ND
ND ND ND
18,451 4.8 ND
88,796 23.2 26,408

ND ND ND
ND ND ND
27.6 ND ND
18.4 ND ND
ND ND ND
ND ND ND
ND ND ND
28.1 8999 12.1

this technique, even in highly experienced molecular labo-
ratories. As such, 16S MG is not a replacement for culture
but rather a complementary approach, especially in complex
or culture-negative cases. As shown by our first case of a
neonate with underdiagnosed bacterial meningoencephalitis,
the 16S MG test could have provided a more timely diag-
nosis, resulting in appropriate antimicrobial therapy,
avoidance of unnecessary tests and procedures, and a
shortened length of hospitalization. In Case 2, the brain
abscess was a polymicrobial infection with one anaerobe, F.
nucleatum, as the most abundant species, which was
initially not reported by culture and could have caused the
discontinuation of appropriate therapy. Because of their
fastidiousness, anaerobes are often missed in many critical
infections, such as septic arthritis, osteomyelitis, infective
endocarditis, and pneumonia.zz*25 One of the advantages of
16S MG is the ability to detect and identify these anaerobes
and simultaneously provide abundance information. In Case
3, a highly polymicrobial infection of the bile duct repre-
sented many similar intra-abdominal infections in which
more than five bacteria are present and all may be involved
in the infection. Traditionally, a microbiology laboratory
will only provide a descriptive identification on this kind of
polymicrobial culture. The advantage of the 16S MG test
includes identification and relative abundance of all the
bacteria in polymicrobial infections, which can be used to
guide therapy using a local antibiogram. Overall, we have
demonstrated that the use of 16S MG for detection and
quantification of pathogens in clinical specimens provides a
more complete clinical picture in both culture-negative and
culture-positive cases.

The US Food and Drug Administration Precision Medi-
cine Initiative has endorsed NGS tests as one of the
powerful new approaches for guiding the diagnosis and
treatment; researchers involved in this initiative are working
on establishing guidelines and standards for NGS-based
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tests, but these efforts are mainly focused on genetics
and oncology rather than infectious diseases (hffps://www.
fda.gov/MedicalDevices/ProductsandMedicalProcedures/
InVitroDiagnostics/PrecisionMedicine-MedicalDevices/
default.htm, last accessed November 2018). Moreover, a
significant unmet clinical need in infectious diseases is the
diagnostic challenges of patients with signs of infections but
negative culture results. NGS-based metagenomics tests
have been shown to fill in this vacuum and have been strongly
endorsed by both the clinicians and public health
practitioners.”®”>* Early adaptors of NGS technology have
demonstrated the successes of using the metagenomics tests
to diagnose central nervous system infections, 7!
endocarditis,”” orthopedic device-related infection, and
bloodstream infections.””'*> How quickly the NGS-based
tests can become available as routine diagnostic tools for in-
fectious diseases will depend on how fast the clinical micro-
biologists and laboratories can share protocols and establish
consensus and standards and how supportive the regulatory
bodies, such as the College of American Pathologists and the
US Food and Drug Administration, can be to provide oversight
and guidelines.

This study has several limitations. First, only a limited
number of samples were tested (20 clinical samples and 37
controls or spiked samples). Second, the LOD was esti-
mated by testing only nine bacterial species, which is only a
small fraction of the thousands of bacteria that this test is
capable of detecting. A lower sensitivity was observed in
Enterococcus species that are known for their thicker cell
walls, which are harder to be ruptured to release DNA %7
Continuous optimization of sample processing techniques,
such as prolonged bead beating, is still needed to enhance
the sensitivity for those bacteria with thicker cell walls.
Third, the linearity and the reportable range of this test were
only assessed by samples with two species mixed, which
may not be sufficiently mimicking the real clinical samples

33,34

921


https://www.fda.gov/MedicalDevices/ProductsandMedicalProcedures/InVitroDiagnostics/PrecisionMedicine-MedicalDevices/default.htm
https://www.fda.gov/MedicalDevices/ProductsandMedicalProcedures/InVitroDiagnostics/PrecisionMedicine-MedicalDevices/default.htm
https://www.fda.gov/MedicalDevices/ProductsandMedicalProcedures/InVitroDiagnostics/PrecisionMedicine-MedicalDevices/default.htm
https://www.fda.gov/MedicalDevices/ProductsandMedicalProcedures/InVitroDiagnostics/PrecisionMedicine-MedicalDevices/default.htm
http://jmd.amjpathol.org

Culbreath et al

in which more than two bacteria species are often present
and may change the biochemical dynamics of the 16S rRNA
gene amplification. Further study is needed to fully validate
the reliability of the quantitative capability of this test when
more bacteria species are mixed in the sample. Fourth, the
20% cutoff for filtering out environmental contaminants was
empirically determined on the basis of limited data; further
study is necessary to ascertain the generalizability of this
threshold. Similar to the conventional culture method, the
results from the 16S MG test may not conclusively differ-
entiate true infections versus colonization or contamination,
and they need to be interpreted carefully and jointly by both
clinical microbiologists and infectious diseases specialists.
Finally, and most important, the 16S MG test can only
detect bacterial pathogens. Other pathogens, including vi-
ruses, fungi, and parasites, may also be infectious agents,
especially in culture-negative samples.

In summary, we have developed and validated an NGS-
based quantitative 16S MG clinical test to aid the diagnosis
of bacterial infections in body fluids and tissues. This test
has high sensitivity (LOD = 10 to 100 CFUs/mL), wide
linearity range (9% to 100% abundance), good precision
(95% CI < means £+ 10% abundance), and great specificity,
with a stringent environmental contaminant filtering algo-
rithm. The turnaround time of this test can be as quick as 48
hours. Compared with culture, the 16S MG test provides
many advantages, including detecting pathogens that are
culture negative and identifying and quantifying mixed in-
fections, as demonstrated by three clinical cases. This NGS-
based quantitative metagenomics test has shown the capa-
bility of overcoming current diagnostic challenges in
culture-negative and polymicrobial bacterial infections and
has the potential to significantly improve patient care and
reduce health care cost when used properly.

Acknowledgment

We thank Jesse Kilgore (TriCore Reference Laboratories)
for technical assistance in sample preparation.

Supplemental Data

Supplemental material for this article can be found at
http://doi.org/10.1016/j.jmoldx.2019.05.002.

References

1. Salipante SJ, Sengupta DJ, Rosenthal C, Costa G, Spangler J,
Sims EH, Jacobs MA, Miller SI, Hoogestraat DR, Cookson BT,
McCoy C, Matsen FA, Shendure J, Lee CC, Harkins TT,
Hoffman NG: Rapid 16S rRNA next-generation sequencing of pol-
ymicrobial clinical samples for diagnosis of complex bacterial in-
fections. PLoS One 2013, 8:¢65226

2. Decuypere S, Meehan CJ, Van Puyvelde S, De Block T, Maltha J,
Palpouguini L, Tahita M, Tinto H, Jacobs J, Deborggraeve S:

922

Diagnosis of bacterial bloodstream infections: a 16S metagenomics
approach. PLoS Negl Trop Dis 2016, 10:e0004470

3. Naccache SN, Federman S, Veeraraghavan N, Zaharia M, Lee D,
Samayoa E, Bouquet J, Greninger AL, Luk KC, Enge B,
Wadford DA, Messenger SL, Genrich GL, Pellegrino K, Grard G,
Leroy E, Schneider BS, Fair JN, Martinez MA, Isa P, Crump JA,
DeRisi JL, Sittler T, Hackett J Jr, Miller S, Chiu CY: A cloud-
compatible bioinformatics pipeline for ultrarapid pathogen identifi-
cation from next-generation sequencing of clinical samples. Genome
Res 2014, 24:1180—1192

4. Wilson MR, Naccache SN, Samayoa E, Biagtan M, Bashir H, Yu G,
Salamat SM, Somasekar S, Federman S, Miller S, Sokolic R,
Garabedian E, Candotti F, Buckley RH, Reed KD, Meyer TL,
Seroogy CM, Galloway R, Henderson SL, Gern JE, DeRisi JL,
Chiu CY: Actionable diagnosis of neuroleptospirosis by next-
generation sequencing. N Engl J Med 2014, 370:2408—2417

5. Salipante SJ, SenGupta DJ, Hoogestraat DR, Cummings LA,
Bryant BH, Natividad C, Thielges S, Monsaas PW, Chau M,
Barbee LA, Rosenthal C, Cookson BT, Hoffman NG: Molecular
diagnosis of Actinomadura madurae infection by 16S rRNA deep
sequencing. J Clin Microbiol 2013, 51:4262—4265

6. Naccache SN, Peggs KS, Mattes FM, Phadke R, Garson JA, Grant P,
Samayoa E, Federman S, Miller S, Lunn MP, Gant V, Chiu CY:
Diagnosis of neuroinvasive astrovirus infection in an immunocom-
promised adult with encephalitis by unbiased next-generation
sequencing. Clin Infect Dis 2015, 60:919—923

7. Tessler M, Neumann JS, Afshinnekoo E, Pineda M, Hersch R,
Velho LFM, Segovia BT, Lansac-Toha FA, Lemke M, DeSalle R,
Mason CE, Brugler MR: Large-scale differences in microbial biodi-
versity discovery between 16S amplicon and shotgun sequencing. Sci
Rep 2017, 7:6589

8. Jovel J, Patterson J, Wang W, Hotte N, O’Keefe S, Mitchel T,
Perry T, Kao D, Mason AL, Madsen KL, Wong GK: Characterization
of the gut microbiome using 16S or shotgun metagenomics. Front
Microbiol 2016, 7:459

9. Kommedal O, Wilhelmsen MT, Skrede S, Meisal R, Jakovljev A,
Gaustad P, Hermansen NO, Vik-Mo E, Solheim O, Ambur OH,
Saebo O, Hostmaelingen CT, Helland C: Massive parallel sequencing
provides new perspectives on bacterial brain abscesses. J Clin
Microbiol 2014, 52:1990—1997

10. Wood DE, Salzberg SL: Kraken: ultrafast metagenomic sequence
classification using exact alignments. Genome Biol 2014, 15:R46

11. Huu NB, Denner EB, Ha DT, Wanner G, Stan-Lotter H: Mar-
inobacter aquaeolei sp. nov., a halophilic bacterium isolated from a
Vietnamese oil-producing well. Int J Syst Bacteriol 1999, 49 Pt 2:
367—375

12. Woo PC, Lau SK, Teng JL, Tse H, Yuen KY: Then and now: use of
16S rDNA gene sequencing for bacterial identification and discovery
of novel bacteria in clinical microbiology laboratories. Clin Microbiol
Infect 2008, 14:908—934

13. Maneg D, Sponsel J, Muller I, Lohr B, Penders J, Madlener K,
Hunfeld KP: Advantages and limitations of direct PCR amplification
of bacterial 16S-rDNA from resected heart tissue or swabs followed
by direct sequencing for diagnosing infective endocarditis: a retro-
spective analysis in the routine clinical setting. Biomed Res Int 2016,
2016:7923874

14. Mongkolrattanothai K, Dien Bard J: The utility of direct specimen
detection by Sanger sequencing in hospitalized pediatric patients.
Diagn Microbiol Infect Dis 2017, 87:100—102

15. Brooks JP, Edwards DJ, Harwich MD Jr, Rivera MC, Fettweis JM,
Serrano MG, Reris RA, Sheth NU, Huang B, Girerd P, Vaginal
Microbiome C, Strauss JF 3rd, Jefferson KK, Buck GA: The truth
about metagenomics: quantifying and counteracting bias in 16S
rRNA studies. BMC Microbiol 2015, 15:66

16. Vos M, Quince C, Pijl AS, de Hollander M, Kowalchuk GA: A
comparison of rpoB and 16S rRNA as markers in pyrosequencing
studies of bacterial diversity. PLoS One 2012, 7:e30600

jmd.amjpathol.org m The Journal of Molecular Diagnostics


http://doi.org/10.1016/j.jmoldx.2019.05.002
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref1
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref1
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref1
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref1
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref1
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref1
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref2
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref2
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref2
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref2
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref3
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref3
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref3
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref3
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref3
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref3
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref3
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref3
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref3
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref4
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref4
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref4
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref4
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref4
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref4
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref4
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref5
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref5
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref5
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref5
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref5
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref5
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref6
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref6
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref6
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref6
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref6
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref6
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref7
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref7
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref7
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref7
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref7
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref8
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref8
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref8
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref8
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref9
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref9
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref9
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref9
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref9
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref9
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref10
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref10
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref11
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref11
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref11
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref11
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref11
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref12
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref12
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref12
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref12
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref12
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref13
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref13
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref13
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref13
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref13
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref13
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref14
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref14
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref14
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref14
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref15
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref15
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref15
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref15
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref15
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref16
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref16
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref16
http://jmd.amjpathol.org

Clinical Evaluation of 16S Metagenomics

17.

18.

19.

20.

21.

22.

23.

24.

25.

26.

217.

28.

Vetrovsky T, Baldrian P: The variability of the 16S rRNA gene in
bacterial genomes and its consequences for bacterial community an-
alyses. PLoS One 2013, 8:e57923

Cummings LA, Kurosawa K, Hoogestraat DR, SenGupta DJ,
Candra F, Doyle M, Thielges S, Land TA, Rosenthal CA,
Hoffman NG, Salipante SJ, Cookson BT: Clinical next generation
sequencing outperforms standard microbiological culture for
characterizing polymicrobial samples. Clin Chem 2016, 62:
1465—1473

Wang H, Du P, Li J, Zhang Y, Zhang W, Han N, Woo PC, Chen C:
Comparative analysis of microbiome between accurately identified
16S rDNA and quantified bacteria in simulated samples. J Med
Microbiol 2014, 63:433—440

O’Sullivan DM, Laver T, Temisak S, Redshaw N, Harris KA,
Foy CA, Studholme DJ, Huggett JF: Assessing the accuracy of
quantitative molecular microbial profiling. Int J Mol Sci 2014, 15:
21476—21491

Razzauti M, Galan M, Bernard M, Maman S, Klopp C,
Charbonnel N, Vayssier-Taussat M, Eloit M, Cosson JF: A com-
parison between transcriptome sequencing and 16S metagenomics for
detection of bacterial pathogens in wildlife. PLoS Negl Trop Dis
2015, 9:e0003929

Bartlett JG: How important are anaerobic bacteria in aspiration
pneumonia: when should they be treated and what is optimal therapy.
Infect Dis Clin North Am 2013, 27:149—155

Brook I: Microbiology and management of joint and bone infections
due to anaerobic bacteria. J Orthop Sci 2008, 13:160—169

Brook I: Infective endocarditis caused by anaerobic bacteria. Arch
Cardiovasc Dis 2008, 101:665—676

Espinosa CM, Davis MM, Gilsdorf JR: Anaerobic osteomyelitis in
children. Pediatr Infect Dis J 2011, 30:422—423

Forbes JD, Knox NC, Ronholm J, Pagotto F, Reimer A: Meta-
genomics: the next culture-independent game changer. Front Micro-
biol 2017, 8:1069

Afshinnekoo E, Chou C, Alexander N, Ahsanuddin S, Schuetz AN,
Mason CE: Precision metagenomics: rapid metagenomic analyses for
infectious disease diagnostics and public health surveillance. J Bio-
mol Tech 2017, 28:40—45

Schlaberg R, Chiu CY, Miller S, Procop GW, Weinstock G; Pro-
fessional Practice Committee and Committee on Laboratory Practices
of the American Society for Microbiology; Microbiology Resource
Committee of the College of American Pathologists: Validation of

The Journal of Molecular Diagnostics m jmd.amjpathol.org

29.

30.

31.

32.

33.

34.

35.

36.

37.

metagenomic next-generation sequencing tests for universal pathogen
detection. Arch Pathol Lab Med 2017, 141:776—786

Chiu CY, Coffey LL, Murkey J, Symmes K, Sample HA,
Wilson MR, Naccache SN, Arevalo S, Somasekar S, Federman S,
Stryke D, Vespa P, Schiller G, Messenger S, Humphries R, Miller S,
Klausner JD: Diagnosis of fatal human case of St. Louis encephalitis
virus infection by metagenomic sequencing, California, 2016. Emerg
Infect Dis 2017, 23:1964—1968

Perlejewski K, Popiel M, Laskus T, Nakamura S, Motooka D,
Stokowy T, Lipowski D, Pollak A, Lechowicz U, Caraballo Cortes K,
Stepien A, Radkowski M, Bukowska-Osko I: Next-generation
sequencing (NGS) in the identification of encephalitis-causing vi-
ruses: unexpected detection of human herpesvirus 1 while searching
for RNA pathogens. J Virol Methods 2015, 226:1—6

Fang X, Xu M, Fang Q, Tan H, Zhou J, Li Z, Li F, Yang S: Real-time
utilization of metagenomic sequencing in the diagnosis and treatment
monitoring of an invasive adenovirus B55 infection and subsequent
herpes simplex virus encephalitis in an immunocompetent young
adult. Open Forum Infect Dis 2018, 5:ofy114

Fukui Y, Aoki K, Okuma S, Sato T, Ishii Y, Tateda K: Metagenomic
analysis for detecting pathogens in culture-negative infective endo-
carditis. J Infect Chemother 2015, 21:882—884

Street TL, Sanderson ND, Atkins BL, Brent AJ, Cole K, Foster D,
McNally MA, Oakley S, Peto L, Taylor A, Peto TEA, Crook DW,
Eyre DW: Molecular diagnosis of orthopedic-device-related infection
directly from sonication fluid by metagenomic sequencing. J Clin
Microbiol 2017, 55:2334—2347

Thoendel MIJ, Jeraldo PR, Greenwood-Quaintance KE, Yao JZ,
Chia N, Hanssen AD, Abdel MP, Patel R: Identification of prosthetic
joint infection pathogens using a shotgun metagenomics approach.
Clin Infect Dis 2018, 67:1333—1338

Somasekar S, Lee D, Rule J, Naccache SN, Stone M, Busch MP,
Sanders C, Lee WM, Chiu CY: Viral surveillance in serum samples
from patients with acute liver failure by metagenomic next-generation
sequencing. Clin Infect Dis 2017, 65:1477—1485

Signoretto C, Lleo MM, Tafi MC, Canepari P: Cell wall chemical
composition of Enterococcus faecalis in the viable but nonculturable
state. Appl Environ Microbiol 2000, 66:1953—1959

Nelson EA, Palombo EA, Knowles SR: Comparison of methods for
the extraction of bacterial DNA from human faecal samples for
analysis by real-time PCR. Curr Res Technol Educ Topics Appl
Microbiol Microb Biotechnol 2010:1479—1485

923


http://refhub.elsevier.com/S1525-1578(18)30499-9/sref17
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref17
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref17
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref18
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref18
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref18
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref18
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref18
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref18
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref18
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref19
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref19
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref19
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref19
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref19
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref20
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref20
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref20
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref20
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref20
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref21
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref21
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref21
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref21
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref21
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref22
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref22
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref22
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref22
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref23
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref23
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref23
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref24
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref24
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref24
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref25
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref25
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref25
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref26
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref26
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref26
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref27
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref27
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref27
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref27
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref27
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref28
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref28
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref28
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref28
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref28
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref28
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref28
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref29
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref29
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref29
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref29
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref29
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref29
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref29
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref30
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref30
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref30
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref30
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref30
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref30
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref30
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref31
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref31
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref31
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref31
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref31
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref32
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref32
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref32
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref32
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref33
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref33
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref33
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref33
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref33
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref33
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref34
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref34
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref34
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref34
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref34
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref35
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref35
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref35
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref35
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref35
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref36
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref36
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref36
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref36
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref37
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref37
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref37
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref37
http://refhub.elsevier.com/S1525-1578(18)30499-9/sref37
http://jmd.amjpathol.org

	Validation and Retrospective Clinical Evaluation of a Quantitative 16S rRNA Gene Metagenomic Sequencing Assay for Bacterial ...
	Materials and Methods
	Clinical Samples
	16S MG Assay
	Shotgun Metagenomics
	Validation of Linearity
	Validation of Limit of Detection and Internal Control
	Data Analysis

	Results
	Performance Characteristics of the 16S MG Assay
	Accuracy
	Linearity and Reportable Range
	Precision
	Analytical Sensitivity
	Internal Control
	Analytical Specificity

	Clinical Evaluation of the 16S MG Assay and Case Reports
	Case 1: Undiagnosed Neonatal Meningoencephalitis
	Case 2: Delayed Anaerobic Culture Result in Brain Abscess
	Case 3: Polymicrobial Infections in Intra-Abdominal Abscess


	Discussion
	Acknowledgment
	Supplemental Data
	References




