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PURPOSE. We test the ability of next-generation sequencing, combined with computational
analysis, to identify a range of organisms causing infectious keratitis.
METHODS. This retrospective study evaluated 16 cases of infectious keratitis and four control
corneas in formalin-fixed tissues from the pathology laboratory. Infectious cases also were
analyzed in the microbiology laboratory using culture, polymerase chain reaction, and
direct staining. Classified sequence reads were analyzed with two different metagenomics
classification engines, Kraken and Centrifuge, and visualized using the Pavian software
tool.
RESULTS. Sequencing generated 20 to 46 million reads per sample. On average, 96% of the
reads were classified as human, 0.3% corresponded to known vectors or contaminant
sequences, 1.7% represented microbial sequences, and 2.4% could not be classified. The two
computational strategies successfully identified the fungal, bacterial, and amoebal pathogens
in most patients, including all four bacterial and mycobacterial cases, five of six fungal cases,
three of three Acanthamoeba cases, and one of three herpetic keratitis cases. In several cases,
additional potential pathogens also were identified. In one case with cytomegalovirus
identified by Kraken and Centrifuge, the virus was confirmed by direct testing, while two
where Staphylococcus aureus or cytomegalovirus were identified by Centrifuge but not
Kraken could not be confirmed. Confirmation was not attempted for an additional three
potential pathogens identified by Kraken and 11 identified by Centrifuge.
CONCLUSIONS. Next generation sequencing combined with computational analysis can identify
a wide range of pathogens in formalin-fixed corneal specimens, with potential applications in
clinical diagnostics and research.
Keywords: metagenomics, fungal keratitis, Acanthamoeba

C

orneal infection remains a significant health problem
worldwide.1 Prevalence varies widely between studies,
but the World Health Organization (WHO) has estimated that
corneal ulcers lead to over one million cases of monocular
blindness each year.2 While diagnostic and therapeutic
techniques have improved, increased precision still is needed
in our treatment of infectious keratitis patients, and has the
potential to decrease morbidity significantly.
Advanced sequencing strategies hold great promise for the
diagnosis of infections in the eye and other tissues.3 The
dramatically increased speed and reduced cost of next
generation sequencing (NGS), coupled with new bioinformatics techniques, has made it possible to identify directly and
classify nonhuman DNA and RNA sequences in complex
specimens. NGS works well with short nucleic acid sequences;
thus, it can be used easily to analyze fragmented DNA and RNA
extracted from standard formalin-fixed paraffin-embedded
(FFPE) clinical specimens left over from routine surgical

pathology studies. Such metagenomic analyses, in which all
the DNA in a specimen is sequenced without targeting any
particular species, have the potential to replace a range of
culture, microscopic, and PCR tests with a single sequencingbased approach that could identify any type of organism,
including mixtures of pathogens.
We recently reported using NGS, in combination with a new
computational analysis pipeline, to identify pathogenic organisms in central nervous system biopsies.4 In the current
retrospective case series, we sought to apply a similar approach
to the analysis of corneal infections, including eukaryotic
species that we had not encountered in the brain. Infectious
keratitis cases for which an infectious pathogen had been
identified previously by culture, microscopic analysis, or a
combination of techniques, were analyzed by NGS to provide
initial data on the ability of this approach to detect a range of
infectious agents.
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METHODS
Clinical Material
Pathology records were searched retrospectively for cases with
a microscopic diagnosis of bacterial, viral, fungal or Acanthamoeba keratitis. Those with additional confirmation of
infectious etiology based on culture, PCR, or direct examination in the microbiology laboratory at Johns Hopkins Hospital
were used when possible (Table 1). The infected specimens
analyzed included 14 penetrating keratoplasties, an enucleation due to perforation of a corneal ulcer, and one small limbal
biopsy. Initial controls included three penetrating keratoplasty
specimens and one posterior corneal lamella, all from failed
grafts with no clinical or histopathologic suspicion of infection.
These cases were not consecutive, and some were several
years old; all were processed routinely, with formalin fixation
and paraffin embedding. A second set of controls included
three anterior lamellar keratoplasty specimens in which sterile
tissue from the operating room was divided, with one third
frozen for DNA extraction, and the remaining portion sent for
diagnosis after routine formalin fixation and processing. All
tissue samples were anonymized after initial abstraction of
basic demographic and clinical data, and the study was Health
Insurance Portability and Accountability Act (HIPAA)-compliant and performed with approval of the Johns Hopkins
Institutional Review Board.

DNA Sequencing and Computational Analysis
For each paraffin embedded case, 10 sections 10 lm thick
were cut into sterile tubes using fresh blades for each sample,
while in the three sterile controls, the entire frozen tissue was
used. DNA isolation was performed in the Johns Hopkins
Sequencing Core using a Qiagen (Hilden, German) QiaAmp
FFPE DNA isolation kit with modification. Briefly, the scrolls
were deparaffined with 1 mL of Xylene with vigorous
vortexing, followed by centrifugation in a microfuge at
maximum speed for two minutes. The pellet was washed with
100% ethanol and with centrifugation at maximum speed for
two minutes. The pellet was allowed to dry at room
temperature for 10 minutes with lid open to allow all ethanol
to evaporate. The pellet then was resuspended in 60 lL 1X TE
buffer and mixed with 20 lL 1U/lL lyticase and incubated in
378C oven with constant rotation at 10 revolutions per minute
(rpm) for 30 minutes. After incubation, 180 lL ATL and 20 lL
Proteinase K was added to the sample and mixed by vortexing.
The sample then was incubated at 568C for 1 hour and
followed at 908C for 1 hour. Due to the low yield of the DNA
sample, the DNA concentration was measured using the Qubit
dsDNA high sensitivity assay. No other QC was performed. For
library preparation, 10 ng DNA was used as input and the
library was prepared using Nugen Ultralow library preparation
protocol (ver. 2) following the manufacturer’s recommended
procedure.
Cases were processed in two groups of 10 samples each on
an Illumina NextSeq instrument, which produced paired 75base pair (bp) reads; that is, 150 bases per DNA fragment. The
read pairs were analyzed with two different metagenomics
classification engines, Kraken5 and Centrifuge,6 and visualized
using the Pavian software tool7 (Table 2; Supplementary Fig.
S1). The reads from each group were analyzed by a
bioinformatics team (FPB, JL, SLS) who were masked with
respect to pathology and microbiology diagnostic data until
after reporting the initial Kraken calls shown in Table 1.
The Kraken database contained the human genome (version
GRCh38), mouse genome (GRCm38), 4111 bacterial genomes
(representing 1818 distinct species), 5412 viral reference
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genomes plus 84,272 viral strain genomes, 202 archaeal
genomes, and 25 selected genomes of eukaryotic pathogens.
To avoid false-positives caused by matches to low-complexity
sequences, we masked all genomes using the National Center
for Biotechnology Information (NCBI) DustMasker program,
which is part of the BLAST package. Furthermore, we added
5426 sequences from the NCBI UniVec database of artificial
vectors, adapters, linkers, and primers, and 3652 sequences
from the EmVec vector database. In total, the Kraken database
was based on 24 billion base pairs (Gbp) of sequences
compiled into a 154 gigabyte (GB) index. The computational
analysts were blinded to pathology and other clinical data until
the initial analysis was complete.
The Centrifuge database was based on NCBI’s nonredundant nucleotide collection (nt) downloaded on February 28,
2016. This database contains finished genomes as well as draft
genomes and partial sequences. In total, it comprises nearly
one million species across 75 thousand genera, including many
eukaryotes. The 110 Gbp of sequence data were compiled into
a 69 GB Centrifuge index. Centrifuge was run with the setting
‘‘k ¼ 1’’ to return the lowest common ancestor of the hits for
each sequence. All sequence mappings with a minimum
alignment length of 50 bp were summarized to a Kraken-like
report with ‘‘centrifuge-kreport.’’
During the course of the study, we built a second database
for Kraken containing 255 genomes of eukaryotic pathogens
from EuPathDB,8 most of which were not present in Kraken’s
bacterial/viral database. For the second group of 10 samples,
Kraken was run using both databases, and the results were
analyzed jointly to identify candidate pathogens.
The results of Kraken and Centrifuge were analyzed and
visualized with the Pavian software tool, which allows crosssample comparison and normalization. To rank the microbial
identifications, we first removed all taxa that matched to any
chordate (taxonomy ID 7111 and below) or artificial sequences
(taxonomy ID 81077
and below). We then calculated the
;
relative abundance x of species i in sample j by dividing the
ij
read counts (times 100) by the total number of microbial
species reads in that sample. A robust z-score was calculated
from the relative abundances using the following formula:
zij ¼
;

;
x ij

;

 medianðx i: Þ
; 
;
maxðmad x i: ; 0:001Þ

abundances for species i in all
where x are the relative

;
i:
samples, and mad x i: is the median absolute deviation, a
robust measure of the variability. The minimum value of 0.001
for the divisor was chosen to avoid division by zero (when
species are not present in most samples), and the inflation of
scores when the variability of the relative abundance is very
low. The minimum value of 0.001 was found to give the best
ranking for this sample set (data not shown). The species then
were ranked according to the z-score.
The intuition behind the z-score is that we expect to see
true pathogens only in a subset of the samples, while
contaminants or DNA from surface microbiome organisms
tend to occur in many more samples. A high z-score indicates
that more reads than expected were seen in a particular
sample, which usually corresponds to a true signal. When
searching against the nt database, hundreds to thousands of
taxons might be hit erroneously (due to low complexity
sequences or to contaminants in the database), and comparing
across samples provides greater power to see the true
pathogen above the background of contamination and/or
commensal organisms. Supplementary Table S2 shows the zscores for the top species with Centrifuge in this study, and
Supplementary Table S3 shows the raw read counts for those
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Sex

No culture

No culture

No culture

Bact culture: negtive HSV-1 (tissue
culture and direct
immunofluorescence)
Bact culture: no growth Fungal
culture: no growth
Bact culture: negtive Viral culture:
HSV-1
No culture

Acanthamoeba species

Acanthamoeba species

Bacterial culture: no growth
Direct immunofluorescence: A.
algerae
Acanthamoeba species

A. flavus

C. albicans/ dubliniensis
C. clavata

F. Solani

Mycobacterial culture: M. chelone
Aerobic culture: no growth

Bacterial culture: no growth Gram
stain: Gram(þ) cocci
Bacterial culture: Group B
Streptococcus
Bacterial culture: no growth

Microbiology Laboratory
Culture/Stain

Penetrating keratoplasty (Graft
failure)
Penetrating keratoplasty (graft
failure)
Penetrating keratoplasty (graft
failure)
DSEK (graft failure)

Herpetic keratitis

Corneal scarring

Posterior granulomatous foci
suggestive of herpetic infection

Acanthamoeba keratitis

Acanthamoeba keratitis

Acanthamoeba keratitis

Fungal keratitis (branched septate
hyphae)
Microsporidia keratitis

Mycobacterial Keratoconjuctivitis
Fungal (yeast) and focal bacterial
(Gram þ cocci) keratitis
Fungal keratitis (branched septate
hyphae)
Fungal Keratitis (yeast)
Fungal keratitis (sptate hyphae)

Mycobacterial keratitis

Inconclusive (possibly S.
aureus)

Negative

M. (possibly M. smegmatis)

Inconclusive

HSV-1

Negative

A. castellanii (secondary
Kraken analysis)
A. castellanii (secondary
Kraken analysis)
A. castellanii (secondary
Kraken analysis)
Negative

Inconclusive

A. fumigatus

C. albicans
M. (possibly M. smegmatis)

Inconclusive

M. abscessus; HSV-1
Inconclusive

M. abscessus; HSV-5

S. agalactiae

Bacterial Keratitis (Gram þ)

Initial NGS Results,
Kraken
S. aureus; HSV-1

Microscopic Diagnosis
Bacterial Keratitis (Gram þ)

TABLE 1. Summary of Clinical, Microscopic, and Sequencing Results

S. aureus;

P. digitatum; B. scardovii;
C. imitans
P. digitatum; A. algerae

P. digitatum

HSV-1

Negative

Negative

A. castellanii

A. castellanii; P. digitatum

A. castellanii; M. fermentans

A. algerae

C. albicans
Clavispora lusitaniae; some
C. albicans
A. oryzae or flavus

F. solani

M. chelonae
C. parapsilosis

M. chelonae; HSV-5

S. agalactiae

S. aureus; HSV-5 (CMV)

NGS Reanalysis Results,
Centrifuge

S. aureus not detected;
CMV not detected

Not done

Not done

Not done

Not done

Not done

Not done

Not done

S. aureus not detected;
CMV not detected
Not done

S. aureus not detected;
CMV not detected

Not done
S. aureus not detected;
CMV not detected
Not done

S. aureus detected; CMV
not detected
S. aureus not detected;
CMV not detected
S. aureus not detected;
CMV detected
Not done
S. aureus not detected;
CMV not detected
Not done

qPCR Analysis
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Case
Case
Case
Case
Case
Case
Case
Case
Case
Case
Case
Case
Case
Case
Case
Case
Case
Case
Case
Case

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20

Case #

2
1
2
2
2
1
1
1
1
1
1
1
2
2
2
2
1
1
2
2

Batch

35,947,243
42,281,022
32,321,057
31,259,428
22,572,576
43,187,311
45,410,366
42,359,755
46,033,752
43,742,352
46,648,496
44,554,101
20,060,037
22,460,961
25,512,845
23,749,398
43,643,461
45,824,224
25,623,975
25,202,226

Total
Number
of Reads

29,108,627
41,846,214
32,047,474
30,112,735
19,536,277
42,776,842
44,912,820
40,272,565
45,468,397
43,316,835
46,281,551
44,116,604
17,571,153
21,644,385
25,079,972
20,435,051
43,267,064
44,423,160
25,430,444
24,122,664

Host
Reads
90,503
25,682
46,424
188,998
68,523
21,633
121,540
212,556
30,402
29,326
18,700
49,404
394,696
64,828
114,541
111,928
45,290
165,001
45,994
47,386

Contaminant
Reads

TABLE 2. Summary of Sequence Read Numbers

3,011,823
127,986
66,787
437,389
964,227
131,860
146,701
564,125
232,197
115,768
98,567
78,483
752,761
416,422
77,050
1,993,594
68,211
285,502
30,666
372,314

Microbial
Reads
2,999,319
120,883
63,446
431,947
950,229
118,586
108,108
553,013
187,440
99,863
79,300
72,577
746,786
411,545
74,049
1,035,626
63,733
278,793
28,728
368,969

Bacterial
Reads
2691
56
1192
353
282
24
24
212
72
1299
46
214
359
71
131
954,354
57
225
14
109

Viral
Reads
2,
3056
948
2366
9735
7653
36,461
5057
39,964
5308
4589
2444
4330
2068
1378
1905
1560
3691
873
1480

Fungal Reads,
Centrifuge nt
7126
3950
1186
2692
3945
5564
2084
5766
4677
7896
10,102
3097
1257
2711
1481
1683
2831
2740
1042
1742

Protozoan
Reads,
Centrifuge nt
49
41
15
31
36
33
24
77
44
1402
4530
151
29
27
11
26
30
53
9
14

Amoebazoa
Reads,
Centrifuge nt
0.80976
0.989716
0.991535
0.963317
0.865487
0.990496
0.989043
0.950727
0.987719
0.990272
0.992134
0.990181
0.875928
0.963645
0.983033
0.860445
0.991376
0.969425
0.992447
0.957164
0.955192

Host %
0.002517662
0.000607412
0.001436339
0.006046112
0.003035675
0.000500911
0.002676481
0.005017876
0.000660428
0.000670426
0.00040087
0.001108854
0.019675736
0.002886252
0.004489542
0.004712877
0.001037727
0.003600737
0.00179496
0.001880231
0.003237856

Contaminant %

0.083784534
0.003027032
0.002066362
0.013992227
0.042716746
0.003053212
0.003230562
0.013317476
0.00504406
0.002646588
0.002112973
0.001761521
0.037525404
0.018539812
0.003020047
0.083942928
0.001562915
0.006230373
0.00119677
0.01477306
0.01717723

Microbial %
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FIGURE 1. Clinical and microscopic appearance of selected cases. (A) In case 1, the patient’s cornea showed inflammation and ulceration. (B)
Microscopic examination of case 1 revealed Gram-positive cocci in the stroma (original magnification, 3400). (C) Severe corneal ulceration in case 7
ultimately led to endophthalmitis and enucleation. (D) Periodic acid-Schiff (PAS) stains highlight numerous yeast forms in the corneal stroma
(original magnification, 3400). (E) In case 12, 1 month after an initial penetrating keratoplasty, worsening graft edema and haze was accompanied
by a hypopyon. (F) Numerous Acanthamoeba cysts were present, some of which were empty (arrow), while others contained organisms
(arrowhead, original magnification 3400).

same species. We additionally tested the stability of the z-score
ranking using bootstrap selection of subsets of the samples
(Supplementary Fig. S2).
In every case, we realigned selected reads using BLAST, a
slow but very sensitive method, against the full NCBI
nucleotide database to validate our initial diagnoses. The
reads chosen were simply the first 20 identified by Kraken as
belonging to the suspected pathogen. In a few cases, these
BLAST searches detected a closely related genome that was
missing from the Kraken database, allowing us to realign the
sequences to a particular genome and change the initial
diagnosis. For case 9, the reads that did not match human or
contaminant sequences were aligned with bowtie29 against
the Aspergillus flavus strain NRRL3557 (accession code
GCF_000006275.2, total sequence length 36,892,344 bp),
and the A. oryzae strain RIB40 (GCA_000184455.3, total
sequence length 37,912,014 bp). In cases 3 and 4,
nonhuman/noncontaminant reads were aligned to Mycobacterium abscessus strain ATCC 19977 (GCF_000069185.1,
total sequence length 5,090,491 bp) and M. chelonae strain
CCUG 47445 (GCF_001632805.1, total sequence length
5,029,817 bp). In case 3, of the 194,482 read pairs, 1118
and 8468 reads mapped to M. abscessus and M. chelonae,
respectively. In case 4, of the 637,117 read pairs, 5407 and
48,888 reads mapped. In case 6, the nonhuman/noncontaminant reads were aligned with bowtie2 to Nectria
haematococca/Fusarium solani strain mpVI 77-13-4
(GCF_000151355.1, total sequence lengths 51,286,497 bp).

CAC-3 0 , Reverse: 5 0 -ACTCTCGTATGACCAGCTTC-3 0 ) and cytomegalovirus (Forward: 5 0 -GCGGTGGTTGCCCAACAGGA-3 0 ,
Reverse: 5 0 -ACGACCCGTGGTCATCTTTA-3 0 ).10,11 Reactions
were performed in triplicate with b-Actin as a control in a
iQ5 Multicolor real-time PCR detection system (Bio-Rad,
Hercules, CA, USA), using SYBR Green (Applied Biosystems,
Foster City, CA, USA) as fluorescent dye.

Confirmatory Testing by Quantitative PCR (qPCR)

Our study included two cases of keratitis caused by Grampositive cocci (Table 1). Representative clinical and microscopic
images of the cornea in case 1 are shown in Figures 1A and 1B,
respectively. This patient had cornea ulceration as well as a
clinical history of herpetic infection and was being treated with

DNA was extracted from paraffin sections as described above.
Previously published primer sequences were used to detect
Staphylococcus aureus (Forward: 5 0 -TCGGTACACGATATTCTT

Downloaded from iovs.arvojournals.org on 05/13/2021

RESULTS
We chose to analyze corneal infections by a range of organisms,
grouped below into several categories. For each group, we
highlight in greater detail the clinical, pathologic, and
sequence data from one or two cases. Overall clinical,
pathologic, and NGS data are summarized in Table 1, while
Table 2 provides an overview of the number of reads across the
samples and categories, and Supplementary Table S1 the
Kraken read numbers for species named in Table 1. On
average, 96% of the NGS reads were classified as human (range,
81%–99%), 0.3% corresponded to known contaminant sequences in the database, 1.7% (range, 0.1%–8%) represented
microbial sequences, and the remainder could not be classified
(Table 2). Note that in the two cases with 8% nonhost reads
(cases 1 and 16), the vast majority were from the pathogen
causing the infection.

Bacterial and Mycobacterial Keratitis

IOVS j January 2018 j Vol. 59 j No. 1 j 285
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oral acyclovir, fortified vancomycin, and tobramycin at the time
of penetrating keratoplasty, although no direct testing for virus
had been performed. No organisms grew in culture, but the
specimen sent to the microbiology laboratory and the corneal
button examined in ophthalmic pathology contained grampositive cocci visualized microscopically. Our initial NGS assay
identified S. aureus (1,795,339 reads) and human herpesvirus 1
(HSV-1, 692 reads), as well as a lower count of HSV-5
(cytomegalovirus) sequences (330 reads), which were not
regarded as clearly significant on the initial analysis. The second
case, in which group B Streptococcus was grown from a vitreous
culture, showed S. agalactiae on NGS analysis (5782 reads).
We also examined two cases of atypical mycobacterial
keratitis. In case 3, standard aerobic and anaerobic cultures
were negative, and mycobacterial cultures were not performed, but acid-fast bacilli were detected microscopically on
Fite stains in the surgical material. M. abscessus (12,070 reads)
and HSV-5 (1099 reads) were found by NGS. In case 4, which
clinically involved the conjunctiva and cornea, heavy M.
chelonae was identified on culture. In this case only a small
limbal biopsy approximately 1 mm in greatest dimension was
taken, with acid-fast organisms found microscopically. Kraken
initially identified M. abscessus in the NGS sequences (2158
reads), along with HSV-1 (285 reads). Realignment of the
sequences to a larger database (see Methods) revealed that M.
chelonae was a better match, and, therefore, we reported M.
chelonae as our final NGS diagnosis before unmasking the
clinical diagnosis. Importantly, even in this small biopsy the
total number of sequence reads (31.3 million) as well as the
number of mycobacterial sequences (4120 total mycobacterial
and 2158 M. abcessus reads) was relatively high (Supplementary Table S1). Thus, the concordance between NGS and
clinical diagnostics for these bacterial and mycobacterial
keratitis cases was 100%.

Fungal Keratitis
Five cases of fungal keratitis were examined (Table 1). In case
5, corneal tissue around a failed keratoprosthesis was
submitted, and yeast forms and gram-positive cocci were
identified microscopically, although only a single small focus of
bacteria was noted in the multiple fragments of adherent
tissue. The initial NGS results from Kraken were inconclusive,
but secondary analysis using an expanded eukaryotic pathogen
database (see Methods) found Candida parapsilosis, a species
that was not in the initial Kraken database. The absence of
significant bacterial sequences may reflect their focal involvement of the specimen. In case 6 F. solani was cultured and
fungal forms seen microscopically. F. solani was not identified
in the initial NGS analysis because no Fusarium genome was
present in the database used. Case 7 was a globe enucleated
due to a corneal ulcer which ultimately perforated (Fig. 1C),
with C. albicans identified by culture and NGS (46,860 reads),
and yeast forms also confirmed in the cornea microscopically
(Fig. 1D). In case 8, Curvularia clavata was cultured and
fungal forms detected microscopically. No fungal DNA
sequences were identified by NGS, but C. clavata has never
been sequenced, therefore it cannot yet be detected by an NGS
method. On the initial Kraken analysis, M. smegmatis, a rapidly
growing acid-fast organism of low virulence, was highlighted.12
However, similar or greater numbers of sequence reads from
this organism were identified in many samples, suggesting it is
less likely to be pathogenic, and may have contaminated the
samples at some point during processing (Supplementary
Table S2). Finally, in case 9, fungal forms were seen
microscopically and Aspergillus was detected by culture and
NGS. A. flavus was found on culture, while NGS identified A.
fumigatus (469 reads), which was the closest relative to A.

Downloaded from iovs.arvojournals.org on 05/13/2021

flavus in the Kraken database and belongs to the same
taxonomic group.13
We also examined a cornea (case 10) infected with
microsporidia, eukaryotic parasitic organisms previously thought
to be protozoa but now believed to be related more closely to
fungi.14 This tissue had been sent previously for analysis at the
Center for Disease Control (CDC), where direct immunofluorescence had been used to establish a diagnosis of Anncaliia
algerae. On secondary analysis by Kraken with the expanded
eukaryotic pathogen database, this case showed an overwhelmingly strong signal (155,152 reads) of A. algerae. Thus, Kraken
analyses using the expanded database was concordant with the
clinical diagnosis in four of six cases (66%), with the two failures
representing fungi absent from database.

Acanthamoeba
Three cases of Acanthamoeba were examined, including one
in which two keratoplasties and extensive medical therapy was
required before the organisms ultimately were cleared (Fig.
1E). All contained cysts or organisms on microscopic
examination (Fig. 1F), and in two of these Acanthamoeba
also were identified by culture in the microbiology laboratory,
although in case 12 only early cultures were positive while
those at surgery were negative. The Kraken database used for
initial NGS analysis did not include Acanthamoeba sequences,
and the main organisms identified were vaccinia virus and
Mycoplasma fermentans (case 11), a bacterial endosymbiont
of Acanthamoeba known as UWC8 (case 12), and no
definitive infectious organisms in case 13.
Because of the detection of the endosymbiont in case 12,
the initial analysis pointed to Acanthamoeba despite the
absence of its genome from the database. With the database
with eukaryotic pathogens, Kraken identified 8252, 27,860,
and 967 reads at the Acanthamoeba genus level, with 509,
1505, and 53 specific to the A. castellanii species, in cases 11,
12, and 13 respectively, resulting in 100% concordance with
clinical diagnosis.

Viral Keratitis and Controls
Three cases with clinical and/or microscopic features of
herpetic keratitis were examined. In two of these (cases 14
and 16) HSV-1 had been detected by culture at some point
during the clinical course. Case 15 had a clinical history of
herpes zoster ophthalmicus and presumed herpetic keratitis,
but only bacterial and fungal cultures had been performed and
were negative; the cornea was scarred in a nonspecific fashion.
Only case 16 showed significant numbers of HSV-1 sequences
on initial NGS analysis (947,786 reads, Supplementary Table
S1), for a concordance rate of only 33% with clinical diagnosis.

Controls
We also sequenced DNA extracted from four penetrating
keratoplasty specimens with no clinical or microscopic
suspicion of infection (cases 17–20). Two of these showed
rare sequences suggesting possible pathogenic involvement by
M. smegmatis (case 18, 223 reads) and S. aureus (case 20,
1869 reads). These also could represent organisms of the
endogenous surface microbiome, or contaminants from the
skin or other sources. To address the possibility that
environmental organisms or DNA were contaminating the
samples during specimen grossing, fixation, or processing, we
examined three corneas that were divided in a sterile fashion
immediately postoperatively, with one portion frozen and the
other processed routinely for microscopic diagnosis. As shown
in Supplementary Table S4, modest differences were seen
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FIGURE 2. Strategy for sequencing and computational analysis.

between the sterile and formalin-fixed, paraffin-embedded
specimens, but the number of pathogen reads did not
approach those seen in truly infected specimens using either
processing method

Reanalysis With Centrifuge
After the initial results, generated while the computational
analysis team was masked with respect to clinical diagnosis, it
was decided to use another strategy and sequences from a
broader spectrum of organisms (see Table 1, column ‘‘NGS
Reanalysis Results,’’ and Supplementary Tables S2, S3). The
recently-developed Centrifuge metagenomics classifier6 enables queries against much larger sequence sets—assuming a
fixed amount of computer memory—than Kraken (Fig. 2). We
compiled an index from the NCBI’s comprehensive nucleotide
database, which contains sequences from hundreds of
eukaryotic pathogens that were missing from the Kraken
database used in the initial analysis. We calculated a robust zscore for each identification across the samples (see Methods),
and extracted the 25 species with the highest z-score (see
Supplementary Table S2 for the z-scores across the samples,
and Supplementary Table S3 for NGS read numbers for the
species from S2). This additional statistical normalization
procedure is necessary because the nt database contains much
more noise caused by matches to off-target sequences. For
example, the Centrifuge analysis identified matches to human
HSV1 in all 20 samples, but manual inspection revealed that
most of these were false-positives, and none was ranked highly
by z-scores. The z-score ranking tends to eliminate noise and
put true positive classifications at the top of the ranking.
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Using this approach, we found strong signals for a number
of eukaryotic pathogens that we did not detect in our initial
NGS assay in the first round, including Acanthamoeba in cases
10 to 12, C. parapsilosis in case 5, and F. solani in case 6. Note
that the nt database contains sequences for F. solani labelled as
both N. haematococca (taxonomy ID 140110) and F. solani
(taxonomy ID 169388), both members of the F. solani species
complex. N. haematococca is the teleomorph of F. solani, and
genomically identical. For the purpose of identification, we can
sum their reads. A targeted alignment of the nonhuman reads
from case 6 to the F. solani genome identified 8341 reads from
that organism. Interestingly, in case 9 A. oryzae was assigned
more reads than A. flavus, probably due to missing sequences
from the draft genome of A. flavus that are present in the A.
oryzae draft genome. Indeed, the A. oryzae genome has over
three times more sequence data in the nt database than A.
flavus. When we independently aligned the reads against two
assemblies of A. oryzae and A. flavus with similar total
sequence lengths, the number of mapped reads was nearly
identical and comprised over 9% of all nonhuman/noncontaminant reads in this sample. Finally, we detected a fungus in
case 8, where the signal was strongest for Candida/Clavispora
lusitaniae (638 reads). As mentioned above, C. clavata, which
was detected in the microbiology laboratory culture, has not
had its genome sequenced and, thus, cannot be detected by
NGS at this time. In case 4, where the initial results suggested
M. abscessus, the diagnosis was revised to M. chelonae during
the validation step for the initial results, as explained above. A
targeted alignment of the nonhuman reads to genomes of both
species confirmed that eight to nine times more reads align to
M. chelonae in cases 3 and 4 (Supplementary Table S3).
In the other infected cases, the identifications from the first
round were confirmed; thus, 14 of 16 cases (88%) had
Centrifuge results concordant with clinical diagnosis. In cases
17 to 20, which were specimens from failed grafts, modest
numbers of reads from a range of organisms were identified, as
shown in Supplementary Table S3.
Because in some cases NGS identified sequences from a
pathogen not detected previously with conventional methods,
confirmatory testing was performed for two of the potential
false-positives, S. aureus and CMV, in eight cases using
quantitative PCR. In case 1, gram positive cocci had been
identified in the microbiology and surgical pathology specimens, corresponding to the S. aureus identified by Kraken and
Centrifuge analyses. S. aureus also was identified as a possible
pathogen in the Centrifuge analysis of case 20, although
Kraken analysis of that case did not clearly support a diagnosis
of S. aureus. Our qPCR analysis confirmed the presence of S.
aureus DNA in case 1, but did not detect it in case 20 or any
other case examined (Supplementary Fig. S1). CMV was
detected by Kraken and Centrifuge in case 3, but had not
been tested for clinically, and also was confirmed by qPCR.
Case 1, however, in which Centrifuge but not Kraken had
resulted in a positive call for CMV, did not show this virus by
qPCR (Supplementary Fig. S3).

DISCUSSION
In this retrospective study, we analyzed 16 corneas infected
with a range of pathogens to investigate the ability of high
throughput sequencing coupled with advanced computational
analysis to identify multiple types of organisms in a single test.
Our initial NGS analysis using Kraken was able to detect
sequences from organisms largely corresponding to those
found clinically in four of four bacterial/mycobacterial cases,
two of six fungal cases, and one of three herpetic keratitis
cases. In this initial analysis, the absence of adequate
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sequences from some species in the Kraken reference database
resulted in imperfect matches.
The paucity of eukaryotic sequences in the initial Kraken
database proved problematic, but this was addressed easily by
building a second database using a collection of eukaryotic
pathogens. No Acanthamoeba sequences were matched
initially due this lack of database coverage, but an endosymbiont of Acanthamoeba known as UWC8 was present.
Acanthamoeba sequences then were added to the Kraken
database, and the pathogen was identified in all three infected
samples. The Centrifuge metagenomics classifier, which
queries a broader set of sequences, was used in a second
round of analyses and detected the eukaryotic pathogens in all
the samples that were inconclusive in the first round, including
Acanthamoeba in these three cases; M. chelonae in cases 3
and 4; Fusarium and Candida in the fungal keratitis cases 5, 6,
and 8; and the microsporidia A. algerae in case 10. The correct
organisms also were identified in cases 5 and 10 by Kraken in a
secondary analysis including an expanded eukaryotic database.
Although Centrifuge’s larger database allowed it to be more
sensitive on initial analysis, the large number of draft genomes,
many with contaminating sequences, result in a higher falsepositive rate than Kraken. For example, moderate numbers of
HSV-1 reads were identified in all samples, but manual alignment
revealed that most of these were false-positives representing
low-complexity matches clustered in a few locations of the HSV1 genome. The z-score ranking also can be used to exclude falsepositive matches when a sufficient number of similar samples is
available for comparison. Centrifuge (but not Kraken) also
detected sufficient numbers of DNA reads for CMV in case 1 and
S. aureus in case 20 to suggest infection, but organismal DNA
was not confirmed using qPCR. Thus thresholds for Centrifuge
calls will need to be adjusted to prevent false-positives after
additional cases are analyzed.
Our findings nevertheless support the general feasibility of
using metagenomic sequencing plus computational analysis to
identify DNA sequences from a wide range of infectious
organism in the cornea and other ocular tissues. In addition to
facilitating basic research on infectious keratitis, NGS eventually could become a standard diagnostic assay in clinical
microbiology laboratories. However, this approach is dependent on sequences from the pathogens, or closely-related
organisms, being present in the reference databases queried.
While sequences for thousands of infectious agents already are
available, and the reference databases needed for such studies
are expanding, additional efforts in this area will be required
for metagenomics efforts to reach their broadest potential.15,16
Thousands of pathogen genomes have been sequenced, but
most of the genomes have not yet been assembled fully,
especially the large genomes of eukaryotic pathogens.17 Partial
genome assemblies, which have their sequence data in many
pieces, often include contaminating foreign sequences. Mapping sequencing results against a metagenomics database with
only complete genomes, as we did in the initial analysis with
Kraken, thus often gives clearer results, but limits the range of
detectable species. Even if there is a detection, the researcher
must consider whether the signal could be off-target. Classifiers
assign reads to the closest genome in the database, and if an
organism in a tissue sample represents a species that does not
have a genome in the database, reads will be assigned to
sufficiently close species, as was seen with the initial M.
abscessus assignments in our case 3.
Novel metagenomics classifiers, such as Centrifuge, enable
efficient search against much larger sequence sets.6 While there
is a much better chance that the database then includes the
sequence of the target pathogen, the results usually are messier
due to contamination in the database and off-target hits from the
classifier. We demonstrated that by using a statistical filter to
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extract the outliers in the sea of results, common contaminants
can be dismissed more easily and the true signal can become
clear. Visualization tools, such as Pavian, which includes the
statistical filtering method used in our study, can be a great help
in this regard, and an illustration of output from this program is
shown in Supplementary Figure S1.7 Another metagenomics
classifier, known as SMART, which also can index the entire
GenBank database, recently was reported and used to characterize the distribution of organisms using sequences from a
human microbiome project conjunctival sample.18
An alternative approach for metagenomics classification
first assembles short NGS reads into larger contiguous
sequences (contigs).19 Organisms must be present abundantly
in a sample before this assembly approach will yield longer
contiguous sequences. The largest and most-covered contigs
then can be queried against a database. Since the assembly
process reduces the sequence set dramatically, very sensitive
but slower methods, such as BLAST, can be used. While
assembly-based metagenomics classification might be more
sensitive in detecting abundant organisms that are not in the
database, they give few results when the genome of interest is
covered sparsely, which almost always will be the case for the
low volumes of DNA available from biopsy specimens.
A range of practical issues will need to be addressed before
NGS assays can be used as routine diagnostics for corneal
infection. For each organism, thresholds for the number of
DNA sequences corresponding to significant infectious loads in
the cornea will need to be established. True contamination and
the levels of commensal organisms of the ocular surface also
will need to be better understood. For example, we identified
contamination by rat or mouse sequences in case 7, and by
citrus lemon in case 17. Very low levels of Acanthamoeba
sequence reads also were identified in several specimens run in
the same batch as cases 11 to 13, but not in runs of the second
batch, suggesting that some cross-contamination can occur
when groups of specimens are processed together.
It also will be necessary to define the endogenous corneal
microbiota, which varies between individuals. In our four
control cases, we detected significant numbers of sequences
from a range of organisms, including Pencillium digitatum,
Bifidobacterium scarvodii, Cornyebacterium imitans, M.
smegmatis and S. aureus, although the latter was not
confirmed when tested for using qPCR. Infectious keratitis
and other noninfectious causes of corneal inflammation and
scarring also likely will alter the composition of organisms on
the corneal surface; thus, it will take some time to form a fuller
picture of the corneal microbiome. A number of studies using
16S ribosome sequencing or other techniques have begun to
define the ocular surface microbiome, but it remains poorly
understood in health and disease.20–22
Studies using cell culture have reported Gram-positive
species, such as Propionibacterium, Corynebacterium, Staphylococcus, and Streptococcus on the surface of the eye,
although some have suggested that fungi also can be
present.23,24 Dong et al.25 used deep sequencing of amplified
16S rRNA gene libraries from surface swab DNA to identify
bacteria in healthy human conjunctiva, and reported Pseudomonas, Bradyrhizobium, Propionibacterium, Acinetobacter,
and Corynebacterium as the most common species identified.
Doan et al.22 used bacterial culture, 16S rRNA sequencing and
another sequencing technique, known as biome representational in silico karyotyping (BRiSK), to analyze conjunctival
swabs from 107 healthy volunteers, with Corynebacterium,
Propionibacterium, and coagulase-negative Staphylococci
reported as the predominant organisms. We identified generally low numbers of reads corresponding to several of these
organisms, including Staphylococcus, Streptococcus, and Co-
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rynebacterium, in many of our control and infected corneal
specimens.
In addition to serving as a diagnostic tool, this technique
ultimately will make it possible to study interactions between
pathogenic and nonpathogenic infections organisms, or
between multiple pathogens. Indeed, in some corneas being
treated for nonviral pathogens, we identified viral sequences
that may have had a role in clinical findings. In case 3, CMV
was found in addition to mycobacterial keratitis and confirmed
by qPCR. Interrogation of additional cases should provide a
broader picture of what viral, bacterial, and eukaryotic
organisms often are found together in distinct clinical contexts.
In summary, these preliminary studies establish the feasibility
of using metagenomic NGS of DNA extracted from routine
formalin-fixed clinical specimens to identify bacteria, fungi,
amoeba, and viruses associated with pathogenic corneal
infections. This method holds great promise for the relatively
rapid detection of organisms, including rare pathogens and cases
in which cultures were not attempted or failed to yield positive
results. Additional prospective studies with more detailed
confirmatory testing will be required, however, particularly as
some organisms we detected by NGS but not identified clinically
could not be confirmed by qPCR, including CMV identified by
Centrifuge in case 1 and S. aureus in case 20. While most of the
specimens examined in our report represented full corneal
buttons, the one superficial biopsy examined yielded similar
numbers of sequence reads, indicating that the method can
work even in very small specimens. Indeed, the greatest use of
this approach may involve its use with fresh tissue scrapings
taken from the patient’s cornea, as opposed to surgically
acquired biopsies or keratoplasty specimens. The potential to
diagnose infections in small biopsies using NGS was highlighted
in two recent studies using small intraocular fluid samples. One
group identified torque teno virus in a number of culturenegative endophthalmitis cases.26 The second reported a case of
chronic idiopathic bilateral uveitis in which rubella was
identified using metagenomics deep sequencing and subsequently confirmed using other methods.27

Acknowledgments
Supported in part by an unrestricted grant from Research to
Prevent Blindness, by NIH Grant R01 HG006677 (SLS), and by the
US Army Research Office Grant W911NF-14-1-0490 (SLS).
Disclosure: Z. Li, None; F.P. Breitwieser, None; J. Lu, None; A.S.
Jun, None; L. Asnaghi, None; S.L. Salzberg, None; C.G.
Eberhart, None

References
1. Ong HS, Corbett MC. Corneal infections in the 21st century.
Postgrad Med J. 2015;91:565–571.
2. Whitcher JP, Srinivasan M, Upadhyay MP. Corneal blindness: a
global perspective. Bull WHO. 2001;79:214–221.
3. Hong BK, Lee CS, Van Gelder RN, Garg SJ. Emerging
techniques for pathogen discovery in endophthalmitis. Curr
Opin Ophthalmol. 2015;26:221–225.
4. Salzberg SL, Breitwieser FP, Kumar A, et al. Next-generation
sequencing in neuropathologic diagnosis of infections of the
nervous system. Neurol Neuroimmunol Neuroinflamm.
2016;3:e251.
5. Wood DE, Salzberg SL. Kraken: ultrafast metagenomic
sequence classification using exact alignments. Genome Biol.
2014;15:R46.
6. Kim D, Song L, Breitwieser FP, Salzberg SL. Centrifuge: rapid
and sensitive classification of metagenomic sequences.
Genome Res. 2016;26:1721–1729.

Downloaded from iovs.arvojournals.org on 05/13/2021

IOVS j January 2018 j Vol. 59 j No. 1 j 288
7. Breitwieser FP, Salzberg SL. Pavian: interactive analysis of
metagenomics data for microbiomics and pathogen identification. BioRxiv. 2016;084715. Available at: https://www.bio
rxiv.org/content/early/2016/10/31/08471.
8. Aurrecoechea C, Barreto A, Brestelli J, et al. EuPathDB: the
eukaryotic pathogen database. Nucleic acids Res. 2013;41:
D684–D691.
9. Langmead B, Salzberg SL. Fast gapped-read alignment with
Bowtie 2. Nat Methods. 2012;9:357–359.
10. Anbazhagan D, Mui WS, Mansor M, Yan GO, Yusof MY,
Sekaran SD. Development of conventional and real-time
multiplex PCR assays for the detection of nosocomial
pathogens. Braz J Microbiol. 2011;42:448–458.
11. Habbal W, Monem F, Gartner BC. Comparative evaluation of
published cytomegalovirus primers for rapid real-time PCR:
which are the most sensitive? J Med Microbial. 2009;58:878–
883.
12. Eid AJ, Berbari EF, Sia IG, Wengenack NL, Osmon DR,
Razonable RR. Prosthetic joint infection due to rapidly
growing mycobacteria: report of 8 cases and review of the
literature. Clin Infect Dis. 2007;45:687–694.
13. Peterson SW. Phylogenetic analysis of Aspergillus species
using DNA sequences from four loci. Mycologia. 2008;100:
205–226.
14. Corradi N. Microsporidia: eukaryotic intracellular parasites
shaped by gene loss and horizontal gene transfers. Ann Rev
Microbiol. 2015;69:167–183.
15. Kyrpides NC, Eloe-Fadrosh EA, Ivanova NN. Microbiome data
science: understanding our microbial planet. Trends Microbiol. 2016;24:425–427.
16. Stulberg E, Fravel D, Proctor LM, et al. An assessment of US
microbiome research. Nat Microbiol. 2016;1:15015.
17. Kitts PA, Church DM, Thibaud-Nissen F, et al. Assembly: a
resource for assembled genomes at NCBI. Nucl Acids Res.
2016;44:D73–D80.
18. Lee AY, Lee CS, Van Gelder RN. Scalable metagenomics
alignment research tool (SMART): a scalable, rapid, and
complete search heuristic for the classification of metagenomic sequences from complex sequence populations. BMC
Bioinform. 2016;17:292.
19. Mulcahy-O’Grady H, Workentine ML. The challenge and
potential of metagenomics in the clinic. Front Immunol.
2016;7:29.
20. Lu LJ, Liu J. Human microbiota and ophthalmic disease. Yale J
Biol Med. 2016;89:325–330.
21. Zegans ME, Van Gelder RN. Considerations in understanding
the ocular surface microbiome. Am J Ophthalmol. 2014;158:
420–422.
22. Doan T, Akileswaran L, Andersen D, et al. Paucibacterial
microbiome and resident DNA virome of the healthy
conjunctiva. Invest Ophthalmol Vis Sci. 2016;57:5116–5126.
23. Miller D, Iovieno A. The role of microbial flora on the ocular
surface. Curr Opin Allerg Clin Immunol. 2009;9:466–470.
24. Wu T, Mitchell B, Carothers T, et al. Molecular analysis of the
pediatric ocular surface for fungi. Curr Eye Res. 2003;26:33–
36.
25. Dong Q, Brulc JM, Iovieno A, et al. Diversity of bacteria at
healthy human conjunctiva. Invest Ophthalmol Vis Sci. 2011;
52:5408–5413.
26. Lee AY, Akileswaran L, Tibbetts MD, Garg SJ, Van Gelder RN.
Identification of torque teno virus in culture–negative
endophthalmitis by representational deep DNA sequencing.
Ophthalmology. 2015;122:524–530.
27. Doan T, Wilson MR, Crawford ED, et al. Illuminating uveitis:
metagenomic deep sequencing identifies common and rare
pathogens. Genome Med. 2016;8:90.

