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Inflammation of the cornea is known as keratitis, and bacteria, fungi, protozoans, and
viruses are the etiological agents of this disease. Delayed treatment of keratitis could result
in loss of vision and, under certain severity conditions, the removal of an eye and its
associated structures. In the current study, the ocular surface (conjunctiva and cornea)
mycobiomes of individuals with bacterial keratitis were compared with the ocular
mycobiome (conjunctiva) of healthy individuals, free of any ocular morbidity.
Mycobiomes were generated through NGS approach using conjunctival swabs and
corneal scrapings as the source of DNA from which ITS2 was amplified and
sequenced, as a proxy to identify fungi. The results indicated significant changes in the
alpha-diversity indices and in the abundance at the phylum and genera level. Hierarchical
clustering using a heatmap showed that the mycobiomes were different. Furthermore,
NMDS plots also differentiated the mycobiomes in the three cohorts, implying dysbiosis in
the mycobiomes of the conjunctivae and corneal scrapings of bacterial keratitis individuals
compared to control individuals. A preponderance of negative interactions in the hub
genera in the conjunctival swabs of bacterial keratitis individuals compared to healthy
controls further re-emphasized the differences in the mycobiomes. The dysbiotic changes
at the genera level in conjunctivae and corneal scrapings of bacterial keratitis individuals
are discussed with respect to their possible role in causing or exacerbating ocular surface
inflammation. These results demonstrate dysbiosis in the ocular mycobiome in bacterial
keratitis patients compared to healthy controls for the first time.

Keywords: bacterial keratitis, ocular mycobiome, conjunctiva, cornea, dysbiosis, NGS
INTRODUCTION

The ocular surface harbors a variety of microorganisms (1), which together constitute the
microbiome. The conventional cultivable approach has revealed the presence of several bacteria
(such as coagulase negative staphylococcus, Staphylococcus aureus, Propionibacterium sp.,
Micrococcus sp., and Corynebacterium sp.) (2–8) and fungi (such as Curvularia sp., Fusarium sp.,
Alternaria sp., Saccharomyces cerevisiae, Helminthosporium sp., Aspergillus flavus, A. niger,
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Penicillium sp., Candida guilliermondii, C. parapsilosis, C.
albicans, Rhodotorula rubra, and Hormodendrum sp.) (9–13)
on the ocular surface. Furthermore, next-generation sequencing
(NGS) technology, involving amplicon sequencing of the
internal transcribed spacer 2 (ITS2), established that the ocular
mycobiomes are diverse and abundant (14, 15). In the NGS
method, fungi were identified in majority of the swabs (73.5%)
and 65 genera were identified including Aspergillus, Setosphaeria,
Haematonectria, and Malassezia in all the sampled eyes (15). It
was also confirmed by Prashanthi et al. (14) that a similar
proportion of fungi (74%) were also detected in the ocular
surface mycobiomes from individuals with fungal keratitis as
in healthy individuals. In ocular diseases, such as keratitis,
conjunctivitis, blepharitis, and endophthalmitis (16), fungi are
the disease-causing agents. Thus, in the diseased state, the ocular
surface fungal mycobiome is likely to be altered compared to that
existing in the healthy control eyes (17). In our earlier studies,
dysbiosis in gut microbiomes and mycobiomes was observed in
patients with ocular diseases like uveitis (18, 19), in both bacterial
and fungal keratitis (20) and also in diabetic retinopathy (21, 22).
Similar studies on dysbiotic changes in the ocular surface
microbiomes are only few and limited to blepharitis patients
(23), contact lens wearers (24), Stevens–Johnson syndrome
patients (25), fungal keratitis patients (14, 26), and bacterial
keratitis (BK) patients (27). These findings implicated the
involvement of ocular surface microbiome/mycobiome in the
pathogenesis of ocular diseases.

Globally, 6–8 million people are affected by bilateral blindness
due to corneal disease, the majority due to sequelae from infectious
keratitis (28). Trauma is the cause of keratitis in 47.6% of affected
individuals (29). Patients with keratitis share several common
symptoms that affect the eye such as redness, pain, sensitivity to
light, blurred vision, foreign body feeling tearing, and discharge.
These symptoms are common irrespective of whether bacteria,
fungi, protozoa, or viruses are the causative agents of keratitis.
Microbiological studies following the culture of corneal scrapings
are the gold standard for determining the etiology of infectious
keratitis caused by bacteria, fungi, protozoa, etc. However, a major
problem related to identification of the causative agent of keratitis
is that growth occurs in only 40%–60% of the cases (30–33). Thus,
corneal ulcers are often treated empirically by cornea specialists,
who can differentiate clinically bacterial and fungal keratitis but in
fewer than 70% of cases (34), thus implying that bacteria or fungi
may not be exclusively present in bacterial or fungal keratitis,
respectively. In fact, keratitis, could be polymicrobial, caused by
two or more organisms (e.g., bacteria–bacteria, fungus–fungus,
bacteria–fungus, and fungus–protozoan) in approximately 2%–
15% of all keratitis cases (35–40). Thus, in view of the relatively
common occurrence of fungi as a common etiological agent of
keratitis, it is important to investigate the mycobiomes of the
ocular surface (conjunctiva and cornea) in the control cohort of
healthy individuals and compare the mycobiomes with individuals
with BK to assess whether ocular mycobiome dysbiosis is
prevalent in BK patients. This study would also shed light on
whether the fungal community of conjunctiva is different from
that of the cornea.
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MATERIALS AND METHODS

Recruitment of Subjects
All individuals were recruited by the in-house doctors at the L V
Prasad Eye Institute (LVPEI), Hyderabad, India. The recruits
included healthy controls (HC) (18 men and 8 women: age
range, 23–77 years; mean age, 44.15 years) without any ocular
complications or disease such as dry eye disease, keratitis, uveitis,
glaucoma, and retinal diseases. These 26 were recruited for
investigating the conjunctival surface mycobiomes. The yearly
incidence of BK in India is 2.79 per 10,000 (41). The sample size
derived was 21 based on the population proportion method (90%
confidence interval and 6% error). Therefore, 22 patients with
microbiologically proven BK (18 men and 4 women; age range,
27–71 years; mean age, 51.54) based on microscopic examination
of corneal scrapings were recruited for the study. Patients with
Gram-positive and Gram-negative bacterial infections in the
cornea were included in the study, but patients with fungal
keratitis or mixed infections were excluded. Both swabs of the
conjunctivae and scrapings of the cornea were collected from the
BK patients. Both HC and BK individuals did not wear contact
lenses. HC individuals abstained for 3 months before sample
collection from oral or topical antibacterial and antifungal
medicines, corticosteroids, or non-steroidal anti-inflammatory
agents. Among the 22 BK patients, 5 patients had taken topical
antibiotics and 1 patient (BK-033) had taken both oral and
topical antibiotics prior to recruitment for the study (see
Supplementary Table S1). All the study participants were
informed in advance about the study in a language they were
familiar with, and written consent was taken prior to the
collection of samples. Furthermore, the study was conducted in
accordance with the Research Review Board and Ethics
Committee of LVPEI, Hyderabad (Ethics Ref. No. LEC 06-
14-060).

Sample Collection
Conjunctival swabs (42) from the right and left eyes of 26 healthy
individuals (HC-SW) and 22 BK patients (BK-SW, n = 22) were
collected using a sterile Isohelix swab (Harrietsham, Kent,
United Kingdom), which was moistened with sterile
phosphate-buffered saline (PBS) (pH 7.4) just before use.
Corneal scrapings from the infected eye of 22 BK patients
(BK.CR, n = 22) were also collected using a sterile surgical
blade No. 15. Proparacaine hydrochloride (0.5%) eye drops
were topically applied prior to the collection of conjunctival
swabs and corneal scrapings. All these procedures were described
recently (27). The conjunctival swabs and corneal scrapings were
stored at −80°C in PBS.

Cultivation of Fungi
The conjunctival swabs of HC (HC-SW) and corneal scrapings of
BK patients (BK-CR) were cultured on six different media
(Sabouraud dextrose agar, 5% sheep blood agar, potato
dextrose agar, chocolate agar, thioglycollate broth, and brain
heart infusion broth) to identify the culturable microorganisms
(43). The Institutional Ethics Committee approved collection of
May 2022 | Volume 2 | Article 894739
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conjunctival and corneal scrapings from the BK patients, but in
the HC, permission was granted only for the collection of the
conjunctival swabs for ocular microbiome analysis.

Amplicon Library Preparation
and Sequencing
Conjunctival swabs and corneal scrapings were used as the
source of DNA, which was used as a template to amplify the
internal transcribed spacer region (ITS2), using the conserved
primers ITS3 and ITS4, respectively (14). Nuclease-free sterile
water was used for the preparation of all PCR reagents. The PCR
controls included extracts of unused Isohelix swabs and all
reagents used for DNA extraction, and none of these yielded
any DNA; sequencing was also negative for fungal reads (14, 15,
27). Illumina protocol (44) was used to generate fungal amplicon
libraries. Briefly, the quality of PCR products was checked on a
1.5% agarose gel; the amount of DNA quantified and
subsequently the amplicon libraries were prepared using
Nextera XT Index Kit (Illumina Inc.) as per the Sequencing
Library preparation protocol (Part # 15044223 Rev. B). The
amplicons with the adaptors were then amplified using i5 and i7
primers that add multiplexing index sequences as well as
common adapters required for cluster generation (P5 and P7).
The amplicon libraries were then purified by 1X AMpureXP
beads, checked on Agilent DNA 1000 chip on Bioanalyzer 2100
and quantified by Qubit Fluorometer 2.0 using a Qubit dsDNA
HS Assay kit (Life Technologies). For subsequent cluster
generation and sequencing, the amplicon library was loaded
onto Illumina platform (10–20 pM) and sequenced using 2 ×
250 base pair chemistry on an Illumina HiSeq sequencer at
Xcelris Genomics Pvt. Ltd., Ahmedabad, India. Paired-end
sequencing allows the template fragments to be sequenced in
both the forward and reverse directions on Illumina platform.
The kit reagents were used in binding of samples to
complementary adapter oligos on paired-end flow cell. The
adapters were designed to allow selective cleavage of the
forward strands after re-synthesis of the reverse strand during
sequencing. The copied reverse strand was then used to sequence
from the opposite end of the fragment.

Taxonomy Assignment of
Sequenced Reads
Paired-end reads of each sample were assembled using FLASH
software (45). Sequences with an average Phred score of less than
25 (low quality sequences) and chimeric sequences were
eliminated using Prinseq-lite (46) and Usearch61 (47),
respectively. Only high-quality (HQ) reads were used for
operational taxonomic unit (OTU) pickup using UNITE OTUs
(ITS) version 8.3 (https://doi.org/10.15156/BIO/1264708) as
available in the QIIME pipeline (48). Denovo-OTUs were
classified taxonomically through Wang Classifier (49) with
80% bootstrap threshold. Sparse OTUs (<0.001% of the total
number of reads) were not analyzed. Genomic DNA extraction
and sequencing were performed in different batches. Batch I
included 25 HC-SW, 4 BK-SW, and 2 BK-CR samples; batch II
included 10 HC-SW, 3 BK-SW, and 2 BK-CR samples; batch III
Frontiers in Ophthalmology | www.frontiersin.org 3
included 11 HC-SW and 4 BK-SW samples; and batch IV
included 5 BK-SW samples. HQ reads from the above batches
were analyzed together up to OTU picking and taxonomy
assignment. Batch effect correction was then performed
individually for each cohort using ComBat function in the
SVA package (50).

Diversity Analyses of the Mycobiomes
R-Vegan 2.4-2 package (http://vegan.r-forge.r-project.org/) was
used for generating rarefaction curves and R version 1.3 was used
for alpha-diversity indices analyses. t-test was used to ascertain
differences in the indices.

Identification of Differentially Abundant
Taxonomic Groups
Kruskal–Wallis and Wilcoxon signed rank tests (Benjamini
Hochberg [BH] corrected p < 0.05) were used for identifying
the differentially abundant taxonomic groups both at the phyla
and genera level in the mycobiomes. Consequently, the rank-
normalized abundances of the discriminatory genera (scaled
between 0 and 1) were clustered in two-dimensional heatmaps
using R. Non-metric multidimensional scaling (NMDS) plots
using Canberra dissimilarity were generated to visualize the
abundance differences at the OTU level between the
mycobiomes (51).

Interaction Networks Between Fungal
Genera in the Mycobiomes
Interaction networks between the genera in HC-SW and BK-SW
mycobiomes were generated using CoNet (52) in Cytoscape (42)
using Spearman pairwise correlation coefficient (r).
RESULTS

The 26 HC and 22 BK individuals recruited in this study were age
and gender matched (p ≥ 0.05). The mycobiome data of a subset
of HC (n = 21 out of 26) were published earlier (14, 15).

Identification of Fungi Through
Culture Method
Fungi were detected only in a small number of conjunctival
swabs of HC (3 of 52 swabs; 5.77%). Aspergillus was the only
genus identified and the species included Aspergillus flavus
(HC01.RE and HC28.RE) and Aspergillus niger (HC02.LE).
Fungi were not detected in any of the corneal scrapings of the
BK patients (see Supplementary Table S1).

NGS Analysis of the Ocular Mycobiomes
Mycobiomes were generated in majority of the ocular surface
samples (67 of 96 samples), which included 46 from HC-SW, 16
from BK-SW, and 5 from BK-CR. The mycobiome of BK03.CR
was excluded from the analysis since the reads were less than
5,000. Corneal scrapings from 17 other BK patients after the use
for the detection of cultivable fungi were not sufficient in
quantity for DNA extraction and the subsequent NGS analysis.
May 2022 | Volume 2 | Article 894739

https://doi.org/10.15156/BIO/1264708
http://vegan.r-forge.r-project.org/
https://www.frontiersin.org/journals/ophthalmology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/ophthalmology#articles


Jayasudha et al. Ocular Microbiome in Kertitis Patients
The 66 mycobiomes generated a total of 16.27, 9.17, and 1.6
million average HQ reads respectively, and the average number
of reads per mycobiome was highest in BK-SW (0.57 million)
followed by BK-CR (0.4 million) and HC-SW (0.35 million). The
average percentage of the HQ reads that could be assigned to an
OTU was 95.57%. In the three cohorts, a total of 897 OTUs (20
reference-OTUs and 877 denovo-OTUs) were identified (see
Supplementary Table S2). The 66 mycobiomes exhibited
saturation of the reads in the rarefaction curves indicating
reasonable sequencing depth and coverage in the
mycobiomes (Figure 1A).

Alpha-Diversity Indices of the Ocular
Fungal Microbiomes
Alpha-diversity analysis indicated that the number of observed
OTUs and Chao1 index (richness) was statistically significantly
based on Kruskal–Wallis test when the diversity was compared
between HC-SW, BK-SW, and BK-CR. Wilcoxon test also
confirmed that the number of observed OTUs and Chao1
index was statistically significant between HC-SW and BK-CR
and between BK-SW and BK-CR mycobiomes (Figure 1B).

Fungal Phyla Inhabiting the Ocular Surface
of HC and BK Patients
Fungi affiliated to the phyla Ascomycota and Basidiomycota
were present in all the analyzed mycobiomes. Basidiomycota was
the most dominant phylum followed by Ascomycota in HC-SW,
whereas in BK-SW and BK-CR, Ascomycota was the
predominant phy lum fo l lowed by Bas id iomycota .
Mucoromycota was a minor phylum and was not consistently
observed in all the HC-SW, BK-SW, and BK-CR mycobiomes
and were significantly different between the cohorts. Another
minor phylum, Mortierellomycota, was detected only in a few
HC-SW and BK-SW mycobiomes and was also significantly
different between them. The mean abundance of unclassified
reads was more in BK-CR (49.92%) compared to HC-SW
(14.08%) and BK-SW (5.09%) mycobiomes (Table 1 and
Figures 1C, D).

Abundance Differences in the Fungal
Genera in the Conjunctivae and Corneal
Scraping Mycobiomes of BK Patients
A total of 116 genera were identified in the 66 ocular
mycobiomes (see Supplementary Table S3). Malassezia,
Aspergi l lus , Neocosmospora, Candida, Starmerel la ,
Cladosporium, and Saccharomyces were shared between the 3
cohorts (Figures 2A, B). The conjunctival mycobiomes of HC
(HC-SW) shared 78 genera with the conjunctivae (BK_SW) and
7 genera with the corneal scrapings of the keratitis patients (BK-
CR), whereas between BK-SW and BK-CR, only the genus
Absidia was shared (See Supplementary Table S3). Despite
these similarities, the three cohorts could be differentiated
based on the abundance of the genera, which either
significantly decreased (10 and 13 genera, respectively) or
increased (2 and 1, respectively) in abundance in BK-SW and
BK-CR mycobiomes compared to HC-SW (Tables 2, 3 and
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Figure 2C). Between BK-CR and BK-SW, only four genera
significantly decreased in abundance (Table 4 and Figure 2C).

The 16 differentially abundant fungal genera in the 3 cohorts
were also analyzed by two-dimensional heatmap (Figure 3A)
using the rank-normalized abundances (scaled between 0 and 1).
The analyses sufficiently segregated the HC-SW, BK-SW, and
BK-CR mycobiomes. The 46 mycobiomes of the conjunctivae of
HC (HC-SW) formed 3 sub-clades (A, B, and C), whereas
majority of BK-SW mycobiomes (14 of 16) clustered into sub-
clades D and E and the remaining 2 mycobiomes clustered with
HC-SW and BK-CR mycobiomes in sub-clades C and F. The 4
BK-CR mycobiomes clustered into one sub-clade F. The
segregation of the ocular mycobiomes of the 3 cohorts was also
confirmed using NMDS plots based on Canberra dissimilarity of
fungal OTU abundances (p = 0.001) (Figure 3B).

A few of the BK patients had taken either topical or oral
antibiotics and therefore were analyzed after categorizing the BK
samples into treated (BK-SW-T, n = 5; BK-CR-T, n = 1) and
untreated (BK-SW-UT, n = 11; BK-CR-UT, n = 3) groups.
Wilcoxon test indicated that the mycobiomes of BK-SW and
BK-CR were similar irrespective of whether they had taken
antibiotics or not.

Interactions Between the Fungal
Genera Inhabiting the Ocular Surface of
HC and BK Patients
Based on pairwise correlations of abundance of fungal genera
(Figures 4A, B), it was observed that the mycobiomes of the
conjunctivae in both the HC (HC-SW) and BK individuals (BK-
SW) are different (Figures 4A, B). The HC-SW network had both
positive and negative interactions, whereas the BK-SW network had
more negative interactions. Several “hub” genera (with >10
interactions) were observed in conjunctivae of HC (12) and BK
patients (17). In HC-SW mycobiomes, six “hub” genera, namely,
Starmerella, Microascus, Trichosporon, Xeromyces, Exserohilum,
and Aureobasidium, were unique to HC-SW, whereas the
remaining 6 “hub” genera (Termitomyces, Clitopilus, Volvariella,
Auricularia, Echinoderma, and Xanthagaricus) were shared with
BK-SW. The genera Candida, Saccharomyces, Issatchenkia,
Gymnopilus, Marasmius, Mortierella, Chlorophyllum, Hannaella,
Curvularia, Macrophomina, and Agaricus were found to be the
unique hubs in BK-SW mycobiomes. We did not generate an
interaction network for BK-CR mycobiomes since the number of
genera were extremely less.
DISCUSSION

In this study, two dominant phyla, Ascomycota and
Basidiomycota, and one other phylum, Mucoromycota, were
detected in the mycobiomes of the conjunctivae of both healthy
individuals and individuals with BK and in the corneal scraping
of individuals with BK, thus confirming earlier studies (14, 15).
Furthermore, 111 different genera were identified in conjunctival
mycobiomes of healthy control, out of which 10 genera, namely,
Malassezia, Aspergillus, Mycosphaerella, Neocosmospora,
May 2022 | Volume 2 | Article 894739
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Aureobasidium, Walemmia, Xeromyces, Starmerel la,
Issatchenkia, and Streilitziana, were present in all the eyes of
HC-SW and constituted the core ocular mycobiome according to
the criteria of Turnbaugh et al. (70). Earlier studies had indicated
that Aspergillus, Setosphaeria, Malasezzia, and Haematonectria
(15) constituted the core mycobiome in the conjunctival swabs of
healthy individuals. The discrepancy between the studies may be
attributed to variations between individuals with respect to age,
the region of their origin, and the pathology (71–73).
Furthermore, in accordance with earlier studies (5, 15, 74, 75),
fungi were detected in the conjunctival swabs of only 5.77% of
HC individuals and Aspergillus was the only genus identified.
Fungi were not detected in the corneal scrapings of the BK
patients though corneal scrapings from fungal keratitis patients
were positive for fungi (14). The results also indicated that in the
NGS method, many more fungi were detected compared to the
conventional cultivable method.

Dysbiosis in the gut microbiome has been implicated in
intestinal and extraintestinal diseases (1) such as immune-
mediated diseases (76), inflammatory diseases (77, 78), cancers
and mental disorders (79), and also ocular diseases like uveitis
(18, 19, 80), age-related macular degeneration (81), bacterial and
fungal keratitis (20, 82), and diabetic retinopathy (21, 22).
However, compared to gut microbiome studies, studies
implicating the dysbiosis in ocular microbiome/mycobiome in
ocular disease are few, which include blepharitis (23), contact
lens wearers (24), Stevens–Johnson syndrome (25, 83), BK (27),
and fungal keratitis (14, 26).

Results from the present study indicated that the ocular
mycobiomes of the ocular surface including mycobiomes from
the conjunctivae and corneal scrapings from the conjunctivae of
HC (HC-SW), conjunctivae of BK individuals (BK-SW), and
corneal scrapings of BK individuals (BK-CR) could be
differentiated based on the number of observed OTUs and
Chao1 index indicating richness of the mycobiomes
(Figure 1B). In addition, the cohorts differed with respect to
the abundance of two dominant fungal phyla, Basidiomycota and
Ascomycota (Table 1), and several genera that were either
increased or decreased in abundance in the keratitis ocular
surface compared to conjunctival mycobiomes of the
unaffected individuals (HC-SW) (Tables 2 and 3). Heatmap
and beta-diversity analysis segregated the mycobiomes of the
conjunctivae of HC from the mycobiomes of the conjunctivae
and corneal scrapings of BK patients (Figures 3A, B). The above
distinct significant changes in the fungal communities across
HC-SW, BK-SW, and BK-CR imply dysbiosis (alterations in the
diversity and abundance) in the ocular surface mycobiome
(conjunctivae and corneal scrapings) of BK individuals
compared to control individuals. In an earlier study, dysbiosis
in the mycobiome was reported in fungal keratitis individuals
(14). In this study, the Institutional Ethics Committee did not
approve collection of corneal scrapings from HC since such a
collection of corneal scraping of HC would damage the normal
cornea of a healthy individual.

The implication of mycobiome dysbiosis in BK could be
better understood based on the discriminating genera in
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A B

C

FIGURE 2 | Differences in the abundance (A) and mean abundance (B) of fungal genera in the mycobiomes of the conjunctivae of healthy controls (HC_SW),
conjunctivae of keratitis individuals (BK-SW), and corneal scrapings of keratitis individuals (BK_CR). Genera with mean abundance <1% were designated “less
abundant genera”. In (C), candidate fungal genera exhibiting significant differential abundance (Wilcoxon test, BH corrected p < 0.05) with an abundance of >1% in
at least any one of the above cohorts is depicted. Median abundances (horizontal line) and inter-quartile ranges are indicated in the plots.
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keratitis patients compared to the HC (Tables 2 and 3). Two
abundant genera, namely, Malassezia (45.421% to 13.795%) and
Neocosmospora (1.09% to 0.1346%), along with 9 other minor
genera (<1.0%) decreased in abundance in BK-SW, whereas the
major generaMalassezia, Aspergillus, andMycosphaerella and 10
other minor genera (<1% abundance) decreased in BK-CR
compared to HC-SW. All these genera are reported to be
plant/animal/human pathogens and may be inflammatory, and
thus, their decrease is difficult to interpret. However, the
simultaneous increase in abundance of Aspergillus and
Candida in BK-SW and Absidia in BK-CR, which are human
pathogens, may support the inflammatory status of keratitis. In
fact, Aspergillus keratitis is an important ophthalmological
problem across the world (84–86). Candida is also a common
causative agent of keratitis, and different species of Candida such
Frontiers in Ophthalmology | www.frontiersin.org 8
as Candida albicans, C. krusei, C. fermentati, C. famata, C.
glabrata, C. tropicalis, C. parapsilosis, and C. guilliermondii
have been reported to be associated with the eye of individuals
with keratitis (61, 87–89). Species of Absidia, like Absidia
corymbifera, caused keratitis in an immunocompetent male
patient with no corneal injuries (90) and also in individuals
following trauma (91, 92). It was also reported that A.
corymbifera caused fungal keratitis that led to endophthalmitis
(93). When the median abundance of the genera was compared
between BK-SW and BK-CR, only four genera were decreased in
abundance, implying that they were probably not important to
support the keratitis state. This in fact may not hold good for
Aspergillus, which is known to cause keratitis as discussed above.
The remaining 3 genera, Mycosphaerella, Alternaria, and
Blumeria, which decreased in abundance, are minor phyla and
TABLE 2 | Significant median abundance differences (BH corrected p ≤ 0.05) in the fungal genera in the mycobiomes of the conjunctivae of healthy controls (HC-SW,
n = 46) and bacterial keratitis patients (BK-SW, n = 16).

S. No. Genus Median abundance (%) Wilcoxon test p-value
(BH-corrected p-value ≤ 0.05)†

Pathogenicity

HC-SW BK-SW

Genera decreased in BK-SW
1 Malassezia 45.421 13.795 0 Animal/Human pathogen (53)
2 Neocosmospora 1.09 0.136 0 Plant/Animal/Human pathogen (54)
3 Xeromyces 0.039 0 0 Not known
4 Wallemia 0.036 0 0 Human pathogen (55)
5 Nigrospora 0.026 0 0 Plant/Human pathogen (56)
6 Issatchenkia 0.011 0 0 Plant/Human pathogen (57)
7 Microascus 0.005 0 0 Plant/Human pathogen (58)
8 Strelitziana 0.003 0 0 Not known
9 Trichosporon 0.002 0 0 Human pathogen (59)
10 Exserohilum 0.001 0 0 Plant/Human pathogen (60)
Genera increased in BK-SW
1 Aspergillus 9.852 13.337 0 Human pathogen (61)
2 Candida 0.071 6.188 0 Human pathogen (62)
May
†p-value of 0 indicates ≤ 0.0001.
TABLE 3 | Significant median abundance differences (BH-corrected p ≤ 0.05) in the fungal genera in the mycobiomes of the conjunctivae of healthy controls (HC-SW,
n = 46) and corneal scrapings of bacterial keratitis patients (BK-CR, n = 4).

S. No. Genus Median abundance (%) Wilcoxon test p-value
(BH-corrected p-value ≤ 0.05)†

Pathogenicity

HC-SW BK-CR

Genera decreased in BK-CR
1 Malassezia 45.421 7.424 0 Animal/Human pathogen (53)
2 Aspergillus 9.852 0.42 0 Human pathogen (61)
3 Mycosphaerella 1.323 0 0 Plant pathogen (63)
4 Alternaria 0.102 0 0 Plant/Human pathogen (63)
5 Fusarium 0.091 0 0 Plant/Animal/Human pathogen (64)
6 Didymella 0.042 0 0 Plant pathogen (65)
7 Aureobasidium 0.041 0 0 Human pathogen (66)
8 Xeromyces 0.039 0 0 Not known
9 Wallemia 0.036 0 0 Human pathogen (55)
10 Nigrospora 0.026 0 0 Plant/Human pathogen (56)
11 Clavispora 0.016 0 0 Human pathogen (67)
12 Issatchenkia 0.011 0 0 Plant/Human pathogen (57)
13 Strelitziana 0.003 0 0 Not known
Genus increased in BK-CR
1 Absidia 0 9.287 0 Animal/Human pathogen (68)
†p-value of 0 indicates ≤ 0.0001.
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may not be implicated in keratitis. In fact, Alternaria spp. is an
uncommon cause of mycotic keratitis (94) whereas
Mycosphaerella and Blumeria are plant pathogens and little is
known about their ability to cause keratitis (95, 96).

Interaction networks also indicated that the mycobiomes of
HC-SW and BK-SW are different (Figures 4A, B) with the BK-
SW network, exhibiting more negative interactions than the HC-
SW network. The two networks shared six genera (Termitomyces,
Clitopilus, Volvariella, Auricularia, Echinoderma, and
Xanthagaricus), and these may not specifically influence the
keratitis state. However, Candida, Saccharomyces, Issatchenkia,
Gymnopilus, Marasmius, Mortierella, Chlorophyllum, Hannaella,
Curvularia, Macrophomina, and Agaricus were found to be the
unique hubs in BK-SW mycobiomes and may positively influence
keratitis. Five of these, Candida (61, 87–89), Saccharomyces (97),
Mortierella (98), Curvularia (99), and Macrophomina (100), have
been reported to be causative agents of keratitis. The remaining
unique genera (Agaricus, Gymnopilus, Marasmius, Chlorophyllum,
and Hannaella) exhibited positive or negative interactions. In
these networks, it was observed that in keratitis individuals,
certain genera exhibit positive interactions with other pathogens,
and such genera are likely to support the inflammatory status in
the keratitis state.

Earlier studies had indicated dysbiosis in the ocular
(conjunctival, corneal, fluid, tears, eyelash, etc.) bacterial
microbiomes in the diseased eye as in conjunctival scarring
(101), dry eye disease (102), contact lens-associated
inflammation (24), Stevens–Johnson syndrome (25), blepharitis
(23), Keratitis (26), and endophthalmitis (103). One study also
reported dysbiosis in the fungal microbiome in individuals with
fungal keratitis (14).

Dysbiotic changes in the gut microbiomes and mycobiomes
have been implicated as causative changes in patients with ocular
diseases like uveitis (18, 19), bacterial and fungal keratitis (20),
and diabetic retinopathy (21, 22). A few studies have also
reported the involvement of the ocular surface microbiome in
the pathogenesis of ocular diseases (23–29), which would be
relevant to the current study. For instance, Lee et al. (23)
identified high abundance of commensal bacteria in ocular
samples of both HC and blepharitis patients, but their
compositions were different depending on the occurrence of
blepharitis. It was suggested that the abundance of the
commensal bacteria would ultimately influence blepharitis,
which is dependent on the interaction of the ocular microbial
Frontiers in Ophthalmology | www.frontiersin.org 9
community with the eye. On similar lines, Shin et al. (24)
suggested that, in contact lens wearers, the commensals of the
ocular surface are also important because in the absence of
lenses, commensals interact with the host immune system and
suppress microbial pathogenicity , thus overcoming
conjunctivitis and keratitis. In SJS patients, the ocular surface
is occupied by more diverse microorganisms with increased
proportion of opportunistic pathogens (25), thus influencing
chronic inflammation and opportunistic infections. In contrast,
the conjunctival microbiome in fungal keratitis individuals
exhibited decreased bacterial diversity along with increase in
pathogenic bacteria, which probably influence the pathogenesis
of FK (26). A consistent increase in the abundance of pathogenic
bacteria was also observed in the conjunctiva of BK patients (27).
Our group has also published two papers on ocular surface
mycobiomes related to fungal keratitis patients (14) and post-
fever retinitis patients (104). In the former, alterations in the
fungal microbiota were observed with respect to both diversity
and abundance, and the conjunctival fungal community varied
significantly in the HC compared to the cornea of the keratitis
patients. Furthermore, it was predicted that the unique genera in
the fungal keratitis patients in both the conjunctivae and corneas
were opportunistic pathogens or pathogens (14). Mycobiome
analysis in the vitreous of post-fever retinitis individuals also
showed a significant increase in the genera that are pathogenic
(104). Thus, compared to microbiome studies on ocular surface
(conjunctivae, corneas, or both), only limited data are available
on mycobiome changes in the diseased eye. However, increase in
abundance and increase in pathogens in the diseased state may
be related to causing or exacerbating ocular surface inflammation
as in keratitis.

This is the first report on dysbiosis in the ocular surface
mycobiomes of BK patients compared to HC devoid of any
ocular disease.
CONCLUSIONS

• The study reports dysbiosis in the mycobiome of the ocular
surface (conjunctivae and corneal scrapings) in BK patients
compared to the conjunctivae of HC.

• Mycobiomes were altered in diversity and abundance at both
the phylum and genera level.
TABLE 4 | Significant median abundance differences (BH-corrected p ≤ 0.05) in the fungal genera in the mycobiomes of the conjunctivae (BK-SW, n = 16) and corneal
scrapings of bacterial keratitis patients (BK-CR, n = 4).

S. No. Genus Median abundance (%) Wilcoxon test p-value
(BH-corrected p-value ≤ 0.05)†

Pathogenicity

BK-SW BK-CR

Genera decreased in BK-CR
1 Aspergillus 13.337 0.42 0 Human pathogen (61)
2 Mycosphaerella 1.212 0 0 Plant pathogen (63)
3 Blumeria 0.633 0 0 Plant pathogen (69)
4 Alternaria 0.056 0 0 Plant/Human pathogen (63)
May 2022 |
†p-value of 0 indicates ≤ 0.0001.
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• Both alpha- and beta-diversity analysis confirmed dysbiosis in
the ocular mycobiome in BK patients.

• Ten genera, namely, Malassezia, Aspergillus, Mycosphaerella,
Neocosmospora, Aureobasidium, Walemmia, Xeromyces,
Starmerella, Issatchenkia, and Streilitziana, constituted the
core ocular mycobiome.

• Ametagenome approach may help to unravel the functions of
the discriminating genera on the ocular surface of keratitis
individuals.

• Longitudinal studies would unravel the dynamics of the
microbiota with progression of the disease.
LIMITATIONS OF THE STUDY

i. The mycobiome of corneal scrapings need to be analyzed
further to realize whether the subjects would exhibit any
further diversity.

ii. The mycobiome analysis is insufficient to identify the diverse
fungi to the species level and this is important for functional
interpretation of the data with reference to the pathogenesis
of the fungi.

iii. Though our results highlight dysbiosis in the ocular surface
mycobiome in keratitis individuals compared to the controls,
further animal experiments using inflammatory models of
animals could shed further light on the susceptibility of
cornea and conjunctivae to alterations in the mycobiomes.

iv. More studies on mycobiomes would help also to interpret
the data with respect to the involvement of commensals in
pathogenesis.

v. Compliance of patients to the collection protocol is a
common limitation.

vi. Longitudinal studies would unravel the dynamics of the
mycobiome with progression of the disease.
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Saccharomyces Keratitis and Endophthalmitis. Can J Ophthalmol (1999)
34(4):229–32. PMID: 10396661

98. Lily Therese K, Lakshmipathy M, Lakshmipathy D. First Report of
Mortierella Wolfii Causing Fungal Keratitis From a Tertiary Eye Hospital
in India. Indian J Ophthalmol (2020) 68(10):2272–4. doi: 10.4103/
ijo.IJO_2136_19

99. Wilhelmus KR, Jones DB. Curvularia Keratitis. Trans Am Ophthalmol Soc
(2001) 99:111–30; discussion 30-2. PMID: 11797300; PMCID: PMC1359003

100. Premamalini T, Ambujavalli BT, Vijayakumar R, Rajyoganandh SV, Kalpana
S, Kindo AJ. Fungal Keratitis Caused by Macrophomina Phaseolina – a Case
Report. Med Mycol Case Rep (2012) 1(1):123–6. doi: 10.1016/
j.mmcr.2012.10.007

101. Zhou Y, Holland MJ, Makalo P, Joof H, Roberts CH, Mabey DC, et al. The
Conjunctival Microbiome in Health and Trachomatous Disease: A Case
Control Study. Genome Med (2014) 6(11):99. doi: 10.1186/s13073-014-0099-x

102. Graham JE, Moore JE, Jiru X, Moore JE, Goodall EA, Dooley JS, et al. Ocular
Pathogen or Commensal: A Pcr-Based Study of Surface Bacterial Flora in
Normal and Dry Eyes. Invest Ophthalmol Vis Sci (2007) 48(12):5616–23.
doi: 10.1167/iovs.07-0588

103. Oesterle CS, Kronenberg HA, Peyman GA. Endophthalmitis Caused by an
Erwinia Species. Arch Ophthalmol (1977) 95(5):824–5. doi: 10.1001/
archopht.1977.04450050102012

104. Arunasri K, MaheshM, Prashanthi GS, Jayasudha R, Chakravarthy SK, Tyagi
M, et al. Mycobiome Changes in the Vitreous of Post Fever Retinitis Patients.
PloS One (2020) 15(11):e0242138. doi: 10.1371/journal.pone.0242138

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

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

Copyright © 2022 Jayasudha, Chakravarthy, Prashanthi, Sharma, Garg, Murthy and
Shivaji. This is an open-access article distributed under the terms of the Creative
Commons Attribution License (CC BY). The use, distribution or reproduction in other
forums is permitted, provided the original author(s) and the copyright owner(s) are
credited and that the original publication in this journal is cited, in accordance with
accepted academic practice. No use, distribution or reproduction is permitted which
does not comply with these terms.
May 2022 | Volume 2 | Article 894739

https://doi.org/10.1007/BF01960583
https://doi.org/10.1136/bjo.86.11.1211
https://doi.org/10.1097/00003226-200208000-00004
https://doi.org/10.1097/ico.0000000000002306
https://doi.org/10.1016/j.ajo.2007.02.016
https://doi.org/10.1016/j.ajo.2007.02.016
https://doi.org/10.1016/j.oftal.2014.02.020
https://doi.org/10.1016/s0161-6420(97)30177-8
https://doi.org/10.1016/s0161-6420(97)30177-8
https://doi.org/10.1038/eye.2001.119
https://doi.org/10.1007/s12281-020-00403-5
https://doi.org/10.1007/s12281-020-00403-5
https://doi.org/10.1155/2014/536985
https://doi.org/10.1016/B0-12-765490-9/00124-5
https://doi.org/10.1016/B0-12-765490-9/00124-5
https://doi.org/10.4103/ijo.IJO_2136_19
https://doi.org/10.4103/ijo.IJO_2136_19
https://doi.org/10.1016/j.mmcr.2012.10.007
https://doi.org/10.1016/j.mmcr.2012.10.007
https://doi.org/10.1186/s13073-014-0099-x
https://doi.org/10.1167/iovs.07-0588
https://doi.org/10.1001/archopht.1977.04450050102012
https://doi.org/10.1001/archopht.1977.04450050102012
https://doi.org/10.1371/journal.pone.0242138
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/ophthalmology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/ophthalmology#articles

	Mycobiomes of the Ocular Surface in Bacterial Keratitis Patients
	Introduction
	Materials and Methods
	Recruitment of Subjects
	Sample Collection
	Cultivation of Fungi
	Amplicon Library Preparation and Sequencing
	Taxonomy Assignment of Sequenced Reads
	Diversity Analyses of the Mycobiomes
	Identification of Differentially Abundant Taxonomic Groups
	Interaction Networks Between Fungal Genera in the Mycobiomes

	Results
	Identification of Fungi Through Culture Method
	NGS Analysis of the Ocular Mycobiomes
	Alpha-Diversity Indices of the Ocular Fungal Microbiomes
	Fungal Phyla Inhabiting the Ocular Surface of HC and BK Patients
	Abundance Differences in the Fungal Genera in the Conjunctivae and Corneal Scraping Mycobiomes of BK Patients
	Interactions Between the Fungal Genera Inhabiting the Ocular Surface of HC and BK Patients

	Discussion
	Conclusions
	Limitations of the Study
	Data Availability Statement
	Ethics Statement
	Author Contributions
	Funding
	Acknowledgments
	Supplementary Material
	References



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /PageByPage
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Warning
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages false
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJDFFile false
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 1
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness false
  /PreserveHalftoneInfo false
  /PreserveOPIComments true
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages false
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages false
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages false
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages false
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages false
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages false
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile ()
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /Description <<
    /ENU (T&F settings for black and white printer PDFs 20081208)
  >>
  /ExportLayers /ExportVisibleLayers
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /BleedOffset [
        0
        0
        0
        0
      ]
      /ConvertColors /NoConversion
      /DestinationProfileName ()
      /DestinationProfileSelector /DocumentCMYK
      /Downsample16BitImages true
      /FlattenerPreset <<
        /ClipComplexRegions true
        /ConvertStrokesToOutlines false
        /ConvertTextToOutlines false
        /GradientResolution 300
        /LineArtTextResolution 1200
        /PresetName ([High Resolution])
        /PresetSelector /HighResolution
        /RasterVectorBalance 1
      >>
      /FormElements false
      /GenerateStructure true
      /IncludeBookmarks true
      /IncludeHyperlinks true
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MarksOffset 6
      /MarksWeight 0.250000
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /DocumentCMYK
      /PageMarksFile /RomanDefault
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /UseDocumentProfile
      /UseDocumentBleed false
    >>
    <<
      /AllowImageBreaks true
      /AllowTableBreaks true
      /ExpandPage false
      /HonorBaseURL true
      /HonorRolloverEffect false
      /IgnoreHTMLPageBreaks false
      /IncludeHeaderFooter false
      /MarginOffset [
        0
        0
        0
        0
      ]
      /MetadataAuthor ()
      /MetadataKeywords ()
      /MetadataSubject ()
      /MetadataTitle ()
      /MetricPageSize [
        0
        0
      ]
      /MetricUnit /inch
      /MobileCompatible 0
      /Namespace [
        (Adobe)
        (GoLive)
        (8.0)
      ]
      /OpenZoomToHTMLFontSize false
      /PageOrientation /Portrait
      /RemoveBackground false
      /ShrinkContent true
      /TreatColorsAs /MainMonitorColors
      /UseEmbeddedProfiles false
      /UseHTMLTitleAsMetadata true
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


