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ARTICLE INFO ABSTRACT
Article history: Purpose: It was hypothesized that tear protein biomarkers could predict the effects of topical steroid
Received 24 February 2017 treatment and desiccating stress in patients with dry eye disease (DED). To test this concept, a ran-
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domized, double-masked, controlled clinical trial with 41 patients was conducted.
Methods: The patients were treated topically with either 0.1% fluorometholone (FML) or polyvinyl
alcohol (PA). Tear samples were collected using 1 ul glass capillaries at recruitment into the study and
after a 3-week treatment period, both before and after 2 h exposure to desiccating stress, in a controlled
environment chamber. Relative quantification of tear proteins was conducted by NanoLC-MSTOF using
Corticosteroid sequential window acquisition of all theoretical mass spectra (SWATH). Ocular surface integrity (corneal
Desiccating stress and conjunctival staining and conjunctival hyperemia) was selected as the key DED-related sign and
Dry eye disease analyzed with proteomic data. Analysis of covariance (ANCOVA) and linear models were used to analyze
Tear fluid the data with R.
Results: 758 proteins were identified and relatively quantified from each tear sample. Analysis revealed 9
differentially expressed proteins between FML and PA treatments after 3 weeks and 7 after desiccating
stress (P < 0.05). We also identified several differentially expressed proteins at the initial collection,
which could be used to predict changes of conjunctival and corneal staining and conjunctival hyperemia
after FML treatment and after desiccating stress. These proteins include complement C3 (C3) and
calmodulin like 5 (CALML5), which could also differentiate the severity of DED at baseline.
Conclusions: The identified proteins could be further used as biomarkers to identify patients most
benefiting from FML treatment.

© 2017 The Authors. Published by Elsevier Inc. This is an open access article under the CC BY-NC-ND

license (http://creativecommons.org/licenses/by-nc-nd/4.0/).
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1. Introduction

S o ) Tear fluid is a complex, extra-cellular fluid from various secre-
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! Equal contribution. cells and blood ultra-filtrates [1]. Tears bathe the ocular surface as
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they deliver and remove nutrients and metabolic products from the
anterior surface of the eye, improve the retinal image, and
contribute to the mechanical, antimicrobial and anti-inflammatory
defense of the ocular surface [2,3]. Any dysfunction in tear flow,
production or composition can cause adverse effects to the health
of the ocular surface and the visual process.

Dry eye disease (DED) is an immune-based multifactorial dis-
ease of the ocular surface resulting from a dysfunction of the
lacrimal functional unit, which maintains a homeostatic environ-
ment of the ocular surface [4—6]. Management of DED usually be-
gins with artificial tears, which mainly increase the aqueous layer of
the tear film and may dilute inflammatory cytokines, which are
upregulated in DED [6,7]. In more severe DED, topical steroids or
other anti-inflammatory medications such as topical cyclosporine
are commonly used [6,8]. Several studies have shown that corti-
costeroids suppress the expression of tumor necrosis factor-alpha
(TNF-a), mitogen-activated protein kinase (MAPK) and nuclear
factor-kappaB (NF-kB) pathways [9—11]. They have been demon-
strated to be effective, in particular during and after desiccating
stress, but are used with caution in long-term treatment due to
adverse side effects [8,12].

The present study continues from a publication by Pinto-Fraga
et al. (2016) revealing the positive action of topical 0.1% fluo-
rometholone (FML) in DED patients in adverse environments in
comparison to polyvinyl alcohol vehicle (PA) treatment [13].
Conjunctival hyperemia as well as corneal and conjunctival staining
were significantly decreased in patients with FML treatment in
comparison to vehicle, PA. In our study, tear samples collected from
these patients were used for proteomics analysis. The hypothesis of
the current study was that topical FML treatment would benefit the
patients, ameliorating the desiccating stress effects, and that this
would be reflected in changes of the tear proteome. Additionally,
another aim was to identify proteins specifically indicating and
predicting the treatment effects combined with desiccating stress.

Day 21

2. Methods
2.1. Study outline

The study was a single randomized, double-masked, vehicle-
controlled, parallel-group, phase 3 clinical trial (clinicaltrials.gov:
identifier NCT0205102313) with 41 patients who had been previ-
ously diagnosed with either moderate or severe DED. This clinical
trial was fully approved by an Ethics Committee and followed the
tenets of the Declaration of Helsinki. Informed consent was ob-
tained from the subjects after explanation of the nature and
possible consequences of the study.

As shown in Fig. 1, the clinical trial was conducted during a 22-
day period during which DED patients underwent 4 visits in the
environmental chamber within the Controlled Environmental
Research Laboratory (CERLab, Instituto Universitario de Oftalmo-
biologia Aplicada, University of Valladolid) [14,15]. Clinical infor-
mation and tear samples were collected from the patients during
each visit [13]. Clinical examinations included fluorescein corneal
staining, lissamine green conjunctival staining, and slit-lamp bio-
microscopy, among others. Clinical examinations were conducted
on both eyes and a randomly chosen eye was used in this study,
along with tear samples from the same eye.

2.2. Tear collection

Unstimulated tear samples were collected from one eye of all 41
DED patients using 1 pl Microcap® tubes (Drummond, Broomall, PA,
USA) from the open eye [14,15], avoiding tissue contact to prevent
reflex tearing. Tear collection was the first test performed in order
to avoid any influence from other tests. Samples were immediately
transferred to storage tubes at —80 °C until processed.

2.3. Chemicals and materials

Acetonitrile (ACN), formic acid (FA), water (UHPLC-MS grade),
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Environmental condition Relative humidity Temperature Localized airflow
Normal Controlled Environment (NCE) 50% 23°C No
Adverse Controlled Environment (ACE) 5% 23°C 0.43 m/s
-

J

Fig. 1. Flowchart of the study workflow. The 22-day study period included 4 visits (V) to the environmental chamber with either NCE or ACE, where relative humidity, tem-
perature and localized airflow were controlled. DED patients were recruited in baseline (V1) and randomized to use either 0.1% fluorometholone (FML) or its vehicle, polyvinyl
alcohol (PA), four times per day for 21 days, i.e. 3 weeks (V2). Immediately after V2 patients were exposed to desiccating stress for 2 h (V3). After one day (24 h) recovery, during
which the patients still took their assigned topical medication, the study was concluded (V4). Tear capillary samples were collected from patients during each visit (V1-V4) after the

exposures to either NCE or ACE.
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triethylammonium bicarbonate buffer 1 M (TEAB), sodium dodecyl
sulfate (SDS), iodoacetamide (IAA), trifluoroacetic acid (TFA),
ammonium bicarbonate (ABC) and urea were all purchased from
Sigma Aldrich (St. Louis, MO, USA). Halt™ Protease Inhibitor
Cocktail and sample clean up tips (C18) were from Thermo Fisher
Scientific (San Jose, CA, USA). Bio-Rad DC™ kit and bovine serum
albumin standard were purchased from Bio-Rad (Hercules, CA,
USA) and 30 kDa molecular weight cut off (MWCO) centrifugal
devices from PALL (Port Washington, NY, USA). Retention time
calibration peptides (Hyper reaction monitoring (HRM) Calibration
Kit) were purchased from Biognosys AG (Zurich, Switzerland).

2.4. Sample preparation and analysis

Tear samples were dissolved from capillary tubes in 0.5% SDS,
50 mM ABC, HALT™ protease inhibitor, incubated on ice for 60 min
and centrifuged with low rpm to avoid the breaking of the capil-
laries (3000 rpm, 2 min). Protein concentration was measured us-
ing Bio-Rad DC protein quantification kit. Average amount of
protein recovered per sample was 20 + 9 pg (SD). The smallest
amount taken to tryptic digestion was 6 pg of total protein. Seven
patients had less than 6 ug of protein in the tear samples and were
therefore not analyzed further. Two additional patients were
excluded from the study for other reasons.

Samples were then subjected to reduction, alkylation, and
tryptic digestion. These steps were performed according to the
description in the supplementary method materials. For mass
spectrometry, analysis samples were eluted to the same concen-
tration and 2.6 pg of sample was injected into NanoLC-TripleTOF
(Sciex 5600). Two technical replicates were produced from each
sample. Analysis of the samples was done by NanoLC-TripleTOF
mass spectrometry using SWATH acquisition as described in the
supplementary method material.

2.5. Protein identification and quantification

As part of the SWATH analysis method, a relative protein
quantification library, consisting of >870 tear proteins, was created
using tear samples from this study and from another clinical study
consisting of glaucoma patients and their controls. Overall library
consisted of 37 different patients/samples and 64 data- dependent
analysis (DDA) runs with same LC gradient and instrument settings,
which were used for SWATH analyses. The library was created using
Protein Pilot® 4.5 (Sciex, Redwood City, USA) and all DDA runs
spectra were identified against UniprotKB/SwissProt. Quantifica-
tion was done by Peak Viewer® and Marker viewer® (Sciex, Red-
wood City, USA). FDR 1% was used in the library creation and only
distinctive peptides were used in the quantification. Retention time
calibration was done for all samples using HMR retention time
calibration peptides. Five transitions per peptide and 1—15 peptides
were used for peak area calculations. All proteins with significant or
interesting findings in the data analysis were subjected to manual
inspection of peptides. This consisted of checking correct peak se-
lection in the chromatogram (FDR 1%, 99% peptide confidence
level), sufficient signal to noise ratio inspection (>7) and chro-
matogram inspection in relation to library chromatogram. Also,
variation of technical replicate results were calculated as means to
all samples/protein. Peptides were eliminated from result pro-
cessing if manual inspection requirements were not fulfilled. Pro-
teins with missing values were excluded from consideration.
Results are presented as combination of protein-specific peptides
peak areas from SWATH mass spectrometry measurement and
referred to as protein expression.

2.6. Data analysis

Data processing included log,-transformation and percentile
normalization in which the sample distributions were normalized
based on the global median. The quality of the technical replicates
was analyzed by analysing the intraclass correlation (ICC) and
Pearson correlation was used to generate p-values (P) in permu-
tation tests (n = 1000 permutations/technical replicate). Means of
the dependent technical replicates were used for further analysis.

The treatment effect was analyzed using analysis of covariance
(ANCOVA) in order to evaluate the differences in protein levels at
each visit to control for protein expression in the previous visit. The
normality of residuals was tested using the Shapiro-Wilk normality
test and the homogeneity of variance was tested using the Bartlett
test of homogeneity of variances. Additional assumptions of
ANCOVA, i.e., the assumption of parallel slopes and independence
of covariate (previous visit) and independent variable (treatment
effect) were in addition tested accordingly. Post hoc analysis in
ANCOVA was conducted using pairwise Tukey tests on adjusted
means, using the multcomp package in R (R Core Team. Foundation
for Statistical Computing, Vienna, Austria). Protein associations for
given biological functions (inflammation) were identified in R
based on their UniProt (UniProt.ws) term and its offspring terms as
well as by using the associated terms provided by Ingenuity®
Pathway Analysis (IPA, QIAGEN Redwood City, USA).

Multiple linear regression was used to evaluate which proteins
were related to percentage changes in specific clinical signs. The
protein expression level of the previous visit and treatment effect
were accounted for as independent variables. The interaction terms
of treatment effect and the baseline levels of protein expression
were included in the model and were of main interest. The clinical
signs were evaluated in percentage changes as in the previously
published work as qualitative variables (1). The severity compari-
sons at baseline were conducted using Wilcoxon rank sum test.

Ypost - Ypre*loo

Ypost > Ypre —AY = Y
max — Ypre

if Ypost:Ypre_’AY:O (1)

Ypost — Y,
Ypos[ < Ypre —AY = M*l 00

pre — I'min

where Ymgx = maximum value, Y, = minimum value,
Ypre = initial value, Ypost = final value, AY = percentage change.
Benjamini-Hochberg adjustment was applied to all initial p-
values (P) where applicable to account for the multiple testing is-
sues. The significance threshold was chosen as alpha = 0.05. R
software version 3.2.3 was used to analyze data. IPA was used to
conduct pathway analysis and identify proteins connected to in-
flammatory pathways.

3. Results

Altogether, 758 proteins were identified and relatively quanti-
fied from each 1 pl sample (32 patients, 128 samples). The SWATH
data consisted of reproducible results with a mean intraclass cor-
relation (ICC) coefficient of 0.97 between technical replicates. Per-
mutation tests using Pearson correlation with the technical
replicates showed that 80% of the technical replicates had a
P < 0.05, which suggests that the technical replicates are of rela-
tively good quality. Two approaches were adopted to analyze the
proteomic data; the first was to evaluate the effects of FML on the
tear proteome as such and after a desiccating stress at the planned
visits, and the second was the incorporation of the clinical signs and
their relationship to the proteomic data. The patient characteristics
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of different treatment and severity groups can be found from
Appendix A (Tables A.1 and A.2).

3.1. FML treatment and desiccating stress effects on tear proteins

When the protein expression levels were examined, 9 proteins
were found to differ between FML and vehicle (PA) groups after 3-
week treatment period (adjusted model P < 0.05 and treatment
effect P < 0.05), and 7 proteins were differentially expressed in
these groups after desiccating stress (Table 1). Most of these pro-
teins were associated to inflammation according to the linked gene
ontology (GO) terms. In addition, similar tests were conducted for
the follow-up (V4) data but only one protein showed statistically
significant changes between the groups. This was more specifically
Ig heavy chain V-I region V35 (P23083) (Baseline (P) < 0.001;
Treatment (P) = 0.019; log, ratio (post hoc) = —0.52). The signifi-
cant proteins were analyzed further to test ANCOVA assumptions,
and the results can be found in Appendix B (Table B.1).

3.2. Proinflammatory proteins and their connections to clinical
signs

The ability of the expressed proteins to predict subsequent
clinical sign changes was evaluated next. Ocular surface integrity
(corneal and conjunctival staining) and conjunctival hyperemia
were selected as the key DED-related signs since they showed
statistically significant clinical changes in this patient group
(Appendix C, Table C.1).

Individual protein expression levels and treatment, FML or PA,
were used to predict the DED-related sign changes between initial
baseline and after the 3-week treatment period (V1-V2). Sixty-
eight potentially predictive proteins (model P (adj.) < 0.05 and
interaction term P < 0.05) were identified for conjunctival staining
change and 38 potentially predictive proteins for corneal staining
change. In addition, there were 28 proteins with potential con-
nections to the conjunctival hyperemia change between V1 and V2.
Appendix D (Tables D.1-4) shows the statistically significant results.
Corneal and conjunctival staining change results had 7 proteins in
common: complement C3 (C3), ig mu chain C region (IGHM) and
14-3-3 protein sigma (SFN), calmodulin like 5 (CALML5), LIM and
SH3 domain protein 1 (LASP1), quinone oxidoreductase (CRYZ) and

Table 1

proline-rich protein 4 (PRR4). CALML5 was also associated with
conjunctival hyperemia. C3, IGHM, SFN and LASP1 displayed similar
regression patterns in comparison to each other and similarly
CALMLS5, CRYZ and PRR4 behave similarly according to the data.

All statistically significant proteins were analyzed further by
pathway analysis (IPA). The top results are listed in Appendix E
(Table E.1), indicating that many identified proteins are connected
to apoptosis-, migration- and inflammation-related pathways.
Three inflammation-associated proteins common for corneal and
conjunctival staining (C3, IGHM and SFN) and CALML5 were
examined in more detail (Fig. 2). These proteins were further found
to be connected to proinflammatory cytokines and NF-«kB
(Appendix E, Fig. E.1). The analysis showed that FML-treated pa-
tients with low initial baseline expression levels in C3, IGHM and
SFN and high baseline expression of CALML5 were more likely to
exhibit greater improvement in staining scores compared to pa-
tients with higher initial expression levels. Alternatively, FML-
treated patients with low CALML5 expression and/or high C3,
IGHM and SFN expression in the baseline appear to be less likely to
have a great improvement in their clinical signs (Fig. 2). PA treat-
ment of DED patients had little effect on corneal or conjunctival
staining and the protein baseline expression levels but higher
CALML5 expression in the baseline predicted worsening of
conjunctival hyperemia.

3.3. DED severity differences on baseline protein expression

The relationship of CALML5, C3, IGHM and SFN baseline
expression levels and the DED severity status, i.e., moderate or
severe, was examined next. Expression differences of CALML5 and
C3 were significantly different in moderate and severe patients
(P =0.002 and P = 0.009 respectively) (Fig. 3). In severe DED pa-
tients CALML5 was downregulated (log, fold change of —0.79) and
C3 was upregulated (log, fold change 0.93). The correlation
(Spearman's rank correlation) between C3 and CALML5 baseline
expression levels was negative and statistically significant
(rho = —0.5, P = 0.004), which indicates that these proteins are
connected suggesting that they could be used as predictive markers
for DED severity at baseline.

Protein abundance difference between treatments (0.1% fluorometholone (FML), polyvinyl alcohol (PA)) after 3-week treatment period and after desiccating stress.

Time point UniProt  Full name

Gene name Baseline (P) Treatment (P) Model (P) Model (Adj. P) Log, ratio

After 3-week treatment period P63261° Actin, cytoplasmic 2

P08758" Annexin A5

P00751*" Complement factor B

P01042" Kininogen-1

P01743  Ig heavy chain V-I region HG3

P02511° Alpha-crystallin B chain

P11766"  Alcohol dehydrogenase class-3

P47755  F-actin-capping protein subunit alpha-2

P18827*" Syndecan-1
After desiccating stress P98160°
proteoglycan core protein
Phosphoglycerate kinase 1
Glucose-6-phosphate isomerase
Transcobalamin-1
Thioredoxin
Acid ceramidase
Pancreatic alpha-amylase

P00558"
P06744"
P20061°
P10599°
Q13510
P04746"

Basement membrane-specific heparan sulfate HSPG2

ACTG1 <0.001 0.029 <0.001 <0.001 0.552
ANXA5 <0.001 0.009 <0.001 0.001 0.567
CFB <0.001 0.046 <0.001 <0.001 —0.485
KNG1 <0.001 0.005 <0.001 <0.001 —0.891
0.001 0.040 0.002 0.013 —0.452
CRYAB 0.019 0.040 0.013 0.050 1.206
ADH5 0.230 0.028 0.010 0.043 —0.773
CAPZA2 0.008 0.048 0.009 0.040 —0.595
SDC1 0.114 0.007 0.012 0.049 -1.322
<0.001 0.050 <0.001 <0.001 —0.281
PGK1 0.01 0.046 0.007 0.035 0.496
GPI <0.001 0.039 <0.001 0.002 0.578
TCN1 <0.001 0.049 <0.001 <0.001 —0.426
TXN <0.001 0.010 <0.001 <0.001 0.767
ASAH1 <0.001 0.011 <0.001 0.002 0.767
AMY2A <0.001 0.030 <0.001 0.001 0.565

Positive log, ratio values (bold) indicate higher protein expression in FML than PA and negative values lower expression in FML.

2 Proteins connected to inflammation based on UniProt accession.
b Connections to inflammation based on Ingenuity® Pathway Analysis (IPA).
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Fig. 2. Summary of the clinical sign changes during 3-week treatment and their connections to protein baseline expressions. A: Complement C3 (C3), ig mu chain C region
(IGHM) and 14-3-3 protein sigma (SFN) expression levels in the baseline (x-axis) can be used to predict the corneal and conjunctival staining change (%) (y-axis) in patients treated
with 0.1% fluorometholone (FML). Treatments are fitted by separate lines and each dot represents a patient. B: Calmodulin like 5 (CALML5) expression level in the baseline (x-axis)
could be used to predict corneal and conjunctival staining and conjunctival hyperemia change (%). C: The results for these four proteins for different treatments are summarized.

3.4. Desiccating stress effects in conjunctival staining differ based
on the treatment and protein expression

The clinical signs before and after the 2 h controlled adverse
environment exposure (V2-V3) were also analyzed in connection to
the proteomics data and 68 statistically significant proteins were
associated with conjunctival staining change (%). Significant pro-
teins found in V1-V2 and V2-V3 for conjunctival staining change
had 12 proteins in common and these included proteins related to
lacrimal gland (prolactin-inducible protein (PIP), lysozyme C (LYZ),
Proline-rich protein 4 (PRR4)), cystatins (cystatin-S (CST4),
cystatin-SN (CST1), cystatin-B (CSTB)), as well as alcohol dehydro-
genase class 4 mu/sigma chain (ADH7), 60S acidic ribosomal pro-
tein P2 (RPLP2), nucleobindin-2 (NUCB2), histone H1.4 (HISTIH1E),
secreted frizzled-related protein 1 (SFRP1). Fig. 4 shows some of
these results along with the severity of staining. Proteins unique to
only these results included alpha-enolase (ENO1), plasma serine
protease inhibitor (SERPINAS5) and phospholipid transfer protein
(PLTP) which had similar patterns as CSTB but are not visualised
further here.

Patients receiving FML were not greatly affected by the protein
expression levels prior to the desiccating stress, but patients
receiving PA were (Fig. 4A). For most proteins, excluding only CSTB,
lower expression levels prior to desiccating stress indicated greater
conjunctival staining. DED severity and protein expression levels
were again compared. At both visits, CST4 decreased with patients
with severe DED in comparison to moderate DED (P = 0.025 and

P = 0.005 respectively) in baseline (log, fold change = —1.019) and
after 3-week treatment (log, fold change = —1.341) (Fig. 4B). In
addition, CST1 (log; fold change = —1.58, P = 0.004), ADH7 (log,
fold change = 0.573, P = 0.033) and NUCB2 (log, fold
change = —0.832, P = 0.024) were statistically significant in pa-
tients after the 3-week treatment but were omitted from the vis-
ualisation for simplicity. There were no statistically significant
proteins related to the desiccating stress effect (V2-V3) in corneal
staining or conjunctival hyperemia and no proteins were related to
clinical changes after the desiccating stress effect and follow-up,
ie., V3-v4.

4. Discussion

The results of this study show that the tear proteome reflects the
biological status of the ocular surface and that DED and desiccating
stress change the proteome to a more inflammatory status, which is
remediated by steroid treatment. Two of the proteins upregulated
in FML-treated patients, ANXA5 and CRYAB, have been associated
with epithelial wound healing [16] and anti-inflammatory func-
tions via e.g. suppressing of NF-«B activation [ 17—21] while another
protein also upregulated in FML-treated patients, ACTG1, has been
associated with keratoconus [22]. In addition, FML treatment
downregulated CFB, KNG1, ADH5 and SDC1, which are all proin-
flammatory proteins [23,24], acting most likely via NF-kB [25], as
well as through TNF-o and IFN-y [26]. These differentially
expressed proteins associated with FML treatment suggest that
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proinflammatory activity is reduced in DED patients as a result of
FML, possibly via NF-kB pathway. This is also supported by the
preceding clinical study [13]. Thus, the results of these studies
confirm the anti-inflammatory properties of FML, a synthetic
glucocorticoid. FML is weaker than many other glucocorticoids e.g.,
prednisolone and dexamethasone, but, in particular with DED pa-
tients, it tends to lead to less pressure elevations than other steroids
commonly used to reduce inflammation [27,28]. These identified
proteins are potential biomarkers for FML-treatment and should be
examined further in future.

In desiccating stress, PGK1, GPI, and TXN, were significantly
upregulated in FML-treated patients. These proteins have been
associated with proinflammatory functions in patients with rheu-
matoid arthritis [29—31], but the connections to the eye have not
been extensively studied. An FML-downregulated protein, HSPG2
has been connected to the barrier functions of the eye and cell
adhesion and it is potentially upregulated when IOP increases [32],
while another FML-downregulated protein, TCN1, has also been
shown to be downregulated in DED [33]. Based on these results,
cellular stress, likely due to the desiccating stress, appears to be
worse for FML-treated patients. Alternatively, the effects of the
stress may occur later for PA-treated patients and the process is
simply accelerated for FML-treated patients. In any case, no dif-
ferences at the final 24 h post-stress visit, were observed. These
desiccating stress effects with FML-treated patients do require
further work, potentially with more time points, in order to better
understand the occurring changes.

Pinto-Fraga et al. (2016) [13], as well as our own analysis,
revealed that corneal and conjunctival staining and conjunctival
hyperemia improved during the 3-week FML treatment period, and
the effects of desiccating stress were reduced among moderate to
severe DED patients receiving FML treatment. Integrating prote-
omics data with the clinical signs suggested that initial baseline
protein expression levels could be used to predict the treatment
effect. Four proteins with predictive relationships were highlighted
in this study: CALML5, C3, IGHM and SFN.

CALML5 regulates barrier function proteins and terminal
epidermal differentiation genes, and it has been reported that a
knockout of CALML5 disrupts both of these biological functions
[34].In our results, this protein was downregulated in patients with
a more severe DED condition, which could be explained by
disruption of barrier functions and epidermal differentiation. One
recently discovered interaction partner of CALML5 is SFN [34],
which was also identified as a protein of interest. SFN is an
epithelial cell specific, secreted 14-3-3 family protein and there is
evidence of ocular surface expression in the corneal and conjunc-
tival epithelium [35]. It has been shown that as CALMLS5 is depleted
in differentiated keratinocytes, many SFN interactors have altered
abundance, which suggests that CALML5 is in some way modu-
lating SFN. Therefore, our results, which suggest that both of these
proteins are significant to FML-treatment effect prediction, seem
feasible based on previous studies.

C3 is well-known for its important role in the activation of
complement system, which has been previously connected to DED
[36]. Furthermore, C3 is increased in severe inflammatory diseases
[37] and primary Sjogren's syndrome onset was reduced in C3-gene
knockout mice [38]. IGHM, similar to C3, has been shown to be a
secreted tear protein [3] connected to the immune system. Both of
these proteins have a similar relationship to changes in clinical
signs as SFN, suggesting that the immune system and complement
cascade related proteins, such as C3 could be further used to
identify which patients would benefit most from the FML treat-
ment. In addition, C3, similar to CALML5, does separate clinically
assigned severe and moderate patients from each other, and these

two proteins had a statistically significant (negative) correlation,
which suggests that they could be connected to each other and
changed expression of either of the two, could indicate the severity
of DED of a given patient.

IPA pathway analysis showed that the four proteins associated
with FML-treatment prediction were connected to proin-
flammatory cytokines and P38 MAPK, as well as phosphoinositide
3-kinase (PI3K) and NF-kB complexes, either directly or via, e.g.,
immunoglobulins and caspases. Proinflammatory cytokines are
some of the main targets of corticosteroids, and they are known to
also inhibit NF-kB [39,40], which is a transcription factor regulating
the synthesis of several proinflammatory proteins, and there is also
evidence that NF-kB-mediated pathways are activated in DED
related chronic graft-versus-host disease [41]. In addition, topical
modulation of NF-«kB activation leads to improvement of clinical
markers of DED in mice exposed to desiccating stress [42]. The
effects of FML could therefore explain why these proteins, and more
specifically their initial baseline expression levels, would provide
us more information as to how patients will react to FML treatment.

Similarly to the treatment effects, the severity and individual
protein expression levels mattered during the desiccating stress,
but only for patients who were not receiving FML. Patients who
continued to have high proinflammatory protein expressions while
also suffering from lowered lacrimal gland production (based on
LYZ, PIP and PRR4) after the 3-week treatment, were likely to
experience more severe desiccating stress effects in the conjunctiva
if they were not treated with FML. Hence, in the desiccating stress,
the initial severity of the patient no longer matters as long as they
have been treated with FML prior to the desiccating stress. From
these results CST4 was most notable, since it could separate the
severe and moderate patients in both baseline and after the 3-week
treatment period. Hence, in addition to providing information of
the severity of desiccating stress reaction, it again could tell us of
the severity of the dry eye, even after corticosteroid treatment.
CST4 has previously been connected to DED and meibomian gland
dysfunction, where it was notably reduced in comparison to control
samples [43].

These results were only applicable with conjunctival staining,
while corneal staining and conjunctival hyperemia did not display a
similar relationship with the proteomics. This could be due to the
V3 sampling/visit time point taking place immediately after the
desiccating stress, resulting in inconsistency between the clinical
and proteomic data. Following the development of clinical signs
and proteomics more closely, i.e., including more time points,
during the 24-h window after the desiccating stress could have
provided us with better understanding of the speed and timing of
stress effects in the ocular surface.

Small sample amount (1 pl/patient/time point) could be
considered as a limiting factor of this study. Due to the small
quantities of samples, it was not possible to carry out further
validation of the results, and the reproducibility of sample recovery
on 1 pl tear samples could not be fully confirmed. Furthermore, due
to limitations in proteomic sample preparation, sensitivity, and
technological features of LC-MSTOF, we were unable to quantify
small proteins such as cytokines as well as some of the well-known
markers for dry eye, such as matrix metalloproteinase-9 (MMP9), in
this study. Improved results for MSTOF could potentially be ac-
quired by optimizing the digestion protocol to, e.g., MMP9, but this
would be likely to have negative effects on other proteins of anal-
ysis. The results presented in this study should be complemented
and validated by independent clinical studies using either immu-
noassays or targeted MS/MS approach.

The reasons why there were no statistically significant results in
proteomic comparisons immediately after the desiccating stress
(V3) and after 24 h recovery time (V4) can only be speculated. The
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24 h may not have been a sufficient time for the effects of recovery
to occur. When C57BL/6 mice were exposed to desiccating stress,
tear volume and ocular surface parameters recovered within 2
weeks, while non-obese diabetic mice, which are known develop
spontaneous dry eye and other related conditions, did not show
signs of recovery during the study (1 month after the desiccating
stress was removed) [44]. Hence, considering the individual pro-
teomic profiles of severe-to-moderate dry eye patients and their
individual initial recovery patterns, it can be expected that more
uniform changes in proteomics can be seen only several days or
even weeks later. Our results further highlight the value of tear fluid
proteomics in DED and for the development of therapeutic options.

5. Conclusions

Our study identified several differentially expressed proteins
between the FML and PA treatments. Our results suggest that the
FML treatment reduces the inflammation more efficiently than PA
treatment during the 3-week period. In addition, the clinical signs
were examined together with the proteomic data, and we identi-
fied several proteins that could be considered potential biomarkers.
These proteins could not only indicate the changes in clinical signs,
but in some cases, could also differentiate moderate and severe
DED patients. Further validation is needed to verify these
biomarkers.

Funding

This work was funded by Finnish Funding Agency for Technol-
ogy and Innovation (Tekes) (40087/12), Elsemay Bjorn Fund and
the Junta de Castilla y Ledn (Consejeria de Educacion), Valladolid,
Spain (Grant VA174U14). The funding sources were not involved in
study design, data collection and analysis, decision to publish, or
preparation of the article.

The authors wish to acknowledge the following financial
interests:

M.C.: Consultant — Allergan, Inc.; Financial support — Abbott;
Novartis; Alcon; Xoma; Servier; Allergan-Spain Laboratories.

M.E.S.: Former Employee — Allergan, Inc.

A.L-M.: Employee — VISION 1+D, SL.
R.B.: Consultant — Allergan, Inc.; Santen Pharmaceutical Co., Ltd.

Acknowledgments
Saara Lahdekorpi is thanked for the technical assistance.
Appendix A. Supplementary data

Supplementary data related to this article can be found at http://
dx.doi.org/10.1016/].jtos.2017.09.003.

References

[1] Janssen PT, van Bijsterveld OP. Origin and biosynthesis of human tear fluid
proteins. Invest Ophthalmol Vis Sci 1983;24:623—30.

[2] Tiffany JM. Tears in health and disease. Eye 2003;17:923—6. http://dx.doi.org/

10.1038/sj.eye.6700566.

Laurie GW, Olsakovsky LA, Conway BP, McKown RL, Kitagawa K, Nichols JJ.

Dry eye and designer ophthalmics. Optom Vis Sci 2008;85(8):643—52. http://

dx.doi.org/10.1097/0PX.0b013e318181ae73.

Stern ME, Beuerman RW, Fox RI, Gao ], Mircheff AK, Pflugfelder SC. The pa-

thology of dry eye: the interaction between the ocular surface and lacrimal

glands. Cornea 1998;17(6):584—9.

Zhou L, Beuerman RW, Chan CM, Zhao SZ, Li XR, Yang H, et al. Identification of

tear fluid biomarkers in dry eye syndrome using iTRAQ quantitative prote-

omics. ] Proteome Res 2009;8(11):4889—905. http://dx.doi.org/10.1021/

proo0686s.

[6] Javadi MA, Feizi S. Dry eye syndrome. ] Ophthalmic Vis Res 2011;6:192—8.

3

[4

(5

[7] Pflugfelder SC, Jones D, Ji Z, Afonso A, Monroy D. Altered cytokine balance in
the tear fluid and conjunctiva of patients with Sjogren's syndrome kerato-
conjunctivitis sicca. Curr Eye Res 1999;19(3):201—11.

Moore QL, De Paiva CS, Pflugfelder SC. Effects of dry eye therapies on envi-

ronmentally induced ocular surface disease. Am ] Ophthalmol 2015;160(1).

http://dx.doi.org/10.1016/j.2j0.2015.04.008. 135—142.e1.

Zhu L, Zhang C, Chuck RS. Topical steroid and non-steroidal anti-inflammatory

drugs inhibit inflammatory cytokine expression on the ocular surface in the

botulinum toxin B-induced murine dry eye model. Mol Vis 2012;18:1803—12.

[10] Li DQ, Luo L, Chen Z, Kim HS, Song X], Pflugfelder SC, JNK, ERK. MAP kinases
mediate induction of IL-1B, TNF-o. and IL-8 following hyperosmolar stress in
human limbal epithelial cells. Exp Eye Res 2006;82(4):588—96.

[11] De Paiva CS, Corrales RM, Villarreal AL, Farley W], Li DQ, Stern ME, et al.
Corticosteroid and doxycycline suppress MMP-9 and inflammatory cytokine
expression, MAPK activation in the corneal epithelium in experimental dry
eye. Exp Eye Res 2006;83(3):526—35.

[12] Avunduk AM, Avunduk MC, Varnell ED, Kaufman HE. The comparison of ef-
ficacies of topical corticosteroids and nonsteroidal anti-inflammatory drops
on dry eye patients: a clinical and immunocytochemical study. Am ]J Oph-
thalmol 2003;136(4):593—602.

[13] Pinto-Fraga J, Lopez-Miguel A, Gonzalez-Garcia MJ, Fernandez I, Lopez-De-La-
Rosa A, Enriquez-De-Salamanca A, et al. Topical fluorometholone protects the
ocular surface of dry eye patients from desiccating stress: a randomized
controlled clinical trial. Ophthalmology 2016;123(1):141—-53. http://
dx.doi.org/10.1016/j.0phtha.2015.09.029.

[14] Lépez-Miguel A, Teséon M, Martin-Montanez V, Enriquez-de-Salamanca A,
Stern ME, Calonge M, et al. Dry eye exacerbation in patients exposed to
desiccating stress under controlled environmental conditions. Am ] Oph-
thalmol 2014;157(4). http://dx.doi.org/10.1016/j.ajo.2014.01.001.
788—798.e2.

[15] Lépez-Miguel A, Teson M, Martin-Montanez V, Enriquez-de-Salamanca A,
Stern ME, Gonzdlez-Garcia M], et al. Clinical and molecular inflammatory
response in Sjogren syndrome-associated dry eye patients under desiccating
stress. Am ]  Ophthalmol 2016;161. http://dx.doi.org/10.1016/
j.2j0.2015.09.039. 133—141.e1-2.

[16] Watanabe M, Kondo S, Mizuno K, Yano W, Nakao H, Hattori Y, et al. Promotion
of corneal epithelial wound healing in vitro and in vivo by annexin A5. Invest
Ophthalmol Vis Sci 2006;47(5):1862—8.

[17] Genderen HO, Kenis H, Hofstra L, Narula ], Reutelingspergera CPM. Extracel-
lular annexin A5: functions of phosphatidylserine-binding and two-
dimensional crystallization. Biochim Biophys Acta 2008;1783(6):953—63.
http://dx.doi.org/10.1016/j.bbamcr.2008.01.030.

[18] Ewing MM, de Vries MR, Nordzell M, Pettersson K, de Boer HC, van
Zonneveld A], et al. Annexin A5 therapy attenuates vascular inflammation and
remodeling and improves endothelial function in mice. Arterioscler Thromb
Vasc Biol 2011;31:95—101. http://dx.doi.org/10.1161/ATVBAHA.110.216747.

[19] Masilamoni ]G, Jesudason EP, Baben B, Jebaraj CE, Dhandayuthapani S,
Jayakumar R. Molecular chaperone a-crystallin prevents detrimental effects of
neuroinflammation. Biochim Biophys Acta 2006;1762(3):284—93.

[20] Ousman SS, Tomooka BH, van Noort JM, Wawrousek EF, O'Conner K,
Hafler DA, et al. Protective and therapeutic role for alphaB-crystallin in
autoimmune demyelination. Nature 2007;448:474—9.

[21] Shao W, Zhang S, Tang M, Zhang X, Zhou Z, Yin Y, et al. Suppression of neu-
roinflammation by astrocytic dopamine D2 receptors via aB-crystallin. Nature
2013;494:90—4. http://dx.doi.org/10.1038/nature11748.

[22] Macé M, Galiacy SD, Erraud A, Mejia JE, Etchevers H, Allouche M, et al.
Comparative transcriptome and network biology analyses demonstrate anti-
proliferative and hyperapoptotic phenotypes in human keratoconus corneas.
Invest Ophthalmol Vis Sci 2011;52(9):6181—91. http://dx.doi.org/10.1167/
iovs.10-70981.

[23] Wu Y. Contact pathway of coagulation and inflammation. Thromb ] 2015;13:
17. http://dx.doi.org/10.1186/s12959-015-0048-y.

[24] Blonder JP, Mutka S, Sun X, Rosenthal GJ. Pharmacologic inhibition of S-
nitrosoglutathione reductase protects against experimental asthma in BALB/c
mice through attenuation of both bronchoconstriction and inflammation.
BMC Pulm Med 2014;14(3). http://dx.doi.org/10.1186/1471-2466-14-3.

[25] Zhang Y, Wang Z, Liu ], Zhang S, Fei ], Li ], et al. Cell surface-anchored syn-
decan-1 ameliorates intestinal inflammation and neutrophil transmigration in
ulcerative colitis. J Cell Mol Med 2016;21(1):13—25. http://dx.doi.org/
10.1111/jcmm.12934.

[26] Chen M, Muckersie E, Robertson M, Forrester JV, Xu H. Up-regulation of
complement factor B in retinal pigment epithelial cells is accompanied by
complement activation in the aged retina. Exp Eye Res 2008;87(6):543—50.
http://dx.doi.org/10.1016/j.exer.2008.09.005.

[27] Oner V, Tiirkcii FM, Tas M, Alakus MF, Iscan Y. Topical loteprednol etabonate
0.5 % for treatment of vernal keratoconjunctivitis: efficacy and safety. Jpn ]
Ophthalmol 2012;56(4):312—8. http://dx.doi.org/10.1007/s10384-012-0152-
5.

[28] Igbal Z, Muhammad Z, Shah MT, Bashir S, Khan T, Khan MD. Relationship
between the concentration of copper and iron in the aqueous humour and
intraocular pressure in rabbits treated with topical steroids. Clin Exp Oph-
thalmol 2002;30(1):28—35.

[29] Zhao Y, Yan X, Li X, Zheng Y, Li S, Chang X. PGK1, a glucose metabolism
enzyme, may play an important role in rheumatoid arthritis. Inflamm Res
2016;65:815—25. http://dx.doi.org/10.1007/s00011-016-0965-7.

[8

[9


http://dx.doi.org/10.1016/j.jtos.2017.09.003
http://dx.doi.org/10.1016/j.jtos.2017.09.003
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref1
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref1
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref1
http://dx.doi.org/10.1038/sj.eye.6700566
http://dx.doi.org/10.1038/sj.eye.6700566
http://dx.doi.org/10.1097/OPX.0b013e318181ae73
http://dx.doi.org/10.1097/OPX.0b013e318181ae73
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref4
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref4
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref4
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref4
http://dx.doi.org/10.1021/pr900686s
http://dx.doi.org/10.1021/pr900686s
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref6
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref6
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref7
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref7
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref7
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref7
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref7
http://dx.doi.org/10.1016/j.ajo.2015.04.008
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref9
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref9
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref9
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref9
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref10
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref10
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref10
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref10
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref11
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref11
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref11
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref11
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref11
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref12
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref12
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref12
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref12
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref12
http://dx.doi.org/10.1016/j.ophtha.2015.09.029
http://dx.doi.org/10.1016/j.ophtha.2015.09.029
http://dx.doi.org/10.1016/j.ajo.2014.01.001
http://dx.doi.org/10.1016/j.ajo.2015.09.039
http://dx.doi.org/10.1016/j.ajo.2015.09.039
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref16
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref16
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref16
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref16
http://dx.doi.org/10.1016/j.bbamcr.2008.01.030
http://dx.doi.org/10.1161/ATVBAHA.110.216747
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref19
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref19
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref19
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref19
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref20
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref20
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref20
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref20
http://dx.doi.org/10.1038/nature11748
http://dx.doi.org/10.1167/iovs.10-70981
http://dx.doi.org/10.1167/iovs.10-70981
http://dx.doi.org/10.1186/s12959-015-0048-y
http://dx.doi.org/10.1186/1471-2466-14-3
http://dx.doi.org/10.1111/jcmm.12934
http://dx.doi.org/10.1111/jcmm.12934
http://dx.doi.org/10.1016/j.exer.2008.09.005
http://dx.doi.org/10.1007/s10384-012-0152-5
http://dx.doi.org/10.1007/s10384-012-0152-5
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref28
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref28
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref28
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref28
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref28
http://dx.doi.org/10.1007/s00011-016-0965-7

92

[30]

[31]

[32]

[33]

[34]

[35]

[36]

[37]

J. Nattinen et al. / The Ocular Surface 16 (2018) 84—92

Dai L, Zhu LJ, Zheng DH, Mo YQ, Wei XN, Su JH, et al. Elevated serum glucose-
6-phosphate isomerase correlates with histological disease activity and clin-
ical improvement after initiation of therapy in patients with rheumatoid
arthritis. ] Rheumatol 2010;37(12):2452—61. http://dx.doi.org/10.3899/
jrheum.100157.

Yoshida S, Katoh T, Tetsuka T, Uno K, Matsui N, Okamoto T. Involvement of
thioredoxin in rheumatoid arthritis: its costimulatory roles in the TNF-a-
induced production of IL-6 and IL-8 from cultured synovial fibroblasts.
J Immunol 1999;163:351-8.

Vittitow ], Borras T. Genes expressed in the human trabecular meshwork
during pressure-induced homeostatic response. ] Cell Physiol 2004;201(1):
126-37.

Srinivasan S, Thangavelu M, Zhang L, Green KB, Nichols KK. iTRAQ quantita-
tive proteomics in the analysis of tears in dry eye patients. Invest Ophthalmol
Vis Sci 2012;53(8):5052—9. http://dx.doi.org/10.1167/iovs.11-9022.

Sun BK, Boxer LD, Ransohoff JD, Siprashvili Z, Qu K, Lopez-Pajares V, et al.
CALML5 is a ZNF750- and TINCR-induced protein that binds stratifin to
regulate epidermal differentiation. Genes Dev 2015;29(21):2225—30.
Shankardas ], Senchyna M, Dimitrijevich SD. Presence and distribution of 14-
3-3 proteins in human ocular surface tissues. Mol Vis 2008;14:2604—15.
Stern ME, Schaumburg CS, Siemasko KF, Gao ], Wheeler LA, Grupe DA, et al.
Autoantibodies contribute to the immunopathogenesis of experimental dry
eye disease. Invest Ophthalmol Vis Sci 2012;53:2062—75. http://dx.doi.org/
10.1167/iovs.11-9299.

Imanishi ], Takahashi F, Inatomi A, Tagami H, Yoshikawa T, Kondo M.

(38]

[39]

[40]

[41]

[42]

[43]

[44]

Complement levels in human tears. Jpn ] Ophthalmol 1982;26(2):229—33.
Nguyen CQ, Kim H, Cornelius JG, Peck AB. Development of Sjogren’s syndrome
in nonobese diabetic-derived autoimmune-prone C57BL/6.NOD-Aec1Aec2
mice is dependent on complement component-3. ] Immunol 2007;179(4):
2318-29.

Barnes P]. How corticosteroids control inflammation: quintiles prize lecture
2005. Br ] Pharmacol 2006;148:245—54.

Hessen M, Akpek EK. Dry eye: an inflammatory ocular disease. ] Ophthalmic
Vis Res 2014;9(2):240—50.

He C, Lai P, Weng J, Lin S, Wu K, Du X, et al. Toll-like receptor 2—mediated NF-
kB inflammatory responses in dry eye associated with cGVHD. Mol Vis
2011;17:2605—11.

Guzman M, Keitelman I, Sabbione F, Trevani AS, Giordano MN, Galletti ]JG.
Desiccating stress-induced disruption of ocular surface immune tolerance
drives dry eye disease. Clin Exp Immunol 2006;184(2):248—56. http://
dx.doi.org/10.1111/cei.12759.

Soria J, Durdn JA, Etxebarria ], Merayo ], Gonzdlez N, Reigada R, et al. Tear
proteome and protein network analyses reveal a novel pentamarker panel for
tear film characterization in dry eye and meibomian gland dysfunction.
J Proteomics 2013;78:94—112. http://dx.doi.org/10.1016/j.jprot.2012.11.017.
Yoon KC, Ahn KY, Choi W, Li Z, Choi JS, Lee SH, et al. Tear production and
ocular surface changes in experimental dry eye after elimination of desic-
cating stress. Invest Ophthalmol Vis Sci 2011;52(10):7267—73. http://
dx.doi.org/10.1167/iovs.11-7231.


http://dx.doi.org/10.3899/jrheum.100157
http://dx.doi.org/10.3899/jrheum.100157
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref31
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref31
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref31
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref31
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref31
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref32
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref32
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref32
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref32
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref32
http://dx.doi.org/10.1167/iovs.11-9022
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref34
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref34
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref34
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref34
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref35
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref35
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref35
http://dx.doi.org/10.1167/iovs.11-9299
http://dx.doi.org/10.1167/iovs.11-9299
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref37
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref37
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref37
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref38
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref38
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref38
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref38
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref38
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref38
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref39
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref39
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref39
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref40
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref40
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref40
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref41
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref41
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref41
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref41
http://refhub.elsevier.com/S1542-0124(17)30038-1/sref41
http://dx.doi.org/10.1111/cei.12759
http://dx.doi.org/10.1111/cei.12759
http://dx.doi.org/10.1016/j.jprot.2012.11.017
http://dx.doi.org/10.1167/iovs.11-7231
http://dx.doi.org/10.1167/iovs.11-7231

	Topical fluorometholone treatment and desiccating stress change inflammatory protein expression in tears
	1. Introduction
	2. Methods
	2.1. Study outline
	2.2. Tear collection
	2.3. Chemicals and materials
	2.4. Sample preparation and analysis
	2.5. Protein identification and quantification
	2.6. Data analysis

	3. Results
	3.1. FML treatment and desiccating stress effects on tear proteins
	3.2. Proinflammatory proteins and their connections to clinical signs
	3.3. DED severity differences on baseline protein expression
	3.4. Desiccating stress effects in conjunctival staining differ based on the treatment and protein expression

	4. Discussion
	5. Conclusions
	Funding
	Acknowledgments
	Appendix A. Supplementary data
	References


