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Abstract

Purpose: To determine whether interleukin-20 receptors (IL-20R) are expressed in trabecular meshwork cells
and the effect of a T104M mutation in IL-20R2 on downstream cellular functions.
Methods: Evaluation of signal transducer and activator of transcription (STAT)3 phosphorylation and generic
matrix metalloproteinase (MMP) activity in primary open angle glaucoma (POAG) dermal fibroblasts (pHDF)
with the T104M IL-20R2 mutation were compared with normal human dermal fibroblasts (HDF). Expression of
IL-20R1 and IL-20R2 in human trabecular meshwork (HTM) cells was determined by immunohistochemistry
and western immunoblotting.
Results: A T104M mutation in IL20-R2 was identified in a large POAG family in which the GLC1C locus was
originally mapped. pHDFs harboring this mutation had significantly increased phosphorylated STAT3
(pSTAT3) activity compared with normal HDFs. However, stimulation with either IL-19 or IL-20 for 15 min
resulted in significantly decreased levels of pSTAT3 in pHDFs compared with controls. Generic MMP activity
was significantly decreased in pHDFs compared with controls after stimulation with IL-20 for 24 h. Both IL-
20R1 and IL-20R2 receptors were expressed in HTM cells by western immunoblot and immunofluorescence,
and they appeared to be up-regulated in response to cytokine treatment.
Conclusions: A T104M mutation in IL-20R2 significantly impacts the function of this receptor as shown by
decreased pSTAT3 levels and generic MMP activity. Reduced MMP activity may affect the ability of glaucoma
patients to alter outflow resistance in response to elevated intraocular pressure.

Introduction

Glaucoma is one of the leading causes of blindness in
the world with close to 80 million individuals pre-

dicted to develop this devastating disease by 2020.1 The
most common form of glaucoma, primary open angle
glaucoma (POAG), will affect 58.6 million individuals by
2020.2 Due to the subtlety of this disease and limited public
awareness, the majority of individuals with glaucoma re-
main undiagnosed. Often, extensive and usually bilateral
visual field loss should occur before individuals seek treat-
ment. Unfortunately, once loss of vision has occurred, it
cannot be reversed. Vision loss from glaucoma has a sig-
nificant impact on health-related quality of life with the
overall burden increasing as glaucomatous damage and vi-
sion loss progress.

The exact etiology of POAG remains unknown, although
it is clear that it is a heterogeneous group of disorders and is
frequently associated with elevated intraocular pressure

(IOP). The genetic complexity of POAG is demonstrated by
the mapping of more than 20 glaucoma loci,3 the identifi-
cation of common risk alleles,4–9 the finding of affected
individuals with mutations in multiple genes,10,11 and
compound heterozygous mutations in myocilin often lead-
ing to a more severe disease.12–14 Thus, finding causative
glaucoma genes is not a simple task.

Several lines of evidence suggest that inflammatory cy-
tokines in human trabecular meshwork (HTM) cells may
be involved in the onset and/or progression of glaucoma.
Interleukin-6 (IL-6) is up-regulated in HTM by oxidative
stress,15 elevated IOP,16 early pressure-induced optic nerve
head injury,17 and mechanical stress.18 IL-6 increases out-
flow facility18 and is neuroprotective,19 suggesting that IL-6
may play a protective role in glaucoma. Other cytokines and
growth factors, including transforming growth factor beta-1
(TGFb1), TGFb2, IL-6, IL-8, IL-10, IL-12, a-serum amy-
loid A, interferon-g (IFNg), and CXL9, are increased in
POAG aqueous humor compared with normal controls, or
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from aqueous derived from patients undergoing cataract
surgery.20–25 Collectively, these studies implicate altered
cytokine signaling in glaucoma.

IL-6 production is induced by the IL-10 family of cyto-
kines, that is IL-20, IL-19, and IL-24.26,27 These cytokines
exert their biological activities by binding to 2 hetero-
dimeric IL-20 receptor complexes on the cell surface: the
type I receptor and the type II receptor.28–30 The interleukin-
20 receptor (IL-20R)2 protein is common to both classes.
Dimerization of IL-20R2 with IL-20R1 (receptor I class)
mediates signaling from IL-20, IL-19, and IL-24, whereas
dimerization of IL-20R2 with IL-22R1 (receptor II class)
propagates signaling from IL-20 and IL-24 (Fig. 1). Despite
sharing common receptor complexes, these 3 cytokines
appear to have distinct roles in diverse biological processes:
IL-19 directly affects immune cells; IL-20 is involved in
keratinocyte biology, psoriasis, and skin biology, while IL-
24 is pro-apoptotic for a variety of cancer cells.28,31–34 After
binding of the cytokine to the IL-20 receptor, signals are
propagated intracellularly via the Janus kinase and signal
transducer and activator of transcription ( JAK-STAT) sig-
nal transduction pathway.31,35 In addition, a previous study
showed that matrix metalloproteinase (MMP) protein levels
were increased in mouse breast cancer cells treated with IL-
20, suggesting that one downstream effect of IL-20 stimu-
lation is altered through MMP activity.36

In this study, we identify a mutation in IL-20R2, T104M,
in a large POAG family in which the GLC1C locus was
originally mapped. This mutation lies in the active binding
site of IL-20R2 to the cytokines, IL-19, IL-20, and IL-24.
Phosphorylation of STAT3 and MMP activity in normal and
glaucomatous dermal fibroblasts was also investigated.
Since HTM cells are involved in the regulation of IOP under

both normal and disease conditions,37 we also demonstrate
that TM cells express IL-20R2 and IL-20R1.

Methods

Ethics approval and consent

Human subjects. Ethics approval was obtained from the
Oregon Health & Science University (OHSU) Institutional
Review Board and the Kaiser Permanente Northwest Center
for Health Research Institutional Review Board. This study
was conducted in accordance with the tenets of the De-
claration of Helsinki with informed consent obtained from
all participants.

Donor tissue. Informed consent to tissue donation was
obtained from the donors or their relatives. The protocol of
the study was approved by the local ethics committee and
adhered to the tenets of the Declaration of Helsinki for
experiments involving human tissue. For HTM cell isola-
tion, cadaver eyes were obtained from Lions Eye Bank
(Portland, OR).

Study populations. All patients and controls were of non-
Hispanic European ancestry. We recruited 140 POAG sub-
jects from Kaiser Permanente Northwest (Portland, OR) and
90 patients from the Casey Eye Institute, OHSU (Portland,
OR). The age of the patients from Kaiser Permanente ranged
from 34 to 93 with a mean age of 72.5 – 11.5 years. Of these
patients, 43% had a family history of glaucoma and 60%
were women. The patients from the Casey Eye Institute
ranged in age from 34 to 96 with a mean age of 70.6 – 11.5
years; 67% were women. We enrolled 109 control subjects;
62% were women. Their age ranged from 31 to 86 with a

FIG. 1. Interleukin-20 receptor (IL-20R)2 co-receptor family. Ligands are shown above their respective receptors. The
T104M mutation in IL-20R2 is indicated by a star with its impact on binding to IL-20, IL-19, and IL-24. Signaling through
the class 2 receptor involves Janus kinase ( JAK) and signal transducer and activator of transcription (STAT)3 activation
through phosphorylation. Activation of STAT3 can lead to altered matrix metalloproteinase (MMP) levels and activity.
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mean of 67 – 13.2 years. None of the control subjects had
signs of glaucoma or ocular hypertension as determined by a
clinical examination by a board-certified ophthalmologist.

Clinical examination

Clinical examination and diagnosis has been previously
documented.38,39 POAG was clinically defined as an optic
neuropathy with the following findings: optic nerve head
excavation with thinning of the neuroretinal rim, often with
‘‘Drance’’-type nerve fiber layer hemorrhages, notching,
pitting, significant focal loss or general loss of retinal fiber
layer, and visual field defects consistent with the disc
changes.39 POAG cases were enrolled in the study if they
met one or more of the following criteria: (1) treatment for
POAG had been instigated before our study and examina-
tion of the patient confirmed that they had POAG; (2) two or
more of the following findings were present: (a) optic nerve
head and/or nerve fiber layer analysis was compatible with
moderately advanced glaucomatous damage (vertical cup/
disc ratio > 0.7)40; (b) abnormal Humphrey glaucoma
hemifield test; (c) untreated IOP of 24 mmHg measured by
Goldman applanation tonometry41; and (3) glaucomatous
field defects on Humphrey perimetry. Exclusion criteria
were diagnosis of secondary OAG, including exfoliation
glaucoma, pigmentary glaucoma, trauma, uveitis, or steroid-
induced glaucoma.

IOP was measured using a recently calibrated Goldmann
applanation tonometer. A slit-lamp biomicroscope was used
to classify optic disc appearance after pupil dilation. The
sizes of the cups were evaluated using the standard method
of a reference spot from a direct ophthalmoscope or using a
78-diopter lens.

Polymerase chain reaction and sequencing

Primers were designed to amplify each exon with sur-
rounding intronic sequence in order to cover all coding se-
quences and 5¢ and 3¢ untranslated regions (UTRs). Primer3
was used to design primers through the UCSC Human
Genome Browser ExonPrimer command (http://genome.ucsc
.edu/cgi-bin/hgGateway). Primers were purchased from In-
tegrated DNA Technologies, Inc. (San Diego, CA).

Genomic DNA was obtained from human blood by a
standard salting-out procedure.38 Polymerase chain reaction
(PCR) reagents were obtained from Roche Applied Science
Division (Indianapolis, IN), and REDtaq� Polymerase was
purchased from (Sigma-Aldrich, St. Louis, MO). PCR was
performed on genomic DNA according to standard touch-
down protocols on a Gene Amp PCR System 9700 (Applied
Biosystems, Inc., Foster City, CA). Exo-SAP-IT was used to
purify PCR products according to the manufacturer’s in-
structions (USB Corporation, Cleveland, OH). Purified
products separated by agarose gel electrophoresis were se-
quenced on an ABI 3130XL Genetic Analyzer at the Oregon
Clinical and Translational Research Institute (OCTRI). Se-
quencing chromatograms were analyzed using Sequencer
4.9 (Gene Codes Corporation, Ann Arbor, MI).

Restriction enzyme IL-20R2 mutation detection

PCR primers were designed with the SNP of interest lo-
cated mid-product (forward primer: 5¢ AAGGGACGATGG
ATGGTTGG 3¢ reverse primer: 5¢ CTAAAGGAGGGGC

TGGTTGG 3¢). PCR was performed according to standard
touchdown protocols using 25 ng of genomic DNA added to
PCR reagents and REDtaq polymerase with a 25-mL final
volume and an annealing temperature of 57�C. After PCR,
0.5 mL of CviAII restriction enzyme (5,000 units/mL sup-
plied by NEB, Ipswich, MA) was added to 20mL of PCR
product and incubated for 1 h at 25�C in a Gene Amp PCR
System 9700. After digestion, the DNA fragments were then
separated by agarose gel (2% containing ethidium bromide)
electrophoresis at 100 volts for 1 h.

Primary cell cultures

Human TM cells were established from cadaver eyes as
previously described.42–44 HTM cells from 3 individuals
were evaluated (average age = 30.6 – 14.15 years; range =
22–47 years). HTM cells were cultured in medium glucose
Dulbecco’s modified Eagle’s medium (DMEM; Invitrogen,
Carlsbad, CA) containing 10% fetal bovine serum (FBS)
and antibiotic-antimycotic. Primary HTM cells were used
until passage 6.

Primary dermal skin fibroblasts from glaucomatous pa-
tients (pHDFs) were cultured from punch skin biopsies from
2 female patients (94099 and 93005), who were 52 and 39
years old, respectively, at the time of the biopsy. Skin bi-
opsies were placed in flasks containing low-glucose DMEM
that was supplemented with 10% FBS and 1% penicillin–
streptomycin and used for approximately passage 8.45 In
addition, 3 normal adult human dermal fibroblasts (HDF)
were obtained from ATCC (female, 50 years old; Manassas,
VA), Lifeline Cell Technology (female, 34 years old; Fre-
derick, MD), and Promocell (male, 60 years old; Heidel-
berg, Germany) and cultured in the same media as pHDFs.
DNA from all these adult fibroblasts was isolated and se-
quenced to confirm that the cells did not harbor a mutation
in the IL-20R2 gene. All pHDFs and normal HDFs showed a
similar spindle-shaped cell phenotype by light microscopy,
and they were sub-cultured when they were 80%–100%
confluent. Normal HDFs were used for approximately
passage 15.

Antibodies

The following primary antibodies were used: a rabbit
polyclonal anti-human IL-20R2 (NBP1-55832; Novus Bio-
logicals, Littleton, CO), which recognizes an internal region
of IL-20R2, a rabbit polyclonal anti-human IL-20R2
(NBP1-88020; Novus Biologicals), which recognizes the
C-terminus of IL-20R2, a goat polyclonal anti-human
IL-20R2 antibody (BAF1788; R&D Systems, Minneapolis,
MN), which recognizes the extracellular region, and a
mouse monoclonal anti-human IL-20R1 (MAB11761; R&D
Systems).

Western immunoblotting

HTM cells were grown to confluence in 6-well plates,
washed with phosphate-buffered saline (PBS), and placed in
serum-free DMEM. HTM cells were treated for 24 h with
IL-19 (100 ng/mL), IL-20 (100 and 200 ng/mL), and IL-24
(100 ng/mL) recombinant proteins (R&D Systems). Vehicle
control was PBS. Cells were lysed in radioimmunoprecipi-
tation (RIPA) buffer containing protease inhibitor cocktail
(Sigma-Aldrich). Proteins in cell lysates were quantitated
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using the BCA assay kit (Pierce, Rockford, IL), and equal
amounts of total protein were separated on 10% sodium
dodecyl sulfate–polyacrylamide gel electrophoresis gels
(BioRad Labs, Hercules, CA) under reducing conditions.
After transferring to nitrocellulose, immunoblots were pro-
bed with goat anti-IL-20R2 or mouse anti-IL-20R1. Sec-
ondary antibodies were IRDye 800-conjugated anti-goat
or anti-mouse (Rockland Immunochemicals, Gilbertsville,
PA). Immunoblots were imaged using the Odyssey infrared
imaging system (Li-Cor Biosciences, Lincoln, NE). Density
of gel bands were quantitated using FIJI software (http://
fiji.sc/wiki/index.php/Fiji) following background correction.

Immunofluorescence and confocal microscopy

HTM cells were cultured for 3 days on collagen-coated
Bioflex membranes (FlexCell Int, Hillsborough, NC) as
previously described.46,47 This provides a more compliant
culture environment than plastic tissue culture flasks and is,
therefore, more similar to their native environment. HTM
cells were washed and treated with cytokines as described
earlier. Cells were fixed with 4% paraformaldehyde (PFA)
and blocked with CAS universal blocking reagent (Invitro-
gen). Membranes were removed from the dish, placed on a
glass slide, and immunostained with rabbit anti-IL-20R2
(55832) and mouse anti-IL-20R1. For a negative control,
primary antibody was substituted with PBS. Secondary anti-
bodies were Alexa Fluor 488-conjugated anti-mouse or anti-
goat and Alexa Fluor 594-conjugated anti-rabbit (Molecular
Probes, Eugene, OR). Coverslips were mounted in ProLong
gold containing DAPI nuclear stain (Invitrogen). Images were
obtained with a Fluoview laser scanning confocal microscope
(Olympus, San Diego, CA) and processed with FIJI software.

STAT3 assay

STAT3 phosphorylation, as a measure of STAT3 acti-
vation, was quantitated in normal and pHDFs in response to
cytokine treatment using an ELISA assay kit (Ray Biotech,
Norcross, GA). Normal HDFs and pHDFs were cultured in
12-well plates in serum-containing DMEM until they were
confluent. The cells were washed with PBS and cytokines
(as described earlier) in serum-free media and were added
for 15 min. Cells were washed with PBS, lysed with cell
lysis buffer containing 1 mM sodium vanadate and protease
inhibitor cocktail (Sigma-Aldrich), and placed on ice for
30 min. Samples were centrifuged to pellet debris, and then,
100 mL of each sample was added in duplicate to the 96-well
ELISA plate, which was pre-coated with a pan-STAT3 anti-
body. A positive control supplied with the kit was also in-
cluded on the plate. Samples were incubated overnight at 4�C,
extensively washed and then, one of the duplicate samples
was incubated with rabbit anti-phosphorylated STAT3(Y705),
while the other well was incubated with a biotinylated anti-
pan-STAT3 antibody to quantitate total STAT3 in each sample.
Primary antibodies were incubated for 1 h at room temperature.
After another 4 wash steps, HRP-conjugated anti-rabbit IgG or
HRP-streptavidin were added to the appropriate wells and in-
cubated for 1 h at room temperature. After a final 4 wash steps,
3,3¢5,5¢-tetramethylbenzidine (TMB) substrate was added to
each well for 30 min and then, stop solution (0.2 M sulfuric
acid) was added. The absorbance of each well was immediately
measured at 450 nm on a plate reader (Perkin Elmer, Waltham,

MA). The levels of phosphorylated STAT3 (pSTAT3) were
divided by pan-STAT3 levels, and then, data from POAG
(n = 2) and normal (n = 3) cells were averaged– standard error
of the mean (SEM). Significance was determined using
ANOVA, and P < 0.05 was considered significant.

MMP assay

The Sensolyte 520 generic MMP assay kit (Anaspec,
Fremont, CA) was used to measure MMP activity in HDF
cells. In this assay, a quenched fluorescence resonance en-
ergy transfer (FRET) peptide is used as an MMP substrate.
On cleavage of the intact peptide by an MMP, fluorescence
is generated and can be measured by a plate reader. Relative
fluorescent units (RFUs) are directly correlated to MMP
activity. The peptide used in this assay is a generic substrate
and can be cut by MMPs - 1, - 2, - 3, - 7, - 8, - 9, - 10,
- 12, - 13, and - 14. Normal HDFs and pHDFs were treated
in serum-free media treated with and without cytokines as
described earlier for 24 h, and conditioned media was har-
vested with the addition of protease inhibitor cocktail. After
centrifugation (10,000 g for 15 min), MMPs were activated
with 1 mM 4-aminophenylmercuric acetate (APMA) for
90 min on ice. The quenched peptide substrate was then
incubated with the samples in a 96-well format for 60 min.
RFUs were quantitated at excitation/emission wavelengths
(490/520 nm), normalized for total protein in each sample
and then, a percentage of the untreated control was calcu-
lated. Data from 2 glaucomatous individuals and 3 normal
individuals were averaged (‘‘n’’ stated in figure leg-
end – SEM). ANOVA was used to determine significance.

Results

Mutation screening of the genes
in the GLC1C region

The POAG gene in a large Oregon family was mapped to
chromosome 3, the GLC1C locus, and later refined to a 4-
cM region between D3S3637 and D3S3694.39,48 Sanger
sequencing of the 49 genes in the narrowed region identified
only 1 nonsynonymous mutation with a minor frequency of
less than 5% in the general population that was present in all
of the screened affected individuals. This variant was a
T104M change in IL-20R2 (rs367923973). Screening of 230
random POAG patients and 109 controls did not find this
variant. This SNP is not present in the 1000 Genomes pro-
ject but has been identified by the ESP Cohort Populations
with no reported frequency.

We then screened the entire GLC1C family for the
T104M variant. Ten of the affected individuals had the
mutation, while 2 of the affected did not (93019 and 94005;
Fig. 2). These 2 individuals were diagnosed with POAG
after the publication of the mapping of the GLC1C locus to
chromosome 3. Neither of them have the GLC1C haplotype;
therefore, they would not be expected to have the T104M
mutation. Both have normal visual fields; their POAG clas-
sification is based on their ophthalmologists’ diagnoses. The
other one affected individual had no DNA sample, so it is
unknown whether she had the T104M mutation. Altogether,
20 of the 36 family members have the T104M mutation. Of
these 20, 10 are affected, 5 are glaucoma suspects based
either on high IOPs or on optic nerve findings, and 5 had
normal ocular findings at the time of examination (Table 1).

270 KELLER ET AL.



The T104M missense change affects an evolutionarily
conserved amino acid [Genomic Evolutionary Rate Profiling
(GERP) score 4.91] and is predicted to impact the binding
site of IL-20R2 to the cytokines, IL-19, IL-20, or IL-24.49

The T104 site in IL-20R2 site binds to S111 in IL-20. Re-
placing the T104 with a methionine would replace the hy-
droxyl group that forms a hydrogen bond with S111 in IL-20
with a sulfate group, thus disrupting the bond between these

2 proteins at this site. Based on these findings, it seems
highly likely that this mutation could impact the pathways
involved in glaucoma.

STAT3 activity

The interaction of IL-20R2 with IL-19, IL-20, or IL-24
activates the JAK-STAT cell signaling pathway.31,35

FIG. 2. Pedigree of the GLC1C family. Below the symbol is the identification number of those family members for whom
we have DNA and/or clinical information. Below the identification number is the IL-20R2 genotype (C/T indicates IL-20R2
mutation, C/C indicates normal IL-20R2 genotype) and age of last exam or age of diagnosis, if they have primary open
angle glaucoma (POAG). No DNA was available for individual 2004; therefore, the IL-20R2 genotype is not listed. The left
upper corner is black if they have been diagnosed with POAG. A black dot in the middle of the symbol indicates that they
are a suspect. The genotype is not shown for those individuals for whom we have no DNA sample.

Table 1. Summary of the Clinical Characteristics of Family Members with the IL-20R2 T104M Mutation

Cup to disc
ratio

Central corneal
thickness

Maximum
IOP

Individual
no.

Age at
diagnosis
or exam Diagnosis OD OS OD OS OD OS Visual field Surgery

93001 48 POAG 0.9 0.9 0.552 NA 26 46 Severe loss OU Trabeculectomy OU
94099 58 POAG 0.7 0.4 0.578 0.568 21 28 Superior loss OD Trabeculectomy OU
93005 38 POAG 0.7 0.7 0.544 0.550 28 24 Nasal step OS None
93010 68 POAG 0.9 0.9 0.527 0.517 24 25 Superior loss OD None
93012 57 POAG 0.7 0.6 0.572 0.592 22 23 Nasal step OU None
93016 50 POAG 0.9 0.9 NA NA 22 22 NA Laser trabeculoplasty

OU
94004 60 POAG 0.7 0.6 NA NA 26 24 NA None
94010 47 POAG 0.7 0.8 0.608 0.580 24 24 Nasal step OS None
94024 55 POAG 0.5 0.7 0.599 0.594 21 25 Nasal step OS None
94025 80 POAG 0.5 0.9 NA NA 35 36 NA Laser trabeculoplasty

OS
02004a 55 POAG 0.9 0.9 NA NA 35 26 Severe loss OU Trabeculectomy OU
04025 24 Suspect 0.3 0.3 0.590 0.590 32 25 NA None
93011 58 Suspect 0.4 0.4 0.604 0.593 23 23 Normal None
94075 32 Suspect 0.5 0.5 0.532 0.544 18 17 NA None
94023 66 Suspect 0.5 0.5 0.532 0.533 18 18 NA None
94013 39 Suspect 0.4 0.4 0.566 0.572 20 20 NA None
94002 56 Normal 0.3 0.3 0.543 0.547 19 18 NA None
94019 16 Normal 0.3 0.3 0.552 0.543 16 16 NA None
05040 19 Normal 0.2 0.2 0.544 0.554 20 20 NA None
05041 17 Normal 0.2 0.2 0.551 0.540 20 20 NA None
93013 74 Normal 0.3 0.3 0.626 0.650 17 18 NA None

aNo DNA is available; the genotype of this individual is inferred from her daughter and granddaughter’s status.
IL-20R, interleukin-20 receptor; POAG, primary open angle glaucoma; IOP, intraocular pressure; OD, oculus dexter; OS, oculus sinister;

OU, oculus uterque.
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Phosphorylation of STAT3 at Y705 is a direct indicator of
this activation. Therefore, we quantitated phosphorylation of
STAT3 in normal and POAG HDFs (pHDFs) that have the
IL-20R2 T104M mutation using an ELISA assay (Fig. 3). In
unstimulated cells, basal levels of pSTAT3 were greater in
pHDFs than in normal cells. In normal HDFs, there was
an increase in phosphorylated STAT3(Y705) in response to
all 3 cytokines. However, in pHDFs, there was a decrease in
STAT3 phosphorylation on cytokine treatment.

MMP activity

A previous study found that MMP-9 and MMP-12 were
up-regulated in a mouse breast cancer cell line in response
to IL-20 treatment.36 Moreover, another study showed that
activation of STAT3 led to increased levels and activity
of MMPs - 1, - 3, - 7, and - 9.50 Therefore, we analyzed
MMP activity using a quenched FRET peptide, which only
produces fluorescence after cleavage by an MMP. We chose
a generic MMP substrate, which can be cleaved by multiple
MMPs, including MMP-9 and MMP-12. In untreated cells,
pHDFs have an increased basal MMP activity (mean
RFUs = 554 – 93.64) compared with normal HDFs (mean
247.25 – 55.7), although this was not significant (P-val-
ue = 0.097). pHDFs and normal HDFs were then treated
for 24 h with IL-19, IL-20, or IL-24 and MMP activity in
conditioned media was quantitated. In normal HDFs, all
cytokines increased MMP activity in the media (Fig. 4).
Conversely, pHDFs decreased MMP activity compared with
the untreated control.

IL-20 receptor expression in HTM cells

Next, we investigated whether IL-20 receptors were de-
tected in HTM cell lysates by western immunoblot. Figure 5

shows that both IL-20R1 and IL-20R2 were detected in
HTM cell lysates and were up-regulated in response to cy-
tokine treatment for 24 h. Two other IL-20R2 antibodies
showed similar results (not shown). IL-20R2 and IL-20R1
immunolocalization in HTM cells was also assessed using
confocal microscopy (Fig. 6). As expected, both IL-20R1
and IL-20R2 were shown to localize to the cell membrane
and cytoplasm of HTM cells. There was more immuno-
staining in response to cytokine treatments compared with
control cells.

Discussion

In this article, we present evidence that IL-20R2 may be a
glaucoma susceptibility gene and that dermal fibroblasts
derived from glaucoma patients have altered STAT3 phos-
phorylation and MMP activity compared with normal
dermal fibroblasts. IL-20R2 is a cytokine receptor that is
involved in signaling by the IL-10 family cytokines, IL-19,
IL-20, and IL-24.49 IL-20 and IL-24 can signal through both
heterodimeric receptor types, but IL-19 signals only through
the type I complex (Fig. 1). Previous studies have shown
that IL-20R2 binds to the ligand, which then recruits IL-
20R1 and heterodimerization occurs.30 Since T104M sits at
a site critical for ligand binding,49 it is likely that cytokine
binding and heterodimerization is disrupted. The T104M
mutation could disrupt signaling that is initiated by all 3
cytokines.

STAT3 is phosphorylated at Y705 and S727.51 In this
study, we quantitated phosphorylation at Y705 and found
that dermal fibroblasts from glaucoma patients had a higher
level of activation in unstimulated cells compared with cells
derived from normal individuals. This suggests that the
STAT3 pathway may also be utilized by other cytokines,
which leads to a higher basal level of STAT3 activity in
pHDFs. In addition, in response to all cytokine treatments,
there was an increase in phosphorylation at Y705 in normal
individuals within 15 min, whereas there was a decrease in
phosphorylation in glaucoma patients. These data suggest

FIG. 3. Quantitation of STAT3 activation in POAG
(n = 2) and normal human dermal fibroblasts (HDF; n = 3)
with and without cytokine stimulation (100 and 200 signify
different doses of IL-20 in ng/mL). Phosphorylated
STAT3(Y705) was quantitated by ELISA assay, and
absorbance data were normalized to pan-STAT3. Results
show the average – standard error of the mean (SEM).
ANOVA determined significance: *P < 0.05 between
cytokine-treated and -untreated cells; **P < 0.05 compar-
ing POAG versus normal cells with the same cytokine
treatment.

FIG. 4. MMP activity in the conditioned media of normal
(n = 3) and glaucoma (n = 2) HDFs treated with cytokines for
24 h (100 and 200 signify different doses of IL-20 in ng/
mL). Results are shown as a percentage of the untreated
control – SEM. *P < 0.03 by ANOVA.
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FIG. 5. Western immunoblots and densitometry of human trabecular meshwork (HTM) cells treated with cytokines for
24 h (100 and 200 signify different doses of IL-20 in ng/mL). (A) A representative immunoblot of IL-20R2 protein levels in
HTM cell lysates. (B) Densitometry of gel bands presented as a percentage of untreated control cells – SEM. *P < 0.04 by
ANOVA; n = 4. (C) A representative immunoblot of IL-20R1 protein levels in HTM cell lysates. (D) Densitometry of gel
bands presented as a percentage of untreated control cells – SEM. *P < 0.05 by ANOVA; n = 3.

FIG. 6. Immunofluorescence and confocal microscopy of IL-20R2 and IL-20R1 in HTM cells. Representative images of
IL-20R2 (A–D) and IL-20R1 (E–H) localization in HTM cells stimulated for 24 h with vehicle control (A, E), IL-20 at
100 ng/mL (B, F), IL-19 (C, G), and IL-24 (D, H). DAPI was used to stain the nuclei (blue). Scale bar = 20 mm.
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that POAG cells are unable to launch an appropriate cell
signaling response on stimulation by IL-20, IL-19, and IL-
24, which supports our hypothesis that mutations in IL-20R2
may interfere with cytokine binding. These data also sug-
gest that type I receptors are definitely being used in HDFs,
as IL-19, which only uses the type I receptors, elicited a
response.

A previous study correlated STAT3 activation with in-
creased levels and activity of MMPs - 1, - 3, - 7, and
- 9.50 The higher basal level of STAT3 in pHDFs is,
therefore, consistent with increased basal MMP activity. In
agreement with an earlier study,36 IL-20 stimulation of
normal HDFs increased MMP activity. In addition, we also
showed that IL-19 and IL-24 elicited a similar response.
However, pHDFs showed an opposite effect compared with
normal HDFs and MMP activity was decreased in condi-
tioned media. Since MMPs are known to significantly in-
fluence extracellular matrix degradation by TM cells and
lower outflow resistance,37,52,53 our data suggest that MMP
activity may also be altered in TM cells. This could po-
tentially disrupt a major mechanism by which outflow re-
sistance is usually adjusted in response to elevated IOP.

The T104M mutation in IL-20R2 has been documented
in 10 of the affected family members of the GLC1C family.
The 2 affected family members that do not carry this
mutation also do not have the GLC1C haplotype and, thus,
would not be expected to have this variant, as it is within
the GLC1C region. They may be phenocopies or there may
be more than one gene for POAG segregating through this
family. Since this mutation is predicted to significantly
impact the protein function and has the potential to nega-
tively affect pathways that could be involved in glaucoma,
we explored the effect of this mutation on IL-20R2 activ-
ity. The STAT3 assay and MMP assay provide evidence
that downstream cellular functions are significantly dif-
ferent in patients harboring this mutation than in normal
controls.

This is the first report of the expression of IL-20R family
members in HTM cells. Moreover, the western immunoblot
and immunofluorescence data show that IL-20 type I re-
ceptors are up-regulated in response to cytokine treatment.
These data suggest that a feedback loop may exist which up-
regulates receptor subtypes on cytokine stimulation. Thus,
a mutation in IL-20R2 may not only reduce STAT3 and
MMP activity, but also inhibit an increase in IL-20 receptor
expression.

According to the database, IL20R1 has 4 protein iso-
forms. Isoform 1 is the full-length protein consisting of 553
amino acids with a molecular weight of *64 kDa. Isoforms
2, 3, and 4 have different 5¢ UTR and coding regions,
leading to truncation of the N-terminus. These isoforms
consist of 504, 442, and 420 amino acids, respectively. The
molecular weight (*49 kDa) of the major band detected in
western immunoblots of HTM cell lysates is consistent with
IL-20R1 isoform 3 or 4. Although the biological signifi-
cance of this is not yet known, it could affect cell signaling,
as it lacks the extracellular portion that presumably binds to
the cytokine. Further studies are required to investigate the
alternative splicing of IL-20R1 by TM cells.

In summary, we have demonstrated that the TM cells
express IL-20 receptors. Mutation of the T104 residue in IL-
20R2 leads to a reduction in STAT3 phosphorylation as well
as decreased MMP activity. Thus, IL-20R2 may be a glau-

coma susceptibility gene. Earlier findings suggest that a
defect in the IL-10 family of cytokines, signaling through
the JAK-STAT pathway, may be involved in glaucoma
pathogenesis. Identification of the downstream conse-
quences of reduced IL-20R2 activity has the potential to
identify new targets for the treatment of this devastating
blinding disease.
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