
Cornea

Identification of Keratoconus-Related Phenotypes in
Three Ppip5k2 Mouse Models

Theresa Akoto,1 Rachel Hadvina,1,2 Skyler Jones,3 Jingwen Cai,1 Hongfang Yu,1

Hayden McCord,1 Charles X. J. Jin,1 Amy J. Estes,3,4 Lin Gan,4,5 Anthony Kuo,6

Sylvia B. Smith,1,3,4 and Yutao Liu1,2,4

1Department of Cellular Biology and Anatomy, Medical College of Georgia, Augusta University, Augusta, Georgia,
United States
2Center for Biotechnology and Genomic Medicine, Medical College of Georgia, Augusta University, Augusta, Georgia,
United States
3Department of Ophthalmology, Medical College of Georgia, Augusta University, Augusta, Georgia, United States
4James and Jean Culver Vision Discovery Institute, Augusta, Georgia, United States
5Department of Neuroscience and Regenerative Medicine, Medical College of Georgia, Augusta University, Augusta,
Georgia, United States
6Department of Ophthalmology, Duke University, Durham, North Carolina, United States

Correspondence: Yutao Liu, 1460
Laney Walker Blvd CB1101, Augusta,
GA 30912, USA;
yutliu@augusta.edu.

Received: January 11, 2024
Accepted: May 25, 2024
Published: June 13, 2024

Citation: Akoto T, Hadvina R, Jones
S, et al. Identification of
keratoconus-related phenotypes in
three Ppip5k2 mouse models. Invest
Ophthalmol Vis Sci. 2024;65(6):22.
https://doi.org/10.1167/iovs.65.6.22

PURPOSE. It is necessary to establish a mouse model of keratoconus (KC) for research and
therapy. We aimed to determine corneal phenotypes in 3 Ppip5k2 mouse models.

METHODS. Central corneal thickness (CCT) was determined using spectral domain optical
coherence tomography (SD-OCT) in Ppip5k2+/Kˆ (n = 41 eyes), Ppip5k2Kˆ/Kˆ (n = 17
eyes) and 2 knock-in mice, Ppip5k2S419A/+ (n = 54 eyes) and Ppip5k2S419A/S419A (n = 18
eyes), and Ppip5k2D843S/+ (n = 42 eyes) and Ppip5k2D843S/D843S (n = 44 eyes) at 3 and 6
months. Pachymetry maps were generated using the Mouse Corneal Analysis Program
(MCAP) to process OCT images. Slit lamp biomicroscopy was used to determine any
corneal abnormalities, and, last, hematoxylin and eosin (H&E) staining using corneal
sections from these animals was used to examine morphological changes.

RESULTS. CCT significantly decreased from 3 to 6 months in the Ppip5k2+/Kˆ and
Ppip5k2Kˆ/Kˆ mice compared to their littermate controls. OCT-based pachymetry maps
revealed abnormally localized thinning in all three models compared to their wild-type
(WT) controls. Slit lamp examinations revealed corneal abnormalities in the form of
bullous keratopathy, stromal edema, stromal scarring, deep corneal neovascularization,
and opacities in the heterozygous/homozygous mice of the three models in comparison
with their controls. Corneal histological abnormalities, such as epithelial thickening and
stromal layer damage, were observed in the heterozygous/homozygous mice of the three
models in comparison with the WT controls.

CONCLUSIONS. We have identified phenotypic and histological changes in the corneas of
three mouse lines that could be relevant in the development of animal models of KC.
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Keratoconus (KC) is a bilateral, asymmetric corneal ecta-
sia characterized by progressive thinning and steepen-

ing of the cornea into a conical shape.1 Despite occurring
in both eyes, one eye is often more severely affected with
symptoms such as corneal scarring, myopia, and irregular
astigmatism.2,3 Within the corneal tissue, KC is identified
by localized central thinning, compaction of stromal colla-
gen fibers, Bowman’s layer breaks, and epithelial degener-
ation.4–8 Symptoms often arise in adolescence, progressing
into adulthood and stabilizing in the third or fourth decades
of life.2 KC affects both sexes, and has progressively risen
in frequency globally.1,9–13 KC is a multifactorial disease
in which genetics, environmental, hormonal factors, inflam-
matory factors, and several comorbidities contribute to its

susceptibility and pathogenesis.3,14–19 However, the precise
molecular and cellular mechanisms of action and etiology
remain unclear. Therefore, there is a critical need to under-
stand KC pathogenesis for the development of therapeutic
targets and diagnostic markers.

Genome wide association studies (GWAS) and linkage
analysis have identified several loci of interest with vari-
ous functional implications related to KC.20 In addition,
studies using next generation sequencing and proteomics
have identified many KC-related genes including throm-
bospondin 2 (THBS2), growth arrest specific 1 (GAS1),
otopetrin 2 (OTOP2), and altered pathways such as reduced
NRF2 signaling, activated integrated stress response, dysreg-
ulated cytokine production, altered TGFβ signaling, and
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increased oxidative stress implicated in the pathogenesis of
KC.20–23

Recently, Khaled et al.18 identified two pathogenic vari-
ants (rs35671301, c. 1255T>G, p. Ser419Ala, S419A), and
(rs781831998, c.2528A>G, p. Asn843Ser, and N843S) in
the phosphatase domain of PPIP5K2 in 2 families with
familial KC. These mutations impacted enzymatic activity
by increasing kinase activity and decreasing phosphatase
activity, respectively.18 The mechanistic implications of these
changes in enzymatic activity are limited, although they
likely impact cellular energy homeostasis that contribute
to normal corneal function and thickness.18 A Ppip5k2
gene trap mouse model with elevated kinase activity and
very little phosphatase activity showed abnormal corneal
curvature and opacity via spectral domain-optical coher-
ence tomography (SD-OCT) scanning and slit lamp exam-
inations.18 However, these alterations were observed in only
40% of heterozygous Ppip5k2+/Kˆ (8 out of 20 mice) and
homozygous Ppip5k2Kˆ/Kˆ (4 out of 10 mice). With Kˆ refer-
ring to elevated kinase activity.18

Mice are essential laboratory animals and are widely used
in biomedical research to model human disease due to their
99% genomic similarity to humans.24–26 However, the avail-
ability of appropriate animal models for KC is extremely
limited.27 Tachibana et al.28 observed a conical morphol-
ogy in the corneas of SKC mice. SKC female mice injected
with testosterone exhibited a cone-like phenotype, whereas
castrated male mice did not.28,29 This signified that the coni-
cal phenotype in SKC mice is androgen-dependent.28,29 A
case report by Peiffer et al.30 observed a KC-like pheno-
type in a rhesus macaque, however, this study reported
the phenotype in only one animal. Other studies have also
attempted to induce KC experimentally in mice and rabbits
with intrastromal collagenase injections.31,32 However, colla-
genase treatment studies were only reported in male mice
and the long term-effects of collagenase in both models were
not reported. Additionally, several mouse models have been
reported to have decreased central corneal thickness (CCT),
mimicking a disease condition called keratoglobus with a
thin cornea, but not KC.33–37

Due to the scarcity of established mouse models of KC,
this study sought to assess CCT and structural alterations in
Ppip5k2 gene trap mice by increasing sample size and in 2
knock-in mouse lines carrying the point mutations identified
in PPIP5K2. Observations were carried out using SD-OCT,
slit lamp examinations, and histology analysis. These obser-
vations may help to identify KC-related phenotypes in these
mouse models.

METHODS

Mice Husbandry

The Institutional Animal Care and Use Committee (IACUC)
at Augusta University approved the protocol, and all
animal work was carried out in accordance with the
Association for Research in Vision and Ophthalmology
(ARVO) Statement for the Use of Animals in Vision
and Ophthalmic Research. Breeding pairs of heterozygous
B6N(Cg)-Ppip5k2tm1b (EUCOMM)Wtsi/J mice were obtained
from the Jackson Laboratory (Bar Harbor, ME, USA), main-
tained and genotyped as previously described.18

CRISPR-Cas9 genome editing method was used to
generate the two knock-in mouse lines at the Transgenic

and Genome Editing Core Facility at Augusta University.
Two different single guide RNAs (sgRNAs), which targeted
sequences 5′-AGTGTGATGGATATAAATCAGGG-3′ (protosp-
acer adjacent motif [PAM] site XGG) and 5′-CGCCTTATGCGA
TGTAAGTT CGG-3′ PAM site XGG were generated by (Synth-
ego Corp., Redwood City, CA, USA) for S419A and D843S
models, respectively. Two single-stranded DNA repair temp-
lates, 5′-GACTAACTGTCTTCTATCCTTTTATAAGGTTTTTTGA
CCTTTTTGAAAAGTGTGATGGATAcAAggCcGGcAAGTTAAA
GCTCAAGAAGCCAAAACAATTACAGGCAAGTTTGTTGGGG
TTTTTGTCGTTG-3′ and 5′-CCAGTGAGAGTCATGTGCATTCT
TTACTATCCATTCTTCGGTATGGaGCacTgTGttcTGTAAGTTC
GGGTTACTCCATGTAACTGACAGCAGTGGGCATGG-3′ were
synthesized by (Integrated DNA Technologies Inc.,
Coralville, IA, USA) for both S419A and D843S models,
respectively. The sgRNAs, ssDNA repair templates, and
Cas9 protein (Alt-R S. p. Cas9 Nuclease V3 (Integrated DNA
Technologies Inc., Coralville, IA, USA) were co-injected
into C57BL/6J zygotes (Stock#009086; Jackson Laboratory,
Bar Harbor, ME, USA). Founder mice for both S419A and
D843S lines were obtained and confirmed by external PCR
genotyping and Sanger sequencing. The primer sets used
to verify the targeted allele for S419A mice were as follows:
WT Forward- 5′-GCCAGGGAGACAAGGTGGAGGA-3′, WT
Reverse- 5′-GAAGAGGTCCAAAGAGGTACTCACATCTCT-3′,
Mutant Forward- 5′-GTGTGATGGATAcAAggCcGGcA-3′, Mu-
tant Reverse- 5′-GCTTCTTGAGCTTTAACTTgCCgGccTTgT-3′

and for D843S were WT Forward- 5′-CAGGTATTCTAGAGG
TGTTCTGTCTCCTGA-3′, WT Reverse- 5′-CTGAGCTTGGGAC
AGAGTTCAGGTGCA-3′, Mutant Forward- 5′-CCATTCTTCGG
TATGGaGCacTgTGttc-3′, Mutant Reverse- 5′-CCCGAACTTA
CAgaaCAcAgtGCt-3′. The correctly targeted founders for
both models were bred with C57BL/6J mice, followed by
PCR genotyping and Sanger sequencing to confirm the
germline transmission of the inserted sequences.

Droplet Digital PCR Mutation Detection Assays
for Genotyping S419A and D843S Mice Models

Approximately 50 ng of mouse genomic DNA was used
for the droplet digital PCR (ddPCR) assays in a total
volume of 20 μL containing: 10 μL 2x Supermix for Probes
without dUTP (Bio-Rad, Hercules, CA, USA), 1 μL DNA,
8 μL nuclease-free water (Fisher Scientific, Chicago, IL,
USA), and 1 μL of single tube primer-probe mix ddPCR
assays for S419A mutation detection (wild-type allele:
HEX-TAAATCAGGG and mutant allele: FAM-CAAGGCCGGC)
or for D843S mutation detection (wild-type allele: HEX-
CGCCTTATGCGA and mutant allele: FAM-AGCACTGTGTTC)
(Bio-Rad, Hercules, CA, USA). All the other steps followed
the manufacturer’s protocol. Two-dimensional amplitude
plots displaying measured HEX and FAM amplitudes for
each droplet were used to determine the genotype calls.
Droplets with high FAM amplitude contain mutant ampli-
fied DNA (Ppip5k2S419A/S419A or Ppip5k2D843S/D843S). Droplets
with high HEX amplitude contain wild-type amplified DNA.
Droplets with both high HEX/FAM amplitudes indicate the
presence of wild-type and mutant variants (Ppip5k2S419A/+ or
Ppip5k2D843S/+).

Spectral Domain Optical Coherence Tomography

SD-OCT was used to visualize the anterior segment in
mice using a Bioptigen Envisu-R2200 Spectral Domain
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Ophthalmic Imaging System (Leica Microsystems, Wetzlar,
Germany) at 3 and 6 months of age.18,38 Briefly, mice were
anesthetized with 100 mg/cc ketamine (NDC code 11695-
0703-1; Covetrus, Portland, ME, USA) and 30 mg/cc xylazine
(NDC code 59399-110-20) at a dosage of 10 μL/g of mouse
weight. GenTeal Lubricant Eye Gel (Alcon, Fort Worth, TX,
USA) was applied on the whiskers to prevent it from interfer-
ing with imaging. Mouse eyes were lubricated with Systane
or GenTeal Tears eye drops (Alcon, Fort Worth, TX, USA)
prior to and during assessment for clarity. A 12 mm tele-
centric probe was used with the reference arm set at posi-
tion 245. Three scans were taken for each eye, producing
one rectangular and two radial scans. A digital caliper tool
available on the Bioptigen software was used to measure
the CCT per eye at 3 and 6 months of age for each mouse.
The central cornea was set on image 50 of each 100 image
scans of the mouse cornea and the caliper was placed at
the thickest portion of the scan, which typically correlated
with zero on the x-axis image measuring scale. The caliper
was then placed on the topmost surface of the cornea and
then extended out to the bottom most surface of the cornea
for the CCT measurement. Changes in CCT were derived
between the two time points (3- and 6-months) per eye for
each genotype of each mouse line.

Corneal Thickness Mapping

OCT-based corneal pachymetry of the mice was determined
using the mouse cornea analysis program (MCAP) soft-
ware, which was adapted from human corneal OCT images,
as previously described.18,39 Each radial corneal OCT
B scan was first segmented using a semi-automated,
gradient-based algorithm to determine the corneal epithe-
lial and endothelial surfaces by using a user-drawn seed
segmentation for the first frame. All remaining frames
are automatically segmented using this seed. Axial motion
correction was performed on the radial corneal data which
was then resampled uniformly to create a uniform Carte-
sian distribution. A sampled 3D representation of the imaged
corneal surfaces was produced by fitting the sampled points
using Zernike polynomial expansion. The vector form of
Snell’s Law was then used to adjust for refraction and optical
path length distortions due to the optical nature of OCT. Last,
pachymetry (corneal thickness) maps were created by direct
z-axis subtraction of the epithelial and endothelial layers.

Slit Lamp Biomicroscopy Examinations

Mice were anesthetized with 100 mg/cc ketamine (NDC code
11695-0703-1; Covetrus, Portland, ME, USA) and 30 mg/cc
xylazine (NDC code 59399-110-20) at a dosage of 10 μL/g of
mouse body weight. The cornea and anterior chamber were
examined with a slit lamp (SL-D7; Topcon, Tokyo, Japan),
and images were documented with a digital camera (D100;
Nikon, Tokyo, Japan).

Corneal Histology

Mice at 3 to 6 months old were euthanized for histol-
ogy. Eyeballs were collected, fixed in Davidson’s fixative
for 24 hours, and transferred to 70% ethanol. Eyeballs were
paraffin-embedded and cut on a sagittal plane through the
optic nerve head (ONH) and the center of the cornea. Three
sections (every other section) per eyeball with a thickness
of 5 μm were processed for hematoxylin and eosin (H&E)

staining at the AU Electron Microscopy and Histology Core.
Corneal images were taken and analyzed with an ECHO
revolve microscope (Discover Echo, a BICO company, San
Diego, CA, USA).

Statistical Analyses

Statistical analysis was performed using GraphPad Prism
(GraphPad Software, San Diego, CA, USA). Two-way ANOVA
was used to test significance between genotypes at 3 and 6
months of age. A Student’s t-test was used to test for differ-
ences between genotypes. The significance threshold was
set at P < 0.05.

RESULTS

CCT and Corneal Pathological Phenotypes in
Ppip5k2 Animal Models Using SD-OCT

We sought to assess corneal phenotypes, curvature changes,
and CCT at 3 and 6 months in Ppip5k2+/Kˆ, Ppip5k2Kˆ/Kˆ,
Ppip5k2S419A/+, Ppip5k2S419A/S419A, Ppip5k2D843S/+, and
Ppip5k2D843S/D843S mice. Three-month-old mice were chosen
because mouse corneal epithelial and stromal thickness
stabilizes after 2 months of age, closely corresponding with
adolescence in humans.40,41 Given that KC can develop
into the mid-30s and 40s in humans before stabilizing, we
chose to examine these alterations in 6-month-old mice,
which is equivalent to 25 to 30 years of age in humans.42

Ppip5k2+/+ was referred to as wild-type (WT). Because KC
typically affects one eye more than the other, we sought
to derive changes in CCT between the two time points per
eye. We observed a significant decrease in CCT between
3 and 6 months per eye in the homozygous Ppip5k2Kˆ/Kˆ

in comparison to WT (Fig. 1A). No significant changes in
CCT were observed between 3 and 6 months per eye in
the Ppip5k2S419/+ and Ppip5k2S419A/S419A or Ppip5k2D843/+

and Ppip5k2D843S/D843S mice in comparison with their WT
(Figs. 1B, 1C).

Next, we determined the different corneal phenotypes
observed in the 3 strains at 3 and 6 months. Pathologi-
cal corneal phenotypes, including irregular corneal shapes
(blue arrow), anterior surface abnormalities (yellow arrow),
CCT < 70 μm, and thinning at the corneal periphery
(red arrow) were determined (Figs. 2A–C). In the Ppip5k2
gene trap mice, we observed about 51% and 62% of the
corneas in the Ppip5k2+/Kˆ heterozygous and Ppip5k2Kˆ/Kˆ

homozygous had pathological phenotypes, respectively
(Fig. 2D). At 6 months, 35% and 58% of the corneas in
the Ppip5k2+/Kˆ heterozygous and Ppip5k2Kˆ/Kˆ homozygous
were diseased (Fig. 2E). We also observed that at both 3 and
6 months, some of the corneas in the Ppip5k2+/Kˆ heterozy-
gous and Ppip5k2Kˆ/Kˆ homozygous mice were normal
(see Figs. 2D, 2E). Last, OCT-based pachymetry mapping
also confirmed localized thinned areas in the Ppip5k2+/Kˆ

heterozygous (Fig. 3B) and Ppip5k2Kˆ/Kˆ homozygous mice
(Fig. 3C) as compared to WT control (Fig. 3A).

For the Ppip5k2 S419A cohort (Figs. 4A–E), in compar-
ison with the WT, about 60% and 55% of the corneas
Ppip5k2S419A/+ heterozygous and Ppip5k2S419A/S419A homozy-
gous (see Figs. 4D, 4E), respectively, had diseased pheno-
types at both 3 and 6 months. We also observed that at both
3 and 6 months some of the corneas in the Ppip5k2S419A/+

heterozygous and Ppip5k2S419A/S419A homozygous mice were
normal (see Figs. 4D, 4E).
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FIGURE 1. Change in CCT between the 2 time points per eye in 3 Ppip5k2 strains. Change in CCT in (A) Ppip5k2-gene trap mice,
**P ≤ 0.006, wild-type (n = 24), Ppip5k2+/Kˆ heterozygous (n = 41), and Ppip5k2Kˆ/Kˆ homozygous (n = 17). (B) Ppip5k2 S419A mice, ns:
P > 0.05, wild-type (n = 36), Ppip5k2S419A/+ heterozygous (n = 54), and homozygous Ppip5k2S419A/S419A (n = 18). (C) Ppip5k2 D843S mice,
ns: P > 0.05, wild-type (n = 32), Ppip5k2D843S/+ heterozygous (n = 42), and Ppip5k2D843S/D843S homozygous (n = 44). All comparisons
were done with Student’s t-test, data are mean ± SEM.

OCT-based pachymetry mapping also revealed more
localized thinned areas in the Ppip5k2S419A/+ heterozy-
gous (Fig. 5B) than the Ppip5k2S419A/S419A homozygous mice
(Fig. 5C) as compared to the WT control mice (Fig. 5A).

Last, for the Ppip5k2 D843S mice (Figs. 6A–E), about
76% and 64% of the corneas of Ppip5k2D843S/+ heterozy-
gous and Ppip5k2D843S/D843S homozygous had pathological
phenotypes out of a total of 38 and 44 corneas, respec-
tively at 3 months (see Fig. 6D). At 6 months, 63% and
64% of the corneas in the Ppip5k2D843S/+ heterozygous and
Ppip5k2D843S/D843S homozygous were diseased (Fig. 6F). We
also observed that some of the corneas in the Ppip5k2D843S/+

heterozygous and Ppip5k2D843S/D843S homozygous mice were
normal at both 3 and 6 months (see Figs. 6D, 6E). In addi-
tion, localized thinning was observed in the corneas of
Ppip5k2D843S/+ heterozygous and Ppip5k2D843S/D843S homozy-
gous mice, respectively (Figs. 7B, 7C) as compared to their
WTs (n = 3; Fig. 7A) with pachymetry mapping.

Slit Lamp Examinations of Corneas of Ppip5k2
Animals

We sought to identify any changes in the corneas using
slit lamp examinations in the heterozygous and homozy-
gous knockout/knock-in mice compared with their WT
littermates. As compared to Ppip5k2+/+ (Figs. 8A, 8D, 8G),
about 15% out of 32 eyes and 40% out of 10 eyes
of Ppip5k2+/Kˆ heterozygous (Fig. 8B) and Ppip5k2+/Kˆ

homozygous (Fig. 8C) mice had some corneal abnormalities,
such as bullous keratopathy/stromal edema/stromal scar-
ring (blue arrow), deep corneal neovascularization (yellow
arrow), and opacity (red arrows). Some similar observa-
tions were made in a smaller proportion of eyes in the
Ppip5k2S419A/+ heterozygous (8% out of 24 eyes; Fig. 8E),

Ppip5k2S419A/S419A homozygous mice (25% out of 4 eyes;
Fig. 8F), Ppip5k2D843S/+ heterozygous (14% out of 14 eyes;
Fig. 8H), and Ppip5k2D843S/D843S homozygous mice (25% out
of 4 eyes; Fig. 8I).

Histological Examinations of Corneas of Ppip5k2
Animal Models

We then sought to determine any histopathological changes
in the mouse corneas, such as interruptions in the base-
ment membrane, epithelial thickness, structural changes in
the stroma, and fibrosis in the stromal layer, as reported
by Grieve et al.43 in histological changes in KC cornea in
humans. As compared with Ppip5k2+/+ (Figs. 9A, 9D, 9G),
about 20% of 20 eyes from Ppip5k2+/Kˆ heterozygous
(Fig. 9B) and 12% out of 16 eyes from Ppip5k2 Kˆ/Kˆ mice
(Fig. 9C) had some corneal abnormalities in the form of
epithelial thickening (red arrow), possible damage of kera-
tocytes, and/or stromal structural changes (yellow arrows).
Similar changes were seen in the Ppip5k2S419A/+ heterozy-
gous (30% out of 10 eyes; Fig. 9E) and Ppip5k2S419A/S419A

mice (25% out of 16 eyes; Fig. 9F) and the Ppip5k2D843S/+

heterozygous (15% eyes out of 20 eyes; Fig. 9H) and
Ppip5k2D843S/D843S homozygous mice (21% eyes out of 24
eyes; Fig. 9I).

DISCUSSION

Genetic risk factors are significant contributors to KC
pathogenesis. Many KC-associated genomic loci and altered
pathways have been identified and are involved in vari-
ous aspects of corneal health, structure, and develop-
ment.19–21,44–51 Although several genes and pathways have
been implicated in the etiology of KC, fundamental advance-
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FIGURE 2. SD-OCT characterization of the Ppip5k2-gene trap mouse model at 3 and 6 months of age. (A) Representative images of
normal corneas. (B, C) Corneal pathological phenotypes are evidenced by irregular shape (blue arrow), anterior surface abnormality (yellow
arrow), and corneal peripheral thinning (red arrow). (D) Number of corneas with diseased and normal phenotype at 3 months (left) and
the breakdown of the different phenotypes (right); (E) number of corneas with diseased and normal phenotypes at 6 months (left) and the
breakdown of the different phenotypes (right).

FIGURE 3. Corneal thickness mapping of the Ppip5k2-gene trap mice between 3 and 6 months of age. Thickness mapping of
(A) Ppip5k2+/+ wild-type mice corneas. Corneal pathological phenotypes are evidenced in (B) Ppip5k2+/Kˆ heterozygous and
(C) Ppip5k2Kˆ/Kˆ homozygous by localized thinned areas with the black arrows and color gradient with red being the thinnest.
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FIGURE 4. SD-OCT characterization of the Ppip5k2 S419A knock-in mouse model at 3 and 6 months of age. (A) Representative images
of normal corneas. (B, C) Corneal pathological phenotypes are evidenced by irregular shape (blue arrow), anterior surface abnormality
(yellow arrow), and corneal peripheral thinning (red arrow). (D) Number of corneas with diseased and normal phenotype at 3 months (left)
and the breakdown of the different phenotypes (right); (I) number of corneas with diseased and normal phenotypes at 6 months (left) and
the breakdown of the different phenotypes (right).

FIGURE 5. Corneal thickness mapping of the Ppip5k2 S419A knock-in mouse model between 3 and 6 months. Thickness mapping
of (A) Ppip5k2+/+ wild-type mice corneas. Corneal pathological phenotypes are evidenced in (B) Ppip5k2S419A/+ heterozygous and
(C) Ppip5k2S419A/S419A homozygous by localized thinned areas with the black arrows and color gradient with red being the thinnest.
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FIGURE 6. SD-OCT characterization of the Ppip5k2 D843S knock-in mouse model at 3 and 6 months. (A) Representative images of
normal corneas. (B, C) Corneal pathological phenotypes are evidenced by irregular shape (blue arrow), anterior surface abnormality (yellow
arrow), and corneal peripheral thinning (red arrow). (D) Number of corneas with diseased and normal phenotype at 3 months (left) and
the breakdown of the different phenotypes (right); (E) number of corneas with diseased and normal phenotypes at 6 months (left) and the
breakdown of the different phenotypes (right).

FIGURE 7. Corneal thickness mapping of the Ppip5k2 D843S knock-in mouse model between 3 and 6 months. Thickness mapping
of (A) Ppip5k2+/+ wild-type mice corneas. Corneal pathological phenotypes are evidenced in (B) Ppip5k2D843S/+ heterozygous and
(C) Ppip5k2D843S/D843S homozygous by localized thinned areas with the black arrows by localized thinned areas with the black arrows
and color gradient with red being the thinnest.
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FIGURE 8. Slit lamp examination of Ppip5k2 animal models. Images of mouse corneas for (A) Ppip5k2+/+ wild-type (B) Ppip5k2+/Kˆ
heterozygous, (C) Ppip5k2 Kˆ/Kˆ homozygous, (D) Ppip5k2+/+ wild-type, (E) Ppip5k2S419A/+ heterozygous, (F) Ppip5k2S419A/S419A homozy-
gous, and (G) Ppip5k2+/+ wild-type (H) Ppip5k2D843S/+ heterozygous and (I) Ppip5k2D843S/D843S homozygous mice. Arrows are representa-
tive images of corneal abnormalities, such as bullous keratopathy/stromal edema/stromal scarring (blue arrow), deep corneal neovascular-
ization (yellow arrow), and opacity (red arrows). All other mice without arrows have normal corneal phenotype.

FIGURE 9. Histopathological changes in the 3 Ppip5k2 animal models. Hematoxylin and eosin staining of mouse cornea sections for
(A) Ppip5k2+/+ wild-type, (B) Ppip5k2+/Kˆ heterozygous, (C) Ppip5k2Kˆ/Kˆ homozygous, (D) Ppip5k2+/+ wild-type, (E) Ppip5k2S419A/+
heterozygous, (F) Ppip5k2S419A/S419A homozygous and (G) Ppip5k2+/+ wild-type, (H) Ppip5k2D843S/+ heterozygous, and
(I) Ppip5k2D843S/D843S homozygous mice. Black arrows indicate the different layers of the cornea. Red arrows represent corneal
abnormalities in the form of epithelial thickening and yellow arrows represent possible damage of keratocytes and/or stromal structural
changes. Magnification 20x; Scale bars indicate 100 μm.
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ments in understanding the disease mechanism have
been constrained due to the lack of animal models for
KC.27 Therefore, we sought to characterize the corneal
phenotypes in three different mouse models with varying
degrees of Ppip5k2 kinase activity changes: Ppip5k2+/Kˆ

and Ppip5k2Kˆ/Kˆ, Ppip5k2S419A/+ and Ppip5k2S419A/S419A, and
Ppip5k2D843S/+ and Ppip5k2D843S/D843S to determine any KC-
related phenotype.18 We observed a significant decrease in
CCT from 3 to 6 months per eye in the Ppip5k2Kˆ/Kˆ mice in
comparison with their WT littermates.

CCT is an important measure of corneal health which has
been related to an increased risk of KC.51–55 In mice, there
are conflicting reports of CCT measurements.56–58 This is
possibly due to the strains of mice, age, and the measur-
ing techniques used.56,57,59 For example, using confocal
microscopy, Zhang et al.56 reported a CCT of 170 μm in
the BALB/c mice whereas Schulz et al.57 reported a CCT
of 106 ± 3.45 μm in the same strain using an optical
low coherence reflectometer. Moreover, using a histologi-
cal approach, Henriksson et al.58 reported a CCT of 122.68
± 4.8 μm, 137.02 ± 14.0 μm, and 134.16 ± 12.9 μm in
129/SVJ, C57BL/6, and BALB/c mice, respectively. Using
ultrasound pachymetry, Lively et al.59 reported wide varia-
tions in CCT among 17 strains of mice with different genetic
backgrounds. Of note, C57BL/6J mice, the most widely used
inbred strain, had a CCT of 100.8 ± 5.7 μm.59 In line with
these findings, the significance of CCT measurements for our
gene trap mice using SD-OCT in comparison with the trans-
genic models could be attributed to the differences in the
genetic makeup of the three models.

We also identified corneal structural changes in the three
models. Irregularly shaped corneas were selected based on
the corneal curvature changes in KC.60 Anterior surface
abnormalities were a phenotypic criterion as they were
observed in a previous study on KC-related mouse model.18

CCT < 70 μm was reported because it is significantly less
than the CCT measurements in WT mice,56–59 and most of
the mice with a CCT < 70 μm in our study showed ante-
rior surface abnormalities. Peripheral corneal thinning was
recorded due to the reported thinner peripheral corneal
thickness than CCT in mice.58

In our study, at 3 months, different degrees of patho-
logical corneal phenotypes were observed in the corneas
of the Ppip5k2 gene trap, and the S419A and D843S lines
suggesting incomplete penetrance, as reported in a previous
study and in patients with KC.18 The varying differences in
expression of these ocular parameters in these three models
could be associated with mouse genetic backgrounds and
sample sizes. However, lack of animal models of KC limits
the interpretation of this data. Interestingly, OCT-based
pachymetry mapping in mice, as reported first in previ-
ous findings, confirmed abnormal localized corneal thinning
in all three diseased models as compared with their WT
controls.18

Slit lamp biomicroscopy has been used to identify ocular
defects in mice.18,61,62 Although we did not identify the
typical cone-shaped protrusion of keratoconus in our three
models, we observed corneal abnormalities in the form of
bullous keratopathy, stromal edema, stromal scarring, deep
corneal neovascularization, and opacities in comparison to
WT littermates. In fact, one of the major drawbacks in
animal models is the incomplete or partial representation of
the clinical characteristics in human patients.63 In addition,
considering the multifactorial nature of KC, our models may
not show the expected phenotypes relevant to KC because

they have not been exposed to the numerous environmental
factors as humans.64 It is necessary to combine the genetic
and environmental factors in modeling KC phenotypes in
mice.

With the histological assessment in our mouse models,
we identified corneal abnormalities in the form of epithe-
lial thickening and stromal layer damage in the heterozy-
gous/homozygous knockout and knock-in mice in compar-
ison to WT littermates as reported in humans.43 Taking into
consideration the anatomic corneal differences in humans
and mice, where C57BL/6J lacks Bowman’s layer, some
of these indicators, such as absence or interruption of
Bowman’s layer in humans with KC may be very difficult
to replicate in mice.58

Our study has some limitations. First, direct quantifica-
tion of the products of PPIP5K2 enzymatic activity, 5-InsP7
and 1,5-InsP8, has been challenging due to limited sensitiv-
ity of the current technology and the very low levels in cells
and tissues.65–68 Thus, indirect measurement of the levels
of 5-InsP7 and 1,5-InsP8 is ascertained by measuring the in
vitro kinase and phosphatase activities.69 Any alterations in
the sensitivity of enzyme-based assays could affect the enzy-
matic activity readouts, which in turn may affect the levels
of 5-InsP7 and 1, 5-InsP8.18,69,70 It could contribute to the
non-significance in our findings from our models. It would
be beneficial to determine the actual 5-InsP7 and 1,5-InsP8
levels in the corneal tissues. Second, the anatomic differ-
ences between the cornea of humans and mice may limit
the ability to obtain a perfect mouse model of KC. Third, it
would be interesting to track the CCT changes in the three
mouse models from 2-month-old mice instead of 3-month-
old mice. However, repeating the mouse study for individual
CCT tracking with age would take at least 1 year with all
3 models. Last, the multifactorial nature of KC limits the
possibility of KC development with only genetic factors.
Thus, it may be beneficial to combine other factors to deter-
mine if and how these factors work together and lead to the
development of KC in mice.

In summary, we have identified the consequences of
Ppip5k2 mutations in the corneas of 3 mouse models.
We have identified phenotypic and histological changes in
mouse corneas that could be relevant in the development of
animal models of KC. Because there are no well-established
models for KC, some of these features could be determined
in future studies. In addition, our mouse models suggest
that genetics alone may not be enough to cause KC-relevant
phenotypes and that combining with additional environ-
mental and biomechanical factors could recapitulate some
KC findings in humans.
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