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membrane proteome of the mouse lens fiber cell
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Purpose: Fiber cells of the ocular lens are bounded by a highly specialized plasma membrane. Despite the pivotal role
that membrane proteins play in the physiology and pathophysiology of the lens, our knowledge of the structure and
composition of the fiber cell plasma membrane remains fragmentary. In the current study, we utilized mass spectrometry-
based shotgun proteomics to provide a comprehensive survey of the mouse lens fiber cell membrane proteome.
Methods: Membranes were purified from young mouse lenses and subjected to MudPIT (Multidimensional protein
identification technology) analysis. The resulting proteomic data were analyzed further by reference to publically available
microarray databases.

Results: More than 200 membrane proteins were identified by MudPIT, including Type I, Type 11, Type III (multi-pass),
lipid-anchored, and GPI-anchored membrane proteins, in addition to membrane-associated cytoskeletal elements and
extracellular matrix components. The membrane proteins of highest apparent abundance included Mip, Lim2, and the
lens-specific connexin proteins Gja3, Gja8, and Gjel. Significantly, many proteins previously unsuspected in the lens
were also detected, including proteins with roles in cell adhesion, solute transport, and cell signaling.

Conclusions: The MudPIT technique constitutes a powerful technique for the analysis of the lens membrane proteome
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and provides valuable insights into the composition of the lens fiber cell unit membrane.

Lens fiber cells are bounded by a plasma membrane no
less remarkable in composition and organization than the
cytoplasm it encapsulates. In fiber cells, the plasma membrane
serves the same basic function as in any eukaryotic cell;
namely, providing a semi-permeable barrier to segregate the
contents of the cell from the exterior. Not surprisingly,
therefore, many widely-expressed membrane proteins are
found in lens membranes. Na,K-ATPase, for example, a
ubiquitous integral membrane protein, is expressed strongly
by lens fiber cells [1]. However, certain membrane proteins
are unique to fiber cells, and their presence presumably
reflects the singular role of the lens in the optical train of the
eye.

Lens membrane proteins play central roles in the
physiology and pathophysiology of the tissue. Genetic linkage
studies have revealed that mutations in genes for Mip, Lim2,
and other integral lens membrane proteins underlie inherited
cataracts [2] and polymorphisms in the membrane receptor
EphA2, may predispose to the much more common, age-
related cataracts [3]. Fiber cell membrane proteins also
contribute directly to the optical quality of the lens. Thus,
targeted disruption of the Lim?2 gene in the mouse lens causes
profound disturbances in the internal refractive properties of
the tissue, leading to a lens that no longer focuses sharply

[4].
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Despite the pivotal role of lens membrane proteins, our
understanding of the composition and organization of the fiber
cell plasma membrane remains fragmentary. The systematic
analysis of membrane protein expression has been
problematic due to the hydrophobic nature of membrane
proteins and associated difficulties in solubilizing and
resolving them on 2D gels. Shotgun methods, in which
samples are treated with proteases and the resulting mixture
of peptides are identified by mass spectrometry, offer a viable
alternative. In particular, the development of MudPIT
(Multidimensional  protein identification technology)
applications has facilitated the analysis of complex membrane
proteomes [5-7]. The lens is particularly amenable to such
analysis. Most other tissues are composed of multiple cell
types and infiltrated by elements of the vascular or nervous
systems. In such heterogeneous systems, determining the
cellular origin of identified proteins can be problematic.
Furthermore, in most cells, the plasma membrane represents
only a small portion (<10%) of the total cellular membrane
content and complicated fractionation protocols are required
to isolate a plasma membrane-enriched sample. In the lens,
intracellular organelles are degraded during the later stages of
fiber cell differentiation [8]. As a result, organelles are
restricted to a thin layer of fiber cells near the lens surface. In
the majority of lens fiber cells, therefore, the plasma
membrane is the only membrane system present.

In the current study, we used MudPIT analysis to further
characterize the lens fiber cell membrane proteome. In
addition to confirming the presence of several well-studied
lens proteins, our analysis identified proteins not previously
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described in the lens and offered a semiquantitative
determination of the relative expression levels of the various
components.

METHODS

Mice: Lenses from 121 18-28 day-old C57/BL6 mice
sacrificed in the course of other studies were collected. Mice
were killed by CO; inhalation. Eyes were enucleated and the
lenses were removed through an incision in the back of the
eye. The lens capsule and adherent epithelium were dissected
and discarded and the remaining fiber cell masses were stored
at -80 °C until use. All the procedures described herein were
approved by the Washington University Animal Studies
Committee.

Preparation of lens membrane and soluble protein: Lenses
were thawed and homogenized in 6 ml of 20 mM sodium
phosphate buffer (pH 7.0) containing 1 mM EGTA, and the
membrane pellet isolated by centrifugation at 20,000% g for
30 min. These centrifugation conditions were also used for the
membrane pelleting and washing steps described below. The
pellet was resuspended by brief vortexing and washed in 6.0
ml of homogenization buffer containing 50 mM dithiothreitol
(DTT) and membrane proteins purified by a modification of
the method of Russell et al. [9]. The pellet was resuspended
in 0.6 ml of 7 M urea by probe sonication for 10 s at a setting
of 3 using a model 60 Sonic Dismembrator (Fisher Scientific,
Pittsburgh, PA), 0.6 ml of water were added, and the pellet
isolated by centrifugation. The pellet was then suspended in
0.5 ml of ice cold 0.1 M NaOH containing 1 mM DTT, the
suspension kept on ice for 15 min, and the pellet isolated by
centrifugation. The pellet was then washed in 0.5 ml of 0.5 M
Tris (pH 6.8) and suspended in 0.25 ml of homogenization
buffer by brief sonication. This suspension of membrane
proteins and the supernatant isolated following the initial
centrifugation of the lens homogenate (soluble proteins) were
then assayed for protein content using a BCA assay and bovine
serum albumin standard (Pierce Chemical, Rockford, IL).
Pepsinization and trypsinization of lens proteins: Eight-
hundred pg of the recovered 1.2 mg of urea- and alkali-washed
membrane fraction were used for a limited pepsin digestion
of the membrane proteins using a modification of the method
of Han and Schey [10]. The pellet was resuspended in 0.4 ml
of 1.5 M Tris (pH 7.4): n-propanol (1:3 v/v) and reduction/
alkylation of cysteine residues performed by addition of 10 pl
0of 0.9 M DTT, incubation at 37 °C for 15 min, addition of 10
ul of 1.0 M iodoacetamide (IAA), and incubation for 15 min
at room temperature. An additional 10 pl of 0.9 M DTT were
then added to assure all excess IAA was eliminated, the
membrane pelleted, washed with 0.5 ml of water, and proteins
delipidated by suspension in 0.5 ml of 95% ethanol at -20 °C
overnight. The delipidated proteins were then pelleted and
resuspended in 45.5 pl of 88% formic acid. The acid-
solubilized membrane proteins were then diluted by ten
stepwise additions of 35.5 pl of water to achieve a final acid
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concentration of 10%. Sixteen pl of freshly prepared 1 mg/ml
porcine pepsin A (Worthington Biochemical, Lakewood, NJ)
were then added (1:50 enzyme: substrate ratio), and the
proteins incubated at 37 °C for 5 h in a shaking water bath to
partially proteolyze the membrane proteins with the acid
attenuated pepsin. Two mg portions of the soluble protein
fraction were dried by vacuum centrifugation, dissolved in 8
M urea buffer, reduced/alkylated with DTT and IAA, diluted
to a 2 M urea concentration, proteins trypsinized at 37 °C
overnight at a ratio of enzyme/substrate of 1:25, and the
reaction stopped by addition of formic acid as previously
described [11]. The digests were then diluted by addition of
0.4 ml of water, and peptides isolated by solid phase extraction
using a Sep-Pak Light cartridge (Waters, Milford, MA).
MudPIT analysis of lens proteins: A combination of cation
exchange and reverse phase chromatography steps were used
to separate the complex mixture of lens membrane and soluble
fraction peptides in preparation for tandem (MS/MS) mass
spectrometric analysis. Solid phase extracted peptides from
both the membrane and soluble protein fractions were
separated into 39 and 44 fractions, respectively, using a
2.1x100 mm polysulfoethyl A column and KCl gradient, as
described previously [11]. These fractions were then dried by
vacuum centrifugation, dissolved in 100 pl of 5% formic acid,
and 40 pl of each separated by reverse phase chromatography
while collecting data-dependent MS/MS spectra on the eluted
peptides. Peptides were separated using an Agilent 1100 series
capillary LC system (Agilent Technologies Inc, Santa Clara,
CA) and an LTQ linear ion trap mass spectrometer
(ThermoFisher, San Jose, CA). Electrospray ionization was
performed with an ion max source fitted with a 34 gauge metal
needle and 2.4 kV potential. Samples were applied at 20 pl/
min to a trap cartridge (Michrom BioResources, Inc, Auburn,
CA), and then switched onto a 0.5%x250 mm Zorbax SB-C18
column with 5 um particles (Agilent Technologies) using a
mobile phase containing 0.1% formic acid, 7-30% acetonitrile
gradient over 95 min, and 10 pl/min flow rate. Data-dependent
collection of MS/MS spectra used the dynamic exclusion
feature of the instrument control software (repeat count equal
to 1, exclusion list size of 50, exclusion duration of 30 s, and
exclusion mass width of -1 to +4 ) to obtain MS/MS spectra
of the three most abundant parent ions following each survey
scan from m/z 400-2000. The tune file was configured with
no averaging of microscans, a maximum inject time of 200
msec, and AGC targets of 3x10* in MS mode and 1x10* in
Msn mode.

Informatics: The analysis of the lens membrane and soluble
protein digests produced 269,200 and 224,484 MS/MS
spectra, respectively. These spectra were used to create DTA
files using BioWorks 3.2 (ThermoFisher) with a molecular
weight range of 550 to 4,000, an absolute threshold of 500,
group scan setting of 1, a minimum of 25 ions, and a charge
state analysis using the ZSA algorithm. A mouse species
subset of the Sprot (v57.2) protein database (16,123 proteins)
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was prepared with concatenated reversed entries (and
common contaminants) and searched with SEQUEST
(ThermoFisher). Parent ion and fragment ion tolerances of 2.5
and 1.0 Da were used with calculated average and
monoisotopic masses, respectively. Cysteine had a static
modification mass of +57 Da, and no enzyme specificity was
chosen. An in-house suite of programs [12] was used to
provide a Peptide Prophet-like discriminant function [13]
scoring to identify “correct” peptides and discard “incorrect”
peptides using sequence-reversed matches to estimate false
discovery rates. Of the 269,200 membrane protein spectra,
14,758 passed thresholds, with 162 matches to reversed
sequences, giving an estimated peptide false discovery rate of
1.1%. In comparison, the analysis of the 224,484 soluble
protein spectra resulted in 32,448 spectra passing thresholds,
with 593 matches to reversed sequences, giving an estimated
peptide false discovery rate of 1.9%. Protein identification
lists were prepared using DTASelect v1.9 [14] with post
processing of results to improve spectral count accuracy and
allow strict protein identification criteria. Proteins were
required to have two or more peptides with distinct sequences,
and have a unique peptide count greater than or equal to one.
Different charge states of the same peptide sequence were not
considered as unique peptides. There were 350 non-redundant
proteins identified in the membrane protein data set with two
protein matches to reversed sequences. After removal of 16
common contaminants and 21 proteins having insufficient
unique peptide evidence for confident identifications, a total
of 313 non-redundant membrane proteins remained. A similar
analysis of the soluble protein fraction resulted in the
identification of 361 proteins with two matches to reversed
sequences. Spectral counts of peptides shared between
proteins were partitioned between the proteins on the basis of
relative unique peptide evidence so that families of proteins
having large numbers of shared peptides would have more
accurate estimated total spectral counts.

The combined list of proteins found in both membrane
and soluble protein fractions contained 575 non-redundant
proteins. There were 197 proteins unique to the lens
membrane fraction, 221 proteins unique to the lens soluble
fraction, and 157 proteins in common. Of the 157 proteins in
common, there were 35 that contained five or more spectral
counts in the membrane fraction and showed a greater than
twofold increase in spectral counts between the membrane
prep sample and soluble lens sample and were thus classified
as membrane enriched. Therefore, the total number of
confident membrane protein identifications (unique plus
enriched) was 232. Functional annotations were added to the
protein results lists using the Protein Information and Property
Explorer (PIPE) [15]. The list of all identified peptides and
proteins in both membrane and soluble protein fractions,
along with their spectral counts, designation as membrane
unique or enriched, and annotations are found in Appendix
1.

© 2009 Molecular Vision

Semiquantitative molar expression ratio: A potential
advantage of the MudPIT technique is that it provides a
semiquantitative measure of relative protein abundance.
There are several caveats, however. Clearly, a number of
factors influence the spectral counts for a particular protein.
For example, a protein would be underrepresented or even
undetected if, by virtue of its tertiary structure or association
with other elements, it were not efficiently cleaved during
pepsin treatment. Similarly, certain peptides may be less
stable than others and, therefore, be underrepresented in the
final sample. One parameter that strongly effects the
representation of a peptide in the final mix is the size of the
parent protein. At equimolar concentrations, a large protein
will generate more peptides than a small one of similar
composition and structure. To normalize for this effect, we
divided the spectral count for a given protein by the molecular
mass of that protein so the abundance shown in the pie charts
more closely resemble molar concentrations than weight
concentrations. We recognize that the relationships may not
be strictly linear and accordingly use the term “apparent
abundance” when comparing the signals from two proteins.
We note, however, that the lens membrane proteins shown
here to have the greatest “apparent abundance” (MIP, Lim2,
Gja3, Gja8, N-Cad, etc.) have also been shown in numerous
published studies to be the most abundant proteins in the lens
membrane.

Lens preferred expression index (LPEI): Lattin et al. [16]
recently reported the results of a comparative microarray
analysis in which gene expression was evaluated in a panel of
96 tissues and cell types, including the lens. We used these
data to calculate a lens-preferred expression index (LPEI) for
transcripts encoding each protein identified in the fiber cell
membrane proteome. The LPEI was calculated for each probe
set on the array by dividing the lens hybridization signal by
the average for the other cell types. If a given gene was
represented by multiple probe sets, the probe with the
strongest lens signal was used to compute the LPEI. Genes
expressed strongly or uniquely in the lens are expected to have
a high LPEI. Mip, for example, has an LPEI of 1,261.

RESULTS AND DISCUSSION

The 232 proteins identified in the lens fiber cell membrane
sample included Type I, Type II, Type III (multi-pass), lipid-
anchored, and GPI-anchored membrane proteins, in addition
to membrane-associated cytoskeletal elements and
extracellular matrix components. In this analysis, the entire
fiber cell mass was utilized. Thus, the sample also included a
small proportion of cells originating from the surface layers
of'the lens. This superficial layer contains metabolically active
cells that contain a full complement of cytoplasmic organelles.
Ninety three proteins known or suspected to be components
of intracellular organelles were detected in the membrane
proteome. Presumably, these proteins originated in the
organelle-rich, superficial fiber cell layer. A spreadsheet
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Figure 1. MudPIT analysis of the lens
fiber cell membrane proteome. A: More
than 200 membrane proteins and
membrane-associated proteins were
identified. The ten proteins of highest
apparent abundance are indicated. For
each protein, the number shown in
parentheses is the lens preferred
expression index (LPEI), a measure of
the relative level of expression of the
RNA for that protein in the lens
compared to a panel of 96 other tissues
and cell types (see text for details). The
percentage value for each protein relates
to its representation on that particular
pie chart. B: Eighty-seven integral

| mip (1261)
44.8%

e membrane proteins were detected. Six

proteins (including three connexin
proteins; Gja3, Gja8, Gjel) account for
>75% of the integral plasma membrane
proteins detected in MudPIT analysis of
lens fiber membranes.

showing the identified peptides and proteins in the lens
membrane and soluble protein fractions, spectral counts,
percent coverage, designation as either membrane unique or
enriched, functional annotations, and links to the UniProt
database are included as a supplemental data file (Appendix
1).

The protein with the highest apparent abundance in the
lens fiber membrane (accounting for 29.6% of the total
membrane protein [Figure 1A] and 44.8% of the integral
membrane protein [Figure 1B]) was Mip, consistent with
numerous biochemical studies that have shown this to be the
most abundant of lens membrane proteins. Mip (a.k.a. Aqp0)
is the founder member of the aquaporin family of water
channels and is believed to be a bifunctional protein in the
lens. Osmotic swelling measurements have confirmed that
Mip functions as a water channel in vesicles prepared from
native lens membranes [17] but structural studies have
suggested that Mip may also function as a cell-cell adhesion
protein [18]. Mutations in M/P in humans [19] and mice
[20] result in cataracts. In addition to integral proteins such as
Mip, cytoskeletal elements, including the lens specific
intermediate filament protein Bfspl, were also among the
most abundant proteins identified in the membrane
preparation (Figure 1A). An unexpectedly abundant
component of the lens membrane proteome was ubiquitin.
Ubiquitin is attached covalently to proteins prior to their
degradation by the 26S proteasome. Long chains of ubiquitin
monomers are assembled on substrate cytosolic proteins,
whereas membrane proteins are usually monoubiquitinated.
From the present data it is not possible to determine the
identity of the ubiquitinated substrates.

Eighty-seven integral membrane proteins were localized
to the lens fiber cell plasma membrane on the basis of GO
component classification and/or previously published
experimental studies (Figure 1B). Of these, six proteins (Mip,
Gja8, Lim2, Cadh2, Gja3 and Gjel) accounted for more than
75% of the integral proteins detected.

To facilitate analysis and discussion, membrane proteins
have been grouped into a number of functional categories:
transporters, pumps, and channels; adhesion proteins;
membrane cytoskeleton; cell signaling; Ras superfamily; and
cell matrix interactions. A few proteins could not be
accommodated readily in these categories and are listed under
“miscellaneous” in Appendix 1.

Transporters, pumps, and channels: In this category are
grouped proteins believed to function in the active or passive
movement of solute (or, in the case of aquaporins, water)
across the cell membrane (Figure 2). Also included are the
connexins, which facilitate the intercellular diffusion of ions
and small metabolites.

Two aquaporins were detected in this analysis, Mip and
Aqp5 (Figure 2A). AqpS5 has been identified previously in the
bovine lens at the protein level [21] and Aqp5 transcripts have
been detected in an EST analysis of human lens samples
[22]. Agp5 was present at modest levels (~100 fold lower than
Mip) and it remains to be seen whether Aqp5 has an important
physiological role. We note that no lens phenotype has been
reported in Agp5”- mice [23]. As shown in Figure 2A, Mip
and Gja8 together account for 84% of the proteins in the
transporters, pumps, and channels category. These proteins
are so abundant that they mask the expression of other
components. In Figure 2B, therefore, Mip, Agp5 and Gja8
have been removed, to better visualize the expression of
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Y the lens membrane proteome. A: Mip, a
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dominate this category of proteins. B:
\ To better visualize the results, Mip and
Gjet (145) \ Gja8 have been removed from the data
s \\\ set. Three classes of membrane
\ transport  protein were detected:
\ connexins, ATPases and Sle
\ transporters. ~ The  numbers in
\ parentheses indicate the lens preferred
— expression index (LPEI, see text for
\ details). Occasionally, it was not
} possible to calculate the LPEI because
/ of inadequate hybridization signals,
these instances are indicated by an
asterisk.

N
Connexins

piat (0.2) /’
14.6%

proteins of lesser abundance. In all, four connexins were
identified in the lens fiber membrane proteome. In addition to
Gja3 and Gja8, Gjel and Gjcl were detected. The avascular
lens is known to rely on gap junction-mediated intercellular
communication for ionic homeostasis [24]. It is expected,
therefore, that gap junction proteins would be among the more
prominent components of the membrane proteome. Gja8 and
Gja3 have been studied intensively. In mice, gene knockout
or chemical mutagenesis have demonstrated critical roles for
Gja8 and Gja3 in lens growth and transparency [25].
Mutations in the human homologues of these genes have also
been linked to cataract formation [26]. The LPEI values for
Gja8 and Gja3 (12 and 1,652, respectively) indicate that these
particular connexin proteins are among the most lens-specific
of the membrane proteins. In comparison to Gja8 and Gja3,
Gjel is a much less well studied protein, although the current
data suggest levels of expression for Gjel that rival Gja3. Gjel
transcripts have been detected in the developing mouse lens
and mutations in Gjel cause cataracts and a variable small eye
phenotype in mice [27]. Recently, Sonntag et al., [28] have
shown that Gjel (a.k.a. Gjfl, connexin23) protein forms

hemichannels rather than patent gap junction channels in
transfected HeLa cells. Although Gjel is expressed in species
ranging from zebra fish to cows, it appears to be present as a
pseudogene in primates. The LPEI value for Gjel (145)
suggests that as with Gja3 and Gja8, Gjel is a lens-specific
membrane protein. Gjcl (a.k.a. connexin 45) is approximately
10 fold less abundant that Gjel. Gjcl is expressed in numerous
tissues in the body, including the retina, as indicated by its low
LPEI value of 0.4.

Na,K-ATPase is a ubiquitously expressed membrane
protein that regulates the intracellular levels of Na and K. The
Na,K-ATPase consists of two subunits: a large catalytic
subunit (o) and a smaller glycoprotein subunit (). In fiber
cells, the a1 and B3 isoforms appear to be the most abundant,
with lower levels of a3 and 1. Previous studies have detected
al and o3 in the fiber cells [1], but there have been few
previous reports on beta subunit expression. Despite its
abundance in the fiber cell proteome, Na,K-ATPase enzyme
activity is undetectable in mature fiber cells [29]. In other
cells, Na,K-ATPase is often linked, via ankyrin, to the
spectrin/actin cytoskeleton [30]. The lens, which is subject to
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TABLE 1. MEMBERS OF THE SOLUTE CARRIER (SLC) FAMILY OF TRANSPORT PROTEINS IDENTIFIED IN THE LENS FIBER CELL MEMBRANE PROTEOME.

Gene symbol  Protein name (short name) Substrate
Slcla4 Neutral amino acid transporter A Glutamate/neutral amino acids
Slc2al Facilitated glucose transporter 2 (Glut-1) glucose
Slc3a2 4F2 cell-surface antigen heavy chain (CD98). Forms Neutral amino acids (phenylalanine, tyrosine, leucine, and
heterodimeric transporter with Latl or Lat2 tryptophan)
Slc6a6 Sodium- and choloride-dependent taurine and beta-alanine  Taurine, beta alanine
transporters
Slc7al High affinity cationic amino acid transporter 1 (Catl) Arginine, lysine and ornithine
Slc7a4 Cationic amino acid transporter 4 (Cat4) Arginine, lysine and ornithine
Slc7a5 Large neutral amino acids transporter small subunit 1 (Latl)  phenylalanine, tyrosine, leucine, arginine and tryptophan.
Slc7a6 Y-+L amino acid transporter 2 (y+Lat2) When co-expressed with Slc3a2 mediates the uptake of
arginine, leucine and glutamine. Acts as an arginine/
glutamine exchanger. Involved in sodium-independent
uptake of dibasic amino acids and sodium-dependent
uptake of neutral amino acids.
Slc8al Sodium/calcium exchanger 1 (NCX1) Sodium, calcium
Slcl2a?2 Bumetanide-sensitive sodium — (potassium) chloride co- Sodium, potassium, chloride
transporter 1 (Nkecl)
Slcl5al Peptide transporter 1 (Peptl) H+, oligopeptides
Slc20a2 Sodium-dependent phosphate transporter 2 (PiT-2) phosphate
Slc24a4 Sodium/potassium/calcium exchanger 4 (Nckx4) Sodium, potassium, calcium
Slc3lal High affinity copper uptake protein 1 (Ctrl) copper
Sle35f1 Solute carrier family 35 member F1 Putative nucleoside-sugar transporter
*Slc25a3 Phosphate transport protein (PTP) phosphate
*Slc25a4 ADP/ATP translocase 1 (ANT1) ADP,ATP
*Slc25a5 ADP/ATP translocase 2 (ANT2) ADP, ATP
*Slc25all 2-oxoglutarate/malate carrier protein (OGCP) 2-oxoglutarate, malate

The asterisk indicates that the protein is found in the inner mitochondrial membrane.

mechanical stress during accommodation, has a well
developed spectrin/actin  cytoskeleton. It is possible,
therefore, that the Na,K-ATPase retains its function as a
membrane anchor point for the spectrin/actin lattice after its
enzymatic role is over.

Two other plasma membrane ATPases, ATP11c and
ATP8a2, were detected, albeit at low levels. These proteins
are thought to function in phospholipid transport.

The solute carrier (Slc) designation includes a large group
of membrane transport proteins with more than 300 members,
organized into 47 families [31]. The lens membrane sample
included 15 plasma membrane Slc members and four more
Slc proteins thought to be localized to the inner mitochondrial
membrane (Figure 2 and Table 1). Eight plasma membrane
amino acid transporters were identified (Slcla4, Slc2al,
Slc3a2, Slc6a6, Slc7al, Slc7a4, Slc7as, and Slc7a6). The two
solute carriers with the greatest apparent abundance, Slc3a2
( 4F2hc) and Slc7a5 (CD98), together comprise the large
neutral amino acid transporter (Latl), a heterodimeric
membrane protein that preferentially transports neutral
branched and aromatic amino acids. The Latl protein has also
recently been shown to regulate the target of rapamycin
complex 1 (mTorcl), a serine/threonine kinase with a pivotal
role in activating cell growth [32]. Given the enormous

increase in cell volume that accompanies fiber cell
differentiation, the role of this pathway in the lens may merit
further detailed investigation.

In addition to amino acid transporters, several important
ion transport proteins were detected, including the bumet-
anide-sensitive Na*/K*/2Cl" transporter (Nkcc1/Slc12a2), the
Na'/Ca®" exchanger (Ncx1/Slc8al) and the Na'/K'/Ca?*
exchanger (Nckx4/Slc24a4). Nkccl has a well defined role in
cellular volume regulation and both biochemical and
physiological data support the expression of Nkccl in cortical
lens fibers [33]. Membrane-based mechanisms that facilitate
calcium extrusion are of particular interest in lens physiology,
where calcium dysregulation is suspected to play a role in
cataractogenesis. Calcium ions are transported actively by the
plasma membrane Ca** ATPase (PMCA). However, no
PMCA isoforms were detected in the plasma membrane
proteome, consistent with earlier studies which noted
epithelial rather than fiber expression of this protein [34].
Calcium may also be extruded from cells through a Na*/Ca*"
exchange (Ncx) mechanism or by K*-dependent Na*/Ca?*
exchange (Nckx). Significantly, the most abundant calcium
extrusion protein detected in the current study was Slc24a4
(Nckx4). The expression levels of Slc24a4 RNA in the lens
exceed that in any other tissue (LPEI = 66) yet, to our
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Figure 3. Cell adhesion proteins. A:
Mip, Lim2, and Cdh2 were the adhesion
proteins  with  highest apparent
abundance (together constituting ~ 85%
of identified spectra). In B, Mip and
Lim2 have been removed to help
visualize the identities of adhesion
proteins of lower apparent abundance.
The numbers in parentheses indicate the
lens preferred expression index (LPEI,
see text for details).

Cdh2(8)
22.3%

knowledge, the role of this protein in the regulation of lens
fiber calcium has not been investigated. The ubiquitously
expressed Slc8al (Nex1) was also detected.

Cell-cell adhesion proteins: As with the Pumps,
transporters and channels grouping, the lens fiber cell-cell
adhesion protein category is dominated by a few proteins
expressed at very high levels. These are shown in Figure 3A
and include Mip and Lim2. Lim2 (a.k.a. Mp20) is a member
of the Pmp22 claudin protein family and may act as an
adhesion molecule in the lens [35]. Disruption of the Lim2
locus in mice blocks the formation of fusions between lens
cells and causes disturbances in the internal refractive
properties of the lens [36]. The LPEI value for Lim2 is 899,
indicative of a lens specific expression pattern. In Figure 3B,
Mip and Lim?2 have been removed from the data set to allow
the relative abundance of the other proteins to be more clearly

displayed. Lens cell-cell adhesion proteins belonged to three
main groups: the Pmp22 _claudin family, the cadherin family,
and the immunoglobulin superfamily (IgSF).

Lim2, Tmem47, Pmp22 and Perp are members of the
Pmp22 claudin family. Members of the family each contain
four transmembrane segments. Claudins, the best studied
members of the family, are components of epithelial tight
junctions but were not detected in the fiber cell membrane
proteome. Pmp22 (peripheral myelin protein 22) is a major
component of myelin and mutations in Pmp22 are the cause
of Charcot-Marie-Tooth disease Typel A [37]. Pmp22 plays
an important role in myelination but its role in the lens is
obscure. The expression of Tmem47 has not previously been
described in the lens despite it being, after Lim2, the most
abundant of the Pmp22 claudin members in the lens. In other
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cell types it is thought to be a component of maturing adherens
junctions [38].

The existence of cadherin-based adherens junctions is
supported by both morphological [39] and biochemical
studies. In the current work, the predominant cadherin in the
fiber cell membrane was Cdh2 (N-cadherin), first purified
from lens tissue more than twenty years ago [40]. Conditional
deletion of Cdh2 in the lens results in progressive
disintegration of the fiber cells [41]. Traces of Cdhl (E-
cadherin), the predominant form in the lens epithelium [42],
were also detected. Cdh4 (R-cadherin) expression was
described first in the retina [43] but has been noted in the zebra
fish lens [44]. Fat4 is a member of the evolutionarily ancient
proto-cadherin family and was recently shown to regulate the
planar cell polarity (PCP) pathway [45]. Fat4 has not been
identified previously in the lens but accumulating evidence
suggests that the PCP pathway has an important role in the
determination of lens structure and ultrastructure [46,47]. The
LPEI value of seven for Fat4 indicates that it is expressed at
relatively high levels in the lens compared to most other
tissues. Atadherens junctions, cadherins are found complexed
to catenin proteins that serve as links to the actin cytoskeleton
and also have important signaling roles. Three catenins were
identified in the fiber cell membrane sample. The catenin with
the highest apparent abundance was beta 1 catenin (Ctnnb1),
followed by alpha 2 and alpha 1 catenin. Arvcf (armadillo
repeat gene deleted in velo-cardiofacial syndrome) is an IgSF
member of the pl20 (ctn) catenin subfamily known to
associate with classical cadherins. Although not previously
detected at the protein level, ARVCF transcripts have been
identified in cDNA libraries prepared from human lenses
[22]. The LPEI value for Arvcfis 168, suggesting unusually
high expression levels of this gene in the lens compared to
other tissues.

Members of the immunoglobulin superfamily (IgSF) are
characterized by the presence of one or more extracellular
immunoglobulin domains. The IgSF includes members that
function as cytokine and growth factor receptors, antigen-
presenting molecules and calcium-independent cell adhesion
proteins. Eight IgSF members with demonstrated or suspected
roles in intercellular adhesion were identified in the fiber cell
membrane sample. The LPEI value for these 8 proteins ranged
from 2-158 (mean=34) reflecting the importance of adhesive
complexes in lens biology. The IgSF adhesive protein with
the highest apparent abundance was Cadml (a.k.a. Tslcl,
Syncam 1, Igsf4, Necl2). Cadml1 has not previously been
described in the lens but is widely expressed in the central
nervous system (including the retina), where it has an
important role in driving synaptic assembly [48]. Cadml
facilitates homophilic and heterophilic adhesive interactions.
Loss of Cadm1 in mice causes male infertility [49] but no lens
phenotype has been noted.

In addition to Cadml, other adhesion proteins that are
strongly expressed in the nervous system were identified in
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the lens membrane. For example, LSAMP (limbic system
associated membrane protein), a protein that is enriched in the
cortical and subcortical regions of the limbic system [50], was
readily detected. Neuron-glia-CAM-related cell adhesion
molecule (Nrcam) and Neural cell adhesion molecule 1
(Ncaml) have both been identified in lens membrane
preparations previously. Mice deficient in Nrcam are viable
and fertile but exhibit profound cataracts by six weeks of age,
implying an essential role for Nrcam in the lens [51]. The
apparent abundance of Ncam1 in the fiber cell membrane was
approximately half that of Nrcam, consistent with previous
studies suggesting that Ncam! is primarily expressed in the
lens epithelium with reduced levels of expression in the fiber
cell compartment [52]. Sidekick (Sdk) proteins are synaptic
adhesion molecules that play central roles in the targeting of
neurites to appropriate sublaminae in the retina [53]. They
have not been identified previously in the lens and their role
there is unknown.

Two related molecules, junction adhesion molecule 3
(Jam3) and the coxsackie and adenovirus receptor (Cxadr),
with well known roles in tight junction formation and stability
[54,55], were also identified. Tight junctions are not believed
to exist in the lens fiber cell compartment so presumably Jam3
and Cxadr have other functions in the lens. Both molecules
are known to interact with ZO1 (Tjpl) through their PDZ-
binding domains. ZO1 (Tjpl) was detected in the fiber cell
membrane proteome, where it has previously been shown to
interact with Gja3 and Gja8, the two major fiber cell connexins
[56].

A prominent component of the membrane proteome was
Grifin (galectin-related interfiber protein). It is included here
with the grouping of adhesive proteins solely on the basis of
its expression pattern (immunofluorescence analysis suggests
that Grifin accumulates at the interstices between lens fiber
cells [57]) for there are no direct experimental data regarding
the function of this protein. Grifin is expressed uniquely in the
lens (LPEI = 1780), at levels more normally associated with
crystallin proteins [57]. Unlike true galectins, however, Grifin
lacks the ability to bind beta-galactoside sugars and its role is
currently a mystery.

Membrane  cytoskeleton: ~ Several  cytoskeletal,
membrane-associated proteins were identified in the fiber cell
membrane proteome (Figure 4). Unsurprisingly, two widely
expressed cytoplasmic non-muscle actins (beta actin [Actb]
and gammal actin [Actg1]) were detected, in addition to actin
beta-like 2 (Actbl2) and several actin-binding proteins
(including filamin A and B [Fina and Finb], drebrin 1 [Dbn1],
myosin 1b [Myolb], and coronin 2b [Coro2b]).

Bfsp1 and Bfsp2 (a.k.a. filensin and CP49, respectively),
two abundant, lens-specific (LPEI values of 1248 and 915,
respectively) intermediate filament proteins, co-purified with
the lens membranes. Filensin and CP49 are thought to be
tethered to the fiber cell membrane in part via an interaction
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Figure 4. Components of the membrane
cytoskeleton identified in the fiber cell
membrane proteome. Actin-binding
proteins, intermediate filament proteins
and elements of the spectrin
cytoskeleton were detected. The
numbers in parentheses indicate the lens
preferred expression index (LPEIL, see
text for details). Occasionally, it was not
possible to calculate the LPEI because
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with the C terminus of Mip [58]. Synemin, an intermediate
filament protein enriched at the sarcomere of skeletal
myocytes was detected in the lens fiber membrane proteome,
albeit it at much lower levels than either filensin or CP49.
Sept2, a member of the septin family of cytoplasmic filaments
was also detected. Septins have essential functions in
cytokinesis but their role in the strictly post-mitotic fiber cells
is obscure.

Palm 1 (paralemmin 1) and 2 are prenylated,
palmitoylated proteins that associate with the cytoplasmic
face of plasma membranes and are thought to be implicated
in membrane dynamics and regulation of cell shape. Palm 1
is a Pax6-responsive gene and its occurrence in the lens has
been noted previously [59,60]. The present data, however,
suggest that Palm2 may be the more abundant and lens
specific (LPEI=158) of the two lens fiber paralemmins.

Several components of the spectrin/actin sub-membrane
cytoskeleton were identified, including alpha 2 spectrin
(Spna2), beta 1 spectrin (Spnb1), beta 2 spectrin (Spnb2), and
ankyrin 2 (Ank2; aka ankyrin B). In the red cell membrane,
ankyrin links the spectrin lattice to integral membrane
proteins such as band 3. In the lens, ankyrin is essential for
tissue transparency [51]. The fiber cell membrane proteome
also contained several band 4.1 proteins (Epb4.1, Epb4.1-like
2, Epb4.1-like3), and adducin 1 and 2 (Add]l and 2). In red
cells, these components form a ternary complex which defines
the nodal junctions of the membrane-skeletal network and

through attachment to integral membrane proteins connects
the spectrin/actin meshwork to the membrane [61]. The band
4.1 superfamily includes the ERM (ezrin, radixin, moesin)
proteins, which link actin (directly or indirectly) to integral
membrane proteins. Two ERM proteins, ezrin and radixin
were identified in the present study, confirming an earlier
observation by Maisel and colleagues [62].

Cell signaling: Several classes of signaling molecules
were identified in the lens fiber cell membrane proteome
(Figure 5).

Heterotrimeric guanine nucleotide-binding proteins (G-
proteins) are ubiquitously-expressed receptor/effector
coupling molecules. Alpha (Gnal3, Gnai2, Gnaq), beta
(Gnbl, Gnb2), and gamma (GngS) G-protein subunits were
detected in the lens membrane proteome. Three G-protein-
coupled receptors were identified, Latrophilin 2, Gpr177 and
Gprc5b. Gprl77 was recently shown to encode WIs/Evi, a
protein that is essential for the secretion of Wnt proteins. Wnt
signaling plays a critical role in patterning of embryos and
control of cyto-architecture in several tissues, including lens
[47]. Gprc5b (aka Raig2) is an orphan, retinoic acid-inducible
G-protein-coupled receptor. Microarray analysis indicates
that this gene is expressed at higher levels in the lens than other
tissues (LPEI=18).

Several protein tyrosine kinase growth factor receptors
were detected in the fiber cell membrane proteome. The
receptor with highest apparent abundance was Epha?2.
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Figure 5. Cell signaling components
identified in the fiber cell membrane
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Interestingly, potential ligands for Epha2, for example ephrin
Al, were not detected in the current study. Epha2 has been
implicated in both inherited and age-related cataract [3,63].
Other growth factor receptors included insulin receptor (Insr),
nerve growth factor receptor (a.k.a. p75, neurotrophic
receptor) and platelet derived growth factor receptor B
(PDGFRB). PlexinAl (Plxnal) is part of a multimeric
receptor complex. Semaphorin 3A (a ligand for Plxnal) is
secreted by the lens epithelium [64]. Semaphorins are secreted
axonal guidance molecules generally functioning to deflect
axons from inappropriate targets. Lens epithelium-derived
semaphorin 3 A regulates innervation of the embryonic cornea
but whether it also signals via plexinAl receptors located in
the fiber cell membrane, and to what effect, has not yet been
tested.

Four different receptor-type protein  tyrosine
phosphatases (Ptpru, Ptprf, Ptpre, and Ptpra) were detected.
The phosphatase with highest apparent abundance was Ptpra,
an enzyme which dephosphorylates and activates Src family
kinases [65] and, thus, influences several important cellular
processes, including cell cycle kinetics, integrin signaling, and
cell-cell adhesion.

In the “Other” category are grouped signaling molecules
that do not readily fall into one of the other designations.
Flotillins (Flot1 and Flot2) are concentrated at caveolae, small
indentations in the plasma membrane enriched in signaling
molecules. Although they are relatively abundant proteins in
the lens fiber cell membrane, the precise function of flotillins

has yet to be determined. Fidgetin (Fign) is a AAA+ ATPase
reported previously in the mouse lens [66]. The fidget mouse,
resulting from a mutation in the fidgetin gene, exhibits
cataracts and microphthalmia in addition to extraocular
defects.

Ras superfamily of small GTPases: The Ras superfamily
of small GTPases was well represented in the fiber cell
membrane proteome (Figure 6) although, for most family
members, the LPEI values were unremarkable, indicating that
expression levels in the lens were similar to other tissues.
Members of the Ras, Rho, Rab, Rap, and Arf families were
detected. Many of the small GTPases function in membrane
trafficking and are located in the Golgi or endosome
compartments. Presumably, therefore, most of these proteins
originated in cells located near the lens surface, for only the
superficial layer of lens cells contain the full complement of
cytoplasmic organelles.

Rho proteins are ubiquitously expressed molecules that
play a pivotal role in actin polymerization and stress fiber
formation. Rho, Rac, and Cdc42 have previously been
identified in the lens. Disruption of Rho family GTPase
activity by transgenic expression of Rho GDP dissociation
inhibitor alpha (GDIa) results in abnormalities in the
migration pattern, elongation and organization of lens fiber
cells [67]. During lens fiber cell elongation the surface area
of the cells increases at a rate of 6000 um?/day [68]. However,
there have been few studies on lens membrane trafficking.
Rab and Arf proteins play critical roles as regulators of
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vesicular transport and membrane trafficking. Rab7 and
Rab5b, two of the more abundant Rab family proteins
identified in the lens membrane proteome, have been detected
in lens endosomes previously, where they co-localize with
components of the TGFp signaling pathway [69].

Cell matrix interaction: In preparing lens membrane
samples for analysis, we removed by dissection the
collagenous lens capsule and adhering lens epithelial cells.
Nevertheless, extracellular matrix components and their
receptors were still detected in the membrane proteome
(Figure 7). Type IV collagen and perlecan (Hspg2) were
identified. Perlecan is essential for lens capsule integrity and
lens transparency [70]. It is possible that collagen and perlecan
were derived from pieces of capsule that remained attached to
the fiber cell mass after dissection. Alternatively, these
proteins may have originated in the endoplasmic reticulum of
the nucleated outer fiber cells.

Most of the integrin subunits identified in the fiber
proteome have been previously documented in the lens [71],
where they are known to play critical roles. Betal integrin
(Itgb1), for example, is a component of the basal membrane
complex, where it mediates the attachment of the posterior

fiber tips to the lens capsule [72]. Lens specific deletion of
betal integrin results in cell death in the lens epithelium and
disintegration of lens fibers [73]. Itfg3 (integrin alpha GF-
GAP repeat containing 3) was the integrin with highest
apparent abundance in the lens membrane sample. The
presence of Itfg3 has not previously been reported in the lens.
Although transcripts for this protein are detected in many
tissues (LPEI=2) there is currently little information regarding
its function. Three other, non-integrin, proteins believed to
interact with the extracellular matrix were also identified,
CD44, CD47, and CD81. CD44 is a cell surface glycoprotein
that serves as a receptor for hyaluronan and has been
implicated in a wide variety of cellular functions, including
cell adhesion and migration. CD44 was recently described in
the lens [74]. Mice lacking the CD44 gene show no overt lens
phenotype [74]. CD47 associates with and modulates the
activity of several families of integrins. CD81 is a member of
the tetraspanin family and like CD47 is also believed to
complex with integrins. CD81 has a suspected role in
myoblast fusion [75] but whether it plays an analogous role
in lens cell fusion remains to be determined.
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Finally, two “sheddases”, Adam9 and Adaml10, were
identified in the membrane proteome. Sheddases are
membrane-bound enzymes that cleave the extracellular
portions of receptors and other transmembrane proteins often
to release bioactive, soluble ectodomains. The role of Adams
in lens cell biology in unknown, although downregulation of
Adam9 accompanies the development of anterior polar
cataracts [76].

Summary: This analysis represents an effort to catalog
systematically the expression profile of membrane proteins in
mouse lens fiber cells. Previous studies in other species have
utilized laser microcapture [21] or MALDI tissue imaging
techniques [77] to examine the composition of the lens
membranes as a function of location within the tissue. In
conjunction with microarray and EST-based analysis of the
fiber cell transcriptome [22,78] the current dataset should be
useful for gene discovery purposes or to identify candidate
genes in genetic screens. One advantage of the MudPIT
approach is that it provides a (reasonably unbiased) semi-
quantitative measure of the relative abundance of the various
components. Thus, for the first time, it is possible to construct
a tentative model of the lens fiber membrane and discriminate
between major and minor components. The current data were
obtained from young (<one month old) mice. It will be of
interest to perform similar studies on the lenses of aged
animals. Due to a unique growth pattern any lens contains cells

of all ages and stages of differentiation. In future studies it
may be possible to subdivide the fiber cell mass and thereby
examine age-dependent changes in membrane composition.
Such experiments will, however, require more sensitive
instrumentation than used here to permit the analysis of
smaller tissue volumes. In recent years investigators have
generated mice deficient in some of the most abundant fiber
cell membrane proteins (e.g. Mip, Gja3, Gja8, Lim2). A
comparative analysis of the lenses from such mice may reveal
how the absence of such major components impacts the fiber
cell membrane proteome as a whole. Finally, it would be of
great interest to compare the present data with a similar
analysis of the human lens. Such an analysis might help
identify a characteristic core set of membrane proteins that
play key roles in all lenses.

ACKNOWLEDGEMENTS

This work was supported by NEI Grant ROIEY018185 (to S.
B.), ROIEY007755 (to L.L.D.), Core Grants for Vision
Research P30EY00268 and P30EY010572, and an
unrestricted grant to the Department of Ophthalmology and
Visual Sciences from Research to Prevent Blindness (RPB).
Michael Riviere assisted in the membrane and soluble lens
protein preparations. S.B. is the recipient of an RPB
Wasserman award.

2459


http://www.molvis.org/molvis/v15/a261

Molecular Vision 2009; 15:2448-2463 <http://www.molvis.org/molvis/v15/a261>

1.

10.

11.

12.

13.

14.

15.

REFERENCES

Delamere NA, Tamiya S. Expression, regulation and function
of Na,K-ATPase in the lens. Prog Retin Eye Res 2004;
23:593-615. [PMID: 15388076]

Shiels A, Hejtmancik JF. Genetic origins of cataract. Arch
Ophthalmol 2007; 125:165-73. [PMID: 17296892]

Shiels A, Bennett TM, Knopf HL, Maraini G, Li A, Jiao X,
Hejtmancik JF. The EPHA?2 gene is associated with cataracts
linked to chromosome 1p. Mol Vis 2008; 14:2042-55.[PMID:
19005574]

Shiels A, King JM, Mackay DS, Bassnett S. Refractive defects
and cataracts in mice lacking lens intrinsic membrane
protein-2. Invest Ophthalmol Vis Sci2007; 48:500-8. [PMID:
17251442]

Wu CC, MacCoss MJ, Howell KE, Yates JR 3rd. A method for
the comprehensive proteomic analysis of membrane proteins.
Nat Biotechnol 2003; 21:532-8. [PMID: 12692561]

Sostaric E, Georgiou AS, Wong CH, Watson PF, Holt WV,
Fazeli A. Global profiling of surface plasma membrane
proteome of oviductal epithelial cells. J Proteome Res 2006;
5:3029-37. [PMID: 17081054]

Gonzalez-Begne M, Lu B, Han X, Hagen FK, Hand AR, Melvin
JE, Yates JR. Proteomic analysis of human parotid gland
exosomes by multidimensional protein identification
technology (MudPIT). J Proteome Res 2009; 8:1304-14.
[PMID: 19199708]

Bassnett S. On the mechanism of organelle degradation in the
vertebrate lens. Exp Eye Res 2009; 88:133-9. [PMID:
18840431]

Russell P, Robison WG Jr, Kinoshita JH. A new method for
rapid isolation of the intrinsic membrane proteins from lens.
Exp Eye Res 1981; 32:511-6. [PMID: 6786906]

Han J, Schey KL. Proteolysis and mass spectrometric analysis
of an integral membrane: aquaporin 0. J Proteome Res 2004;
3:807-12. [PMID: 15359735]

Wilmarth PA, Tanner S, Dasari S, Nagalla SR, Riviere MA,
Bafna V, Pevzner PA, David LL. Age-related changes in
human crystallins determined from comparative analysis of
post-translational modifications in young and aged lens: does
deamidation contribute to crystallin insolubility? J Proteome
Res 2006; 5:2554-66. [PMID: 17022627]

Wilmarth PA, Riviere MA, David LL. Techniques for accurate
protein identification in shotgun studies of human, mouse,
bovine, and chicken lenses. Journal of Ocular Biology,
Diseases, and Informatics. 20091n press

Keller A, Nesvizhskii Al, Kolker E, Aebersold R. Empirical
statistical model to estimate the accuracy of peptide
identifications made by MS/MS and database search. Anal
Chem 2002; 74:5383-92. [PMID: 12403597]

Tabb DL, McDonald WH, Yates JR 3rd. DTASelect and
Contrast: tools for assembling and comparing protein
identifications from shotgun proteomics. J Proteome Res
2002; 1:21-6. [PMID: 12643522]

Ramos H, Shannon P, Aebersold R. The protein information
and property explorer: an easy-to-use, rich-client web
application for the management and functional analysis of
proteomic data. Bioinformatics 2008; 24:2110-1. [PMID:
18635572]

16.

17.

18.

19.

20.

21.

22.

23.

24.

25.

26.

27.

28.

29.

2460

© 2009 Molecular Vision

Lattin JE, Schroder K, Su Al, Walker JR, Zhang J, Wiltshire T,
Saijo K, Glass CK, Hume DA, Kellie S, Sweet MJ. Expression
analysis of G Protein-Coupled Receptors in mouse
macrophages. Immunome Res 2008; 4:5. [PMID: 18442421]

Varadaraj K, Kushmerick C, Baldo GJ, Bassnett S, Shiels A,
Mathias RT. The role of MIP in lens fiber cell membrane
transport. J Membr Biol 1999; 170:191-203. [PMID:
10441663]

Gonen T, Sliz P, Kistler J, Cheng Y, Walz T. Aquaporin-0
membrane junctions reveal the structure of a closed water
pore. Nature 2004; 429:193-7. [PMID: 15141214]

Berry V, Francis P, Kaushal S, Moore A, Bhattacharya S.
Missense mutations in MIP underlie autosomal dominant
'polymorphic' and lamellar cataracts linked to 12q. Nat Genet
2000; 25:15-7. [PMID: 10802646]

Shiels A, Bassnett S. Mutations in the founder of the MIP gene
family underlie cataract development in the mouse. Nat Genet
1996; 12:212-5. [PMID: 8563764]

Wang Z, Han J, Schey KL. Spatial differences in an integral
membrane proteome detected in laser capture microdissected
samples. J Proteome Res 2008; 7:2696-702. [PMID:
18489132]

Wistow G, Bernstein SL, Wyatt MK, Behal A, Touchman JW,
Bouffard G, Smith D, Peterson K. Expressed sequence tag
analysis of adult human lens for the NEIBank Project: over
2000 non-redundant transcripts, novel genes and splice
variants. Mol Vis 2002; 8:171-84. [PMID: 12107413]

Ma T, Song Y, Gillespie A, Carlson EJ, Epstein CJ, Verkman
AS. Defective secretion of saliva in transgenic mice lacking
aquaporin-5 water channels. J Biol Chem 1999;
274:20071-4. [PMID: 10400615]

Goodenough DA, Dick JS 2nd, Lyons JE. Lens metabolic
cooperation: a study of mouse lens transport and permeability
visualized with freeze-substitution autoradiography and
electron microscopy. J Cell Biol 1980; 86:576-89. [PMID:
6772650]

Gong X, Cheng C, Xia CH. Connexins in lens development and
cataractogenesis. J Membr Biol 2007; 218:9-12. [PMID:
17578632]

Shiels A, Mackay D, lonides A, Berry V, Moore A,
Bhattacharya S. A missense mutation in the human
connexin50 gene (GJA8) underlies autosomal dominant
"zonular pulverulent" cataract, on chromosome 1q. Am J
Hum Genet 1998; 62:526-32. [PMID: 9497259]

Puk O, Loster J, Dalke C, Soewarto D, Fuchs H, Budde B,
Nurnberg P, Wolf E, de Angelis MH, Graw J. Mutation in a
novel connexin-like gene (Gjfl) in the mouse affects early
lens development and causes a variable small-eye phenotype.
Invest Ophthalmol Vis Sci 2008; 49:1525-32. [PMID:
18385072]

Maxeiner S, Dedek K, Janssen-Bienhold U, Ammermuller J,
Brune H, Kirsch T, Pieper M, Degen J, Kruger O, Willecke
K, Weiler R. Deletion of connexin45 in mouse retinal neurons
disrupts the rod/cone signaling pathway between All
amacrine and ON cone bipolar cells and leads to impaired
visual transmission. J Neurosci 2005; 25:566-76. [PMID:
15659592]

Alvarez LJ, Candia OA, Grillone LR. Na+-K+ ATPase
distribution in frog and bovine lenses. Curr Eye Res 1985;
4:143-52. [PMID: 2985339]


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=15388076
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=17296892
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=19005574
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=19005574
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=17251442
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=17251442
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=12692561
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=17081054
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=19199708
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=19199708
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=18840431
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=18840431
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=6786906
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=15359735
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=17022627
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=12403597
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=12643522
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=18635572
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=18635572
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=18442421
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=10441663
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=10441663
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=15141214
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=10802646
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=8563764
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=18489132
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=18489132
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=12107413
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=10400615
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=6772650
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=6772650
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=17578632
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=17578632
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=9497259
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=18385072
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=18385072
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=15659592
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=15659592
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=2985339
http://www.molvis.org/molvis/v15/a261

Molecular Vision 2009; 15:2448-2463 <http://www.molvis.org/molvis/v15/a261>

30.

31.

32.

33.

34.

35.

36.

37.

38.

39.

40.

41.

42.

43.

44.

Morrow JS, Cianci CD, Ardito T, Mann AS, Kashgarian M.
Ankyrin links fodrin to the alpha subunit of Na,K-ATPase in
Madin-Darby canine kidney cells and in intact renal tubule
cells. J Cell Biol 1989; 108:455-65. [PMID: 2537316]

Hediger MA, Romero MF, Peng JB, Rolfs A, Takanaga H,
Bruford EA. The ABCs of solute carriers: physiological,
pathological and therapeutic implications of human
membrane transport proteinsintroduction. Pflugers Arch
2004; 447:465-8. [PMID: 14624363]

Nicklin P, Bergman P, Zhang B, Triantafellow E, Wang H,
Nyfeler B, Yang H, Hild M, Kung C, Wilson C, Myer VE,
MacKeigan JP, Porter JA, Wang YK, Cantley LC, Finan PM,
Murphy LO. Bidirectional transport of amino acids regulates
mTOR and autophagy. Cell 2009; 136:521-34. [PMID:
19203585]

Alvarez LJ, Candia OA, Turner HC, Polikoff LA. Localization
of a Na(+)-K(+)-2CI(-) cotransporter in the rabbit lens. Exp
Eye Res 2001; 73:669-80. [PMID: 11747367]

Marian MJ, Li H, Borchman D, Paterson CA. Plasma membrane
Ca2+-ATPase expression in the human lens. Exp Eye Res
2005; 81:57-64. [PMID: 15978255]

Grey AC, Jacobs MD, Gonen T, Kistler J, Donaldson PJ.
Insertion of MP20 into lens fibre cell plasma membranes
correlates with the formation of an extracellular diffusion
barrier. Exp Eye Res 2003; 77:567-74. [PMID: 14550398]

Shi Y, Barton K, De Maria A, Petrash JM, Shiels A, Bassnett
S. The stratified syncytium of the vertebrate lens. J Cell Sci
2009; 122:1607-15. [PMID: 19401333]

Houlden H, Reilly MM. Molecular genetics of autosomal-
dominant demyelinating Charcot-Marie-Tooth disease.
Neuromolecular Med 2006; 8:43-62. [PMID: 16775366]

Bruggeman LA, Martinka S, Simske JS. Expression of
TM4SF10, a Claudin/EMP/PMP22 family cell junction
protein, during mouse kidney development and podocyte
differentiation. Dev Dyn 2007; 236:596-605. [PMID:
17195181]

Lo WK, Shaw AP, Paulsen DF, Mills A. Spatiotemporal
distribution of zonulae adherens and associated actin bundles
in both epithelium and fiber cells during chicken lens
development. Exp Eye Res 2000; 71:45-55. [PMID:
10880275]

Volk T, Geiger B. A 135-kd membrane protein of intercellular
adherens junctions. EMBO J 1984; 3:2249-60. [PMID:
6437808]

Pontoriero GF, Smith AN, Miller LA, Radice GL, West-Mays
JA, Lang RA. Co-operative roles for E-cadherin and N-
cadherin during lens vesicle separation and lens epithelial cell
survival. Dev Biol 2009; 326:403-17. [PMID: 18996109]

Cain S, Martinez G, Kokkinos MI, Turner K, Richardson RJ,
Abud HE, Huelsken J, Robinson ML, de longh RU.
Differential requirement for beta-catenin in epithelial and
fiber cells during lens development. Dev Biol 2008;
321:420-33. [PMID: 18652817]

Inuzuka H, Miyatani S, Takeichi M. R-cadherin: a novel
Ca(2+)-dependent cell-cell adhesion molecule expressed in
the retina. Neuron 1991; 7:69-79. [PMID: 1712604]

Liu Q, Babb SG, Novince ZM, Doedens AL, Marrs J, Raymond
PA. Differential expression of cadherin-2 and cadherin-4 in
the developing and adult zebrafish visual system. Vis
Neurosci 2001; 18:923-33. [PMID: 12020083]

2461

45.

46.

47.

48.

49.

50.

51.

53.

54.

55.

56.

57.

58.

59.

© 2009 Molecular Vision

Saburi S, Hester I, Fischer E, Pontoglio M, Eremina V, Gessler
M, Quaggin SE, Harrison R, Mount R, McNeill H. Loss of
Fat4 disrupts PCP signaling and oriented cell division and
leads to cystic kidney disease. Nat Genet 2008; 40:1010-5.
[PMID: 18604206]

Chen Y, Stump RJ, Lovicu FJ, McAvoy JW. A role for Wnt/
planar cell polarity signaling during lens fiber cell
differentiation? Semin Cell Dev Biol 2006; 17:712-25.
[PMID: 17210263]

Chen Y, Stump RJ, Lovicu FJ, Shimono A, McAvoy JW. Wnt
signaling is required for organization of the lens fiber cell
cytoskeleton and development of lens three-dimensional
architecture. Dev Biol 2008; 324:161-76. [PMID: 18824165]

Biederer T, Sara Y, Mozhayeva M, Atasoy D, Liu X, Kavalali
ET, Sudhof TC. SynCAM, a synaptic adhesion molecule that
drives synapse assembly. Science 2002; 297:1525-31.
[PMID: 12202822]

van der Weyden L, Arends MJ, Chausiaux OE, Ellis PJ, Lange
UC, Surani MA, Affara N, Murakami Y, Adams DJ, Bradley
A. Loss of TSLCI causes male infertility due to a defect at
the spermatid stage of spermatogenesis. Mol Cell Biol 2006;
26:3595-609. [PMID: 16611999]

Pimenta AF, Zhukareva V, Barbe MF, Reinoso BS, Grimley C,
Henzel W, Fischer I, Levitt P. The limbic system-associated
membrane protein is an Ig superfamily member that mediates
selective neuronal growth and axon targeting. Neuron 1995;
15:287-97. [PMID: 7646886]

More M1, Kirsch FP, Rathjen FG. Targeted ablation of NrCAM
or ankyrin-B results in disorganized lens fibers leading to
cataract formation. J Cell Biol 2001; 154:187-96. [PMID:
11449000]

. Watanabe M, Kobayashi H, Yao R, Maisel H. Adhesion and

junction molecules in embryonic and adult lens cell
differentiation. Acta Ophthalmol Suppl 1992; (205):46-52.
[PMID: 1332413]

Yamagata M, Weiner JA, Sanes JR. Sidekicks: synaptic
adhesion molecules that promote lamina-specific
connectivity in the retina. Cell 2002; 110:649-60. [PMID:
12230981]

Bazzoni G. The JAM family of junctional adhesion molecules.
Curr Opin Cell Biol 2003; 15:525-30. [PMID: 14519386]
Freimuth P, Philipson L, Carson SD. The coxsackievirus and
adenovirus receptor. Curr Top Microbiol Immunol 2008;

323:67-87. [PMID: 18357766]

Nielsen PA, Baruch A, Shestopalov VI, Giepmans BN, Dunia
I, Benedetti EL, Kumar NM. Lens connexins alpha3Cx46 and
alpha8Cx50 interact with zonula occludens protein-1 (ZO-1).
Mol Biol Cell 2003; 14:2470-81. [PMID: 12808044]

Ogden AT, Nunes I, Ko K, Wu S, Hines CS, Wang AF, Hegde
RS, Lang RA. GRIFIN, a novel lens-specific protein related
to the galectin family. J Biol Chem 1998; 273:28889-96.
[PMID: 9786891]

Lindsey Rose KM, Gourdie RG, Prescott AR, Quinlan RA,
Crouch RK, Schey KL. The C terminus of lens aquaporin 0
interacts with the cytoskeletal proteins filensin and CP49.
Invest Ophthalmol Vis Sci 2006; 47:1562-70. [PMID:
16565393]

Bagchi M, Katar M, Lo WK, Maisel H. Paralemnin of the lens.
J Cell Biochem 2003; 89:917-21. [PMID: 12874826]


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=2537316
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=14624363
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=19203585
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=19203585
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=11747367
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=15978255
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=14550398
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=19401333
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=16775366
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=17195181
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=17195181
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=10880275
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=10880275
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=6437808
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=6437808
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=18996109
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=18652817
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=1712604
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=12020083
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=18604206
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=18604206
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=17210263
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=17210263
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=18824165
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=12202822
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=12202822
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=16611999
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=7646886
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=11449000
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=11449000
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=1332413
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=1332413
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=12230981
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=12230981
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=14519386
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=18357766
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=12808044
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=9786891
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=9786891
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=16565393
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=16565393
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=12874826
http://www.molvis.org/molvis/v15/a261

Molecular Vision 2009; 15:2448-2463 <http://www.molvis.org/molvis/v15/a261>

60.

61.

62.

63.

64.

65.

66.

67.

68.

69.

Castellini M, Wolf LV, Chauhan BK, Galileo DS, Kilimann
MW, Cvekl A, Duncan MK. Palm is expressed in both
developing and adult mouse lens and retina. BMC
Ophthalmol 2005; 5:14. [PMID: 15969763]

Salomao M, Zhang X, Yang Y, Lee S, Hartwig JH, Chasis JA,
Mohandas N, An X. Protein 4.1R-dependent multiprotein
complex: new insights into the structural organization of the
red blood cell membrane. Proc Natl Acad Sci USA 2008;
105:8026-31. [PMID: 18524950]

Bagchi M, Katar M, Lo WK, Yost R, Hill C, Maisel H. ERM
proteins of the lens. J Cell Biochem 2004; 92:626-30. [PMID:
15156573]

Jun G, Guo H, Klein BE, Klein R, Wang JJ, Mitchell P, Miao
H, Lee KE, Joshi T, Buck M, Chugha P, Bardenstein D, Klein
AP, Bailey-Wilson JE, Gong X, Spector TD, Andrew T,
Hammond CJ, Elston RC, Iyengar SK, Wang B. EPHA2 is
associated with age-related cortical cataract in mice and
humans. PLoS Genet 2009; 5:¢1000584. [PMID: 19649315]

Lwigale PY, Bronner-Fraser M. Lens-derived Semaphorin3A
regulates sensory innervation of the cornea. Dev Biol 2007;
306:750-9. [PMID: 17499699]

Pallen CJ. Protein tyrosine phosphatase alpha (PTPalpha): a Src
family kinase activator and mediator of multiple biological
effects. Curr Top Med Chem 2003; 3:821-35. [PMID:
12678847]

Cox GA, Mahaffey CL, Nystuen A, Letts VA, Frankel WN. The
mouse fidgetin gene defines a new role for AAA family
proteins in mammalian development. Nat Genet 2000;
26:198-202. [PMID: 11017077]

Maddala R, Reneker LW, Pendurthi B, Rao PV. Rho GDP
dissociation inhibitor-mediated disruption of Rho GTPase
activity impairs lens fiber cell migration, elongation and
survival. Dev Biol 2008; 315:217-31. [PMID: 18234179]

Bassnett S, Winzenburger PA. Morphometric analysis of fibre
cell growth in the developing chicken lens. Exp Eye Res 2003;
76:291-302. [PMID: 12573658]

Rajagopal R, Ishii S, Beebe DC. Intracellular mediators of
transforming growth factor beta superfamily signaling

70.

71.

72.

73.

74.

75.

76.

71.

78.

2462

© 2009 Molecular Vision

localize to endosomes in chicken embryo and mouse lenses
in vivo. BMC Cell Biol 2007; 8:25. [PMID: 17592637]

Rossi M, Morita H, Sormunen R, Airenne S, Kreivi M, Wang
L, Fukai N, Olsen BR, Tryggvason K, Soininen R. Heparan
sulfate chains of perlecan are indispensable in the lens capsule
but not in the kidney. EMBO J 2003; 22:236-45. [PMID:
12514129]

Wederell ED, de Iongh RU. Extracellular matrix and integrin
signaling in lens development and cataract. Semin Cell Dev
Biol 2006; 17:759-76. [PMID: 17134921]

Bassnett S, Missey H, Vucemilo I. Molecular architecture of the
lens fiber cell basal membrane complex. J Cell Sci 1999;
112:2155-65. [PMID: 10362545]

Simirskii VN, Wang Y, Duncan MK. Conditional deletion of
betal-integrin from the developing lens leads to loss of the
lens epithelial phenotype. Dev Biol 2007; 306:658-68.
[PMID: 17493607]

Desai VD, Wang Y, Simirskii VN, Duncan MK. CD44
expression is developmentally regulated in the mouse lens and
increases in the lens epithelium after injury. Differentiation.
2009 [PMID: 19853364]

Tachibana I, Hemler ME. Role of transmembrane 4 superfamily
(TMA4SF) proteins CD9 and CD81 in muscle cell fusion and
myotube maintenance. J Cell Biol 1999; 146:893-904.
[PMID: 10459022]

Lim JM, Lee JH, Wee WR, Joo CK. Downregulated expression
of ADAMOY in anterior polar cataracts. J Cataract Refract Surg
2002; 28:697-702. [PMID: 11955914]

Thibault DB, Gillam CJ, Grey AC, Han J, Schey KL. MALDI
tissue profiling of integral membrane proteins from ocular
tissues. J Am Soc Mass Spectrom 2008; 19:814-22. [PMID:
18396059]

Hawse JR, DeAmicis-Tress C, Cowell TL, Kantorow M.
Identification of global gene expression differences between
human lens epithelial and cortical fiber cells reveals specific
genes and their associated pathways important for specialized
lens cell functions. Mol Vis 2005; 11:274-83. [PMID:
15851978]


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=15969763
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=18524950
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=15156573
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=15156573
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=19649315
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=17499699
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=12678847
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=12678847
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=11017077
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=18234179
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=12573658
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=17592637
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=12514129
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=12514129
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=17134921
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=10362545
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=17493607
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=17493607
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=19853364
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=10459022
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=10459022
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=11955914
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=18396059
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=18396059
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=15851978
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=abstract&list_uids=15851978
http://www.molvis.org/molvis/v15/a261

Molecular Vision 2009; 15:2448-2463 <http://www.molvis.org/molvis/v15/a261> © 2009 Molecular Vision

Appendix 1

Mouse fiber cell membrane and soluble protein peptide ~ words “Appendix 1.” This will initiate the download of a
identification summary. To access the data, click or select the Microsoft Excel (.xls) file file.
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