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Modeling the control of planar cell
polarity
Jeffrey D. Axelrod1∗ and Claire J. Tomlin2,3
A growing list of medically important developmental defects and disease
mechanisms can be traced to disruption of the planar cell polarity (PCP) pathway.
The PCP system polarizes cells in epithelial sheets along an axis orthogonal to
their apical–basal axis. Studies in the fruitfly, Drosophila, have suggested that
components of the PCP signaling system function in distinct modules, and that
these modules and the effector systems with which they interact function together
to produce emergent patterns. Experimental methods allow the manipulation of
individual PCP signaling molecules in specified groups of cells; these interventions
not only perturb the polarization of the targeted cells at a subcellular level, but
also perturb patterns of polarity at the multicellular level, often affecting nearby
cells in characteristic ways. These kinds of experiments should, in principle, allow
one to infer the architecture of the PCP signaling system, but the relationships
between molecular interactions and tissue-level pattern are sufficiently complex
that they defy intuitive understanding. Mathematical modeling has been an
important tool to address these problems. This article explores the emergence
of a local signaling hypothesis, and describes how a local intercellular signal,
coupled with a directional cue, can give rise to global pattern. We will discuss
the critical role mathematical modeling has played in guiding and interpreting
experimental results, and speculate about future roles for mathematical modeling
of PCP. Mathematical models at varying levels of inhibition have and are expected
to continue contributing in distinct ways to understanding the regulation of PCP
signaling.  2011 John Wiley & Sons, Inc. WIREs Syst Biol Med 2011 DOI: 10.1002/wsbm.138

INTRODUCTION

T

he orientation of epithelial cells along an axis
orthogonal to the apical–basal axis is referred to
as planar cell polarity (PCP). PCP signaling controls
the polarity of numerous epithelial cell types in both
Drosophila and vertebrates (Figure 1). In Drosophila,
the most intensively studied planar polarized tissue is
the fly wing, in which each cell produces a trichome
(‘hair’), that in wild type, emerges from the distal
side of the cell and points distally.1 PCP mutants
cause disruption of this pattern. PCP also orients
asymmetric cell divisions such that fate determinants
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are properly inherited by a single daughter (i.e., the
Drosophila pI sensory organ precursor cells2–4 ), and
determines rotation and chirality of cell clusters in the
Drosophila eye.5–7 In vertebrates, the PCP signaling
modules identified in flies are conserved, and interact
with diverse systems to produce planar polarized
structures.8–12 Defects in PCP result in a range
of developmental anomalies and diseases including
open neural tube defects,13 polycystic kidneys,8,11,13,14
conotruncal heart defects,15–18 and disruption of
sensory hair cell polarity causing deafness.19–29 PCP
is also believed to underlie the directed migration of
malignant cells during invasion and metastasis.30–34 A
growing body of evidence suggests that the molecular
mechanisms controlling PCP in flies are well conserved
in vertebrates, albeit with some additional layers of
regulation (reviewed in Refs 8, 12). Unfortunately,
the PCP signaling modules and their interactions
are as yet poorly understood, thereby limiting the
potentially substantial opportunities for therapeutic
interventions.
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FIGURE 1 | Planar cell polarity. (a) Cartoon of cochlear hair cells showing asymmetrically localized and coordinately oriented kinoclila (purple)
and stereocilia (blue). (b) Wild-type and (c) Lp/Lp mutant cochlear hair cells stained with phalloidin to show actin. Orientation of some cells is
denoted with arrows. (d) Cartoon of Drosophila pupal wing cells with nascent hairs emerging from the distal vertex and pointing distally.
(e) Wild-type and (f) dishevelled-1 wings showing hair polarity (distal is right). (g) Chiral and oriented ommatidia in the fly eye. Equipotent R3/R4 cells
(green) differentiate to R3 (equatorial; yellow) and R4 (polar; blue) according to their relative position along the equatorial-polar axis. Ommatidia
then rotate in opposite directions in the dorsal (top) and ventral (bottom) eye fields. (h) Wild-type eye showing ommatidia in the dorsal (top) and
ventral (bottom) eye fields. Orientation is noted with blue arrows. Images in (b) and (c) were kindly provided by M. Montcouquiol and M. Kelley.

The planar polarity of cells in an epithelium
constitutes a large scale pattern. The typical wild-type
pattern is a simple parallel array, but mutations of
PCP signaling components may produce more complex patterns. Clonal disruption of the PCP signaling
mechanism not only disrupts polarity within the clone,
but in some cases causes characteristic changes in
the polarity of neighboring, nonmutant cells. These
mutant patterns, described below, hold important
clues to understanding the signaling mechanisms governing PCP.
The goal of this article is to describe how various forms of mathematical modeling have contributed
in different ways to understanding the relationship
between the molecular signaling events underlying
PCP and the large scale patterning that is observed in
wild-type and mutant animals. Mathematical modeling has allowed investigators to test predictions
concerning perturbation of the molecular machinery, and therefore better understand those molecular
mechanisms. In addition, it has provided a window
into understanding control features that allow the

system to function robustly. We will highlight the role
mathematical modeling has played in this process,
and suggest that mathematical modeling will become
an increasingly important tool in deciphering the relationship between molecular mechanisms and the resultant developmental patterns they control. We will not
attempt to provide an exhaustive discussion of what is
known and not known about the molecular details of
PCP signaling, either in vertebrates or in Drosophila,
nor to describe the variations observed in different
planar polarized tissues, though these are important
topics. Numerous reviews discuss these topics.6,9,35–37

PLANAR CELL POLARITY
Drosophila as a Model System for PCP
The greatest strides in understanding PCP have been
made using Drosophila as a model system. A powerful set of genetic, molecular and cell biological
tools, together with easily observable phenotypes,
make Drosophila an extremely attractive system for
investigating the controls governing PCP.

 2011 Jo h n Wiley & So n s, In c.

WIREs Systems Biology and Medicine

Modeling the control of planar cell polarity

The Genetic Basis for PCP
PCP in Drosophila is seen in most cells secreting the
adult cuticle.38 Cells on most of the body surface
produce a single trichome, or hair, and the hairs are
polarized with respect to the axis of the body or
appendage (Figure 1). Hair polarity has been most
intensively studied in the wing and to a lesser extent
in the abdomen. Studies of the hair producing cells of
the wing have been the most informative in revealing
the connections between molecular signaling and large
scale patterning, and most mathematical modeling of
PCP has been based on hair polarity, so these will be
the focus of our discussion, with some reference also
to work in the eye and abdomen.
Genetic and molecular analyses in Drosophila
suggest that the PCP signaling components may be
divided into three interacting groups that we refer
to as modules: a global directional module, a core
module, and a suite of tissue specific effector modules that respond to the upstream modules to produce morphological asymmetry in individual tissues.
The ‘core’ PCP module coordinates polarity between
neighboring cells in all tissues, and includes Frizzled
(Fz39 ), Flamingo (Fmi; aka Starry night40,41 ), Van
gogh (Vang42,43 ), Prickle-spiny-legs (Pk44 ), Dishevelled (Dsh45,46 ), and Diego (Dgo47,48 ). Early genetic
analyses of the core PCP genes led to the view that
the core components signal in a linear fashion from
the receptor, Fz,49 through a downstream, cytoplasmic transducing protein, Dsh,50 providing output to
the various effector modules (reviewed in Refs 50,
51), although it now appears to be nonlinear in
nature. Most effector components show some tissue specificity, and while less is known about them
as compared to the upstream components, a reasonable view is that they couple signaling from the core
proteins to the cell-type specific responses required
to generate PCP in the individual tissues (reviewed
in Refs 7, 50, 52). Like the core module, the global
module also influences PCP in all tissues, and comprises the golgi protein Four-jointed (Fj53 ), and the
atypical cadherins Dachsous (Ds54 ), and Fat (Ft55–59 ).
These proteins were proposed to function upstream of
the core components, transducing global directional
information to the core PCP proteins.56,60–62 While
this view has been challenged, with some arguing that
the global and core modules function in parallel,63,64
we believe the arguments for the parallel model are
not compelling (reviewed in Ref 37).

Cellular Phenotypes Correlate with Activity
of the Core PCP Module
The cellular phenotypes of wild-type and mutant hair
cells in the wing, first characterized in detail by Wong

and Adler,1 are diagnostic for the three modules of
the mechanism, and as described below, correspond to
molecular asymmetry and orientation (or lack thereof)
within the cell. The location for prehair initiation is
the critical event in establishing polarity: for hairs
emerging away from the center of the cell, the hair is
always observed to point outward from the center.1
In wild type, the uniform placement of the nascent
prehairs at the distal edge of the cell reflects the ability
of the cell to distinguish that edge on a molecular
level. Mutation of the core PCP genes causes the prehairs to initiate and grow at (dsh) or at a variable
distance from (fz, dsh, Vang, pk, fmi, and dgo) the
center of the cell, reflecting a complete or partial failure to achieve molecular asymmetry1,37,65 (Figure 2).
Mutants affecting the downstream effector module
in wing cells (inturned, fuzzy, multiple wing hairs,
the Drok pathway) typically produce multiple prehairs that often initiate at aberrant locations around
the cell periphery1,66 (Figure 2), reflecting uncoupling
of the effector systems from the molecular asymmetry produced by the core proteins. Mutants in the
global components fj, ds, and fat do not abolish cellular asymmetry, invariably producing prehairs at the
periphery as in wild-type cells.61,67 However, the prehairs often fail to correctly choose the distal edge.
Furthermore, the prehair locations chosen by neighboring cells are highly correlated in swirling patterns,
reflecting a loss of overall directionality, yet keeping
intact the ability of the core module to produce subcellular asymmetry and to coordinate local alignment.
Considerable attention has been paid to the fact
that in mutants of the core PCP genes, the prehairs do
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FIGURE 2 | Cellular phenotypes of wing hair cells. (a) Wild-type,
(b) core gene mutants, (c) downstream effector mutants, and (d) global
directional mutants.
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not adopt a random polarity, instead forming stereotypical patterns in which hairs on a given region of the
wing tend to point in a given direction. These mutants
produce little or no molecular asymmetry of PCP proteins, and prehairs tend to grow at or near the center
of the cell; thus they are distinct from those observed
in the global mutants. Furthermore, these patterns are
largely the same in double mutants of the core and
global modules.56 Therefore, a reasonable conclusion
is that the stereotypical patterns of hair orientation
seen in core mutants arise through an unknown mechanism not related to known components of the PCP
signaling pathway (see for example Ref 68).

(a)

(b)

Clonal Phenotypes: Autonomy
and Nonautonomy

(c)

In wild-type fly wing and abdomen, the observed
polarity pattern is a simple parallel array of polarized cells, each producing its hair on the same side of
the cell. However, the patterns become more interesting when clones of cells lose or overexpress one or
more components of the system, as described below
(Figure 3). The resulting patterns indicate transmission of polarity information between cells, and have
served as a rich source of clues to the mechanism that
underlies polarization.
Clones mutant for the core PCP genes fz and
Vang produce misorientation of neighboring, nonmutant tissue, a phenomenon referred to as domineering nonautonomy.42,69,70 Remarkably, fz mutants
induce polarity reversals on the distal side of clones,
while Vang induces polarity reversal on the proximal
side (Figure 3). While most fz clones display domineering nonautonomy, some alleles produce nearly
autonomous polarity defects,70,71 as do the remaining core PCP genes.40,45,46,69,72 Overexpression clones
of the core components each produce a characteristic
nonautonomous effect as well (summarized in Ref 65).
Clones of the upstream components ds and fat often,
but do not always produce PCP defects.56,61,73 However, those that do produce a variable domineering
nonautonomy, with much less directional bias than
is seen around fz and Vang clones.56,61 Results are
largely similar for the abdomen.62,74,75

Domineering Nonautonomy and the
Diffusible Factor (‘Factor X’) Models
The observation of domineering nonautonomy
prompted researchers to propose models in which
cells respond to an initial cue by making and secreting
a diffusible second factor, resulting in a distribution
gradient that determines polarity38,74,76–87 (Figure 4).

(d)
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FIGURE 3 | Cartoons of clonal phenotypes. (a) Wild-type polarity
with all hairs pointing distally. (b) A cell autonomous mutant clone
(orange outline) showing loss of polarity within the clone (triangles) and
normal polarity surrounding the clone. (c) Mutant clone with distal
domineering nonautonomy (gray shaded area) characteristic of fz
mutant clones. (d) Mutant clone showing proximal domineering
nonautonomy characteristic of Vang mutant clones. See Figure 7 for
phalloidin stained pupal wing clones showing these phenotypes.

These models, referred to as the ‘factor X’ models for
the unidentified diffusible factor, were first formalized
with reference to phenotypes in the eye.77 In the eye,
Wingless (Wg; a Wnt protein) signals in a gradient
that is highest at the poles and lowest at the equator. Wehrli et al. proposed that Wg signaling induces
the dose dependent secretion of a diffusible factor X,
which in turn regulates Fz signaling via the gradient of factor X distribution. Clonal disruption of the
response to Wg would perturb the factor X gradient
both in the mutant and the neighboring wild-type tissue, inducing a gradient reversal that would cause the
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FIGURE 4 | Diffusible factor model. An upstream signal (a; blue),
such as Wg in the eye, induces a proportional expression of a diffusible
factor X (gray). (b) In wild type, factor X distributes in a gradient (green)
whose slope determines polarity (arrows). (c) In clones that do not
respond to the upstream signal, the factor X expression profile results in
a distribution profile (green) with slope reversal, causing polarity
reversal distal to the clone (red arrow). (d) Clones with augmented
response to the upstream factor result in a distribution profile showing
polarity reversal on the proximal side of the clone. (e) Factor X and
factor Z signaling scheme.

observed nonautonomy. A variation of this model was
subsequently offered to explain the fz and Vang clonal
phenotypes in the wing. In response to an unknown,
graded, upstream signal, Fz and Vang were proposed
to regulate production of a diffusible ‘factor Z’ whose
gradient is read out to produce polarity.38,79 The factor X and factor Z models may be unified: since factor
Z might feed back through Fz, factors X and Z could
be the same molecule.
These models have also been asked to account
for the observation that clones of cells mutant
for most fz alleles, including null alleles, produce domineering nonautonomy, but clones of cells
mutant for certain fz alleles produce a nearly cell
autonomous phenotype.69–71 In addition, dsh mutant

cell clones produce nearly cell autonomous polarity disruptions.45,46,65 The diffusible factor models
explain these observations by positing that Fz mediates two separably mutable signaling functions: a cell
autonomous, Dsh dependent, signaling function and
a Dsh independent nonautonomous signal.41,42,73,88
The nonautonomous signal might be mediated by factor Z, that is produced in a dose dependent response
to Fz signaling, while the autonomous Dsh dependent
signal would initiate cell polarization.38,79
Despite its attractiveness, challenges exist for
the diffusible factor model. Although the model proposes an autonomous Dsh dependent Fz signaling
pathway and a separably mutable nonautonomous
Fz signal, dsh clones show a small though significant amount of nonautonomy65,89 (P. Adler, personal
communication) that is difficult to reconcile with this
distinction. Furthermore, while the molecular mechanism of Fz signal transduction is not well understood,
there is no molecular evidence for separable signals
upstream of Dsh. The controversial proposal that Fz
signals through a heterotrimeric G protein suggests
that the G protein would function in Dsh dependent
pathways90 (see Ref 91 for review of evidence from
higher organisms). Finally, despite tremendous efforts,
diffusible factors X or Z have not been identified.74 A
Wnt protein is a logical candidate for factor X or Z,
but no Wnt has been identified to play this role in the
fly.74,92 In contrast, Wnt proteins have been shown to
function in vertebrate PCP pathways (see Refs 93–95
for examples). The evidence, while somewhat difficult to interpret, is most consistent with Wnts being
permissive rather than having an instructive role as
predicted by factor X models.93,95–97

The Molecular Basis of Subcellular
Asymmetry
The finding that core PCP proteins localize asymmetrically within the cell paved the way for a more
mechanistic understanding of subcellular asymmetry. Uemura et al. found that fmi mutants display
PCP phenotypes, and that Fmi protein appears to
localize to both the proximal and distal sides of
wing cells prior to prehair formation, where it most
likely forms a homodimer spanning the intercellular
boundary.40 This was the first molecular indication
that this boundary becomes specialized during PCP
signaling, although its bipolar localization indicated
that Fmi could not be the component that distinguishes
proximal from distal within the cell. Two subsequent
reports identified unipolar protein localization and
therefore a molecular basis for distinguishing one side
of the cell from the other. Fz and Dsh were both
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found to localize to the distal side of the cell before
prehair formation.98,99 Subsequently, Pk and Vang
were found to localize proximally, and Dgo distally
with Fz and Dsh.47,100,101 These findings suggested
that localization of core proteins might provide cues
for morphologic cellular asymmetry.

A Local Signaling Model for Fz Dependent
PCP Signaling
The possibility that distally localized Fz and Dsh
designate the distal side of cells for prehair
initiation raised the critical question of how these
proteins achieve their asymmetric localization. Based
on genetic mosaics, subcellular localization and
biochemical assays, Tree et al.72 proposed a feedback
loop mechanism that mediates a competition between
proximal and distal proteins displayed on adjacent
surfaces of neighboring cells (Figure 5). This model
had features similar to insightful models proposed
earlier by Adler et al. that were proposed without the
benefit of subcellular localization data.42,102 Largely
on the basis of mosaic analyses of clones lacking or
overexpressing individual components, it was deduced
that these proteins communicate at cell boundaries,
with the distal proteins (Fmi, Fz, Dsh, Dgo) recruiting

Fj
Ft
Ds

Ds

Ft

Fj

Fmi
Fmi
Dsh Fz
Vang Pk
Pk Vang
Dsh
Fmi
Fz Dsh

Dsh

the proximal proteins (Fmi, Vang, Pk) to adjacent
cell boundaries, and vice versa. Through the function
of a feedback mechanism, these proteins become
strongly polarized.65,100 Mutual exclusion of proximal
and distal complexes appears to promote an all-ornone accumulation in one or the other orientation.
This module therefore behaves as a bistable
switch, producing a strongly biased accumulation of
complexes oriented in one direction, and producing
local alignment between neighboring cells.
Specific roles for the core proteins in this process are not well understood. Fmi, Fz, and Vang
are thought to communicate information between
cells, while the remaining proteins appear to participate in amplifying asymmetry.40,75,92,103 Functionally
asymmetric Fmi homodimers have been proposed to
communicate information between adjacent cells,92
though others have suggested that Fz and Vang communicate directly.104 Dgo competes with Pk for binding to Dsh,48,105 suggesting that Dgo may reinforce the
difference between the proximal and distal complexes.
Aside from the demonstration of some binding interactions ex vivo, the feedback competition mechanism
is very poorly understood at a biochemical level.
More recently, directed vesicular transport and
recycling of PCP components have been implicated
as intrinsic parts of this mechanism.37,106–109 While
it is likely that these are important elements of the
mechanism, and will undoubtedly attract considerable attention in the future, they are just now being
incorporated into mathematical modeling efforts, so
will not be discussed at length here.
Though not as extensive, studies of the fly eye
are consistent with a similar mechanism.48,80,110,111
Subcellular localization has not yet been examined in
the abdomen, though it seems likely that findings will
be similar. It is important to point out that most of the
observations that contributed to the local feedback
model could also be consistent with a factor X
model. Furthermore, it is not intuitively obvious to all
observers38,73 that the local feedback loop model can
explain the range of autonomous and nonautonomous
clonal phenotypes that have been observed.

Fmi

The Global Directional Cue
Proximal

Distal

FIGURE 5 | Cartoon of the Fz feedback loop proposed by Tree et al.
(without Fmi and Vang) as subsequently modified by Amonlirdviman
et al.65,100 (with Fmi and Vang; bottom). A cartoon of a possible
mechanism for Fj, Ds, and Ft function that biases Fz feedback loop
function is also shown (top). Pale symbols represent species with
reduced concentration.

In addition to a local alignment mechanism, the PCP
process requires a global directional cue to orient cell
polarity with respect to the tissue axes. Based on data
from both eye and wing, a model involving Fat, Ds,
and Fj was proposed as an alternative to hypothetical diffusible factors in providing a global directional
signal.60,61 This global module is proposed to function
by converting expression gradients of Fj and Ds into
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asymmetric subcellular arrays of Fat-Ds heterodimers.
Fat and Ds colocalize in uniformly distributed puncta
in the marginal zone, forming heterodimers that are
proposed to occur in a biased orientation along the
proximal-distal axis.61 Golgi localized Fj acts on both
Fat and Ds, perhaps via an ectokinase activity to
make Fat a stronger ligand, and Ds a weaker ligand,
for the other.112–114 The graded expression of Fj and
Ds58,60–62,75 therefore produce an excess of Fat-Ds
heterodimers in one orientation relative to the other
at proximal-distal boundaries, according to the Fj
and Ds gradients61 (Figure 5). Directional information
present in the transcriptional gradients of Fj and Ds is
thereby converted into subcellular gradients of Ds and
Fat, which then signal to downstream components
by an unknown mechanism to regulate orientation of
polarization. An attractive model is that these components orient or polarize the apical microtubule web
along which PCP components traffic.37,108,115,116 The
protein phosphatase subunit Wdb, the transcription
factor Atrophin, and the Par-1 kinase may have roles
in transducing the Fat signal.81,109,116
Gradients of Fj and Ds are present in eye,
wing and abdomen, and are therefore good candidates for providing a global directional signal.58,60–62
Interestingly, these gradients may also control tissue size through a mechanism that senses their
steepness.117,118 This model leaves several additional
questions unanswered. If directional information is
encoded in the gradients of Fj and Ds, then flattening
these gradients should disrupt polarity, and this is seen
in the eye.119 However, the same intervention in the
wing produces only a mild polarity phenotype, indicating that in this tissue, another source of directional
information is likely to exist.119,120 Furthermore, in
the abdomen, the gradients of Fj and Ds are reversed
in anterior and posterior compartments, yet the hairs
point posteriorly in both. Similarly, these gradients
are oriented oppositely with respect to the direction
of Fz accumulation in the eye and wing. Therefore,
if these gradients signal direction, the signal must be
interepreted differently in different compartments.
Disruption of the global module highlights an
important feature of the core module. Activity of
the core module ensures that within small fat clones,
cells almost always have normal polarity, and even
within large clones, cells have a strong tendency
to local alignment with their neighbors.61,73 This
tendency toward local alignment is also evident in the
domineering nonautonomy seen in wild-type tissue
near some mutant clones. Mutant clones that reverse
the direction of core protein recruitment in wild-type
cells at a clone boundary will propagate the reversed
polarity for some distance through wild-type tissue.61

As noted above, some have argued that the
Fat/Ds/Fj global module signals directly to effector
modules, and does not provide directional input to
the core module.63,64 While we find these arguments
uncompelling (reviewed in Ref 37), for the purposes
of the following discussion of mathematical modeling,
one can consider the modeled directional signals to be
generic in nature, as no explicit assumptions were
made as to whether they represent the Fat/Ds/Fj module or some other uncharacterized directional signal.

MATHEMATICAL MODELING OF PCP
A variety of modeling strategies to understand PCP
have been adopted, with a range of strengths and
weaknesses. At one extreme, models have been developed to relate the activities or localization of specific
PCP proteins to pattern formation. Among the limitations of these is that they require computationally
intensive numerical methods to analyze the model and
identify parameters. Investigators interested in exploring higher-level properties of the PCP signaling system
have developed a number of more abstracted models that sacrifice capturing (and therefore predicting)
molecular detail, but allow analytical exploration of
parameters and larger scale model behaviors.

Testing Molecular Models of PCP with
Mathematical Modeling
A persistent challenge in understanding PCP has been
to relate molecular interventions and observations to
the emergent polarity patterns evident in and around
mutant clones, and therefore to draw inferences about
molecular relationships from the clonal phenotypes.
Several distinct ‘bottom-up’121 mathematical models
based on proposed functions of the core PCP protein
have been used in efforts to understand the relationship between molecular mechanisms and patterning.
Lawrence et al.75 created a simple algebraic
model to test their proposal that Fz activity can be
represented by a scalar value in each cell, and that
a comparison of Fz activation levels between cells
determines the direction of polarization (Figure 6).
This model is intuitively appealing, but notably,
it discards the notion that asymmetrically localized
proteins play a role in polarization, and instead
suggests that these localizations are a mechanistically
unimportant consequence of polarization. Forced
expression gradients of Fz are known to direct
polarity from high toward low Fz levels.84 Drawing
on this observation, as well as a variety of other
results, Lawrence et al. proposed that factor X, in an
unspecified way involving, and most likely resulting
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FIGURE 6 | Schematics of the Lawrence et al. algebraic model.
(a) In wild type, the factor X gradient (gray) initiates Fz activation at
scalar levels in each cell. After averaging, the resulting Fz levels are
compared with neighbors to produce a vector determining polarity
(arrows). (b) A wing with a fz clone cannot produce Fz within the clone,
and after averaging, the scalar levels of Fz in neighboring cells are
affected, altering the resulting polarity. Cells at the edges of the clone
may be repolarized, depending on the mechanism of comparison and
vector determination (arrowheads).

from Fj, Fat, and Ds function, induces a scalar level
of Fz activation in individual cells, depending on
their relative position with respect to the factor X
gradient. Subsequently, each cell compares its level of
Fz activation with its neighbors, using a mechanism
requiring Fmi in each cell and Vang to sense the Fz
activity level in its neighbor. Each cell is then proposed
to adjust its Fz activity level from that determined by
the initial scalar level toward an average of that in each
of its neighbors. In a rough gradient, this would have
the effect of smoothing the gradient. However, in and
around clones that either reduce or abolish Fz activity
(fz clones), or conversely elevate Fz activity (Vang
clones), the gradient would be modified such that it
would reverse its slope on either the distal or proximal
sides, respectively. Finally, at the conclusion of the

averaging process, the comparison process would
determine a vector that describes the cells’ polarity.
One-dimensional lines of cells were numerically simulated to demonstrate that this mathematical
model recapitulates the distal domineering nonautonomy near a fz clone (Figure 6). By proposing that
Vang antagonizes Fz activity cell autonomously, it
also recapitulates the proximal domineering nonautonomy near a Vang clone. Furthermore, the distance
to which domineering nonautonomy reverses polarity
is controlled by a variable that represents the relative
amount by which the averaging between neighbors
and the reading of the original factor X gradient influence the adjusted scalar Fz value at each step. The
model is attractive in that it provides an intuitive connection between the biological model and the resulting
polarity, and it provides a demonstration that a model
including factor X plus scalar Fz activation might
explain at least some of the observed PCP phenotypes.
Note that, depending on the mechanism by which the
comparison and vector determination is accomplished
(not specified), this model might explain the polarization of one row of fz or Vang mutant cells inside
clones. It is not based on specific molecular interactions between signaling components, so it cannot
be used to gain a mechanistic understanding of these
interactions. Furthermore, there is no experimental
evidence for a tissue wide Fz expression gradient,
nor is there an assay for the hypothesized Fz activation that could be used to gain evidence supporting
the possibility of a Fz activity gradient during planar
polarization.98,102
Amonlirdviman et al.65 have described a mathematical model designed to test the feasibility of the
asymmetric protein/Fz feedback loop model proposed
by Tree et al.72 This model proposed that the autonomy or domineering nonautonomy of fz, Vang, dsh,
and pk clones, and a variety of other phenotypes
results simply from the dynamics of the proposed
interactions (Figure 7). In this model, the global directional cue is provided as an asymmetric input to each
cell. Though not explicitly modeled, this signal could
result from the graded expression of Fj, Ds and, at
least in the wing, other unknown signals, or from
some other unidentified source.
The Amonlirdviman model represents the proposed Fz feedback loop solely as reactions between
Dsh, Fz, Vang, and Pk to form protein complexes, with
a feedback inhibition term and a global asymmetric
input. These interactions are represented in a series
of reaction–diffusion partial65 and ordinary122,123
differential equations that define the concentrations
of proteins or protein complexes, and their evolution over time, at each location within each cell of
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FIGURE 7 | Simulation results from the Amonlirdviman et al. model. Wild-type results showing the final distributions of Dsh (a), Fz (b), Pk (c), and
Vang (d). The same color scale is used in all figures, where 1 is scaled to the initial uniform concentration of Dsh and the scale is truncated so that
concentrations greater than 3 are shown in red. (e) Simulated distribution of Dsh displayed as an intensity representing total Dsh concentrations,
corresponding to the appearance of Dsh::GFP in wild-type experiments. Simulation results of several PCP phenotypes showing the final distribution of
Dsh with predicted hair growth directions derived from the vector sum of Dsh (f, g, k, and n) and corresponding pupal wings (h–j, l, m, and o). Greater
Dsh asymmetry is represented by hair placement at increasing distances from the cell center. When Dsh asymmetry does not exceed the threshold
value, the hair is depicted at the center of the cell. Mutant cells are designated with yellow. (h) fz R52 clones. (i and j) Vang A3 clones. (l and m) dsh V26
mutant clones. (o) pk-sple 13 clones. Asterisks mark nonautonomous effects near dsh clones. (Reprinted with permission from Ref 65. Copyright 2005
American Association for the Advancement of Science.)

a simulated two-dimensional cell grid. Given these
equations, and a set of starting protein concentrations, one can then simulate the evolution of protein
localization over time. Fmi and Dgo were not explicitly modeled, yet the logic of the model could easily be
retained if they were included. The final polarity of a
cell is taken as the vector sum of Dsh within that cell.
Since the values for the parameters needed to instantiate the model are not known, they were identified
through an optimization procedure in which the model
was asked to simulate a representative set of PCP phenotypes. The first experiment was, therefore, to ask
if a set of parameters could be identified that would
produce a large set of characteristic PCP phenotypes.
The results showed that the proposed feedback loop
mechanism can recapitulate all PCP phenotypes that
were examined, demonstrating that the Fz competition
mechanism, combined with a global directional cue,

is sufficient to explain domineering nonautonomy and
other phenotypes, despite features of the model that
may be counterintuitive38,73 (Figure 7). The model is
robust to parameter perturbation.
The Amonlirdviman model also led to a new
insight important for understanding autonomous versus nonautonomous fz alleles. The results demonstrated that modeling a Dsh mutant protein rendered
nearly incapable of being recruited to the plasma membrane in the presence of Fz (Dsh1 ) produced a nearly
(though not completely) cell autonomous clonal phenotype, as was known to be the case. It therefore
followed that autonomous fz alleles that recruit Dsh
poorly, should retain the ability to recruit Vang in the
neighboring cell. In contrast, nonautonomous fz alleles (such as nulls) should exhibit impaired interactions
with both Dsh and Vang. Simulations showed this
to be the case. On the basis of these predictions, the
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cell autonomous fz alleles were then experimentally
demonstrated to retain their ability to recruit Vang
to the boundary of neighboring cells while nonautonomous alleles were shown to lose this ability. The
model therefore yielded a prediction that was experimentally confirmed, lending insight into the biological
process.
The mode by which global directional information might impinge on the core module is not
known. The Amonlirdviman model, and a subsequently modified version124 allowed the authors to
test the feasibility of global inputs in several different forms, including an identical gradient across each
cell (as suggested by Ma et al.61 ), a scalar gradient
across the tissue (similar to that suggested by Lawrence
et al.75 ), and a monotonic gradient across the tissue
(Figure 8). The results demonstrated that any of these
forms of global directional input can produce correct
results in conjunction with the feedback loop model.
Therefore, the conclusions drawn from this work do
not depend on the specific directional mechanism that
is implemented. Additional experimental results will
(a) Signal level

Response level

(b)

Signal level

be required to determine how directionality is imposed
on the core feedback loop mechanism.
The Amonlirdviman model demonstrates the
feasibility of the proposed biological model to explain
characteristic phenotypes without invoking diffusible
factors, and provides insight into the molecular
basis of autonomous and nonautonomous fz alleles.
The underlying molecular interactions are explicitly
defined, though they certainly reflect a simplification
of the true molecular mechanism. The cost of increased
detail is a potential loss of intuition: with ten differential equations and about 30 parameters, the key
shortcoming of the Amonlirdviman model is in its
complexity. In addition, it fails to provide testable
predictions that might distinguish between models for
the mechanism by which a directional signal influences
the Fz feedback loop.
A third molecular-based mathematical model,
presented by Le Garrec et al., is a reaction–diffusion
model using stochastic difference equations.125 The
authors model a system based on a graded extracellular Fz ligand and asymmetric protein localization
dependent on intracellular feedback loops (Figure 9).
The model aims to test the requirements for such an
extracellular ligand, and to ask whether introduction
of intercellular interactions might be mediated by Fmi
dimerization. The underlying biological model, while
similar to that modeled by Amonlirdviman et al., differs in several essential ways. The authors used trial
and error to explore how the model would react to a
variety of initial ligand conditions, and found that to
achieve the correct results for wild-type and mutant
clones, the ligand should be assumed to be expressed
at a limiting level in a gradient from proximal (high) to

Response level

Transient Fz ligand gradient

(c) Signal level
Fmi
Dsh Fz

Response level

Pk

Vang
Fmi

FIGURE 8 | Global signaling paradigms tested by the
model.65

Amonlirdviman et al.
(a) Nonglobally varying, constant slope
within each cell, as suggested by the global signaling model depicted in
Figure 5. (b) Globally varying, uniform within each cell, similar to that
proposed by Lawrence et al.75 (c) Globally varying, constant slope. This
signal can be viewed as a combination of the forms shown in (a) and
(b). Depending on whether the intercellular or intracellular components
predominate, the slope can be in either direction. As shown, the
subcellular asymmetry dominates, as in (a).

Fmi
Vang Pk

Fz Dsh
Fmi

Proximal

Distal

FIGURE 9 | Signaling mechanism modeled by Le Garrec et al.125
using reaction–diffusion stochastic difference equations. Note that the
feedback loops differ from those in Figure 5.
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distal (low). Ligand-receptor (Fz) binding is rapid and
irreversible, and the free ligand gradient must disappear early in the signaling process. The feedback loops
adopt two hypothetical feedback mechanisms, different from those of Tree et al.,72 as shown in Figure 9.
Fmi is modeled as an agent mediating the interaction between Fz and Vang, and has higher affinity
for heterotypic FzFmi–FmiVang complexes than for
either homotypic complex including only Fz or only
Vang. Furthermore, complex assembly is restricted to
an ordered set of additions, eliminating some possible
species, and finally an activated form of Fz (ligand
bound, denoted Fz∗ ) and Dsh (Fz bound, denoted
Dsh∗ ) are assumed. Variables were instantiated by
manual adjustment to achieve desired wild-type and
mutant clonal phenotypes, and to be within reasonable
physiological limits.
The model succeeds in capturing many characteristic PCP phenotypes, demonstrating the feasibility of the model assumptions. Importantly, it also
demonstrates that Fmi mediated intercellular interactions can produce correct results, as had been suggested though not tested by Amonlirdviman et al.,65
and which is consistent with numerous experimental
results.40,75,92,98,101,103 The model encodes intrinsic
stochastic variation, and the results demonstrate that
the model structure is robust. This model has more
recently been extended to the fly eye, describing the
relationship between PCP and Notch signaling.126
The Le Garrec model predicts a number
of conditions that have not been experimentally
validated. First, the model makes a strong prediction
that the initial extracellular gradient of ligand must
decrease from proximal to distal, and must be shallow
and short lived. This may be at odds with a number of
findings. It is not clear that a ligand for Fz exists in PCP
signaling in the fly,74,92 and the irreversibility of ligand
binding would suggest an affinity orders of magnitude
higher than that measured for Fz and Wnts.127
Irreversible activition of Fz might occur by a different
mechanism that is activated in a transient and graded
fashion (see for example Ref 128). A more vexing
problem is that the transient nature of the activation is
difficult to reconcile with the experimental observation
that active Fz can be present in only the latter part
(notably, even with forced expression) of the 30 hour
polarization period and still achieve reasonably good
polarity.73,129 A second unvalidated condition is the
hypothesized intracellular feedback mechanisms that
are not based on experimental evidence. It is difficult to
know what impact this might have on the simulation
results, though it is curious that a feedback mechanism
similar to that proposed earlier65,72 apparently did not
produce the correct results in this context.

Understanding Swirling PCP Patterns with
Mathematical Modeling
A modified version of the Amonlirdviman model was
used, in conjunction with biological experiments, to
ask whether the variable swirling patterns seen within
fat clones could be attributed to irregularities in cell
packing.122 Biological experiments were consistent
with a causative effect of irregular cell packing on
formation of swirls, and modeling was invoked to
ask whether cell packing is sufficient to explain the
swirling patterns. The mathematical model was modified to simulate PCP on a cell grid captured from
images of wings, and was shown to be capable of predicting the presence of a swirl from the cell geometry,
allowing the authors to conclude that one need not
postulate anything other than the activity of the core
module operating in the context of a given cell packing to account for the swirls. Core module function
is therefore sensitive to cell packing, but combination with a distributed global directional cue robustly
overcomes the noise produced by irregular packing.
New fast optimization schemes applied to the
Amonlirdviman model in Raffard et al.123 helped to
suggest how a global directional signal might affect
the core module, yet the detail of the molecularbased modeling approach65,122,123 can hamper intuitive understanding of the relationship between these
two modules. Indeed, we believe that it is the intuition
provided by simple models of module interaction,
combined with the detailed models of molecular interactions, that will lead to a complete understanding
of PCP.
A simple model of macroscopic polarity behavior was reported by Wang et al.130 The model
represents hairs as vectors at regular intervals on
a two-dimensional Cartesian grid, and includes an
update rule which iteratively re-orients each vector
according to a scaled vector sum of its neighboring hairs’ orientations. The update rule is designed
to mimic PCP, in that the neighboring information
is taken only from two concentric circles of locally
surrounding vectors, and has stable equilibria corresponding to observed PCP patterns: all vectors are
parallel, and vectors have perfect radial or circumferential symmetry. Using an initial orientation of vectors
to mimic the action of a global directional cue, various interesting PCP-like behaviors were observed in
the model. In the absence of a global directional signal, many small swirls progressively merged to fewer,
larger swirls, producing patterns similar to those seen
in fat or ds mutants. An important result was that
the global directional cue need only produce a rough
alignment. The local consensus rule then brings the
pattern to equilibrium.
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Similar in spirit is the model developed by
in which cells are described by equations used
to represent polarizing dielectric molecules. Again,
PCP-like behavior is demonstrated. Simulations
showed that anisotropic propagation of molecular
orientation produces swirling patterns, but that when
present, global cues predominate in determining polarity. The model, designed to test the contribution of cell
geometry to producing swirling patterns, showed that
within clones of cells, weakened or absent global cues
greatly increased the sensitivity of swirling patterns to
cell packing, a result similar to that of Ma et al.122
A third model which lends intuition to the interaction between the global directional cue and core
modules is that of Burak and Shraiman.132 Key properties of the PCP protein behavior are coded into their
model: generic complex formation across cell boundaries, with a simple model of bistability across cell
boundaries and inhibition within the cell. Their model
also incorporates and evaluates the effects of noise
(stochasticity) on polarization. A global cue exerted
as either a boundary signal or a weak distributed
signal was examined in the context of noise. The
weak distributed orienting signal but not the boundary signal was shown to compete with local noise to
produce correct polarization within a realistic time
frame, suggesting that whatever the nature of the
global directional signal, it is likely to be distributed
across the tissue. A gradient of the bulk global cue
of 0.1% between cells is enough to produce normal polarity, overcoming the tendency to produce a
swirling pattern. The authors suggest that imposition
of an artificial gradient of defined steepness to compete
with the endogenous signal would be a way to measure
the gradient of the endogenous global directional cue.
These three models have captured in similar
ways an abstract relationship between the global
cue and the core module: in essence, the cooperation and competition between a weak global signal,
and a strong signal coming from a robust local feedback loop. As such, they are useful in providing a
compact intuitive understanding of the relationship,
and even more in their ability to suggest quantifiable values whose experimental validation could lead
to favoring one model hypothesis over another. We
believe that it is the use of such models in refining
the molecular-based mathematical models discussed
earlier that will lead to continued progress in the
understanding of PCP.
Zhu131

An Analytical Model of PCP Signaling
Owen et al. have worked on a class of models representing juxtacrine signaling in an epithelial sheet with
a single ligand and receptor, and feedback coupling

levels of each on adjacent cells.133 In exploring the
properties of a model for lateral inhibition, they
relaxed a prior assumption of homogeneous ligand
and receptor distribution around the cell surface to
allow for cell polarization, and included diffusion.
With these features, the authors identified conditions
in which a wild-type planar polarization occurred. In
a cell grid, domineering nonautonomy such as that
seen near a fz or Vang clone could be observed.
These properties were explored further in
Ref 134 using a mathematical model which abstracts
PCP activity to two variables per cell while capturing the mechanisms of feedback and diffusion in a
compelling way. Ligand and receptor are equivalent
to proximal and distal PCP complexes, and are coupled by negative feedback between adjacent surfaces
of neighboring cells. Contributions of diffusion, the
strength of feedback, and the strength and distribution of the initial directional cue were explored. The
authors concluded that polarization occurs for all
parameter sets in which there is sufficiently strong
feedback and sufficiently weak diffusion. A weak,
distributed, initial polarization signal is sufficient to
initiate polarization, and the system can overcome
variations in initial conditions across the cell array,
as is likely to be necessary in vivo. Providing global
directional information from a boundary source gave
traveling wave models that showed a broader range of
behaviors more difficult to reconcile with experimental
results. Thus, the model favors the diffuse distribution of a global directional cue over more localized
sources, and makes quantitative predictions about
the core module that would be interesting to test,
but would require defining experimental interventions
that modify strength of feedback or diffusion rates.
As with the abstract models of swirling pattern
formation discussed in the previous section, these simple models could help us to understand the general
behavior of PCP signaling and how certain properties
of the pattern formation result. How do the molecular models presented earlier compare in utility with
these simpler models? The level of abstraction of a
model, and the signals represented therein, should
be chosen based on the questions being asked about
the system. The molecular models presented earlier
were developed to test the hypotheses about molecular
interactions, and so it was necessary to include a corresponding level of detail. Otherwise, the model would
not be able to reproduce all wild-type and mutant
behaviors, and a leap of faith would still be needed to
trust the plausibility of the model as a representation
of PCP. The simpler models are particularly useful to
gain intuition. Ultimately, the ability to experimentally test a model depends on the ability to manipulate
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the variables incorporated by the model. Thus, the
molecular level models are necessary to answer the
questions that originally motivated their design.

PCP Signaling and Primitive Streak
Formation
One final, interesting, model does not aim to understand PCP mechanisms, but rather invokes PCP
to explain the stereotypical cell migration pattern
seen during primitive streak formation in the chick
epiblast.135 Using a grid-free cell-based model in
which cells behave as ferromagnets, Newman showed
that an initial pattern of PCP based on known patterns
of gene expression, together with a coupling of cell
velocity and direction to the average PCP vector of
cells in the neighborhood, is sufficient to reproduce
the observed pattern of cell migration. This appealing
model awaits experimental confirmation.

CONCLUSION
While research efforts integrating biological experimentation and mathematical modeling have demonstrated that feedback based on asymmetric protein
localization at cell boundaries is a feasible mechanism
for core module function in PCP, our understanding of
the specific molecular mechanisms is still rudimentary.
Furthermore, our understanding of how the global,
core, and effector modules are connected together is
lacking. Future efforts should be aimed at probing
the PCP system from its molecular level interactions,
through its multicellular behavior, to the tissue-level

effects. More detailed models of each of the modules
will allow us to better understand how mutation of
specific components compromises function, and how
signals from module to module may be received and
interpreted. Thus the best strategies will likely be those
that employ a hierarchy of mathematical models, from
detailed mechanistic models to representations that
abstract the function of each module to just a few
variables.
Finally, what about the future of mathematical
modeling methods in biology? A commonly asked
question is ‘How have the equations improved our
intuitive understanding of how the system works?’
Intuition not only allows us to describe in words the
behavior of the system, it is necessary in generating
likely hypotheses for the function of connected or
related biological mechanisms. Simple models comprised of a few parameterized equations, or more
complex models that can be represented as simple
interconnections of such, win out in this respect.
Seeking simplifications in biological modeling can be
compared to engineering design, in which mathematical analyses are almost always performed on simple
abstracted models, prior to the numerical simulations
that validate the design on large scale, complex models
more closely representing the true system dynamics.
It seems likely that the best modeling efforts will be
those that develop hierarchies of equations, which,
for example, connect the low level detailed dynamics
of molecular interaction, with a higher-level abstract
view of the basic functionality involved, such as
amplification, feedforward, and feedback.

ACKNOWLEDGEMENTS
We thank members of our labs for comments on the manuscript, and M. Montcouquiol and M. Kelley for
images. Work on PCP in our labs is supported by NIH R01GM75311 and NIH R01GM059823. We apologize
to those whose work could not be cited due to space constraints.

REFERENCES
1. Wong LL, Adler PN. Tissue polarity genes of
Drosophila regulate the subcellular location for prehair initiation in pupal wing hairs. J Cell Biol 1993,
123:209–221.
2. Gho M, Schweisguth F. Frizzled signalling controls
orientation of asymmetric sense organ precursor cell
divisions in Drosophila. Nature 1998, 393:178–181.
3. Bellaiche Y, Radovic A, Woods DF, Hough CD, Parmentier ML, O’Kane CJ, Bryant PJ, Schweisguth F.
The partner of inscuteable/discs-large complex is

required to establish planar polarity during asymmetric cell division in Drosophila. Cell 2001,
106:355–366.
4. Bellaiche Y, Gho M, Kaltschmidt JA, Brand AH,
Schweisguth F. Frizzled regulates localization of cellfate determinants and mitotic spindle rotation during
asymmetric cell division. Nat Cell Biol 2001, 3:50–57.
5. Mlodzik M. Planar cell polarization: do the same
mechanisms regulate Drosophila tissue polarity and

 2011 Jo h n Wiley & So n s, In c.

www.wiley.com/wires/sysbio

Advanced Review

vertebrate gastrulation? Trends Genet 2002, 18:
564–571.

sensory epithelia in the inner ear. J Neurosci 2007,
27:3139–3147.

6. Fanto M, McNeill H. Planar polarity from flies to
vertebrates. J Cell Sci 2004, 117:527–533.

22. Montcouquiol M, Sans N, Huss D, Kach J, Dickman JD, Forge A, Rachel RA, Copeland NG, Jenkins NA, Bogani D, et al. Asymmetric localization
of Vangl2 and Fz3 indicate novel mechanisms for
planar cell polarity in mammals. J Neurosci 2006, 26:
5265–5275.

7. Axelrod JD, McNeill H. Coupling planar cell polarity signaling to morphogenesis. Sci World J 2002, 2:
434–454.
8. Simons M, Mlodzik M. Planar cell polarity signaling:
from fly development to human disease. Annu Rev
Genet 2008, 42.
9. Zallen JA. Planar polarity and tissue morphogenesis.
Cell 2007, 129:1051–1063.
10. Jones C, Chen P. Planar cell polarity signaling in vertebrates. Bioessays 2007, 29:120–132.
11. Wang Y, Nathans J. Tissue/planar cell polarity in vertebrates: new insights and new questions. Development
2007, 134:647–658.
12. Vladar EK, Antic D, Axelrod JD. Planar cell polarity
signaling: the developing cell’s compass. Cold Spring
Harb Perspect Biol 2009, 1:235–253.
13. Wallingford JB. Planar cell polarity, ciliogenesis
and neural tube defects. Hum Mol Genet 2006,
15(Suppl 2):R227–R234.
14. Simons M, Walz G. Polycystic kidney disease: cell division without a c(l)ue? Kidney Int 2006, 70:854–864.
15. Phillips HM, Murdoch JN, Chaudhry B, Copp AJ,
Henderson DJ. Vangl2 acts via RhoA signaling to regulate polarized cell movements during development
of the proximal outflow tract. Circ Res 2005, 96:
292–299.
16. Henderson DJ, Phillips HM, Chaudhry B. Vang-like 2
and noncanonical Wnt signaling in outflow tract development. Trends Cardiovasc Med 2006, 16:38–45.
17. Garriock RJ, D’Agostino SL, Pilcher KC, Krieg PA.
Wnt11-R, a protein closely related to mammalian
Wnt11, is required for heart morphogenesis in Xenopus. Dev Biol 2005, 279:179–192.
18. Phillips HM, Rhee HJ, Murdoch JN, Hildreth V,
Peat JD, Anderson RH, Copp AJ, Chaudhry B, Henderson DJ. Disruption of planar cell polarity signaling
results in congenital heart defects and cardiomyopathy
attributable to early cardiomyocyte disorganization.
Circ Res 2007, 101:137–145.
19. Jones C, Roper VC, Foucher I, Qian D, Banizs B,
Petit C, Yoder BK, Chen P. Ciliary proteins link basal
body polarization to planar cell polarity regulation.
Nat Genet 2008, 40:69–77.
20. Qian D, Jones C, Rzadzinska A, Mark S, Zhang X,
Steel KP, Dai X, Chen P. Wnt5a functions in planar cell polarity regulation in mice. Dev Biol 2007,
306:121–133.
21. Deans MR, Antic D, Suyama K, Scott MP, Axelrod JD,
Goodrich LV. Asymmetric distribution of prickle-like
2 reveals an early underlying polarization of vestibular

23. Davies A, Formstone C, Mason I, Lewis J. Planar
polarity of hair cells in the chick inner ear is correlated
with polarized distribution of c-flamingo-1 protein.
Dev Dyn 2005, 233:998–1005.
24. Lu X, Borchers AG, Jolicoeur C, Rayburn H, Baker JC,
Tessier-Lavigne M. PTK7/CCK-4 is a novel regulator
of planar cell polarity in vertebrates. Nature 2004,
430:93–98.
25. Montcouquiol M, Rachel RA, Lanford PJ, Copeland
NG, Jenkins NA, Kelley MW. Identification of Vangl2
and Scrb1 as planar polarity genes in mammals. Nature
2003, 423:173–177.
26. Wang Y, Guo N, Nathans J. The role of Frizzled3
and Frizzled6 in neural tube closure and in the planar polarity of inner-ear sensory hair cells. J Neurosci
2006, 26:2147–2156.
27. Wang J, Hamblet NS, Mark S, Dickinson ME,
Brinkman BC, Segil N, Fraser SE, Chen P, Wallingford JB, Wynshaw-Boris A. Dishevelled genes mediate
a conserved mammalian PCP pathway to regulate convergent extension during neurulation. Development
2006, 133:1767–1778.
28. Wang J, Mark S, Zhang X, Qian D, Yoo SJ, RaddeGallwitz K, Zhang Y, Lin X, Collazo A, WynshawBoris A, et al. Regulation of polarized extension and
planar cell polarity in the cochlea by the vertebrate
PCP pathway. Nat Genet 2005, 37:980–985.
29. Curtin JA, Quint E, Tsipouri V, Arkell RM, Cattanach B, Copp AJ, Henderson DJ, Spurr N, Stanier
P, Fisher EM, et al. Mutation of Celsr1 disrupts planar polarity of inner ear hair cells and causes severe
neural tube defects in the mouse. Curr Biol 2003, 13:
1129–1133.
30. Kuriyama S, Mayor R. Molecular analysis of neural
crest migration. Philos Trans R Soc Lond B Biol Sci
2008, 363:1349–1362.
31. Katoh M. WNT/PCP signaling pathway and human
cancer (review). Oncol Rep 2005, 14:1583–1588.
32. Coyle RC, Latimer A, Jessen JR. Membrane-type 1
matrix metalloproteinase regulates cell migration during zebrafish gastrulation: evidence for an interaction
with non-canonical Wnt signaling. Exp Cell Res 2008,
314:2150–2162.
33. Weeraratna AT, Jiang Y, Hostetter G, Rosenblatt K,
Duray P, Bittner M, Trent JM. Wnt5a signaling
directly affects cell motility and invasion of metastatic
melanoma. Cancer Cell 2002, 1:279–288.

 2011 Jo h n Wiley & So n s, In c.

WIREs Systems Biology and Medicine

Modeling the control of planar cell polarity

34. Lee JH, Park SR, Chay KO, Seo YW, Kook H, Ahn KY,
Kim YJ, Kim KK. KAI1 COOH-terminal interacting
tetraspanin (KITENIN), a member of the tetraspanin
family, interacts with KAI1, a tumor metastasis suppressor, and enhances metastasis of cancer. Cancer
Res 2004, 64:4235–4243.
35. Klein TJ, Mlodzik M. Planar cell polarization: an
emerging model points in the right direction. Annu
Rev Cell Dev Biol 2005, 21:155–176.
36. Strutt H, Strutt D. Long-range coordination of planar polarity in Drosophila. Bioessays 2005, 27:
1218–1227.
37. Axelrod JD. Progress and challenges in understanding
planar cell polarity signaling. Semin Cell Dev Biol
2009, 20:964–971.
38. Adler PN. Planar signaling and morphogenesis in
Drosophila. Dev Cell 2002, 2:525–535.

localize planar cell polarity complexes. Development
2004, 131:4467–4476.
49. Adler PN, Vinson C, Park WJ, Conover S, Klein L.
Molecular structure of frizzled, a Drosophila tissue
polarity gene. Genetics 1990, 126:401–416.
50. Adler PN. The genetic control of tissue polarity in
Drosophila. BioEssays 1992, 14:735–741.
51. Shulman JM, Perrimon N, Axelrod JD. Frizzled signaling and the developmental control of cell polarity.
Trends Genet 1998, 14:452–458.
52. Tree DR, Ma D, Axelrod JD. A three-tiered mechanism for regulation of planar cell polarity. Semin Cell
Dev Biol 2002, 13:217–224.
53. Villano JL, Katz FN. Four-jointed is required for
intermediate growth in the proximal-distal axis in
Drosophila. Development 1995, 121:2767–2777.

39. Vinson CR, Conover S, Adler PN. A Drosophila tissue polarity locus encodes a protein containing seven
potential transmembrane domains. Nature 1989, 338:
263–264.

54. Clark HF, Brentrup D, Schneitz K, Beiber A, Goodman C, Noll M. Dachsous encodes a member of
the cadherin superfamily that controls imaginal disc
morhpoghesis in Drosophila. Development 1995, 9:
1530–1542.

40. Usui T, Shima Y, Shimada Y, Hirano S, Burgess RW,
Schwarz TL, Takeichi M, Uemura T. Flamingo, a
seven-pass transmembrane cadherin, regulates planar
cell polarity under the control of Frizzled. Cell 1999,
98:585–595.

55. Mahoney PA, Weber U, Onofrechuk P, Biessmann H,
Bryant PJ, Goodman CS. The fat tumor suppressor
gene in Drosophila encodes a novel member of the
cadherin gene superfamily. Cell 1991, 67:853–868.

41. Chae J, Kim MJ, Goo JH, Collier S, Gubb D, Charlton J, Adler PN, Park WJ. The Drosophila tissue polarity gene starry night encodes a member of the protocadherin family. Development 1999, 126:5421–5429.
42. Taylor J, Abramova N, Charlton J, Adler PN. Van
Gogh: a new Drosophila tissue polarity gene. Genetics
1998, 150:199–210.
43. Wolff T, Rubin GM. Strabismus, a novel gene that
regulates tissue polarity and cell fate decisions in
Drosophila. Development 1998, 125:1149–1159.
44. Gubb D, Green C, Huen D, Coulson D, Johnson G,
Tree D, Collier S, Roote J. The balance between isoforms of the prickle LIM domain protein is critical for
planar polarity in Drosophila imaginal discs. Genes
Dev 1999, 13:2315–2327.
45. Klingensmith J, Nusse R, Perrimon N. The Drosophila
segment polarity gene dishevelled encodes a novel protein required for response to the wingless signal. Genes
Dev 1994, 8:118–130.
46. Thiesen H, Purcell J, Bennett M, Kansagara D, Syed A,
Marsh JL. Dishevelled is required during wingless signaling to establish both cell polarity and cell identity.
Development 1994, 120:347–360.
47. Feiguin F, Hannus M, Mlodzik M, Eaton S. The
ankyrin repeat protein Diego mediates Frizzleddependent planar polarization. Dev Cell 2001, 1:
93–101.
48. Das G, Jenny A, Klein TJ, Eaton S, Mlodzik M. Diego
interacts with Prickle and Strabismus/Van Gogh to

56. Adler PN, Charlton J, Liu J. Mutations in the cadherin
superfamily member gene dachsous cause a tissue
polarity phenotype by altering frizzled signaling.
Development 1998, 125:959–968.
57. Brodsky MH, Steller H. Positional information along
the dorsal-ventral axis of the Drosophila eye: graded
expression of the four-jointed gene. Dev Biol 1996,
173:428–446.
58. Zeidler MP, Perrimon N, Strutt DI. The four-jointed
gene is required in the Drosophila eye for ommatidial
polarity specification. Curr Biol 1999, 9:1363–1372.
59. Zeidler MP, Perrimon N, Strutt DI. Multiple roles for
four-jointed in planar polarity and limb patterning.
Dev Biol 2000, 228:181–196.
60. Yang CH, Axelrod JD, Simon MA. Regulation of
Frizzled by fat-like cadherins during planar polarity
signaling in the Drosophila compound eye. Cell 2002,
108:675–688.
61. Ma D, Yang CH, McNeill H, Simon MA, Axelrod JD.
Fidelity in planar cell polarity signalling. Nature 2003,
421:543–547.
62. Casal J, Struhl G, Lawrence P. Developmental compartments and planar polarity in Drosophila. Curr
Biol 2002, 12:1189.
63. Lawrence PA, Struhl G, Casal J. Planar cell polarity: one or two pathways? Nat Rev Genet 2007, 8:
555–563.
64. Casal J, Lawrence PA, Struhl G. Two separate molecular systems, Dachsous/Fat and Starry night/Frizzled,

 2011 Jo h n Wiley & So n s, In c.

www.wiley.com/wires/sysbio

Advanced Review

act independently to confer planar cell polarity. Development 2006, 133:4561–4572.
65. Amonlirdviman K, Khare NA, Tree DR, Chen WS,
Axelrod JD, Tomlin CJ. Mathematical modeling
of planar cell polarity to understand domineering
nonautonomy. Science 2005, 307:423–426.
66. Winter CG, Wang B, Ballew A, Royou A, Karess R,
Axelrod JD, Luo L. Drosophila rho-associated kinase
(Drok) links frizzled-mediated planar cell polarity
signaling to the actin cytoskeleton. Cell 2001, 105:
81–91.

79. Adler PN, Taylor J, Charlton J. The domineering nonautonomy of frizzled and van Gogh clones in the
Drosophila wing is a consequence of a disruption in
local signaling. Mech Dev 2000, 96:197–207.
80. Strutt D, Johnson R, Cooper K, Bray S. Asymmetric
localization of frizzled and the determination of notchdependent cell fate in the Drosophila eye. Curr Biol
2002, 12:813–824.

67. Strutt DI. The asymmetric subcellular localisation of
components of the planar polarity pathway. Semin
Cell Dev Biol 2002, 13:225–231.

81. Fanto M, Clayton L, Meredith J, Hardiman K, Charroux B, Kerridge S, McNeill H. The tumor-suppressor
and cell adhesion molecule Fat controls planar
polarity via physical interactions with Atrophin,
a transcriptional co-repressor. Development 2003,
130:763–774.

68. Venema DR, Zeev-Ben-Mordehai T, Auld VJ. Transient apical polarization of Gliotactin and Coracle
is required for parallel alignment of wing hairs in
Drosophila. Dev Biol 2004, 275:301–314.

82. Zeidler MP, Perrimon N, Strutt DI. Polarity determination in the Drosophila eye: a novel role for unpaired
and JAK/STAT signaling. Genes Dev 1999, 13:
1342–1353.

69. Gubb D, Garcia-Bellido A. A genetic analysis of the
determination of cuticular polarity during development in Drosophila melanogaster. J Embryol Exp
Morphol 1982, 68:37–57.

83. Rawls AS, Guinto JB, Wolff T. The cadherins fat
and dachsous regulate dorsal/ventral signaling in the
Drosophila eye. Curr Biol 2002, 12:1021–1026.

70. Vinson CR, Adler PN. Directional non-cell autonomy and the transmission of polarity information by
the frizzled gene of Drosophila. Nature 1987, 329:
549–551.
71. Jones KH, Liu J, Adler PN. Molecular analysis
of EMS-induced frizzled mutations in Drosophila
melanogaster. Genetics 1996, 142:205–215.
72. Tree DRP, Shulman JM, Rousset R, Scott M, Gubb D,
Axelrod JD. Prickle mediates feedback amplification
to generate asymmetric planar cell polarity signaling.
Cell 2002, 109:371–381.
73. Strutt H, Strutt D. Nonautonomous planar polarity patterning in Drosophila: dishevelled-independent
functions of frizzled. Dev Cell 2002, 3:851–863.
74. Lawrence PA, Casal J, Struhl G. Towards a model
of the organisation of planar polarity and pattern in
the Drosophila abdomen. Development 2002, 129:
2749–2760.
75. Lawrence PA, Casal J, Struhl G. Cell interactions
and planar polarity in the abdominal epidermis of
Drosophila. Development 2004, 131:4651–4664.
76. Struhl G, Barbash DA, Lawrence PA. Hedgehog acts
by distinct gradient and signal relay mechanisms to
organise cell type and cell polarity in the Drosophila
abdomen. Development 1997, 124:2155–2165.
77. Wehrli M, Tomlinson A. Independent regulation of
anterior/posterior and equatorial/polar polarity in the
Drosophila eye; evidence for the involvement of Wnt
signaling in the equatorial/polar axis. Development
1998, 125:1421–1432.
78. Lawrence PA, Casal J, Struhl G. The hedgehog morphogen and gradients of cell affinity in the abdomen
of Drosophila. Development 1999, 126:2441–2449.

84. Adler PN, Krasnow RE, Liu J. Tissue polarity points
from cells that have higher Frizzled levels towards cells
that have lower Frizzled levels. Curr Biol 1997, 7:
940–949.
85. Tomlinson A, Strapps WR, Heemskerk J. Linking Frizzled and Wnt signaling in Drosophila development.
Development 1997, 124:4515–4521.
86. Lawrence PA, Crick FH, Munro M. A gradient of
positional information in an insect, Rhodnius. J Cell
Sci 1972, 11:815–853.
87. Lawrence PA. Gradients in the insect segment: the
orientation of hairs in the milkweed bug Oncopeltus
fasciatus. J Exp Biol 1966, 44:607–620.
88. Krasnow RE, Adler PN. A single frizzled protein has
a dual function in tissue polarity. Development 1994,
120:1883–1893.
89. Shimada Y, Usui T, Yanagawa S, Takeichi M,
Uemura T. Asymmetric colocalization of Flamingo,
a seven-pass transmembrane cadherin, and Dishevelled in planar cell polarization. Curr Biol 2001, 11:
859–863.
90. Katanaev VL, Ponzielli R, Semeriva M, Tomlinson A.
Trimeric G protein-dependent frizzled signaling in
Drosophila. Cell 2005, 120:111–122.
91. Malbon CC. Frizzleds: new members of the superfamily of G-protein-coupled receptors. Front Biosci 2004,
9:1048–1058.
92. Chen WS, Antic D, Matis M, Logan CY, Povelones M,
Anderson GA, Nusse R, Axelrod JD. Asymmetric homotypic interactions of the atypical cadherin
flamingo mediate intercellular polarity signaling. Cell
2008, 133:1093–1105.
93. Heisenberg CP, Tada M, Rauch GJ, Saude L, Concha ML, Geisler R, Stemple DL, Smith JC, Wilson

 2011 Jo h n Wiley & So n s, In c.

WIREs Systems Biology and Medicine

Modeling the control of planar cell polarity

SW. Silberblick/Wnt11 mediates convergent extension movements during zebrafish gastrulation. Nature
2000, 405:76–81.
94. Tada M, Smith JC. Xwnt11 is a target of Xenopus Brachyury: regulation of gastrulation movements
via Dishevelled, but not through the canonical Wnt
pathway. Development 2000, 127:2227–2238.
95. Dabdoub A, Donohue MJ, Brennan A, Wolf V,
Montcouquiol M, Sassoon DA, Hseih JC, Rubin
JS, Salinas PC, Kelley MW. Wnt signaling mediates
reorientation of outer hair cell stereociliary bundles
in the mammalian cochlea. Development 2003, 130:
2375–2384.
96. Dabdoub A, Kelley MW. Planar cell polarity and a
potential role for a Wnt morphogen gradient in stereociliary bundle orientation in the mammalian inner
ear. J Neurobiol 2005, 64:446–457.
97. De Calisto J, Araya C, Marchant L, Riaz CF, Mayor R.
Essential role of non-canonical Wnt signalling in
neural crest migration. Development 2005, 132:
2587–2597.
98. Strutt DI. Asymmetric localization of Frizzled and the
establishment of cell polarity in the Drosophila wing.
Mol Cell 2001, 7:367–375.
99. Axelrod JD. Unipolar membrane association of
Dishevelled mediates Frizzled planar cell polarity
signaling. Genes Dev 2001, 15:1182–1187.
100. Tree DR, Shulman JM, Rousset R, Scott MP, Gubb D,
Axelrod JD. Prickle mediates feedback amplification
to generate asymmetric planar cell polarity signaling.
Cell 2002, 109:371–381.
101. Bastock R, Strutt H, Strutt D. Strabismus is asymmetrically localised and binds to Prickle and Dishevelled
during Drosophila planar polarity patterning. Development 2003, 130:3007–3014.
102. Park W-J, Liu J, Adler PN. The frizzled gene of
Drosophila encodes a membrane protein with an odd
number of transmembrane domains. Mech Dev 1994,
45:127–137.
103. Strutt D, Strutt H. Differential activities of the core
planar polarity proteins during Drosophila wing
patterning. Dev Biol 2007, 302:181–194.
104. Wu J, Mlodzik M. The frizzled extracellular domain is
a ligand for Van Gogh/Stbm during nonautonomous
planar cell polarity signaling. Dev Cell 2008, 15:
462–469.

the planar cell polarity pathway. Dev Cell 2005, 9:
805–817.
108. Shimada Y, Yonemura S, Ohkura H, Strutt D,
Uemura T. Polarized transport of frizzled along the
planar microtubule arrays in drosophila wing epithelium. Dev Cell 2006, 10:209–222.
109. Harumoto T, Ito M, Shimada Y, Kobayashi TJ, Ueda
HR, Lu B, Uemura T. Atypical cadherins dachsous and
fat control dynamics of noncentrosomal microtubules
in planar cell polarity. Dev Cell 2010, 19:389–401.
110. Das G, Reynolds-Kenneally J, Mlodzik M. The atypical cadherin Flamingo links Frizzled and Notch
signaling in planar polarity establishment in the
Drosophila eye. Dev Cell 2002, 2:655–666.
111. Jenny A, Darken RS, Wilson PA, Mlodzik M. Prickle
and Strabismus form a functional complex to generate
a correct axis during planar cell polarity signaling.
EMBO J 2003, 22:4409–4420.
112. Ishikawa HO, Takeuchi H, Haltiwanger RS, Irvine
KD. Four-jointed is a Golgi kinase that phosphorylates a subset of cadherin domains. Science 2008, 321:
401–404.
113. Brittle AL, Repiso A, Casal J, Lawrence PA, Strutt D.
Four-jointed modulates growth and planar polarity
by reducing the affinity of dachsous for fat. Curr Biol
2010, 803–810.
114. Simon MA, Xu A, Ishikawa HO, Irvine KD. Modulation of fat: dachsous binding by the cadherin domain
kinase four-jointed. Curr Biol 2010, 811–817.
115. Eaton S, Wepf R, Simons K. Roles for Rac1 and Cdc42
in planar polarization and hair outgrowth in the wing
of Drosophila. J Cell Biol 1996, 135:1277–1289.
116. Hannus M, Feiguin F, Heisenberg CP, Eaton S. Planar
cell polarization requires Widerborst, a B regulatory
subunit of protein phosphatase 2A. Development
2002, 129:3493–3503.
117. Rogulja D, Rauskolb C, Irvine KD. Morphogen control of wing growth through the Fat signaling pathway.
Dev Cell 2008, 15:309–321.
118. Willecke M, Hamaratoglu F, Sansores-Garcia L,
Tao C, Halder G. Boundaries of dachsous cadherin
activity modulate the hippo signaling pathway to
induce cell proliferation. Proc Natl Acad Sci U S A
2008, 105:14897–14902.
119. Simon MA. Planar cell polarity in the Drosophila
eye is directed by graded Four-jointed and Dachsous
expression. Development 2004, 131:6175–6184.

105. Jenny A, Reynolds-Kenneally J, Das G, Burnett M,
Mlodzik M. Diego and Prickle regulate Frizzled planar
cell polarity signalling by competing for Dishevelled
binding. Nat Cell Biol 2005, 7:691–697.

120. Matakatsu H, Blair SS. Interactions between Fat and
Dachsous and the regulation of planar cell polarity
in the Drosophila wing. Development 2004, 131:
3785–3794.

106. Strutt H, Strutt D. Differential stability of flamingo
protein complexes underlies the establishment of
planar polarity. Curr Biol 2008, 18:1555–1564.

121. Tomlin CJ, Axelrod JD. Biology by numbers: mathematical modelling in developmental biology. Nat Rev
Genet 2007, 8:331–340.

107. Classen A-K, Anderson KI, Marois E, Eaton S. Hexagonal packing of Drosophila wing epithelial cells by

122. Ma D, Amonlirdviman K, Raffard RL, Abate A, Tomlin CJ, Axelrod JD. Cell packing influences planar cell

 2011 Jo h n Wiley & So n s, In c.

www.wiley.com/wires/sysbio

Advanced Review

polarity signaling. Proc Natl Acad Sci U S A 2008,
105:18800–18805.
123. Raffard R, Amonlirdviman K, Axelrod JD, Tomlin CJ.
An Adjoint-based parameter identification algorithm
applied to planar cell polarity signaling. IEEE Transactions on Automatic Control & IEEE Transactions
on Circuits and Systems I: Regular Papers, 2008,
53:109–121.
124. Amonlirdviman K. Mathematical modeling of planar
cell polarity signaling in the Drosophila melaongaster
wing. Ph.D. Thesis, Stanford University, 2005:186 pp.
125. Le Garrec JF, Lopez P, Kerszberg M. Establishment
and maintenance of planar epithelial cell polarity by
asymmetric cadherin bridges: a computer model. Dev
Dyn 2006, 235:235–246.
126. Le Garrec JF, Kerszberg M. Modeling polarity buildup
and cell fate decision in the fly eye: insight into the
connection between the PCP and Notch pathways.
Dev Genes Evol 2008, 218:413–426.
127. Rulifson EJ, Wu CH, Nusse R. Pathway specificity by
the bifunctional receptor frizzled is determined by
affinity for wingless. Mol Cell 2000, 6:117–126.
128. Djiane A, Yogev S, Mlodzik M. The apical determinants aPKC and dPatj regulate Frizzled-dependent planar cell polarity in the Drosophila eye. Cell 2005, 121:
621–631.

129. Adler PN, Charlton J, Jones KH, Liu J. The coldsensitive period for frizzled in the development of
wing hair polarity ends prior to the start of hair
morphogenesis. Mech Dev 1994, 46:101–107.
130. Wang Y, Badea T, Nathans J. Order from disorder:
self-organization in mammalian hair patterning. Proc
Natl Acad Sci U S A 2006, 103:19800–19805.
131. Zhu H. Is anisotropic propagation of polarized molecular distribution the common mechanism of swirling
patterns of planar cell polarization? J Theor Biol
2009, 256:315–325.
132. Burak Y, Shraiman BI. Order and stochastic dynamics
in Drosophila planar cell polarity. PLoS Comput Biol
2009, 5:e1000628.
133. Webb SD, Owen MR. Intra-membrane ligand diffusion and cell shape modulate juxtacrine patterning.
J Theor Biol 2004, 230:99–117.
134. Schamberg S, Houston P, Monk NA, Owen MR.
Modelling and analysis of planar cell polarity. Bull
Math Biol 2010, 72:645–680.
135. Newman TJ. Grid-free models of multicellular systems, with an application to large-scale vortices
accompanying primitive streak formation. Curr Top
Dev Biol 2008, 81:157–182.

FURTHER READING
Axelrod JD (guest ed.). Planar cell polarity. Seminars Cell Dev Biol 2009, 20:956–1006.
Algorithmic and analytical methods in network biology.
Computational modeling of epithelial tissues.
Multiscale modeling for biologists.

 2011 Jo h n Wiley & So n s, In c.

