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The many glia of a tiny nematode:
studying glial diversity using
Caenorhabditis elegans
Karolina Mizeracka1,2 and Maxwell G. Heiman1,2∗
Glia constitute a major, understudied population of cells in the nervous system.
Currently, it is appreciated that these cells exhibit vast morphological, functional,
and molecular diversity, but our understanding of glial biology is limited. Some
key unanswered questions include how glial diversity is generated during development and what functions distinct glial subtypes serve in the mature nervous
system. The nematode Caenorhabditis elegans contains a deﬁned set of glia, which
have clear morphological and molecular differences, and thus provides a simpliﬁed
model for understanding glial diversity. In addition, recent experiments suggest
that the molecular mechanisms underlying the generation of glial diversity in C.
elegans are conserved with those in mammals. In this review, we summarize the
surprising diversity of glial subtypes present in this simple organism, and highlight current thinking about what roles they perform in the nervous system. We
emphasize how genetic approaches may be used to identify the mechanistic origins of glial diversity, which is key to understanding how glia function in health
and disease. © 2015 Wiley Periodicals, Inc.
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INTRODUCTION
Glia Exhibit Vast Morphological, Molecular,
and Functional Diversity

O

nce thought to be passive ‘scaffolding’ of the
brain, glia have emerged over the last decade as
morphologically, functionally, and molecularly diverse
cells that control many aspects of neuronal development and function. Morphological differences among
glia were first appreciated over a hundred years ago
by Ramón y Cajal and Golgi; currently, the catalog of mammalian glial morphologies ranges from
the classical star shape of astrocytes to the long,
unbranched bipolar shape of radial glia. Substantial morphological diversity is present even within
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a subtype (i.e., astrocytes) and is tied to anatomical identity. For example, different brain regions can
be distinguished based solely on the morphology of
their astrocytes.1,2 Further, expression profiling of glia
in mice has led to an appreciation of their molecular diversity,3–5 which likely corresponds to functional diversity. Mammalian glia carry out a myriad
of functions which include: promotion and guidance
of axon outgrowth,6–8 secretion of factors that stabilize and strengthen synapses,9,10 sculpting of neuronal
circuitry via synapse elimination,11,12 modulation of
neurotransmission at the ‘tripartite synapse’,13–15 and
establishment of the blood–brain barrier.16 Emerging studies in mammalian systems are providing evidence that region-specific molecular differences in glial
cells have important effects on neuronal development
and function. For example, Molofsky and colleagues
recently demonstrated that 𝛼-motor neurons, but not
their neighbors, require the expression of a guidance
molecule in a distinct population of ventral spinal cord
astrocytes for proper circuit formation.17

© 2015 Wiley Periodicals, Inc.

wires.wiley.com/devbio

Advanced Review

How Is the Diversity of Glial
Subtypes Generated?
Most mammalian glia arise from the same progenitor cells that produce neurons, with the ‘glia versus neuron’ decision controlled by a Notch-dependent
switch that activates glial-specific genes including
Sox9 and NFIA.18,19 Much less is known about
how different glial types are then specified. The best
understood example is the developing neural tube,
in which oligodendrocytes and three different types
of astrocytes are specified by integration of extrinsic spatial and temporal cues including Shh, BMP,
and Wnt signaling.20 These extrinsic signals activate
combinatorial expression of Olig2, Pax6, Nkx2.2,
Nkx6.1, and other transcription factors along the
dorsal–ventral axis of the embryo.20–24 Glial subtypes
in other parts of the mammalian brain are likely specified in a similar manner, but how this transcriptional regulatory network is modified to generate distinct morphological and molecular cell identities is not
known.

Caenorhabditis elegans Offers a Powerful
Model System to Study Glial Diversity
Recent studies in Drosophila and C. elegans show
that invertebrate glia are highly diverse and perform
functions similar to vertebrate glia, in some cases
using shared molecular mechanisms. As in mammals,
invertebrate glia are generated by the same precursors
that give rise to neurons, guide neuronal and axon
migration,25 and undergo highly coordinated morphogenesis with the neurons they ensheathe.26 Invertebrate glia also regulate neuronal activity,27 promote
synaptogenesis,28 dictate the maintenance of synapse
locations during growth,29 and shape neuronal connections by engulfing synaptic material.30 Thus, invertebrate glia provide rich models for understanding
how glia develop and function.

DIVERSITY OF C. ELEGANS GLIA
In contrast to the multitude of uncharacterized glial
cell types in the vertebrate nervous system, the C.
elegans nervous system contains exactly 50 glia31
and develops in a stereotyped, tractable manner. The
majority of glial cells are found in the four types
of sense organs in the head, which are called the
amphid (AM), cephalic (CEP), outer labial (OL),
and inner labial (IL) organs (see Box 1). In each
of these sense organs, one or more sensory neurons
are partnered with exactly two glia: the sheath and
socket (Figure 1). These sheath and socket glia extend
unbranched processes collateral with the dendrites

of their neuronal partners, terminating at the tip
of the nose. The anterior-most aspect of the sheath
glial process forms an elaborate ‘goblet’ structure
that completely ensheathes the dendritic endings of
its associated sensory neurons31 (Figure 1, inset).
Neurons penetrate the base of the goblet and form
apical junctions onto the sheath glial cell. In turn,
the sheath glial cell forms apical junctions onto the
socket glial cell, which forms a cuticle-lined pore
at the tip of the nose through which some of the
neuronal sensory cilia protrude31–33 (Figure 1, inset).
Together, the two glial cell types thus create and
maintain a nerve channel in which the dendritic
endings of sensory neurons receive input from the
environment.

Morphological Diversity of C. elegans Glia
While C. elegans glia have simpler shapes than their
vertebrate counterparts, glia in different anatomical
locations nevertheless exhibit morphological diversity
and pair with specific neuronal partners, analogous
to the region-specific differences observed among glia
in the vertebrate brain (Figure 2). The amphid sheath
glia are physically larger than other sheath glia, and
interact with more sensory neurons (Figure 2). Electron microscopy shows that these cells are full of
vesicles that deposit matrix into the nerve channel31
(Figure 2, inset). Other sheath glial cells are smaller
in size and form lamellae with deep invaginations
in the nerve channel31 (Figure 2, inset). The CEP
sheath glia are distinguished by their bipolar morphology: in addition to the anterior process that
ensheathes the sensory endings of CEP neurons,
they also extend a posterior, sheet-like process that
envelops the nerve ring, the main neuropil of the nervous system (Figure 2). Some glia also form close
contacts with neurons they do not ensheathe: the lateral IL socket glia are wrapped by specialized extensions of the BAG and FLP neurons31,32,35 (Figure 2,
inset); dorsal IL socket glia are juxtaposed to the
dendrite of URX; and IL and OLQ sheath glia are
closely apposed to dendrites of the nonciliated neurons URA and URB. The function of these contacts is
not known. This diversity of glial morphologies and
neuronal pairings strongly suggests that, as in vertebrates, glia of C. elegans are not interchangeable,
but rather provide functions uniquely tailored to their
environment.

GLIAL FUNCTION IN C. ELEGANS
In addition to morphological diversity, glial cells
in different sense organs are molecularly heterogeneous, hinting at functional diversity among C.
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BOX 1
ANATOMY AND CHARACTERISTICS OF C. ELEGANS SENSE ORGANS

OL IL
CEP
OL IL

CEP
IL OL

AM

Longitudinal view

Transverse view

Schematic depicts positioning of the four major sense organs in the C. elegans head from
longitudinal and transverse views: AM (red), CEP (green), IL (blue), and OL (purple). Each sense organ
consists of sensory neuron(s) and two glial cell types, the sheath and socket. The amphid sense organ is
located laterally in the head with bilateral symmetry. It is the largest sense organ and consists of twelve
neurons, which are ensheathed by two glial cells. Eight of the 12 amphid neurons extend nonmotile
sensory cilia that are exposed to the environment to sense chemical and mechanosensory stimuli,34
whereas the ciliary endings of four amphid sensory neurons terminate in pockets within the sheath glial
cells. The OL and IL sense organs are both located ventrally, dorsally, and laterally with sixfold symmetry.
Each OL organ consists of one mechanosensory neuron ensheathed by two glial cells, and each IL organ
is comprised of one chemosensory and one mechanosensory neuron, also ensheathed by two glial cells.
The CEP sense organ is located ventrally and dorsally with fourfold symmetry. Each CEP organ consists of
one dopaminergic mechanosensory neuron and two glial cells.

elegans glia. In some cases, molecular differences
are so complete that cell type-specific reporters
have been identified that uniquely mark a single
class of glial cell. The amphid sheath glial cell–the
only glial cell so far to have been transcriptionally
profiled–uniquely expresses many small peptides that
are predicted to be secreted; at least one of which
is deposited on the neuronal endings.27 There are
even molecular differences within a single glial subtype: e.g., the ventral CEP sheath glial cells express
unc-6/netrin, while their dorsal counterparts do
not.36,37 Although our catalog of gene expression in C.
elegans glial cells is currently limited, these examples

of molecular markers unique to specific types of
glial cells provide a foot in the door to determining
whether specialized glial types provide different functions, both in the developing and mature nervous
system.

Glial Function in the Developing
Nervous System
Currently, little is known about the roles of glia
during C. elegans development. CEP sheath glial
cell function during development has been the best
characterized, because of its unique association with
the nerve ring that resembles vertebrate neuron–glia
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FIGURE 1 | Caenorhabditis elegans sense organs consist of three major cell types. Schematic of a generalized sense organ, showing a sensory
neuron (red), sheath glial cell (dark blue), and socket glial cell (light blue). An unbranched dendrite extends through a channel in the sheath and
socket glia, such that the nonmotile sensory cilium at its tip is exposed to the external environment. Apical junctions (green) exist between the
neuron and sheath glial cell; the sheath and socket glia; and the socket glial cell and hypodermis, or skin (gray). The socket cell channel is lined by
cuticle that is continuous with the cuticle of the hypodermis.

interactions (Figure 2). When CEP glial cells are
absent during development, the axons of sensory
neurons become misguided and do not branch
properly, the nerve ring becomes highly disorganized,
and neuronal cell bodies are displaced.37 At finer resolution, CEP sheath endfeet at the nerve ring dictate the
location of synapse formation between two interneurons, AIY and RIA, through an UNC-6/netrin and
UNC-40/DCC-dependent process.28 During larval
development, abnormal CEP sheath contacts with the
AIY neuron can also induce the formation of ectopic
synaptic sites.29
Glial cells in other sense organs do not extend
processes to the nerve ring and contact synapses, but
their formation and maintenance of the sheath-socket
channel is important for the establishment and
function of sensory neuron dendrites. A molecular
pathway, related to Hedgehog (Hh) signaling in vertebrates, has been implicated in the formation of a
functional nerve channel. Although the canonical
Hh pathway is not conserved in C. elegans, the
genome is predicted to encode dozens of Hedgehogand Patched-related proteins, many of which are

expressed in a remarkably cell-type-specific manner
by different glial sheath and socket cells.37–39 One
of these factors, the Patched-related protein DAF-6,
localizes to the lumen of the nerve channel formed
by the amphid sheath and socket glial cells. In daf-6
mutants, the amphid sheath and socket channels
become malformed, the sheath glial cell fills with
matrix-rich vacuoles, and the cilia of sensory neurons
bend abnormally due to the physical constraints
of the closed channel.39 The daf-6 phenotype can
be suppressed by loss of lit-1, a Nemo-like kinase
that normally promotes expansion of the amphid
sheath glial channel.40 The function of Hedgehogand Patched-related proteins in other glia has not
been explored. Given the role of DAF-6 in setting up
the amphid sheath-socket channel, one possibility is
that combinations of these proteins mediate glia–glia
or neuron–glia communication specific to each sense
organ. Intriguingly, Hh signaling has emerged as a
regulator of vertebrate glial development in the neural
tube and forebrain,20,41,42 suggesting that glial cells
in different organisms may use shared molecular
programs.
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FIGURE 2 | Subtypes of sheath and socket glia. Examples of glial diversity: the amphid sheath glial cell (AM, red), the cephalic sheath glial cell
(CEP, green) and the lateral inner labial socket glial cell (IL, blue). The amphid sheath glial cell is larger than its counterparts in other sense organs and
contains many matrix-ﬁlled vesicles (inset). The CEP sheath glial cell has a bipolar morphology with a process that ensheathes the CEP neuron
dendrite at the nose tip and a sheet-like process that extends posteriorly to contact the nerve ring (arrow). CEP sheath glia have deep invaginations
that form lamellae in the nerve channel (inset), a feature it shares with outer and inner labial (OL/IL) sheath glial cells (not pictured). The lateral IL
socket glial cell is uniquely wrapped by an extension of the BAG neuron (inset).

Another interesting but unexplored question is
how glial cells pair with appropriate partner neurons during development. Mutations that disrupt
CEP sheath function lead to shortened sensory dendrites, indicating that neuron-glia pairing may be
required for dendrite extension.37 Additionally, the
non-canonical manner in which head sense organs
develop may provide a hint as to when pairing occurs.
The morphologies of both neurons and glial cells form
using an ‘anchor and stretch’ mechanism. Both cell
types are born near the presumptive nose tip, anchor
there, and then their cell bodies migrate posteriorly,
stretching out dendrites and glial processes behind
them as they migrate.26 This anchoring requires an

extracellular molecule, DYF-7, and dyf-7 mutant animals have shortened sensory dendrites and sheath
glial processes.26 Interestingly, in dyf-7 mutants, the
amphid sheath glial cell still ensheathes the shortened dendritic endings of the amphid neurons.26
These observations suggest that neuron-glia pairing
occurs early in embryonic development, before dendrite and process extension. Furthermore, ablations
of precursors of glial cells and neurons during development in OL/IL/CEP sense organs caused neurons
that had lost their normal glial partner to associate with different glia.43 The ability of ‘abandoned’ neurons to find new partners suggests that
neurons, glia, or components of the extracellular
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matrix (ECM) contain long-range cues that can confer specificity for cell–cell associations. However, the
factors that regulate proper neuron-glia pairing are
unknown.

Glial Function in the Mature
Nervous System
Recent studies in vertebrate and invertebrate model
systems have determined that proper glial function is
important for many aspects of nervous system activity.
Importantly, in contrast to other organisms, ablation
of glial cells in C. elegans does not result in neuron
death, providing the opportunity to study the function
of these cells without grossly disrupting the nervous
system.
Animals in which the CEP sheath glial cells are
not properly specified display defects in several CEP
neuron-regulated behaviors, including egg-laying,
feeding, and gustatory-associated learning.44,45 Similarly, animals mutant for DELM-1 and DELM-2
(degenerin-like mechanosensory linked) channels,
which are expressed in glia that associate with
mechanosensory neurons, exhibit defects in nose
touch and foraging behaviors.46 These results demonstrate that CEP sheath glial cells contribute to normal
CEP neuron function.
Likewise, animals in which the amphid sheath
glia have been ablated exhibit defects in chemotaxis
to various odorants, mediated by the AWA and AWC
neurons, and in thermotaxis, mediated by the AFD
neuron.27 The ciliary endings of these neurons are
normally embedded in pockets of the sheath glial
cell and are deformed in glia-ablated animals, which
is likely the major reason these neurons do not
function normally. However, glia-ablated animals
also exhibit defects in sensory functions mediated
by the neurons ASE, ADL, and ASH, which retain
wild-type morphology.27 These observations provide
evidence that amphid sheath glial cells can directly
affect neuron activity. In accordance with this idea,
the transcriptional profile of amphid sheath glial
cells is enriched for expression of transmembrane
proteins and secreted peptides, which could mediate
glia-to-neuron communication.27 One of these candidates is FIG-1, a secreted protein that contains thrombospondin and EGF-like domains.27 This molecule
is of particular interest because astrocytes secrete
thrombospondin to regulate synapse assembly and
function in mammals.9,10 Unlike their wild-type counterparts, amphid sensory neurons of fig-1 mutants do
not take up lipophilic dyes, a defect also observed in
glia-ablated animals.27 Similar to thrombospondin,
FIG-1 may be secreted by amphid sheath glial cells

to modulate the activity of a ‘sensory synapse’
at which amphid neurons receive input from the
environment.
In addition to modulating neuronal activity,
some C. elegans glia seem to directly respond to environmental stimuli. For example, amphid sheath glial
cells uniquely express the Degenerin/ENaC channel,
ACD-1, and animals mutant for this acid-sensitive
ion channel are defective in acid sensing.47,48 Full
restoration of acid sensation was achieved only
when acd-1 expression was specifically rescued in
amphid sheath glial cells, suggesting that sheath glial
cells contribute to this sensory modality. Furthermore, like the thermosensory AFD neuron that it
ensheathes, the amphid sheath glial cell also responds
to changes in temperature. Increasing ambient temperature results in an upregulation of the ver-1 gene
in the amphid sheath through TTX-1, an OTD/OTX
transcription factor.49 Thermosensation and ttx-1
expression were previously thought to be specific
to AFD neurons; however, amphid sheath glial cells
also express ttx-1 and respond to changes in temperature even in the absence of the AFD neuron.49
Thus, some glia may sense specific external stimuli,
including pH and temperature, and use that information to modulate the activity of their neuronal
partners, by mechanisms that could include secretion
of small peptides and regulation of the local ionic
environment.

SPECIFICATION OF GLIAL DIVERSITY
IN C. ELEGANS
Although the upstream molecular mechanisms that
regulate neuron versus glia cell fate decisions do not
appear to be shared between invertebrates and vertebrates, the few known pathways that diversify glial
fates in C. elegans are conserved in other organisms.
lin-26, a transcription factor that lacks orthologs in
higher-order organisms, is expressed broadly in developing glial cells during C. elegans embryogenesis.50
Functional studies suggest that this transcription
factor determines whether cells will become glia or
neurons, because in its absence, glial cells develop
abnormally, take on a neuronal fate, or die.50 Further
downstream, the process of glial cell subtype specification has only been characterized for developing CEP
sheath glial cells. These cells uniquely express hlh-17,
an ortholog of the oligodendrocyte marker Olig2.37
Analogous to Olig2 activation in the vertebrate neural
tube, expression of hlh-17 in CEP glia is controlled
by Pax and Nkx-like factors.37 In developing ventral
CEP sheath glial cells, VAB-3, a transcription factor
similar to vertebrate Pax6/7, regulates the expression
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Developmental time
lin-26: Neuron vs. glia decision
m/s-2/Nkx and vab-3/Pax: Glial subtype decision
h/h-17-Olig2: Terminal fate decision

FIGURE 3 | Glial development. Working model of glial subtype speciﬁcation: cells in neural lineages express the nonconserved factor, lin-26 , to
select a glial rather than neuronal fate. The CEP sheath glial subtype (green) is speciﬁed by the conserved transcription factors, mls-2/Nkx and
vab-3/Pax , whose expression starts during embryogenesis. In turn, these factors activate expression of transcription factors, such as hlh-17 , an Olig2
ortholog, that may control aspects of mature CEP sheath glial morphology or function. Presumably, similar transcription factor hierarchies specify
other glial subtypes (red, blue), but these factors remain to be identiﬁed.

of the Nkx-related protein MLS-2, and together these
factors promote the expression of hlh-17. In developing dorsal CEP sheath glial cells, VAB-3 directly
activates hlh-1737 (Figure 3). Another conserved transcription factor, alr-1, related to the homeobox factor
aristaless, is expressed in amphid socket glial cells and
is important for maintaining normal amphid sense
organ structure. In the absence of alr-1, the junctions
between amphid sheath and socket glial cells disintegrate, amphid socket morphology becomes abnormal,
and mutant animals exhibit sensory defects.51 How
other glial types are specified is not yet known, but
the process likely involves the activation of a series
of transcription factors that ‘lock in’ the fate of each
particular glial subtype.

Using C. elegans to Understand How Glial
Diversity Is Generated
Caenorhabditis elegans has proven to be a powerful genetic system for understanding how neuronal fates are specified, and these same approaches
may be readily applied to dissecting glial diversity.

Understanding how fate specification occurs hinges
on the identification of relevant cis-regulatory DNA
sequences upstream of cell-type-specific genes and the
trans-acting factors that regulate those sequences. Two
experimental approaches in C. elegans are key to
discovering these elements. First, ‘promoter-bashing’
approaches can quickly whittle away sequences to
identify the important cis-regulatory motifs. The C.
elegans genome is compact, and cis-regulatory elements that control cell-type-specific gene expression
are typically localized within a few kilobases upstream
of the coding sequence. Regulatory sequences of a
gene of interest are cloned upstream of a fluorescent reporter (i.e., promoter:GFP) to create fusion
constructs that are microinjected into the germline
and stably inherited as extrachromosomal arrays in
progeny. Transgenesis is rapid, taking less than two
weeks to go from a DNA construct to a stable transgenic strain.52 As the animals are transparent throughout life, activity of a candidate promoter can be easily assayed in whole live animals without the need
to mount, dissect, or stain them. Identification of
cis-regulatory motifs can now further be guided by a
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wealth of new genomic resources, including the modENCODE project, that have mapped out transcription
factor binding sites across the genome.53 Second, to
identify trans-acting factors, forward genetic screens
are readily used to identify factors whose disruption results in loss of cell-type-specific promoter:GFP
expression. Such a screen may be performed by systematic genome-wide RNAi or by random chemical
mutagenesis. In a typical chemical mutagenesis strategy, animals are screened under a fluorescent dissecting microscope, typically at a rate of 5–10 animals
per minute, for loss of cell-type-specific GFP expression. Each animal carries an average of five homozygous disruptive mutations, for an overall screening
rate of 25–50 mutations per minute, or about 2000
mutations per hour. Thus, in only 10 h of screening
time, an average of one disruptive mutation in each
of the ∼20,000 genes may be examined. With the
advent of whole-genome sequencing, interesting mutations may be mapped and cloned in a single step in a
matter of weeks, at a current cost of about $500 per
mutant.52

These unbiased approaches have been used
extensively to dissect the basis of neuronal diversity
in C. elegans. They have led to the prevailing ‘terminal selector’ model for neuronal fate specification,
in which many transient inputs coalesce to activate
unique cell-type-specific master regulators or ‘terminal
selectors’ that then activate batteries of genes specific
to a given neuron type.54 Closely related to this model
is the observation of hierarchical ‘tiers’ of neuronal
fates, in which increasingly specific fates are layered
on top of a broad class type (i.e., neuron > sensory
neuron > amphid neuron > ASE neuron).55 An important major question is whether this paradigm holds
for glial fate specification in C. elegans and in
mammals.
The diversity of glial cell types found in the
nematode nervous system, the ability to specifically
mark these glial subtypes with promoter:GFP fusions,
and emerging studies that show conservation of
important glial factors to vertebrate orthologs make
C. elegans a powerful system for elucidating how
the morphological and molecular diversity of glia is
generated.
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