Int. J. Dev. Biol. 61: 205-213 (2017)
doi: 10.1387/ijdb.160453ka
www.intjdevbiol.com

Single cell analysis of the inner ear sensory organs
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ABSTRACT The inner ear is composed of a complex mixture of cells, which together allow organisms to hear and maintain balance. The cells in the inner ear, which undergo an extraordinary
process of development, have only recently begun to be studied on an individual level. As it has
recently become clear that individual cells, previously considered to be of uniform character, may
differ dramatically from each other, the need to study cell-to-cell variation, along with distinct
transcriptional and regulatory signatures, has taken hold in the scientific community. In conjunction with high-throughput technologies, attempts are underway to dissect the inter- and intracellular variability of different cell types and developmental states of the inner ear from a novel
perspective. Single cell analysis of the inner ear sensory organs holds the promise of providing a
significant boost in building an omics network that translates into a comprehensive understanding of the mechanisms of hearing and balance. These networks may uncover critical elements for
trans-differentiation, regeneration and/or reprogramming, providing entry points for therapeutics
of deafness and vestibular pathologies.
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Introduction
The vertebrate inner ear provides sensory information about
sound, motion, equilibrium and spatial orientation. These critical
capabilities are mediated by sensory epithelial organs found in
the inner ear (Fig. 1). Balance and perception of vertical location
is mediated by five sensory patches in the vestibular portion of
the inner ear, while sound is received in the cochlear portion of
the inner ear by a single sensory patch named the organ of Corti.
Both types of sensory patches present a very small, but highly
complex tissue, composed of a mixed population of cells, developed and arranged in strict precision to allow the entire organ to
function properly. The loss of either results in a malfunctioning of
the sensory organs and compromises the relevant sense. Of these
specialized cell types, the mechanosensory hair cell is responsible
for translating small movements or changes in pressure waves to
an electrical signal sent to the brain and perceived as sound, or
either angular or linear acceleration (Groves and Fekete, 2012).
The entire inner ear originates out of one of the cranial placodes, giving rise to most of the craniofacial sensory organs. The
development of each placode is orchestrated by temporal and
spatial gradually occurring signals, leading to placode identity and

morphogenesis, and maintaining a balance between essential
progenitor cells embedded in the tissue, lineage restriction and
final differentiation of cell types (Lleras-Forero and Streit, 2012;
Schlosser, 2010). The otic placode develops into a multi-sensory
inner ear. Once a bifurcation event distinguishes the otic placode
from the rest of the pre-placodal domain, a hollow sphere morphology
is formed, and from that point onwards the otocyst develops into
a functional inner ear. This process is dependent on the location
along three axes of the sphere, finally establishing sensory and
non-sensory structures in their strictly defined locations and relative
positioning to one another (Kelley, 2006). Although major efforts
have been made in characterizing the molecular mechanisms and
regulatory genetic networks governing the development and function
of the inner ear sensory organs, our knowledge is just coming of
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age (Kelley, 2006b; Scheffer et al., 2015;
Shen et al., 2015). In recent years, our
understanding of genetic modules and
key regulators of mechanosensory organ
formation has increased through the use of
high-throughput next-generation sequencing (NGS) and ultra-sensitive and low-input
methodologies, together with bioinformatic
computational advances.
As with other organogenesis processes
in the body of a multicellular organism, the
development of the inner ear is governed
by a complex pattern of gene expression
and non-coding regulatory elements. The
development of the inner ear described
above, with an emphasis on the complexity
of functional inner ear sensory epithelia,
has a very strict temporal and spatial regulation. As a result, the inner ear sensory
organs are one of the most fascinating
cellular structures among vertebrates
amenable for single cell transcriptomic
and epigenomic studies.
The next phase in the world of molecular
genetics, after the boost in high-throughput
NGS, has been the rise of single cell
analysis. Although NGS has revolution- Fig. 1. Schematic illustration and immunofluorescence of the inner ear, demonstrating the cells
that may be analyzed on a single cell level. The sensory epithelium of the cochlea is composed of
ized the fields of genetic and epigenetic
one row of inner hair cells and three rows of outer hair cells, the sensory cells of the inner ear, and
research, each analysis required a pool of supporting cells. Adapted from (Dror and Avraham, 2009). Whole-mount cochlear preparations derived
many cells, yielding a result representing from newborn mice labeled with antibodies. Myosin VI labels the cytoplasm of the inner and outer hair
the average of a cell population (Fig. 2). cells, NF200 labels the neurofilaments and phalloidin labels the actin-filled stereocilia (for experimental
Today, many high-throughput applications details, see Elkan-Miller et al., 2011).
are also available to the general research
community at the single cell level (Cusanovich et al., 2015; Jin et
at a resolution only dreamt of just a few years ago (Burns et al.,
al., 2015; Klein et al., 2015; Macosko et al., 2015; Nagano et al.,
2015; Ealy et al., 2016; Schultze and Beyer, 2016; Zeisel et al.,
2013; Rotem et al., 2015; Saliba et al., 2014; Smallwood and Ren,
2015). Using the whole organ or even a selected cell population,
2013). The analysis of single cell genomic and epigenomic features
sorted by a single marker to analyze the cell type-specific genetic
of the inner ear has the potential to change our entire perspective
regulatory network, yields an average transcriptomic and epigenetic
of its development known to date. Mapping the cell-to-cell variability
profile that misses out on a subpopulation of cells. Transcriptional
and sorting out rare cellular populations and sub-populations will
data derived from these critical cells is often lost as a result of
reveal novel cell lineage substructures. High resolution cell-to-cell
averaging (Fig. 2). Single cell analysis of these same cellular
variability advances our understanding of external and internal
populations, classically defined as a uniform cell type, revealed the
cellular processes and their effects on both transcriptome, epigcell-to-cell heterogeneity that could not be resolved as technical
enome and the phenotype, all of which were not possible prior to
variation in all examined profiles. As single cell analysis is rapidly
the resolution enabled today by various high-throughput single
becoming embedded in various research niches in molecular bicell applications. We will attempt to summarize the state-of-the-art
ology, it is becoming clear that the cell-to-cell variations hold the
research in single cell analysis, provide a summary of the work
key for discovery of new intermediate developmental stages or
performed to date in the inner ear field, and present further single
tissue-embedded progenitor cells that have not been previously
cell analysis methodologies to be adopted for inner ear research.
characterized. The uniform definition of cell types is thus being
replaced with a variable repertoire by redefining sub-populations
Single cell analysis
and earlier developmental progenitor cells.
One such example of a complex tissue with a wide spectrum of
Single cell analysis, at the level of epigenetic regulation, trancells is the brain. The brain is comprised of an extremely diverse
scriptome or protein translation dynamics, has led to a paradigm
population of specialized cell types responsible for, but not limited
shift in the definition of regulatory and genetic plans of each cell
to, memory, sensorimotor functionality and interpersonal behavior.
type. Specifically, how a unique and highly specialized cell type
Annotating different cellular classes and subclasses is crucial to
is defined is being addressed anew. Using single cell analysis,
understand how specialized cell populations and cellular niches in
scientists have begun to reformat cellular lineages by mapping
a large organ structure perform various tasks. Single cell analysis
cell-to-cell variation at all levels of regulation and gene expression
has facilitated the highest resolution possible, enabling the focus
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on cell-to-cell variation even in a complex tissue such as the brain.
Cell type classification was performed in the mouse cerebral
cortex by single cell RNA sequencing (scRNA-Seq) of 3005 cells
from two defined regions of the brain (Zeisel et al., 2015) (Fig. 2).
The scRNA-Seq output was coupled with the physical cell information using a BiClustering strategy, which led to the division of the
transcriptomes into nine major classes of the somatosensory S1
cortex, each correlating to specific markers known to play a role in
cell type function. The resolution of information and intra-class variability allowed the investigators to repeat the BiClustering analysis
within each of the nine classes, further enabling classification of
47 subclasses distributed among the more classic cell clusters.
This division was not random and was detected in multiple mice,
which might hint of an evolutionary force in play to keep intra-cell
class diversity. In addition, specific subclasses were associated
with a set of individual transcription factors or whole genetic mod-

ules, providing both regulatory and molecular explanations about
subclass cell type functional specialization.
In the realm of another widely explored and well characterized
cellular population, bone marrow and differentiated red and white
blood cells, single cell analysis has broken down boundaries of
known cell types by elucidating distinct cell-to-cell variation associated with differences in cell type and subtype function. Single cell
transcriptomics, rather than biased cell surface marker methodology,
has expanded the resolution of the myeloid differentiation tree to
reveal new subgroups of progenitors (Paul et al., 2015). Furthermore, the single cell transcriptome profiles indicate transcriptional
priming towards a target cell fate. The key to their work was the
combination of Massively Parallel RNA-Seq (MARS-Seq) and
information derived from different methods such as fluorescenceactivated cell sorting (FACS) on the cell surface markers of the
analyzed cells, histone profiles, functional analysis and perturba-

Fig. 2. Methods for single cell analysis
includes separation of single cells and
subsequent processing. A complex cellular
population may be separated into single
cells for transcriptomics and epigenomics
by microdissection or FACS, microfluidics or
droplet encapsulation, as described in more
detail in the text. These same cells may be
viewed from a spatial perspective by FISH or
spatial transcriptomics, which may then be
combined to achieve coupling of the single
cell with spatial orientation. Adapted from
(Clark et al., 2016; Kolodziejczyk et al., 2015).
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tion experiments (Fig. 2). The investigative depth of the single cell
analysis performed allowed them to recapitulate a cluster-specific
gene-regulatory network (GRN). The high resolution transcriptome
and formation of cluster-specific GRNs revealed that the multiple
primed cell state, traditionally thought to explain early lineage bifurcation events (Miyamoto et al., 2002), are either extraordinarily
rare or exist in a highly transient manner (Paul et al., 2015).

The inner ear: towards the single cell
The inner ear sensory epithelia, containing mechanosensory
hair cells, enable two very distinct functions, namely hearing and
balance (Fig. 1). Both the cochlear and vestibular sensory organs
rely on the hair cells to execute these functions. Aside from the
functional variability and crude transcriptome variance between
cochlear and vestibular hair cells (Elkan-Miller et al., 2011; Rudnicki
et al., 2014; Scheffer et al., 2015; Shen et al., 2015), there is a
lack of high-resolution differential data on the finite transcriptome
and regulatory differences between the specialized cell types of
the inner ear sensory organs. Moreover, we lack information on
the intra-cochlear or intra-vestibular cellular variability explaining,
for example, perception of gradual frequencies of sound waves
along the organ of Corti and the different tasks of the vestibular
organs, respectively. The recent years has seen the beginning of
single cell analysis in these sensory organs.
The early developmental stages of the inner ear sensory organ
were recently addressed using a single cell analysis technique,
allowing the researchers to distinguish primary tissue that later
became the sensory organ of the inner ear from other cranial
placode sensory organs and other neuroectoderm tissues (Durruthy-Durruthy et al., 2014; Durruthy-Durruthy and Heller, 2015).
They used highly parallel quantitative real-time PCR (qRT-PCR)
of 382 single cells to reconstruct the developing mouse otocyst
and early neuroblast lineages. They focused on 96 genes (92
otic markers and four control genes), which was the basis for
multivariant analysis and clustering of cells according to common
gene expression profiles. A reporter transgene mouse was used,
Pax2Cre/-;Gt(ROSA26)SortdTomato,mEGFP, to initially separate between
Pax2-driven EGFP expressing cells to obtain a purified otocyst and
delaminating neuroblast cells versus non-otic surrounding cells in
the embryonic day (E)10.5 developing mouse embryo (Hartman et
al., 2015) . The use of two independent unbiased grouping algorithms
resulted in two main groups, otocysts and neuroblasts, which in
turn were subdivided into six clusters with distinct transcriptional
profiles achieved by the BiClustering method (Durruthy-Durruthy
and Heller, 2015). Although the investigators very adequately were
able to show the clustering of distinct expression profiles of the
neuroblast versus the otocyst, they did not provide any distinct
relationship in the context of developmental processes. Despite
lacking temporal or spatial information to understand the lineage
tracing of the cells, the authors presented an idea of using a phase
similarity network in order to transform the single time point data
into a dynamic network, with the assumption that the spectrum
of cellular clusters represents an earlier, progenitor cell type at
one end, and at the other end, a more differentiated one. Careful
analysis resulted in the separation of early and late neuroblast
cells found in an intermediate state. Finally, they constructed a 3D
sphere model for the otocyst, based on differential expression of
genes associated with the three main body axes – dorsal/ventral,

medial/lateral and posterior/anterior (Durruthy-Durruthy et al.,
2015). This 3D model, empowered by expression data, provided
an opportunity for presenting signaling pathways and morphogen
gradual influences on the developing otocyst.
To understand otic lineage key regulators, a direct approach
was taken by analyzing otic sensory lineage populations from
the microdissected E10.5 otic vesicle and post-natal day (P)3
cochlear and supporting cells (Hartman et al., 2015). Although the
RNA microarray approach resulted in a lower resolution, this work
provided a strong basis for future experiments based on highly
parallel single cell qRT-PCR or scRNA-Seq.
The conclusions and robustness of previously described tools
(Durruthy-Durruthy et al., 2014; Durruthy-Durruthy et al., 2015;
Durruthy-Durruthy and Heller, 2015; Hartman et al., 2015; Ronaghi
et al., 2014) was used to explore various new aspects of the organ
of Corti’s cellular population. A subset of 192 genes were examined
from a series of 960 sorted single cells that represented the nine
predefined cell types of the medial to lateral axis (Waldhaus et al.,
2015). Aside from enhancing the conclusions of previous works
and elaborating the single cell transcriptomic dataset for the organ
of Corti, they managed to present new insights about molecular
mechanisms, leading the way to a deeper understanding of in vivo
directed reprogramming, or regeneration, of cells in the organ of
Corti, mostly by utilizing resident supporting cells and their transdifferentiation potential. The guiding concept was to track highly
differentially expressed genes between inner and outer pillar cells
of the apical region, given that inner pillar cells, as opposed to outer
pillar cells, present with a regenerative feature (Cox et al., 2014;
Li et al., 2015; Liu et al., 2014; White et al., 2006). This analysis
revealed a primed cellular state in the inner pillar cells, presenting
the canonical Wnt pathway with lower Notch effectors. Another key
insight of their analysis was the single cell resolution to differentiate
between hair cells on the apical-basal axis to underlying emerging
tonotopy. They identified a subset of genes associated with hair cell
maturation, which present a gradient in their expression between
the analyzed apex, middle and base section of the organ of Corti.

Coupling the single cell with spatial orientation
To date, single cell analysis research in the inner ear field has not
integrated the differential expression of genes with high-resolution
spatial orientation. There are currently an assortment of published
techniques offering parallel or sequential analysis of both the transcriptome and the morphological and spatial characteristics of the
cells, such as fluorescent in situ RNA sequencing (FISSEQ) (Lee
et al., 2014; Lee et al., 2015), in situ sequencing for RNA analysis
by sequential hybridization (Ke et al., 2013; Lubeck et al., 2014),
and Multiplexed Error-Robust FISH (MERFISH) (Shalek and Satija,
2015) (Fig. 2). These techniques provide spatial information on
every cell analyzed, while allowing for a single cell view of hundreds
of RNA molecules to a single molecule level. These techniques
still lack the high-throughput aspects of scRNA-Seq, and instead,
work with a predesigned set of gene probes.
This issue was addressed in a recent work describing “spatial
transcriptomics”, which provides spatial information by tagging cellspecific transcriptomics from tissue sections (Ståhl et al., 2016).
This method is based on introducing molecular barcodes into the
synthesized cDNA captured over a dense barcoded oligo-dT array,
followed by detaching the tissue, but not before capturing an image
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of the hematoxylin and eosin (H&E)-stained tissue structure over
the array. The barcodes are used to carry the information regarding the cells’ tissue localization, tagging the specific transcriptome
dataset and allowing the analysis of expression in the context of
the intact tissue structure. Captured RNA goes through T7-based
in vitro transcription (IVT) for pre-amplification, which later is used
as input for RNA-Seq. The authors were able to demonstrate that
95% of the genes found in the bulk cell suspension-based RNA-Seq
were found annotated by the “spatial transcriptome” methodology,
spanning even low expressing mRNAs. This method was shown
to be relevant for human breast cancer and mouse olfactory bulb
tissue sections, both exhibiting distinct morphological structures.
As a result, we predict that this method will offer a solution for
coupling the single cell transcriptome and its spatial context for
the organ of Corti.
Other solutions may be found in the computational realm, combining previously derived data such as in situ hybridization with
newly produced unbiased scRNA-Seq, as demonstrated in the
brain of marine segmented worms (Achim et al., 2015).

Re-thinking tissue developmental lineages
The paradigm shift in the question “what is a cell type?” is not
the only one the single cell revolution is responsible for. Unraveling cellular heterogeneity on a single cell level also resulted in
re-thinking the tissue formation and cell differentiation processes.
Cellular lineage studies and genetic programming, explaining
cell type commitment, have been studied extensively throughout
the years in heart (Bruneau, 2013), liver (Si-Tayeb et al., 2010),
lung epithelium (Roos et al., 2012) and the hematopoietic system
(Seita and Weissman, 2010), resulting in very detailed differentiation schemes and cellular lineage trees. The resulting genetic
programs and fate maps of cell lineages have advanced the fields
of in vitro-directed differentiation of embryonic stem cells (ESC)
and Induced pluripotent stem cells (iPSC) to enable regenerative
medicine (Atala, 2015; Azadeh et al., 2016; Costa et al., 2015;
Jessop et al., 2016; Sasai, 2013; Wobma and Vunjak-Novakovic,
2016; Wu and Hochedlinger, 2011).
The next phase of dissecting cellular lineages has come from
high-resolution “omics” data, provided from Multiplexed Parallel
qRT-PCR, scRNA-Seq and other types of single cell analysis. More
samples for each time point, smaller interval time points for testing
differentiation processes, coupled with the single cell perspective,
has resulted in higher resolution data and a finer mapping of the
developmental processes comprising the tissue lineage tree and
cell type commitment drivers and regulators. The critical question
today is not necessarily the single bifurcation-type chain of events
from ESC to committed early progenitors, but rather the control
of gradual, almost continual progression of the multipotent cells
through various progenitors along their distinct lineages until the
formation of the fully functional complex tissue. The lineage trees
produced using the high-resolution single cell data are broader,
with more branching out from the early trunk to the treetop.
One of the major advantages of the higher resolution single cell
data output is the release from the need for a priori knowledge
of stage-specific cell characteristics. As a result, asynchronous
cell populations can be separated based on the cluster analysis
of single transcriptomes, without the bias of pre-selecting the
cell with known cell surface markers. An example is presented

in a single cell transcriptomic analysis on 198 cells, representing
four time points along the formation of the distal lung epithelium
(Treutlein et al., 2014). The initial sampling of cells and clustering
was not based on a priori knowledge of cell type specific markers.
Their approach rectified the previously known classical model for
distal lung epithelium development, with the higher resolution data
of single cells resulting in the discovery of previously unknown
developmental states and cell types embedded into the classical
model. Their database allowed them to go one step further and
analyze the significance of genes’ co-expression within a cluster
and annotate the function of any specific cell cluster/cell type,
based on its genetic module expression profile. Closing the circle
on the traditional mode of cell type specific exploration, scRNA-Seq
yielded many new cell type specific markers, offering a refinement
of separation between closely related cell types, and provided the
basis for a more precise work to identify intermediate states in the
hierarchy by massively multiplexed single cell qRT-PCR.
Single cell analysis has guided much of the recent work in recharting the blueprint of embryogenesis in mice and humans, on
the levels of both the transcriptome and epigenome (Blakeley et al.,
2015; Klein et al., 2015; Tang et al., 2010). The single cell analysis
of stem cells and the genomic dynamic during bifurcation events
opened a window into the role of heterogeneity of extracellular
stimuli response of stem cells and later progenitor line as a major
part of the multicellular organism embryogenesis and organogenesis
(Junker and van Oudenaarden, 2015; Klein et al., 2015; Semrau
et al., 2015; Semrau and van Oudenaarden, 2015).
The efforts to define pluripotent cell differentiation into a functional organ of Corti have not yet utilized unbiased RNA-Seq. The
developmental trajectory of the human otic lineage was delineated
using an in vitro model in order to refine stem cell guidance protocols
(Fritzsch et al., 2015; Kelley, 2007; Koehler et al., 2013; Koehler
and Hashino, 2014; Li et al., 2016). These efforts are part of a cellular and regenerative therapy approach for hearing impairment.
A set of 90 pre-selected genes, measured by multiparallel qRTPCR, facilitated the discrimination between early Non-Neuronal
Ectoderm (NNE), Pre-Placodal Ectoderm (PPE) and the anterior
and posterior cranial placodes, the latter yielding the otic placode
(Ealy et al., 2016). Using the Monocle algorithm (Trapnell et al.,
2014), the single cell transcription profiles were ordered on a
pseudo-temporal trajectory, mimicking the differentiation process
in order to explain the dynamic changes during in vitro differentiation. The same was done using both the human ESCs (hESCs)
H9 cell line and an iPSC line. The data derived from these cells
was compared to the relevant E10.5 naïve otocysts from a mouse
model. A comparison of 23 genes showed that both cell lines, after
12 days of in vitro differentiation, were closely related to the naïve
mouse otocyst. The authors propose that the results demonstrated
the value of using single-cell gene expression analysis to provide
the key variables that might be introduced into cell cultures to
obtain a desired cell lineage.
Although highly innovative, the in vitro micro-environment of
cultured cells likely lack inter-cellular signaling and morphogens
that drive the formation of the otic lineage. To overcome this issue,
subsequent work has been performed directly on neonatal inner
ears. A P1 mouse expressing Lfng-driven GFP and Gfi1 Credriven dTomato fluorescent markers was used to separate utricle
and cochlear supporting cells and hair cells from the rest of the
inner ear tissue (Burns et al., 2015). scRNA-Seq of the marker-
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based separated cells and subsequent clustering and analysis
of the transcriptomes on a pseudo temporal trajectory led to the
identification of a novel pro-sensory domain at the edge of the
cochlear sensory epithelium, where cells are still in a transitional
phase at P1, poised for either sensory or non-sensory fate. The
conventional notion of the development of the sensory epithelium
and fate mapping of sensory hair cells versus non-sensory supporting cells was previously based on bulk RNA-Seq transcriptomes
and missed this unique small, but very important, subpopulation.
Another major change to the known inner ear lineage tree was the
re-organization of the vestibular and cochlear branches compared
with one another. The difference between sensory and non-sensory
cell types was now shown to be much larger than the difference in
the genetic program of sensory hair cells of the utricle and cochlea,
bringing a portion of the vestibular and cochlear branches closer
together transcriptionally than previously considered.

Re-inventing time to explain the inner ear developmental
trajectory
The high-resolution transcriptome output of single cell analysis, particularly scRNA-Seq, enables the analysis of cells from
the developing tissue as if it was a snapshot of a linear, ongoing
process, which is inherently asynchronous. If we define the developing tissue’s various cells, of all characteristics, as intermediate
waypoints on a trajectory towards a stable and finally differentiated
cell type, than each snapshot of cells we took as input of scRNASeq, include transcriptomic profiles from various points on the
predefined trajectory. This methodology is named “pseudotemporal”
ordering, whereby the transcriptomes of single cells are ordered
along a synthetic temporal axis aligned with the biological process
trajectory vector (Reid and Wernisch, 2016). The biological process
might be the differentiation and/or branching of multiple cell fates
stemming from a unique progenitor cell, or the gradual response for
an extracellular stimulus or morphogen. The pseudo-time method
was already in wide use when microarray usage was prevalent
(Magwene et al., 2003), Coupling the pseudo-time method with
NGS examines the entire transcriptome instead of a subset of
genes, allowing for higher resolution and sensitivity for mapping
complex processes.
The issue of asynchronicity of the genetic plan and transcriptomes of similar cellular states became more relevant in the age
of multi-parallel qRT-PCR and scRNA-Seq, as the amount of
data and resolution increased. There are several freely available
in silico toolkits developed to enable technologies to adapt to
high-resolution data, such as Monocle (Trapnell et al., 2014). This
tool was used in the inner ear field to define the trajectory as the
gradual differentiation process from pluripotent hESC towards the
otic placode (Ealy et al., 2016). Utilizing pseudotemporal analysis
enables handling of cell-to-cell heterogeneity and translation of this
information to developmental dynamics of organs, tissue and adult
stem cell populations. Both are the major challenges of classical
experimental designs of an averaged population of cells, as adult
stem cells are a minority inside complex and heterogenic tissue.
Another widely used toolkit has been developed, named ‘Waterfall’, for use on single-cell transcriptomes of the adult hippocampal
quiescent neural stem cells (qNSC) to elucidate the key factors
underlying the qNSC activation and eventually neurogenesis (Shin
et al., 2015). Tools for Single Cell Analysis (TSCAN), another

more advanced tool available for pseudo-time reconstruction, took
several lessons learned from previously available tools described
above, and tried to make the process more accessible to user’s
by first transferring to a GUI-based working environment instead
of a command line-based one, reducing the cellular lineage tree
complexity by various means (Ji and Ji, 2016).
Given the high heterogeneity of single cells, previously considered a uniform population, it is not feasible to set the number of
cells needed to be sampled and analyzed in order to fully characterize all of the tissue’s cellular populations and sub-population
at a reliable resolution. Sampling of an increased number of cells
leading to higher resolution of lineage decomposition is possible;
however, sequencing depth for each transcriptome is compromised
with current technologies. If standard depth is kept with a larger
sample number to cover as many of the cells of a given tissue,
the costs become unreasonable. However, lowering the depth for
each cell to as low as 50,000 reads may still enable clustering of
unique cell types, for example, as was done for primary neural
cells in order to discover new candidate biomarkers in the developing cortex (Pollen et al., 2014). Novel methods allowing for the
manipulation of single cells in nanoliter volume droplets such as
inDrop (Klein et al., 2015) and Drop-Seq (Macosko et al., 2015) will
likely increase the throughput and lower the cost, allowing more
single transcriptomes representing more cells of solid tissues to
be examined, without compromising the read depth.
Despite the progress described above, a true measure for
evaluating and comparing the different tools and algorithms for
pseudo-time reconstruction is still elusive. The single cell omics
research community aims to provide a holistic pipeline to resolve
various biological processes, from single cell omic analysis, which
could be highly beneficial for studying inner ear sensory organ
development towards understanding trans-differentiation and
regeneration in the inner ear.

The single transcriptome and the single epigenome
During the lifespan of the adult specialized cell, gene expression is regulated in part by epigenetic modifications such as DNA
methylation, nucleosome occupancy, histone post translational
modifications (PTMs), and chromatin structure, all of which have
been in the spotlight in recent years and the driving force behind
the formation of major research consortiums (Bernstein et al.,
2010; Kundaje et al., 2015; Neph et al., 2012; Xie et al., 2013; Yue
et al., 2014). As for transcriptomics, the next leap of epigenomic
research is in the realm of single cell analysis. It is expected that
if the downstream level of RNA transcription is highly variable and
dynamic on a cell-to-cell comparison, the level of regulation of the
transcription process should exhibit a level of variability as well,
allowing for fine tuning of transcriptomes. Studying epigenomics at
a single cell level could reveal subtle dynamics, completely missed
in bulk analysis (Macaulay and Voet, 2014). During the last two
years, single cell epigenetic technologies have appeared such as
single-cell DNA methylation (Farlik et al., 2015; Guo et al., 2013;
Smallwood et al., 2014), scChIP-Seq (Cusanovich et al., 2015; Jin
et al., 2015; Klein et al., 2015; Macosko et al., 2015; Nagano et
al., 2013; Rotem et al., 2015; Saliba et al., 2014; Smallwood and
Ren, 2013), and nucleosome accessibility assays such as scDNasISeq (Jin et al., 2015) or scATAC-Seq (Buenrostro et al., 2015).
Mapping long distance chromatin conformation by resolving the
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Fig. 3. The current and future state of single cell analysis in the mammalian inner ear. scRNA-Seq has been used for averaged gene expression
profiles in inner ear research, providing data regarding gene expression and gene silencing for a subset of genes. As separation techniques improve for
the organ of Corti and other portions of the inner ear, a more robust separation of the sensory inner (IHC) and outer hair cells (OHC) and non-sensory
supporting cells, including pillar cells (PC), Deiters’ cells (DC) and inner phalangeal cells (PhC), may be made. The cell-specific genetic features will
define which genes are expressed and which are silenced during different stages of development, and increase our knowledge regarding cellular function and mechanisms.

cis- and trans-regulatory interactions that take part in the genome
(Libbrecht et al., 2015; Rao et al., 2014) also moved toward single
cell analysis with single cell HiC (Nagano et al., 2013; Nagano et
al., 2015). The strength of these techniques lies in the multiparameter analysis of a single cell, directly correlating subtle changes
in the regulatory epigenome and the resultant transcriptome for a
specialized cellular phenotype.
This effort is still an emerging one, demonstrated by pioneering
work connecting cell-to-cell variability of both the gene expression
profile and the coupled epigenome by sequencing the transcriptome
and methylome of the same single cell (Angermueller et al., 2016;
Hou et al., 2016). This work led to the conclusion that epigenetic
heterogeneity is the key switch component in the fluctuating
pluripotency of serum ESCs. Based on this work, it is logical to
conclude that other tissue types, such as the highly complex inner
ear sensory epithelium, with features of differentiation, development and maturation to achieve function, is governed by cell-to-cell
variability of the transcriptome, epigenome and its phenotype.

field will come from making a transition from a pre-selected group
of genes to performing robust scRNA-Seq to map out the entire
transcriptome. Future experimental designs should focus on two
main points: scRNA-Seq and a priori knowledge on the cell that
includes spatial localization in the tissue, cell surface markers and/
or reporter gene models. Examining transcriptomes of single cells
of the inner ear sensory organs, instead of averaged gene expression profiles, will reveal cell-specific genetic features important for
specific cellular functions and driving forces for organogenesis (Fig.
3). Similar strategies, as presented in this review on non-inner ear
cells, can be pursued in virtually any inner ear cell type, bridging
cell-to-cell transcriptome variability to function. Moreover, these
strategies may be used to fully characterize the set of developing
cell types comprising the inner ear sensory organs’ lineage hierarchy. Understanding the finite differences and dynamic changes
among the cells of the inner ear present the greatest promise for
regenerative therapy, as it will enable reconstruction of the cell
lineage roadmap of the auditory and vestibular systems.

Conclusions

Acknowledgements
Research in the Avraham laboratory is supported by the Israel Science
Foundation grant No. 2033/16, United States-Israel Binational Science
Foundation grant No. 2013027, the National Institutes of Health/NIDCD

Despite some progress in single cell analysis of cell-to-cell
variation in the inner ear in recent years, major progress in the

212

O. Yizhar-Barnea and K.B. Avraham

R01DC011835, and I-CORE Gene Regulation in Complex Human Disease
Grant No. 41/11. We thank Shaked Shivatzki for the immunofluorescent
images.

References
ACHIM K, PETTIT J-B, SARAIVA L, GAVRIOUCHKINA D, LARSSON T, ARENDT
D, MARIONI J (2015). High-throughput spatial mapping of single-cell RNA-seq
data to tissue of origin. Nat Biotech 33: 503–509.
ANGERMUELLER C, CLARK SJ, LEE HJ, MACAULAY IC, TENG MJ, HU TX,
KRUEGER F, SMALLWOOD SAA, PONTING CP, VOET T, KELSEY G, STEGLE
O, REIK W (2016). Parallel single-cell sequencing links transcriptional and epigenetic heterogeneity. Nat Methods 13: 229–232.

a spiral ganglion and an organ of Corti out of unspecified ectoderm. Cell Tissue
Res 361: 7–24.
GROVES AK, FEKETE DM (2012). Shaping sound in space: the regulation of inner
ear patterning. Development 139: 245–257.
GUO H, ZHU P, WU X, LI X, WEN L, TANG F (2013). Single-cell methylome landscapes of mouse embryonic stem cells and early embryos analyzed using reduced
representation bisulfite sequencing. Genome Res 23: 2126–2135.
HARTMAN B, DURRUTHY-DURRUTHY R, LASKE R, LOSORELLI S, HELLER S
(2015). Identification and characterization of mouse otic sensory lineage genes.
Front Cell Neurosci 9: 79.
HOU Y, GUO H, CAO C, LI X, HU B, ZHU P, WU X, WEN L, TANG F, HUANG Y,
PENG J (2016). Single-cell triple omics sequencing reveals genetic, epigenetic, and
transcriptomic heterogeneity in hepatocellular carcinomas. Cell Res 26: 304–319.

ATALA A (2015). Human stem cell-derived retinal cells for macular diseases. Lancet
385: 487–488.

JESSOP Z, AL-SABAH A, FRANCIS W, WHITAKER I (2016). Transforming healthcare
through regenerative medicine. BMC Med 14: 115.

AZADEH J, SONG Z, LAUREANO A, TORO-RAMOS A, KWAN K (2016). Initiating
differentiation in immortalized multipotent otic progenitor cells. J Vis Exp (107)
doi: 10.3791/53692.

JI Z, JI H (2016). TSCAN: Pseudo-time reconstruction and evaluation in single-cell
RNA-seq analysis. Nucleic Acids Res 44: e117.

BERNSTEIN B, STAMATOYANNOPOULOS J, COSTELLO J, REN B, MILOSAVLJEVIC A, MEISSNER A, KELLIS M, MARRA M, BEAUDET A, ECKER J,
FARNHAM P, HIRST M, LANDER E, MIKKELSEN T, THOMSON J (2010). The
NIH Roadmap epigenomics mapping consortium. Nat Biotech 28: 1045–1048.
BLAKELEY P, FOGARTY N, VALLE I, WAMAITHA S, HU T, ELDER K, SNELL P,
CHRISTIE L, ROBSON P, NIAKAN K (2015). Defining the three cell lineages of
the human blastocyst by single-cell RNA-seq. Development 142: 3613.
BRUNEAU B (2013). Signaling and transcriptional networks in heart development
and regeneration. Cold Spring Harb Perspect Biol 5: a008292.
BUENROSTRO J, WU B, LITZENBURGER U, RUFF D, GONZALES M, SNYDER
M, CHANG H, GREENLEAF W (2015). Single-cell chromatin accessibility reveals
principles of regulatory variation. Nature 523: 486–490.
BURNS J, KELLY M, HOA M, MORELL R, KELLEY M (2015). Single-cell RNA-Seq
resolves cellular complexity in sensory organs from the neonatal inner ear. Nat
Commun 6: 8557.
CLARK S, LEE H, SMALLWOOD S, KELSEY G, REIK W (2016). Single-cell epigenomics: powerful new methods for understanding gene regulation and cell identity.
Genome Biol 17: 1–10.
COSTA A, SANCHEZ-GUARDADO L, JUNIAT S, GALE J, DAUDET N, HENRIQUE D
(2015). Generation of sensory hair cells by genetic programming with a combination of transcription factors. Development 142: 1948–1959.
COX B, DEARMAN J, BRANCHECK J, ZINDY F, ROUSSEL M, ZUO J (2014).
Generation of Atoh1-rtTA transgenic mice: a tool for inducible gene expression
in hair cells of the inner ear. Sci Rep 4: 6885.
CUSANOVICH DA, DAZA R, ADEY A, PLINER HA, CHRISTIANSEN L, GUNDERSON
KL, STEEMERS FJ, TRAPNELL C, SHENDURE J (2015). Multiplex single cell
profiling of chromatin accessibility by combinatorial cellular indexing. Science
348: 910–914.
DURRUTHY-DURRUTHY R, GOTTLIEB A, HARTMAN B, WALDHAUS J, LASKE R,
ALTMAN R, HELLER S (2014). Reconstruction of the mouse otocyst and early
neuroblast lineage at single-cell resolution. Cell 157: 964–978.
DURRUTHY-DURRUTHY R, GOTTLIEB A, HELLER S (2015). 3D computational
reconstruction of tissues with hollow spherical morphologies using single-cell
gene expression data. Nat Protoc 10: 459–474.
DURRUTHY-DURRUTHY R, HELLER S (2015). Applications for single cell trajectory
analysis in inner ear development and regeneration. Cell Tissue Res 361: 49–57.

JIN W, TANG Q, WAN M, CUI K, ZHANG Y, REN G, NI B, SKLAR J, PRZYTYCKA
T, CHILDS R, LEVENS D, ZHAO K (2015). Genome-wide detection of DNase I
hypersensitive sites in single cells and FFPE tissue samples. Nature 528: 142–6.
JUNKER J, VAN OUDENAARDEN A (2015). Single-cell transcriptomics enters the
age of mass production. Mol Cell 58: 563–564.
KE R, MIGNARDI M, PACUREANU A, SVEDLUND J, BOTLING J, WÄHLBY C,
NILSSON M (2013). In situ sequencing for RNA analysis in preserved tissue and
cells. Nat Methods 10: 857–860.
KELLEY M (2007). Cellular commitment and differentiation in the organ of Corti. Int
J Dev Biol 51: 571–583.
KELLEY M (2006a). Hair cell development: Commitment through differentiation.
Brain Res 1091: 172–185.
KELLEY M (2006b). Regulation of cell fate in the sensory epithelia of the inner ear.
Nat Rev Neurosci 7: 837–849.
KLEIN A, MAZUTIS L, AKARTUNA I, TALLAPRAGADA N, VERES A, LI V, PESHKIN
L, WEITZ D, KIRSCHNER M (2015). Droplet barcoding for single-cell transcriptomics applied to embryonic stem cells. Cell 161: 1187–1201.
KOEHLER K, HASHINO E (2014). 3D mouse embryonic stem cell culture for generating inner ear organoids. Nat Protoc 9: 1229–1244.
KOEHLER K, MIKOSZ A, MOLOSH A, PATEL D, HASHINO E (2013). Generation
of inner ear sensory epithelia from pluripotent stem cells in 3D culture. Nature
500: 217–221.
KOLODZIEJCZYK A, KIM J, SVENSSON V, MARIONI J, TEICHMANN S (2015). The
technology and biology of single-cell RNA sequencing. Mol Cell 58: 610–620.
KUNDAJE A, MEULEMAN W, ERNST J, BILENKY M, YEN A, HERAVI-MOUSSAVI
A, KHERADPOUR P, ZHANG Z, WANG J, ZILLER MJ, et al., (2015). Integrative
analysis of 111 reference human epigenomes. Nature 518: 317–330.
LEE J, DAUGHARTHY E, SCHEIMAN J, KALHOR R, FERRANTE T, TERRY R,
TURCZYK B, YANG J, LEE H, AACH J, ZHANG K, CHURCH G (2014). Highly
multiplexed subcellular RNA sequencing in situ. Science 343: 1360-1363.
LEE J, DAUGHARTHY E, SCHEIMAN J, KALHOR R, FERRANTE T, TERRY R, TURCZYK B, YANG J, LEE H, AACH J, ZHANG K, CHURCH G (2015). Fluorescent
in situ sequencing (FISSEQ) of RNA for gene expression profiling in intact cells
and tissues. Nat Protoc 10: 442–458.
LI S, QIAN W, JIANG G, MA Y (2016). Transcription factors in the development of
inner ear hair cells. Front Biosci (Landmark Ed) 21: 1118–1125.

EALY M, ELLWANGER D, KOSARIC N, STAPPER A, HELLER S (2016). Single-cell
analysis delineates a trajectory toward the human early otic lineage. Proc Natl
Acad Sci USA 113: 8508-8513.

LI W, WU J, YANG J, SUN S, CHAI R, CHEN Z-Y, LI H (2015). Notch inhibition induces mitotically generated hair cells in mammalian cochleae via activating the
Wnt pathway. Proc Natl Acad Sci USA 112: 166–171.

ELKAN-MILLER T, ULITSKY I, HERTZANO R, RUDNICKI A, DROR AA, LENZ DR,
ELKON R, IRMLER M, BECKERS J, SHAMIR R, AVRAHAM KB (2011). Integration
of transcriptomics, proteomics, and microRNA analyses reveals novel microRNA
regulation of targets in the mammalian inner ear. PLoS ONE 6: e18195.

LIBBRECHT M, AY F, HOFFMAN M, GILBERT D, BILMES J, NOBLE W (2015). Joint
annotation of chromatin state and chromatin conformation reveals relationships
among domain types and identifies domains of cell-type-specific expression.
Genome Res 25: 544–557.

FARLIK M, SHEFFIELD N, NUZZO A, DATLINGER P, SCHÖNEGGER A, KLUGHAMMER J, BOCK C (2015). Single-Cell DNA methylome sequencing and bioinformatic
inference of epigenomic cell-state dynamics. Cell Rep 10: 1386–1397.

LIU H, PECKA J, ZHANG Q, SOUKUP G, BEISEL K, HE D (2014). Characterization of
transcriptomes of cochlear inner and outer hair cells. J Neurosci 34: 11085–11095.

FRITZSCH B, PAN N, JAHAN I, ELLIOTT K (2015). Inner ear development: building

LLERAS-FORERO L, STREIT A (2012). Development of the sensory nervous system
in the vertebrate head: the importance of being on time. Curr Opin Genet Dev

Single cell analysis of the inner ear 213
22: 315–322.
LUBECK E, COSKUN A, ZHIYENTAYEV T, AHMAD M, CAI L (2014). Single-cell in
situ RNA profiling by sequential hybridization. Nat Methods 11: 360–361.
MACAULAY I, VOET T (2014). Single cell genomics: advances and future perspectives. PLoS Genet 10: e1004126.
MACOSKO E, BASU A, SATIJA R, NEMESH J, SHEKHAR K, GOLDMAN M, TIROSH
I, BIALAS A, KAMITAKI N, MARTERSTECK E, TROMBETTA J, WEITZ D, SANES
J, SHALEK A, REGEV A, MCCARROLL S (2015). Highly parallel genome-wide
expression profiling of individual cells using nanoliter droplets. Cell 161: 1202–1214.

SCHULTZE J, BEYER M (2016). Myelopoiesis reloaded: single-cell transcriptomics
leads the way. Immunity 44: 18–20.
SEITA J, WEISSMAN I (2010). Hematopoietic stem cell: self-renewal versus differentiation. Wiley Interdiscip Rev Syst Biol Med 2: 640–653.
SEMRAU S, GOLDMANN J, SOUMILLON M, MIKKELSEN T, JAENISCH R, VAN
OUDENAARDEN A (2015). Early lineage bifurcation during differentiation of embryonic stem cells revealed by single-cell transcriptomics. Biophys J 108: 365a.
SEMRAU S, VAN OUDENAARDEN A (2015). Studying lineage decision-making in
vitro: emerging concepts and novel tools. Annu Rev Cell Dev Bi 31: 317–345.

MAGWENE P, LIZARDI P, KIM J (2003). Reconstructing the temporal ordering of
biological samples using microarray data. Bioinformatics 19: 842–850.

SHALEK A, SATIJA R (2015). MERFISHing for spatial context. Trends Immunol
36: 390–391.

MIYAMOTO T, IWASAKI H, REIZIS B, YE M, GRAF T, WEISSMAN I, AKASHI K
(2002). Myeloid or lymphoid promiscuity as a critical step in hematopoietic lineage
commitment. Dev Cell 3: 137–147.

SHEN J, SCHEFFER D, KWAN K, COREY D (2015). SHIELD: an integrative gene
expression database for inner ear research. Database (Oxford) doi: 10.1093/
database/bav071.

NAGANO T, LUBLING Y, STEVENS T, SCHOENFELDER S, YAFFE E, DEAN W,
LAUE E, TANAY A, FRASER P (2013). Single-cell Hi-C reveals cell-to-cell variability in chromosome structure. Nature 502: 59–64.

SHIN J, BERG D, ZHU Y, SHIN J, SONG J, BONAGUIDI M, ENIKOLOPOV G,
NAUEN D, CHRISTIAN K, MING G, SONG H (2015). Single-cell RNA-seq with
Waterfall reveals molecular cascades underlying adult neurogenesis. Cell Stem
Cell 17: 360–372.

NAGANO T, LUBLING Y, YAFFE E, WINGETT S, DEAN W, TANAY A, FRASER P
(2015). Single-cell Hi-C for genome-wide detection of chromatin interactions that
occur simultaneously in a single cell. Nat Protoc 10: 1986–2003.
NEPH S, STERGACHIS A, REYNOLDS A, SANDSTROM R, BORENSTEIN E,
STAMATOYANNOPOULOS J (2012). Circuitry and dynamics of human transcription factor regulatory networks. Cell 150: 1274–1286.
PAUL F, ARKIN Y, GILADI A, JAITIN D, KENIGSBERG E, KEREN-SHAUL H, WINTER
D, LARA-ASTIASO D, GURY M, WEINER A, et al., (2015). Transcriptional heterogeneity and lineage commitment in myeloid progenitors. Cell 163: 1663–1677.
POLLEN A, NOWAKOWSKI T, SHUGA J, WANG X, LEYRAT A, LUI J, LI N, SZPANKOWSKI L, FOWLER B, CHEN P, et al., (2014). Low-coverage single-cell
mRNA sequencing reveals cellular heterogeneity and activated signaling pathways
in developing cerebral cortex. Nat Biotech 32: 1053–1058.
RAO S, HUNTLEY M, DURAND N, STAMENOVA E, BOCHKOV I, ROBINSON J,
SANBORN A, MACHOL I, OMER A, LANDER E, AIDEN E (2014). A 3D map of
the human genome at kilobase resolution reveals principles of chromatin looping.
Cell 159: 1665–1680.
REID J, WERNISCH L (2016). Pseudotime estimation: deconfounding single cell
time series. Bioinformatics 32: 2973-2980.
RONAGHI M, NASR M, EALY M, DURRUTHY-DURRUTHY R, WALDHAUS J, DIAZ
G, JOUBERT L-M, OSHIMA K, HELLER S (2014). Inner ear hair cell-like cells
from human embryonic stem cells. Stem Cells Dev 23: 1275–1284.
ROOS A, BERG T, BARTON J, DIDON L, NORD M (2012). Airway epithelial cell
differentiation during lung organogenesis requires C/EBPa and C/EBPb. Dev
Dyn 241: 911–923.
ROTEM A, RAM O, SHORESH N, SPERLING R, GOREN A, WEITZ D, BERNSTEIN
B (2015). Single-cell ChIP-seq reveals cell subpopulations defined by chromatin
state. Nat Biotechnol 33: 1165–1172.
ROTEM A, RAM O, SHORESH N, SPERLING R, SCHNALL-LEVIN M, ZHANG H,
BASU A, BERNSTEIN B, WEITZ D (2015). High-throughput single-cell labeling
(Hi-SCL) for RNA-Seq using drop-based microfluidics. PLoS ONE 10: e0116328.
RUDNICKI A, ISAKOV O, USHAKOV K, SHIVATZKI S, WEISS I, FRIEDMAN LM,
SHOMRON N, AVRAHAM KB (2014). Next-generation sequencing of small RNAs
from inner ear sensory epithelium identifies microRNAs and defines regulatory
pathways. BMC Genomics 15: 484.
SALIBA, WESTERMANN, GORSKI (2014). Single-cell RNA-seq: advances and future
challenges. Nucleic Acids Res 42: 8845-8860.
SASAI Y (2013). Next-generation regenerative medicine: organogenesis from stem
cells in 3D culture. Cell Stem Cell 12: 520–530.
SCHEFFER D, SHEN J, COREY D, CHEN Z-Y (2015). Gene expression by mouse
inner ear hair cells during development. J Neurosci 35: 6366–6380.
SCHLOSSER G (2010). Making senses development of vertebrate cranial placodes.
Int Rev Cell Mol Biol 283: 129-234.

SI-TAYEB K, LEMAIGRE FP, DUNCAN SA (2010). Organogenesis and development
of the liver. Dev Cell 18: 175–189.
SMALLWOOD A, REN B (2013). Genome organization and long-range regulation of
gene expression by enhancers. Curr Opin Cell Biol 25: 387-394.
SMALLWOOD SAA, LEE HJ, ANGERMUELLER C, KRUEGER F, SAADEH H,
PEAT J, ANDREWS SR, STEGLE O, REIK W, KELSEY G (2014). Single-cell
genome-wide bisulfite sequencing for assessing epigenetic heterogeneity. Nat
Methods 11: 817–820.
STÅHL P, SALMÉN F, VICKOVIC S, LUNDMARK A, NAVARRO J, MAGNUSSON J,
GIACOMELLO S, ASP M, WESTHOLM J, HUSS M, et al., (2016). Visualization
and analysis of gene expression in tissue sections by spatial transcriptomics.
Science 353: 78–82.
TANG F, BARBACIORU C, BAO S, LEE C, NORDMAN E, WANG X, LAO K, SURANI
(2010). Tracing the derivation of embryonic stem cells from the inner cell mass
by single-cell RNA-Seq analysis. Cell Stem Cell 6: 468–478.
TRAPNELL C, CACCHIARELLI D, GRIMSBY J, POKHAREL P, LI S, MORSE M,
LENNON N, LIVAK K, MIKKELSEN T, RINN J (2014). The dynamics and regulators of cell fate decisions are revealed by pseudotemporal ordering of single cells.
Nature Biotech 32: 381–386.
TREUTLEIN B, BROWNFIELD D, WU A, NEFF N, MANTALAS G, ESPINOZA,
DESAI T, KRASNOW M, QUAKE S (2014). Reconstructing lineage hierarchies
of the distal lung epithelium using single-cell RNA-seq. Nature 509: 371–375.
WALDHAUS J, DURRUTHY-DURRUTHY R, HELLER S (2015). Quantitative HighResolution Cellular Map of the Organ of Corti. Cell Rep 11: 1385–1399.
WHITE P, DOETZLHOFER A, LEE Y, GROVES A, SEGIL N (2006). Mammalian
cochlear supporting cells can divide and trans-differentiate into hair cells. Nature
441: 984–987.
WOBMA H, VUNJAK-NOVAKOVIC G (2016). Tissue engineering and regenerative
medicine 2015: A year in review. Tissue Eng Part B Rev 22: 101–113.
WU S, HOCHEDLINGER K (2011). Harnessing the potential of induced pluripotent
stem cells for regenerative medicine. Nat Cell Biol 13: 497–505.
XIE W, SCHULTZ M, LISTER R, HOU Z, RAJAGOPAL N, RAY P, WHITAKER J, TIAN
S, HAWKINS, LEUNG D, et al., (2013). Epigenomic analysis of multilineage differentiation of human embryonic stem cells. Cell 153: 1134–1148.
YUE F, CHENG Y, BRESCHI A, VIERSTRA J, WU W, RYBA T, SANDSTROM R,
MA Z, DAVIS C, POPE BD, et al., (2014). A comparative encyclopedia of DNA
elements in the mouse genome. Nature 515: 355–364.
ZEISEL A, MUÑOZ-MANCHADO A, CODELUPPI S, LÖNNERBERG P, MANNO
G, JURÉUS A, MARQUES S, MUNGUBA H, HE L, BETSHOLTZ C, ROLNY C,
CASTELO-BRANCO G, HJERLING-LEFFLER J, LINNARSSON S (2015). Brain
structure. Cell types in the mouse cortex and hippocampus revealed by single-cell
RNA-seq. Science 347: 1138–1142.

Further Related Reading, published previously in the Int. J. Dev. Biol.
Epigenetics and imprinting in human disease
Jennifer M. Kalish, Connie Jiang and Marisa S. Bartolomei
Int. J. Dev. Biol. (2014) 58: 291-298
http://dx.doi.org/10.1387/ijdb.140077mb
Patterning and cell fate in ear development
Berta Alsina, Fernando Giraldez and Cristina Pujades
Int. J. Dev. Biol. (2009) 53: 1503-1513
http://dx.doi.org/10.1387/ijdb.072422ba
Mouse models to study inner ear development and hereditary hearing loss
Lilach M. Friedman, Amiel A. Dror and Karen B. Avraham
Int. J. Dev. Biol. (2007) 51: 609-631
http://dx.doi.org/10.1387/ijdb.072365lf
Cellular commitment and differentiation in the organ of Corti
Matthew W. Kelley
Int. J. Dev. Biol. (2007) 51: 571-583
http://dx.doi.org/10.1387/ijdb.072388mk
A network of growth and transcription factors controls neuronal differentation and
survival in the developing ear
Hortensia Sánchez-Calderón, Marta Milo, Yolanda León and Isabel Varela-Nieto
Int. J. Dev. Biol. (2007) 51: 557-570
http://dx.doi.org/10.1387/ijdb.072373hs

