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Abstract

Understanding the physiopathology of disease remains an essential step in
developing novel therapeutics. Although animal models have certainly con-
tributed to advancing this enterprise, their limitation in modeling all the as-
pects of complex human disorders is one of the major challenges faced by the
biomedical research field. Human induced pluripotent stem cells (hiPSCs)
derived from patients represent a great opportunity to overcome this defi-
ciency because these cells cover the genetic diversity needed to fully model
human diseases. Here, we provide an overview of the history of hiPSC tech-
nology and discuss common challenges and approaches that we and others
have faced when using hiPSCs to model disease. Our emphasis is on liver dis-
ease, and consequently, we review the progress made using this technology
to produce functional liver cells in vitro and how these systems are being
used to recapitulate a diversity of developmental, metabolic, genetic, and
infectious liver disorders.
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INTRODUCTION

Genetics has a key role in most common disorders. While it is estimated that there are more than
10,000 different monogenic diseases affecting millions of people worldwide (1), most complex
disorders involve genetic variants in multiple genes, which either trigger or increase susceptibility
to disease in specific environments (2–4). Importantly, this genetic variation is known to deter-
mine whether, when, and to what extent a disease varies from person to person. This individual
variability results in inconsistent and inefficient treatment strategies (5). Thus, understanding
the molecular mechanisms beyond disease penetrance induced by genetic diversity is becoming
essential for developing personalized therapeutics. Nevertheless, the lack of suitable human ex-
perimental models has limited the study of these mechanisms. Indeed, animal models, although
valuable, do not always recapitulate human physiopathology and, therefore, cannot be used to elu-
cidate the detailed molecular mechanisms underlying human illness (5), especially when genetics
is implicated. Therefore, generating human disease models that recapitulate pathological events
observed in patients is a priority.

Human induced pluripotent stem cells (hiPSCs) (6) provide new tools for disease modeling.
Similar to their in vivo counterparts (human embryonic stem cells, or hESCs) (6), hiPSCs possess
the ability to self-renew almost endlessly in vitro while maintaining the capacity to differentiate
into virtually any cell of the human body. However, unlike hESCs, hiPSCs can be rapidly gener-
ated from patients’ biopsies, thus providing researchers with a limitless source of patient-specific
material that can be used for producing the specific cell types targeted by a disease (Figure 1).
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Figure 1
Schematic of the potential use of PSCs in biomedicine. PSCs can be generated either by isolating them from the ICM of human
embryos or by reprogramming somatic cells through the overexpression of a small set of transcription factors. Using cocktails of
cytokines and growth factors that mimic the natural paths of development, the derivatives of the three primary germ layers—ectoderm,
mesoderm, and endoderm—are generated and subsequently differentiated into a diverse number of somatic cells. By choosing the right
controls, PSCs can be utilized to study phenotypes associated with disease and to perform drug-screening assays. Abbreviations: FGF,
fibroblast growth factor; ICM, inner cell mass; PF, programming factor; PSCs, pluripotent stem cells; TGF, transforming growth
factor.
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Furthermore, hiPSCs also overcome the ethical drawbacks associated with generating hESCs
from human embryos while offering an amenable system model for investigating the role of par-
ticular mutations and genes on cellular phenotypes. Finally, hiPSCs can allow for an assessment
of the influence of individual genetic backgrounds on the severity of a cellular phenotype related
to disease (7–9). Thus, hiPSCs offer an invaluable window into the complex genetic interplay
underlying a pathological state, especially that related to congenital or developmental disorders
(10–15). In addition, single cell analysis (16), next-generation sequencing analysis (17), live imag-
ing (18, 19), loss- and gain-of-function experiments (20, 21), and large-scale genetic (22, 23) and
chemical screening (24–27) have enhanced our ability to study a large number of molecular mech-
anisms that are difficult to approach using model organisms. Finally, hiPSCs offer the possibility
of reasonably fast in vitro recapitulation of pathological phenotypes, which in vivo may need up
to several decades to manifest (for example, Alzheimer’s disease and diabetes).

It is now clear that the unique characteristics of hiPSCs not only enable a diversity of disorders to
be modeled but also allow them to be used to define the role of genetic variants in disease onset and
penetrance. This knowledge will be extremely useful in predicting disease risk at an individual level
and designing personalized therapeutics to prevent the development of pathological conditions.
While these are the ultimate goals, additional technological challenges must be addressed before
the clinical promises of hiPSCs can be fulfilled. In this review, we discuss the most relevant advances
made in the field of disease modeling with hiPSCs, with particular emphasis on liver diseases, and
also the future technological developments necessary to fully recapitulate human disorder in a
dish.

HISTORICAL VIEW: DISCOVERY AND DEVELOPMENT OF hiPSCs

The Train of Thought

Seminal studies carried out by Sir John Gurdon (28, 29) at the beginning of the 1960s rep-
resent the first examples of successful cellular reprogramming. By developing the technique of
somatic cell nuclear transfer, Gurdon and colleagues demonstrated that the information con-
tained in the nucleus of differentiated cells could be reprogrammed after they were transplanted
into enucleated oocytes. This new hybrid cell was pluripotent and capable of progressing nor-
mally throughout embryonic development, contributing to the formation of all tissue types. These
observations established that the nucleus of a differentiated cell is not genetically different from
that of its embryonic counterpart and also suggested that molecular factors present in the embry-
onic environment are sufficient to reprogram somatic cells into an embryonic pluripotent state.
Approximately four decades later, James Thomson and colleagues (30) established a method for
isolating and expanding in vitro pluripotent cells from human blastocysts. hESCs—with their
capability to self-renew almost indefinitely and their potential to differentiate into virtually every
cell of the body—revolutionized the fields of biomedicine and developmental biology. Despite
these unique characteristics, ethical concerns about the utilization of human embryos during the
derivation of hESCs have limited the clinical applications of these stem cells (31). The federal
funding ban implemented by the US government during the early 2000s to limit the generation of
new hESC lines is one example of a legal limitation motivated by ethical concerns associated with
the production of hESCs (32, 33). Consequently, the possibility of generating pluripotent stem
cells that are equivalent to hESCs from somatic cells using nuclear reprogramming has always
been an attractive option. The proof of concept for such an approach was provided by forcing
the fusion of somatic cells with ESCs (34, 35). These studies confirmed that factors present in
pluripotent cells were sufficient to reset somatic identity to the pluripotent state. It was not long
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after these discoveries that professors Shinya Yamanaka and Kazutoshi Takahashi reported for the
first time the reprogramming of mouse fibroblasts into cells with characteristics of ESCs. These
iPSCs were generated by resetting the transcriptional and epigenetic programs of somatic cells by
overexpressing a set of transcription factors previously known for their role in pluripotency (36).
Although the initial attempts required the overexpression of 24 transcription factors, Takahashi
& Yamanaka (36) quickly narrowed this list to four factors: Oct3/4 (octamer binding transcription
factor 3/4, or Pou5F1) and Sox2 (sex determining region Y box 2), two critical components of the
core pluripotency transcriptional network (37, 38); KLF4 (Krüppel-like factor 4), recognized for
its potential to inhibit p53-dependent repression of Nanog during differentiation and, later, for its
capability to induce LIF-independent self-renewal of mouse ESCs (39); and last, the transcription
factor cMyc, a well-known enhancer of cell proliferation and transformation (40). Among these
factors, Oct3/4, Sox2, and Klf4 were found to be necessary for the reprogramming process, while
cMyc only improved its efficiency (41).

Mouse iPSCs are indistinguishable from mouse ESCs in terms of morphology, gene expression,
capacity for teratoma formation, proliferation, and the ability to differentiate into the cells of
the three germ layers (36). This extraordinary discovery prompted Yamanaka and colleagues
(41) and others (42) to reproduce these findings in human cells, and only 1 year later, both
Yamanaka’s and Thomson’s groups reported almost simultaneously the generation of the first
hiPSC lines. Interestingly, Yamanaka’s team accomplished this by using the same cocktail of
transcription factors that had been used for reprogramming mouse cells, while Thomson and
colleagues generated hiPSCs by overexpressing a partially different set of factors (OCT4, SOX2,
NANOG, and LIN28) (41, 42). Thomson and colleagues (42) showed that NANOG and LIN28
were beneficial for the reprogramming process of human cells because they increased the survival
of nascent hiPSCs, although LIN28 was not essential. More importantly, they demonstrated
that hiPSCs could be generated without overexpressing cMyc. This observation proved to be
valuable because cMyc can induce malignant transformation (43). The Yamanaka factors remain
widely used, although the original cocktail of factors has been modified multiple times to increase
the efficacy of reprogramming, although success has been inconsistent (44). In addition, many
modifications have been introduced to improve the delivery of the reprogramming factors, such
as the use of integration-free methods (44). Episomal vectors, Sendai viruses, and synthetic mRNAs
are among the most commonly used methods of generating hiPSCs (45–47) without modifying
the host genome, which could interfere with disease modeling or experimental outcomes.

hiPSCs as an Alternative to Human Embryonic Stem Cells for Disease Modeling

hiPSCs and hESCs display telomerase activity; specific cell surface antigens, such as SSEA-3,
SSEA-4, Tra-1-60, and Tra-1-81; and similar patterns of DNA methylation on gene promoters;
and they can differentiate into derivatives of all three primary germ layers (41, 42, 48). Furthermore,
recent analyses of gene expression patterns at the single cell level confirmed previous observations
that hiPSCs and hESCs are closely related to the PSCs of the postimplantation epiblast (49–51).
Nonetheless, hiPSCs have unique advantages over hESCs. Not only do they circumvent the use
of embryos, but they also allow researchers to generate patient-specific pluripotent cells that can
be utilized for the in vitro study of a range of biological phenomena. These include the study of
developmental disorders, the role of genetic background on cell differentiation and disease, and
the derivation of patient-specific platforms for drug screening (5, 44, 52–54).

This extraordinary potential obligates constant scrutiny of the hiPSC technology, and elements
such as genomic instability and the potential for differentiation are continually being evaluated
(55). Indeed, as with hESCs, there has been an active debate regarding the preference for some
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hiPSC lines to differentiate into specific lineages. Particular attention has been paid to the re-
programming process ever since initial observations revealed that specific epigenetic signatures
from donor cells could resist the reprogramming process, thus contributing to the formation of
limited transcriptional and epigenetic aberrations in hiPSC lines (56–60). It was suggested that
this aberrant epigenetic profile might act as an epigenetic memory that could increase the capacity
of specific hiPSC lines to differentiate toward lineages close to their parental cells (6, 57–59, 61).
Although this hypothesis has not been completely ruled out, the fact that the so-called epigenetic
memory tends to disappear in cells cultured for extended periods indicates that this phenomenon
may be transient and probably depends on the method of reprogramming and culture conditions
used (56, 59). Interestingly, recent findings obtained by comparing genetically matched hESC and
hiPSC lines revealed that hiPSCs are also similar in terms of transcriptome, DNA methylome,
and capacity to differentiate into the cells of the three germ layers (48). This and other studies
have reinforced the view that rather than epigenetic memory, differences in genetic background
are the primary source of variability in differentiation potential (48, 61–63). Accordingly, it has
been recently shown by mapping expression quantitative trait loci and changes in copy number
variation that the divergent gene expression profiles and differentiation efficiency observed among
hiPSC lines are strongly associated with changes in their genetic background (7, 22, 63). Of note,
a report published in 2017 showed that very few (3 out of 64) hiPSC lines derived from different
donors displayed chromosomal abnormalities (64), suggesting that genetic instability is unlikely
to affect the capacity of hiPSCs to differentiate in vitro. Overall, the data support the view that
hiPSCs are similar to hESCs and that most of the variations in gene expression and epigenetic
variations are the consequence of genetic differences among donors.

These findings are highly relevant to disease modeling. Although it is unclear whether genetic
background outweighs environmental factors, it is possible that hiPSC lines from different genetic
backgrounds might respond differently to extracellular cues. Accordingly, it is anticipated that
improvements in current protocols for differentiation will increase differentiation efficiency and
the homogeneity of hiPSCs from different genetic backgrounds. In that context, hiPSCs represent
an excellent opportunity for assessing the effect of genetic background on cellular phenotype
during cell differentiation and disease. Nonetheless, observations made with hiPSCs need to
consider the impact of divergent genetic backgrounds on self-renewal and differentiation.

MODELING DISEASES WITH hiPSCs

In vitro disease modeling relies on the availability of specific cell types that are targeted by the
disease and display disease phenotypes. Primary cells represent the ideal solution as they are
directly representative of the original tissues and organs. However, primary cells are often difficult
to obtain, especially from diseased tissues, and they cannot be grown in vitro without losing their
functional characteristics (65). Thus, the development of disease models based on human primary
cells remains a difficult enterprise despite a broad number of efforts.

hiPSCs have provided a unique opportunity to fill this gap because they can be used to produce
an almost infinite quantity of primary-like cells in vitro from a diversity of patients. However,
the key challenge has been to generate functional mature cells from hiPSCs. Accordingly, intense
research has been carried out during the past decade to advance differentiation protocols and
improve the functionality of hiPSC-derived cells so they will resemble primary cells (32, 44, 66).
The different approaches used include combining, concentrating, and altering the timing of the use
of cytokines and growth factors (41–48), as well as changing the extracellular substrates used and
the spatial organization of the cells, and coculturing them with other cell types (67–71). However,
in their current state of development, cell types derived from hiPSCs in vitro still exhibit immature

www.annualreviews.org • Modeling Disease with hiPSCs 453



PM14CH18_Vallier ARI 21 December 2018 8:44

or fetal phenotypes (70, 71). Therefore, biological responses obtained from these cells need to
be carefully considered in view of their fetal nature. Nonetheless, the interest in using hiPSC-
derived cells for modeling adult disease has been clearly demonstrated for a number of tissues,
thereby establishing that these cells can be used to characterize disease phenotypes, especially in
the context of monogenic diseases, and the molecular mechanisms of responses to drugs (72). Of
note, an increasing number of disease-specific hiPSCs are generated daily from patients afflicted
with a variety of genetically inherited and complex disorders affecting virtually every organ (73).
Extensive coverage has been given to those hiPSCs related to neurological and cardiac diseases
(8, 52, 74); therefore, they will not be described here. Instead, in this review we discuss some of
the most significant findings regarding the use of hiPSCs to model liver diseases, which inflict a
significant burden on health-care systems, and urgently call for effective therapies.

Modeling Liver Disease

The liver is a multifunctional organ that plays a crucial part in human physiology. It works as a
storage site for vitamins, minerals, and glycogen; detoxifies alcohol and drugs; synthesizes plasma
proteins, such as albumin and clotting factors; and produces the bile necessary for digesting lipids,
among other functions (75). The main functional cell type in the liver is the hepatocyte, which
accounts for 70–80% of the organ’s mass. Polarization and interaction with nonparenchymal cells
are essential for the proper functioning of hepatocytes. Accordingly, hepatocytes interact directly
with sinusoidal endothelial cells through their basolateral surface, which facilitates communica-
tion between the parenchyma and the bloodstream. At the apical surface, the formation of tight
junctions between hepatocytes is required for canaliculus creation and bile acid transport (76).
The liver can be attacked by a diversity of disease or injuries that can result in acute organ failure
or chronic damage. In this last process, the liver gradually loses its natural organization due to
inflammation and fibrosis, which ultimately lead to cirrhosis (65). Liver disease constitutes a lead-
ing cause of death worldwide, and liver transplantation remains the only therapy for end-stage
liver failure (77). Hence, understanding the pathogenesis of the disease is critical not only for
developing new therapies but also for improving diagnosis and prognosis.

Hepatocytes rapidly lose their metabolic activity in vitro (76), and they can be obtained only
through invasive methods, which are risky and often not well tolerated by patients. These consid-
erations and their phenotypic instability drastically limit the use of primary hepatocytes to model
liver disease in a patient-specific way. Consequently, hiPSC-derived liver cells represent an op-
portunity to overcome these limitations. Although producing hiPSC-derived liver cells that can
recapitulate the physiological responses observed in vivo has proved challenging (12, 70, 78, 79),
hiPSC-derived liver cells have already been used to model diverse aspects of liver physiopathology,
and this review discusses some of these applications.

Current Approaches to Generating Hepatocyte Cells from hiPSCs

To be useful for disease modeling, hiPSC-derived hepatocytes or hepatocyte-like cells (HLCs)
need to recapitulate the functional activities of their native counterparts, including expressing hep-
atic markers, acquiring specialized structures, and displaying specific enzymatic activity. Several
groups have established protocols for directing the differentiation of hiPSCs toward HLCs, and
the most successful of these follow the fundamental stages of embryonic development, such as
the formation of definitive endoderm, foregut, hepatic endoderm, bipotential hepatoblasts, and
HLCs (76, 80). Accordingly, our lab established a protocol for the direct generation of HLCs
that mimics liver development in vitro (81). To derive definitive endoderm cells, this approach
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uses a chemically defined medium, Activin A, FGF2 (fibroblast growth factor 2), BMP4 (bone
morphogenetic protein 4), and a phosphoinositide 3-kinase (PI3K) inhibitor, as well as transient
stimulation of the Wnt pathway. Subsequently, the newly formed endoderm cells are grown in
the presence of Activin A and B27 medium to induce hepatic progenitor cells. Finally, matu-
ration of the hepatic progenitors into HLCs is stimulated with hepatocyte growth factor and
Oncostatin M (Figure 2) (81). After 25 days of differentiation, the resulting HLCs share sev-
eral characteristics with primary hepatocytes: They display occasional binucleated cells, glycogen
storage, apical microprotrusions, and a prominent Golgi body (78, 81, 82). Furthermore, these
cells express specific hepatocyte markers, such as albumin, CK18 (cytokeratin 18), cytochrome
P450 enzymes, ASGPR1 (Asialoglycoprotein receptor 1), C/EBPa (CCAAT/enhancer binding
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Figure 2
(a) Timeline of the differentiation of HLCs and their relationship to early human embryonic development. Days represent the age
postfertilization. PSCs are equivalent to the pluripotent cells from the epiblast (Carnegie stage 5, days 7–12 postfertilization). DE cells
are efficiently generated upon induction of PSC differentiation by using a defined medium containing ACTIVIN A, BMP4, FGF2, and
WNT3A. This process involves a series of morphogenetic changes that resembles DE formation during gastrulation. Specification of
foregut and hepatoblast cells is favored by the stimulation of DE cells with high levels of ACTIVIN A on B27 medium. The formation
and maturation of HLCs is stimulated by ONCOSTATIN M and HGF. (b) Overview of the gut endoderm formed during early mouse
embryonic development. Days represent days of in vitro differentiation. Abbreviations: CS, Carnegie stage; DE, definitive endoderm;
HGF, hepatocyte growth factor; HLCs, hepatocyte-like cells; ICM, inner cell mass; hPSCs, human pluripotent stem cells. The
embryonic stages in the figure are based on data from the Carnegie Collection (https://embryology.med.unsw.edu.au/embryology/
index.php/Carnegie_Collection), which collects data from the Human Developmental Anatomy Center (USA) and the Carnegie
Institute (USA). Data were also derived from References 113 and 114.
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Table 1 Functional properties of hepatocyte-like cells (HLCs) derived from human induced pluripotent stem cells

Functional feature Adult hepatocytes HLCs References

Binucleation Yes Yes 78, 81, 83, 84, 85, 89, 91, 100

Albumin expression or secretion Yes Yes 70, 78, 81, 83, 84, 85, 87–91, 100

A1AT expression or secretion Yes Yes 78, 81, 83, 85, 87, 88

AFP expression or secretion No Yes 70, 78, 81, 83–85, 87, 88

Urea production Yes Yes 83, 100

Glycogen storage Yes Yes 78, 83, 85, 87, 88, 91, 100

Indocyanine green uptake Yes Yes 81, 100

LDL uptake Yes Yes 78, 100

Bile canaliculi formation Yes Yes 90, 91

CYP3A4 expression or activity Yes No 78, 81, 83, 84, 87–89, 91, 100

CYP3A7 expression or activity No Yes 70, 81, 91, 100

EPCAM expression No Yes 89

CK18 expression Yes Yes 70, 78, 83, 89

HNF4α expression Yes Yes 70, 84, 85, 88–91, 100

Susceptible to viral infection Yes Yes 85, 86

Abbreviations: A1AT, α-1 antitrypsin; AFP, α-fetoprotein; EPCAM, epithelial cell adhesion molecule; HNF4α, hepatocyte nuclear factor 4α;
LDL, low-density lipoprotein.

protein), and PROX1(Prospero homeobox 1) (80). Although these observations reveal that HLCs
recapitulate the key features of their in vivo counterparts, the current consensus is that these
cells are closer to fetal rather than adult hepatocytes (Table 1) (80). In this regard, Rashid et al.
(78) proposed that from a developmental point of view, HLCs are likely to be located somewhere
between the end of the first trimester of fetal embryonic development and adult hepatocytes. Con-
sequently, HLCs exhibit the expression of the fetal markers α-fetoprotein (AFP) and CYP3A7,
while the activity of adult cytochromes, such as CYP3A4, lags behind by several orders of magni-
tude in comparison with mature primary hepatocytes (52, 80, 82). Interestingly, despite this lack
of complete maturation, HLCs are still able to execute hepatocyte-specific functions, including
storing glycogen, transporting bile, uptake of low-density lipoprotein (LDL), synthesizing urea,
secreting albumin (Figure 3) and apolipoprotein B100 (APOB100) to the extracellular medium,
metabolizing a low level of drugs, responding to glucagon, and being susceptible to viral infection
(76, 78, 82–84). Therefore, HLCs could be used for modeling diseases, especially those of viral
infections, lipid metabolism, and hormonal responses. However, it is important to acknowledge
that in their current state, HLCs are not compatible with modeling drug toxicology or injury.

Hence, improving current protocols for HLC differentiation is important, and the current
strategies include coculturing HLCs with other hepatic cell types, using media supplements to
provide cell signaling and to compensate for metabolic changes occurring during differentiation,
and employing specialized extracellular matrix. Regarding this last point, defined matrices contain-
ing collagen, fibronectin, or vitronectin have already been used to generate HLCs effectively (80).
Moreover, David Hay’s group (85) recently reported that hiPSCs growing on laminins could be
differentiated into HLCs with very high efficiency [∼90% of the cells expressed HNF4α (hepato-
cyte nuclear factor 4α)]. Interestingly, these cells demonstrated higher cytochrome P450 (CYP3A)
activity than commercial frozen human primary hepatocytes or HLCs cultured on matrigel (85,
86). While this observation is of great interest, the performance of the HLCs generated using this
approach remains limited when compared with freshly isolated primary hepatocytes (85, 86).
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100 µm

Figure 3
Characterization of human induced pluripotent stem cell–derived hepatocyte-like cells. Immunofluorescence
microscopy depicting the presence and localization of albumin ( green) and HNF4α (hepatocyte nuclear
factor 4α) (85) in 30-day differentiated hepatocyte-like cells from human induced pluripotent stem cells
using the protocol described in Hannan et al. (81). Nuclei were counterstained with DAPI (blue).

Additional efforts to improve the functional maturation of HLCs have focused on reproducing
the liver microenvironment more accurately (Figure 4). In one approach, researchers successfully
established a three-dimensional (3D) protein-based scaffold that allowed the derivation of HLCs
in the presence of endothelial cells and human mesenchymal stem cells. Although it was reported
that this method generates hepatoblast-like cells with a specific spatial organization, single-cell
transcriptomic analyses revealed that these cells retained their fetal status (70, 71, 79). Using a
different approach, Gieseck et al. (92) reported a method of culturing HLCs using a 3D collagen-
based scaffold that increased the maturation of the HLCs significantly. Accordingly, these HLCs
showed improved functionality when compared with HLCs grown in 2D. Specifically, 3D HLCs
displayed higher rates of drug metabolism that were associated with increased cell polarization
and bile canaliculi formation. Interestingly, these cells remained functional in vitro for more than
75 days, which may be related to the improved disposal of toxins by the polarized cells (87).

Although both of these systems represent steps forward in 3D models of liver development and
disease, further work is required to generate fully matured hepatocytes. It remains to be verified
whether the inclusion of other nonparenchymal cells within the organoids improves the levels of
maturation, functionality, and organization of the HLCs within the organoids.

Cholangiocytes could represent the missing cell type because these biliary cells have tight,
functional interactions with hepatocytes. Indeed, these cells regulate bile homeostasis (12, 88),
modulate inflammatory responses, and may have an essential function in liver regeneration (89,
90). Furthermore, cholangiocytes originate from the same bipotent embryonic progenitor cells
that give rise to hepatocytes (89), which suggests strong coordination during the formation of
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Figure 4
Schematic of the adult liver, with (left) the gallbladder, common bile duct, and network of intrahepatic bile ducts ( green). Red type
highlights examples of diseases affecting either the liver or the bile duct network. (Middle) The liver consists of several hepatic lobules,
which are formed by sheets of hepatocytes surrounded by a network of sinusoids (blue) that are lined by endothelial cells. Oxygenated
and nutrient-rich blood flows through the sinusoids from the portal triad (composed of the portal vein, hepatic artery, and biliary duct)
toward the central vein of the lobule, allowing for the exchange of metabolites between the blood and the hepatocytes. Hepatocytes
produce bile; bile is secreted into bile canaliculi ( green) and transported through the bile ducts, which are lined by cholangiocytes, into
the gallbladder. In addition, hepatic stellate cells reside in the space of Disse, between the hepatocytes and the sinusoids; the Kupffer
cells—the liver’s resident macrophages—reside in the sinusoids.

these two cell types in the embryonic liver. Interestingly, the spatial organization of the hepato-
blast during development is critical. Indeed, when the hepatoblasts localize near and around the
portal vein, they create a monolayer of immature cholangiocyte progenitor cells called the ductal
plate (91). After a series of morphogenetic rearrangements, these cells differentiate into tubular
structures that ultimately form the bile ducts (92). The main functions of cholangiocytes are asso-
ciated with absorption and secretion processes (91, 93). Accordingly, the polarization of these cells
during differentiation is critical for reaching their maximum functionality (91). This polarization
is difficult to reproduce accurately with cells organized in a monolayer. Consequently, protocols
that allow for the differentiation of hepatoblasts in 3D systems are the most effective methods
for generating mature cholangiocyte-like cells (CLCs) (88, 91). Interestingly, Sampaziotis et al.
(93) recently reported a highly efficient method for generating hiPSC-derived CLCs by using a
protocol that mimics biliary development, including a final step of CLC differentiation and func-
tional maturation in 3D culture conditions. Importantly, these CLCs display functions specific to
native cholangiocytes, including the capacity to form branching tubular structures, the presence
of primary cilia, and the expression of biliary markers—such as CK7 (KRT7), CK19, HNF1B,
GGT1, JAG1, NOTCH2, CFTR, SCR, SSTR2, AQP1, and AE2—at levels comparable to those
found in primary cholangiocytes (88, 93). Furthermore, CLCs have the capacity to respond to
acetylcholine and ATP stimuli, the capacity to respond to GGT and alkaline phosphatase activ-
ities, and the ability to transport bile acids. Finally, patient-specific CLCs can be used to model
some aspects of polycystic and cystic fibrosis liver diseases, which are known to affect the biliary
epithelium. Altogether, these observations show that CLCs derived from hiPSCs could be used
as surrogates for primary cholangiocytes. However, as with HLCs, hiPSC-derived CLCs have

458 Grandy · Tomaz · Vallier



PM14CH18_Vallier ARI 21 December 2018 8:44

not reached a fully adult phenotype, and they still express the fetal biliary marker SOX9 (93).
These results raise the question of whether CLCs in vitro also need to be surrounded by other
liver cells in order to become fully mature. Hence, current efforts aim to reconstruct the cellular
complexity of the liver using organoid technology. To fully mimic the liver microenvironment,
the resulting structure should include not only CLCs and HLCs but also Kupffer cells, stellate
cells, and endothelial cells.

Considered together, these studies demonstrate that the derivation of new and better 3D co-
culture systems is feasible and could improve understanding of the physiopathology of a complex
organ such as the liver. Furthermore, to obtain in vitro–generated liver cells (hepatocytes and
cholangiocytes) with maturation levels beyond the fetal stage, it will be important that new pro-
tocols for differentiation incorporate additional elements that would normally be encountered by
native hepatocytes during the postnatal period. These include signals associated with the shift
from placental to enteral nutrition and the gut microbiota content. This last aspect is of great im-
portance because bacterially derived secondary bile salts are involved in regulating the expression
of cytochrome P450 isoforms, such as CYP2C9 and CYP3A4 (80).

hiPSC-Derived Hepatocytes for Modeling Infectious Diseases of the Liver

Diverse pathogens are known to attack the liver and especially to target hepatocytes. Among these
pathogens, hepatitis B virus (HBV), hepatitis C virus (HCV), and the parasites that cause malaria
are the most prevalent infectious agents, and combined, they account for more than 520 million
cases of chronic liver disease worldwide (83). Primary hepatocytes represent the gold standard for
studying the physiopathology of liver infection since transformed cell lines, such as HEPG2, do
not support their life cycle. Thus, HLCs could provide a complementary platform for studying
mechanisms of infection and the life cycle of a virus or parasite, as well as a means for finding novel,
effective drugs. In this regard, HLCs have proven to be a successful in vitro system for modeling
hepatitis virus infection and virus–host interactions. Indeed, hiPSCs acquire the expression of
genes involved in hepatitis infection only after passing the definitive endoderm stage, that is, as
they differentiated toward HLCs. Notably, these HLCs are not only able to produce viral RNAs
and proteins following infection but they can also support the entire life cycle of the virus (83,
94). Furthermore, it seems that HLCs are capable of producing an appropriate antiviral response,
including interferon production, after inoculation with HCV (83, 94). Interestingly, HLCs can
survive in vitro for up to 1 week after inoculation with HCV (83). This offers an opportunity
not only to examine the effects of relatively long-term infections on hepatocyte function but also
to study in more detail the mechanisms that control permissiveness to viral infection, such as
the upregulation of microRNA-122 and the suppression of the antiviral gene interferon-induced
transmembrane protein 1 (84).

Altogether these observations demonstrate that HLCs provide a promising platform for ana-
lyzing hepatocyte responses to viral infection. However, some shortcomings must be addressed
before major conclusions can be made. For example, Sakurai et al. (88) reported that virus titers
detected in culture supernatants of HBV-infected HLCs were much lower than those of primary
human hepatocytes. They attributed this result to the lack of functional maturation of the HLCs
derived using current protocols for differentiation. Furthermore, it also will be essential to in-
crease the diversity of the hiPSC lines used in these analyses to assess the impact of the genetic
background of host cells on the cellular response and efficiency of infection.

Inherited Metabolic Disorders

Almost 70 inherited metabolic disorders (IMDs) affecting the liver have been described. Although
the incidence of IMDs is relatively rare, together they affect 1 in 1,000 individuals and remain a
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major cause of liver transplantation, particularly in children (10, 75, 77). One of the most common
IMDs is α1-antitrypsin (A1AT) deficiency, an autosomal recessive disorder that affects 1 in 2,000
individuals of northern European descent. It results from a single point mutation in the SERPINA1
gene (the Z allele; Glu342Lys) that causes protein aggregation specifically within hepatocytes. The
accumulation of protein polymers induces hepatocyte cell death, which ultimately causes cirrhosis
(95). Although researchers have been trying to model this disease for a long time, efforts to use
hiPSCs are relatively recent. Accordingly, a seminal study published in 2010 by Rashid et al. (78)
reported the generation of hiPSCs from patients with A1AT deficiency. Interestingly, Rashid
et al. showed that these hiPSC lines were able to differentiate into HLCs that displayed key
features of the cellular pathology, including the accumulation of mutant A1AT polymers in their
endoplasmic reticulum (78). Importantly, in a more recent study, Tafaleng et al. (13) used detailed
microscopic and ultramicroscopic analyses to demonstrate that this model system recapitulates not
only some of the biochemical features of the disease but also the morphological manifestations
observed in patients. These included a delayed degradation and an abnormal accumulation of
partially glycosylated A1AT protein in pre-Golgi compartments and the presence of dilated rough
endoplasmic reticulum and globular inclusions partially covered with ribosomes. Interestingly,
these abnormalities were not observed in HLCs derived from either wild-type donors or patients
who presented only with lung disease (13). These findings reaffirmed the notion that HLCs can
be used to predict susceptibility to and progression of the disease.

Glycogen storage disease type 1α (GSD1α) and familial hypercholesterolemia (FH) represent
two other IMDs that have been modelled using hiPSCs (77, 96). GSD1α regroups autosomal
recessive metabolic disorders caused by a deficiency of glucose-6-phosphatase activity, which
catalyzes the hydrolysis of glucose-6-phosphate to glucose and phosphate, the final products
in gluconeogenesis and glycogenolysis. This pathology affects 1 in 100,000 individuals and is
associated with an inability to maintain glucose homeostasis that results in growth retardation,
hepatomegaly, lactic acidemia, and hyperlipidemia (97). Interestingly, compared with hepatocytes
generated from hiPSCs derived from healthy individuals, GSD1α hiPSC-derived hepatocytes
displayed higher levels of intracellular glycogen and lipids concomitant with elevated production of
lactic acid. Notably, these cells were also able to respond transcriptionally to glucagon stimulation,
demonstrating that the hepatocytes generated from the GSD1α-derived hiPSC lines display some
functionality related to lipid and glycogen metabolism and can respond to a key hormone of
intermediary metabolism (78).

FH is an autosomal dominant dyslipidemia caused by mutations in the LDL receptor gene that
result in elevated levels of LDL cholesterol in the plasma and premature cardiovascular disease.
Because hepatocytes are the principal cells that control cholesterol flux in the body, FH patients
can be successfully treated with liver transplantation (11). Accordingly, some of the pathological
manifestations of FH can be readily recapitulated in vitro by using patient-specific hiPSC-derived
HLCs. Indeed, hiPSCs obtained from patients with FH could be differentiated into HLCs that
are incapable of incorporating LDL even though they displayed levels of differentiation and
functionality comparable to wild-type HLCs (78). Furthermore, in a more recent report, Cayo
et al. (11) showed that hiPSCs derived from a patient with cardiovascular disease were also able
to produce HLCs. However, in addition to their inability to take up LDL, these HLCs were
unable to respond to statin treatment, and they displayed an approximately eightfold increase
in the level of secreted APOB100 compared with HLCs derived from genetically independent
control PSC lines (11). Together, these observations demonstrate that FH-derived hiPSCs can
be used effectively to model diseases affecting lipid uptake and storage in the liver.

The next step for the field is to demonstrate that complex liver diseases that are not defined
by single genes with Mendelian penetrance can be modeled in vitro using hiPSCs. Of particular
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interest, hiPSC-derived HLCs potentially could be used to better understand the molecular mech-
anisms by which genetic variation influences quantitative phenotypic traits related to liver function
in humans. Accordingly, a recent report showed that population-based cohorts of hiPSC-derived
HLCs could be used to perform genome-wide mapping and validation of functional variants or
genes, or both, involved in metabolic functions related to the liver (8). These results confirm that
hiPSCs can indeed be useful for modeling complex liver diseases. Nonetheless, further studies are
necessary to demonstrate that the results obtained are relevant in vivo and, in this context, animal
models remain necessary to provide complementary validation.

Hepatic Organoids for Modeling Developmental Disorders Affecting the Liver

When modeling diseases affecting liver development, it must be considered that hepatocytes are
not generated in isolation during embryonic life. In this regard, the generation of complex hep-
atic organoids from hiPSCs could represent a valuable tool for studying developmental disorders
affecting the liver. Accordingly, a recent report showed how complex hepatic organoids could be
generated through a process meant to recapitulate the natural path of liver development, including
development of the endoderm and foregut, and hepatoblast differentiation (12). Importantly, the
patterns of mRNA and protein expression observed during the formation of the hepatic organoids
are consistent with the patterns observed during liver development in vivo. As an example, on
day 3, the majority of the endoderm cells expressed SOX17 and CXCR4. By day 6, the posterior
foregut-like structures expressed FOXA3; and by day 9, the developing hepatic organoids ex-
pressed multiple markers of the hepatoblast stage, such as TBX3 and AFP. Finally, the organoids
expressed the hepatocyte marker CK18 and formed luminal structures that resembled bile ducts,
which were surrounded by cells expressing the cholangiocyte marker CK7. Overall, these data
suggest that hepatic organoids are capable of recapitulating liver development. Consequently,
these organoids displayed many features that are typically observed in the liver in vivo, including
expressing the tight junction protein ZO-1, which is important for the formation of bile canaliculi,
and primary cilia, commonly observed in primary cholangiocytes in vivo. Moreover, the organoids
displayed biosynthetic and drug biotransformation properties characteristic of the human liver,
with some level of CYP34A-dependent activity. Additionally, the organoids contained cells that
accumulated glycogen and also were capable of secreting albumin and several types of bile acids
into the supernatant. Importantly, the organoids displayed some capacity for self-renewal and,
thus, could be expanded in vitro (12). Considering all of these properties, it was proposed that
hepatic organoids could be used to study the impact of genetic mutations on human liver devel-
opment. As a proof of principle, hepatic organoids were used to characterize the effect of different
mutations in the JAG1 gene on biliary tract development. Mutations in the JAG1 gene cause the
majority (∼97%) of cases of Alagille syndrome (ALGS), an autosomal dominant genetic disorder in
which the Notch signaling pathway is severely impeded, causing defects in the intrahepatic biliary
tree (12, 98–103). Consequently, hiPSCs derived from ALGS patients formed hepatic organoids
that developed normally through the hepatoblast stage, including forming HLCs. However, they
did not contain cholangiocytes or bile ductular structures, nor were they capable of regenerating
secondary organoids. Furthermore, the organoids showed signs of intrahepatic cholestasis and
fibrosis, both of which could be explained by the reduced levels of RNA expression from sev-
eral Notch signaling components ( JAG1, NOTCH2, HEY1) and cholangiocyte markers (CK7,
CFTR). These results showed that mutations in JAG1 influence not only the efficiency of hep-
atic organoid formation but also the organoids’ ability to form duct-like structures containing
cholangiocytes, as well as their capability to transport bile and their capacity for regeneration
(12).
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Interestingly, not all mutations in the JAG1 gene affected the formation of normal hepatic
organoids. Indeed, hiPSCs generated from individuals carrying the Gly274Asp JAG1 mutation,
which is present in patients with cardiovascular defects but without any liver or bile duct ab-
normalities, were able to produce hepatic organoids with the same morphology and efficiency as
control hiPSCs. Taken together, these findings indicate that hepatic organoids can recapitulate
with fidelity the phenotypes dictated by different types of JAG1 mutations in vivo (12). It is worth
mentioning that, so far, there is not a strong correlation between the type and location of the JAG1
mutation and the severity of disease. Accordingly, it has been suggested that additional genomic
modifiers may be responsible for the highly variable clinical manifestations that characterize ALGS
(98–103).

The preeminent thesis about ALGS posits that it is caused by the haploinsufficiency of JAG1
because individuals with whole gene deletions can have phenotypes identical to those with intra-
genic mutations (99–104). However, it has also been reported that at least in vitro, mutant JAG1
proteins can act through a dominant negative mechanism to inhibit Notch signaling (98–103).
Hence, it remains to be determined whether ALGS is a consequence of haploinsufficiency or a
dominant negative effect of the mutated JAG1 gene. In this regard, Guan et al. (12) also showed
that unlike hiPSCs with a heterozygous JAG1 mutation (ALGS hiPSCs), hiPSC lines engineered
to carry a heterozygous JAG1 knockout were able to efficiently form intact hepatic organoids
that presented all the features displayed by control hepatic organoids. Interestingly, when ALGS
hiPSCs were converted to haploinsufficient knockouts, these new hiPSC lines were able to form
functional hepatic organoids. These data strongly suggest that ALGS liver abnormalities are caused
predominantly by a dominant negative effect of the JAG1 gene mutation (12).

Overall, hepatic organoids seem to reproduce critical events of liver development and, thus,
could be useful for uncovering new insights into disorders of human development, such ALGS.
This system could overcome some of the limitations of previous in vitro methods. Increasing
the complexity of the organoids by incorporating other nonparenchymal cells could also further
increase the spectrum of liver disease that can be modeled in vitro.

Nonalcoholic Fatty Liver Disease and Nonalcoholic Steatohepatitis

The first manifestation of nonalcoholic fatty liver disease (NAFLD) is the accumulation of lipids
in hepatocytes (105, 106). The persistence of this condition triggers a plethora of metabolic
alterations—including mitochondrial dysfunction, endoplasmic reticulum stress, hepatic insulin
resistance, and an inflammatory response—through which NAFLD evolves toward nonalcoholic
steatohepatitis (NASH) (106–109). Altogether, 29% of patients with NASH will progress to cir-
rhosis, and one-third of these will develop cancer (110). Consistent with this statistic, NAFLD and
NASH are the second most common causes of liver transplantation (107). However, predicting
the evolution of the disease is impossible because diagnosis involves invasive methods, such as liver
biopsy, which are not well tolerated by patients (106, 107). Modeling NAFLD and NASH by us-
ing HLCs could facilitate the identification and functional validation of biomarkers for prognosis,
stratification, and drug development. Accordingly, a first attempt to model NAFLD in vitro has
been recently reported by Graffmann and colleagues (111, 112) who showed that HLCs could be
used to model intracellular lipid accumulation. Furthermore, this study showed that the result-
ing HLCs displayed the biochemical alterations associated with steatosis, including upregulation
of the lipid droplet–coating protein Perilipin 2, as well as numerous genes of the peroxisome
proliferator–activated receptor pathway (112). Thus, this HLC model can recapitulate some of
the metabolic features of NAFLD. Although these results represent a step forward in modeling
NAFLD and NASH, further development is required to recapitulate in full the physiopathology
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in humans. Indeed, disease progression is linked with lipotoxicity and not only with lipid accumu-
lation. Furthermore, it involves a complex inflammatory response that can be produced only by
immune cells, such as macrophages. Hence, developing coculture systems in which hepatocytes
interact with other nonparenchymal cells will improve the utility of HLCs in recapitulating the
features of NAFLD and NASH.

CONCLUSIONS

Animal models have provided a vast amount of knowledge concerning diseases and have been useful
in developing most of the drugs available. However, they clearly have limitations for modeling
complex human disorders, especially when genetic diversity is involved. Consequently, hiPSCs
derived from patients could deliver a novel tool for modeling human diseases and their genetic
mechanisms. Accordingly, hiPSCs are already used to generate cells from virtually every organ of
the body, and the resulting cells have been used to model a diversity of diseases. However, only a
handful of studies have used hiPSC-derived disease models to actually uncover new mechanisms
of disease or to identify new drugs. The technical requirements of such work and the lack of
standardization in cell culture systems partly explain this relatively slow progress. Furthermore,
data generated from an in vitro model need to be validated, ideally using clinical information from
individual patients. These comparative studies take time and consume resources. Finally, a lack of
functional maturation may also limit the direct relevance of cells generated from hiPSCs.

However, protocols are progressing rapidly, and new approaches are constantly being de-
veloped to improve the functional maturation levels of hepatocytes, differentiation consistency,
reproducibility, and conditions for scaling up the production of hepatocytes. In parallel, increas-
ingly complex models of human tissues and organs are being engineered. The hope is that using
tissue organoids containing more than one cell type and that are embedded into 3D conditions
mimicking organ architecture will improve the function of hiPSC-derived cells. The careful se-
lection of control cell lines and the development of hiPSC line cohorts derived from multiple
genetic backgrounds will also increase the reproducibility and interpretation of data obtained from
hiPSCs. Ultimately, these improvements will not only transform our capacity to study the impact
of genetics on disease onset but also allow the development of truly personalized medicine.

DISCLOSURE STATEMENT

The authors are not aware of any affiliations, memberships, funding, or financial holdings that
might be perceived as affecting the objectivity of this review. R.G., R.T. and L.V. are funded by
the European Research Council Advanced Grant NewChol and the core support grant from the
Wellcome and Medical Research Council to the Wellcome–Medical Research Council Cambridge
Stem Cell Institute.

LITERATURE CITED

1. WHO (World Health Organ.). 2018. Genes and human disease. WHO. http://www.who.int/
genomics/public/geneticdiseases/en/index2.html

2. Bomba L, Walter K, Soranzo N. 2017. The impact of rare and low-frequency genetic variants in common
disease. Genome Biol. 18:77

3. Durand C, Rappold GA. 2013. Height matters—from monogenic disorders to normal variation. Nat.
Rev. Endocrinol. 9:171–77

4. Eilbeck K, Quinlan A, Yandell M. 2017. Settling the score: variant prioritization and Mendelian disease.
Nat. Rev. Genet. 18:599–612

www.annualreviews.org • Modeling Disease with hiPSCs 463

http://www.who.int/genomics/public/geneticdiseases/en/index2.html
http://www.who.int/genomics/public/geneticdiseases/en/index2.html


PM14CH18_Vallier ARI 21 December 2018 8:44

5. Merkle FT, Eggan K. 2013. Modeling human disease with pluripotent stem cells: from genome associ-
ation to function. Cell Stem Cell 12:656–68

6. Chin MH, Mason MJ, Xie W, Volinia S, Singer M, et al. 2009. Induced pluripotent stem cells and
embryonic stem cells are distinguished by gene expression signatures. Cell Stem Cell 5:111–23

7. DeBoever C, Li H, Jakubosky D, Benaglio P, Reyna J, et al. 2017. Large-scale profiling reveals the
influence of genetic variation on gene expression in human induced pluripotent stem cells. Cell Stem Cell
20:533–46.e7

8. Pashos EE, Park Y, Wang X, Raghavan A, Yang W, et al. 2017. Large, diverse population cohorts of
hiPSCs and derived hepatocyte-like cells reveal functional genetic variation at blood lipid-associated
loci. Cell Stem Cell 20:558–70.e10

9. Warren CR, O’Sullivan JF, Friesen M, Becker CE, Zhang X, et al. 2017. Induced pluripotent stem
cell differentiation enables functional validation of GWAS variants in metabolic disease. Cell Stem Cell
20:547–57.e7

10. Pournasr B, Duncan SA. 2017. Modeling inborn errors of hepatic metabolism using induced pluripotent
stem cells. Arterioscler. Thromb. Vasc. Biol. 37:1994–99

11. Cayo MA, Cai J, DeLaForest A, Noto FK, Nagaoka M, et al. 2012. JD induced pluripotent stem
cell–derived hepatocytes faithfully recapitulate the pathophysiology of familial hypercholesterolemia.
Hepatology 56:2163–71

12. Guan Y, Xu D, Garfin PM, Ehmer U, Hurwitz M, et al. 2017. Human hepatic organoids for the analysis
of human genetic diseases. JCI Insight 2:e94954

13. Tafaleng EN, Chakraborty S, Han B, Hale P, Wu W, et al. 2015. Induced pluripotent stem cells model
personalized variations in liver disease resulting from α1-antitrypsin deficiency. Hepatology 62:147–57

14. Brigida AL, Siniscalco D. 2016. Induced pluripotent stem cells as a cellular model for studying Down
Syndrome. J. Stem Cells Regen. Med. 12:54–60

15. Doyle MJ, Lohr JL, Chapman CS, Koyano-Nakagawa N, Garry MG, Garry DJ. 2015. Human induced
pluripotent stem cell–derived cardiomyocytes as a model for heart development and congenital heart
disease. Stem Cell Rev. 11:710–27

16. Wu AR, Wang J, Streets AM, Huang Y. 2017. Single-cell transcriptional analysis. Annu. Rev. Anal. Chem.
10:439–62

17. Goodwin S, McPherson JD, McCombie WR. 2016. Coming of age: ten years of next-generation se-
quencing technologies. Nat. Rev. Genet. 17:333–51

18. Liu Z, Lavis LD, Betzig E. 2015. Imaging live-cell dynamics and structure at the single-molecule level.
Mol. Cell 58:644–59

19. Specht EA, Braselmann E, Palmer AE. 2017. A critical and comparative review of fluorescent tools for
live-cell imaging. Annu. Rev. Physiol. 79:93–117

20. Hendriks WT, Warren CR, Cowan CA. 2016. Genome editing in human pluripotent stem cells: ap-
proaches, pitfalls, and solutions. Cell Stem Cell 18:53–65

21. Hockemeyer D, Jaenisch R. 2016. Induced pluripotent stem cells meet genome editing. Cell Stem Cell
18:573–86

22. Kilpinen H, Goncalves A, Leha A, Afzal V, Alasoo K, et al. 2017. Common genetic variation drives
molecular heterogeneity in human iPSCs. Nature 546:370–75

23. Kyttala A, Moraghebi R, Valensisi C, Kettunen J, Andrus C, et al. 2016. Genetic variability overrides
the impact of parental cell type and determines iPSC differentiation potential. Stem Cell Rep. 6:200–12

24. Engle SJ, Vincent F. 2014. Small molecule screening in human induced pluripotent stem cell–derived
terminal cell types. J. Biol. Chem. 289:4562–70

25. Iwata Y, Klaren WD, Lebakken CS, Grimm FA, Rusyn I. 2017. High-content assay multiplexing for
vascular toxicity screening in induced pluripotent stem cell–derived endothelial cells and human umbilical
vein endothelial cells. Assay Drug Dev. Technol. 15:267–79

26. Sherman SP, Bang AG. 2018. High-throughput screen for compounds that modulate neurite growth of
human induced pluripotent stem cell-derived neurons. Dis. Model. Mech. 11:dmm031906

27. Zhou T, Tan L, Cederquist GY, Fan Y, Hartley BJ, et al. 2017. High-content screening in hPSC-neural
progenitors identifies drug candidates that inhibit Zika virus infection in fetal-like organoids and adult
brain. Cell Stem Cell 21:274–83.e5

464 Grandy · Tomaz · Vallier



PM14CH18_Vallier ARI 21 December 2018 8:44

28. Gurdon JB. 1962. The developmental capacity of nuclei taken from intestinal epithelium cells of feeding
tadpoles. J. Embryol. Exp. Morphol. 10:622–40

29. Gurdon JB. 1962. Adult frogs derived from the nuclei of single somatic cells. Dev. Biol. 4:256–73
30. Thomson JA, Itskovitz-Eldor J, Shapiro SS, Waknitz MA, Swiergiel JJ, et al. 1998. Embryonic stem cell

lines derived from human blastocysts. Science 282:1145–47
31. de Miguel-Beriain I. 2015. The ethics of stem cells revisited. Adv. Drug Deliv. Rev. 82–83:176–80
32. Kimbrel EA, Lanza R. 2015. Current status of pluripotent stem cells: moving the first therapies to the

clinic. Nat. Rev. Drug Discov. 14:681–92
33. Lo B, Parham L. 2009. Ethical issues in stem cell research. Endocr. Rev. 30:204–13
34. Tada M, Takahama Y, Abe K, Nakatsuji N, Tada T. 2001. Nuclear reprogramming of somatic cells by

in vitro hybridization with ES cells. Curr. Biol. 11:1553–58
35. Cowan CA, Atienza J, Melton DA, Eggan K. 2005. Nuclear reprogramming of somatic cells after fusion

with human embryonic stem cells. Science 309:1369–73
36. Takahashi K, Yamanaka S. 2006. Induction of pluripotent stem cells from mouse embryonic and adult

fibroblast cultures by defined factors. Cell 126:663–76
37. Boyer LA, Lee TI, Cole MF, Johnstone SE, Levine SS, et al. 2005. Core transcriptional regulatory

circuitry in human embryonic stem cells. Cell 122:947–56
38. Sato N, Sanjuan IM, Heke M, Uchida M, Naef F, Brivanlou AH. 2003. Molecular signature of human

embryonic stem cells and its comparison with the mouse. Dev. Biol. 260:404–13
39. Niwa H, Ogawa K, Shimosato D, Adachi K. 2009. A parallel circuit of LIF signalling pathways maintains

pluripotency of mouse ES cells. Nature 460:118–22
40. Adhikary S, Eilers M. 2005. Transcriptional regulation and transformation by Myc proteins. Nat. Rev.

Mol. Cell Biol. 6:635–45
41. Takahashi K, Tanabe K, Ohnuki M, Narita M, Ichisaka T, et al. 2007. Induction of pluripotent stem

cells from adult human fibroblasts by defined factors. Cell 131:861–72
42. Yu J, Vodyanik MA, Smuga-Otto K, Antosiewicz-Bourget J, Frane JL, et al. 2007. Induced pluripotent

stem cell lines derived from human somatic cells. Science 318:1917–20
43. Okita K, Ichisaka T, Yamanaka S. 2007. Generation of germline-competent induced pluripotent stem

cells. Nature 448:313–17
44. Takahashi K, Yamanaka S. 2016. A decade of transcription factor–mediated reprogramming to pluripo-

tency. Nat. Rev. Mol. Cell Biol. 17:183–93
45. Fusaki N, Ban H, Nishiyama A, Saeki K, Hasegawa M. 2009. Efficient induction of transgene-free human

pluripotent stem cells using a vector based on Sendai virus, an RNA virus that does not integrate into
the host genome. Proc. Jpn. Acad. Ser. B Phys. Biol. Sci. 85:348–62

46. Okita K, Matsumura Y, Sato Y, Okada A, Morizane A, et al. 2011. A more efficient method to generate
integration-free human iPS cells. Nat. Methods 8:409–12

47. Warren L, Manos PD, Ahfeldt T, Loh YH, Li H, et al. 2010. Highly efficient reprogramming to
pluripotency and directed differentiation of human cells with synthetic modified mRNA. Cell Stem Cell
7:618–30

48. Choi J, Lee S, Mallard W, Clement K, Tagliazucchi GM, et al. 2015. A comparison of genetically
matched cell lines reveals the equivalence of human iPSCs and ESCs. Nat. Biotechnol. 33:1173–81

49. Nakamura T, Okamoto I, Sasaki K, Yabuta Y, Iwatani C, et al. 2016. A developmental coordinate of
pluripotency among mice, monkeys and humans. Nature 537:57–62

50. Gafni O, Weinberger L, Mansour AA, Manor YS, Chomsky E, et al. 2013. Derivation of novel human
ground state naive pluripotent stem cells. Nature 504:282–86

51. Vallier L, Touboul T, Chng Z, Brimpari M, Hannan N, et al. 2009. Early cell fate decisions of human
embryonic stem cells and mouse epiblast stem cells are controlled by the same signalling pathways. PLOS
ONE 4:e6082

52. Passier R, Orlova V, Mummery C. 2016. Complex tissue and disease modeling using hiPSCs. Cell Stem
Cell 18:309–21

53. Takahashi K, Yamanaka S. 2015. A developmental framework for induced pluripotency. Development
142:3274–85

www.annualreviews.org • Modeling Disease with hiPSCs 465



PM14CH18_Vallier ARI 21 December 2018 8:44

54. Tchieu J, Zimmer B, Fattahi F, Amin S, Zeltner N, et al. 2017. A modular platform for differentiation
of human PSCs into all major ectodermal lineages. Cell Stem Cell 21:399–410.e7

55. Yoshihara M, Hayashizaki Y, Murakawa Y. 2017. Genomic instability of iPSCs: challenges towards their
clinical applications. Stem Cell Rev. 13:7–16

56. Kim D, Kim CH, Moon JI, Chung YG, Chang MY, et al. 2009. Generation of human induced pluripotent
stem cells by direct delivery of reprogramming proteins. Cell Stem Cell 4:472–76

57. Lister R, Pelizzola M, Kida YS, Hawkins RD, Nery JR, et al. 2011. Hotspots of aberrant epigenomic
reprogramming in human induced pluripotent stem cells. Nature 471:68–73

58. Ohi Y, Qin H, Hong C, Blouin L, Polo JM, et al. 2011. Incomplete DNA methylation underlies a
transcriptional memory of somatic cells in human iPS cells. Nat. Cell Biol. 13:541–49

59. Polo JM, Liu S, Figueroa ME, Kulalert W, Eminli S, et al. 2010. Cell type of origin influences the
molecular and functional properties of mouse induced pluripotent stem cells. Nat. Biotechnol. 28:848–55

60. Kim K, Doi A, Wen B, Ng K, Zhao R, et al. 2010. Epigenetic memory in induced pluripotent stem cells.
Nature 467:285–90

61. Mallon BS, Hamilton RS, Kozhich OA, Johnson KR, Fann YC, et al. 2014. Comparison of the molecular
profiles of human embryonic and induced pluripotent stem cells of isogenic origin. Stem Cell Res. 12:376–
86

62. Rouhani F, Kumasaka N, de Brito MC, Bradley A, Vallier L, Gaffney D. 2014. Genetic background
drives transcriptional variation in human induced pluripotent stem cells. PLOS Genet. 10:e1004432

63. Carcamo-Orive I, Hoffman GE, Cundiff P, Beckmann ND, D’Souza SL, et al. 2017. Analysis of tran-
scriptional variability in a large human iPSC library reveals genetic and non-genetic determinants of
heterogeneity. Cell Stem Cell 20:518–32.e9

64. Warren CR, O’Sullivan JF, Friesen M, Becker CE, Zhang X, et al. 2017. Induced pluripotent stem
cell differentiation enables functional validation of GWAS variants in metabolic disease. Cell Stem Cell
20:547–57.e7

65. Benam KH, Dauth S, Hassell B, Herland A, Jain A, et al. 2015. Engineered in vitro disease models.
Annu. Rev. Pathol. 10:195–262

66. Kimbrel EA, Lanza R. 2016. Pluripotent stem cells: the last 10 years. Regen. Med. 11:831–47
67. Musah S, Wrighton PJ, Zaltsman Y, Zhong X, Zorn S, et al. 2014. Substratum-induced differentiation of

human pluripotent stem cells reveals the coactivator YAP is a potent regulator of neuronal specification.
PNAS 111:13805–10

68. Ribeiro AJ, Ang YS, Fu JD, Rivas RN, Mohamed TM, et al. 2015. Contractility of single cardiomyocytes
differentiated from pluripotent stem cells depends on physiological shape and substrate stiffness. PNAS
112:12705–10

69. Smith Q, Chan XY, Carmo AM, Trempel M, Saunders M, Gerecht S. 2017. Compliant substratum
guides endothelial commitment from human pluripotent stem cells. Sci. Adv. 3:e1602883

70. Takebe T, Sekine K, Enomura M, Koike H, Kimura M, et al. 2013. Vascularized and functional human
liver from an iPSC-derived organ bud transplant. Nature 499:481–84

71. Camp JG, Sekine K, Gerber T, Loeffler-Wirth H, Binder H, et al. 2017. Multilineage communication
regulates human liver bud development from pluripotency. Nature 546:533–38

72. Park IH, Arora N, Huo H, Maherali N, Ahfeldt T, et al. 2008. Disease-specific induced pluripotent stem
cells. Cell 134:877–86

73. Onder TT, Daley GQ. 2012. New lessons learned from disease modeling with induced pluripotent stem
cells. Curr. Opin. Genet. Dev. 22:500–8

74. Trounson A, Shepard KA, DeWitt ND. 2012. Human disease modeling with induced pluripotent stem
cells. Curr. Opin. Genet. Dev. 22:509–16

75. Vallier L, Segeritz CP. 2016. Inherited metabolic disorders of the liver. In Human iPS Cells in Disease
Modelling, ed. K Fukuda, pp. 83–99. Tokyo: Springer

76. Szkolnicka D, Hay DC. 2016. Advances in generating hepatocytes from pluripotent stem cells for trans-
lational medicine. Stem Cells 34:1421–26

77. Sampaziotis F, Segeritz CP, Vallier L. 2015. Potential of human induced pluripotent stem cells in studies
of liver disease. Hepatology 62:303–11

466 Grandy · Tomaz · Vallier



PM14CH18_Vallier ARI 21 December 2018 8:44

78. Rashid ST, Corbineau S, Hannan N, Marciniak SJ, Miranda E, et al. 2010. Modeling inherited metabolic
disorders of the liver using human induced pluripotent stem cells. J. Clin. Investig. 120:3127–36

79. Takebe T, Zhang RR, Koike H, Kimura M, Yoshizawa E, et al. 2014. Generation of a vascularized and
functional human liver from an iPSC-derived organ bud transplant. Nat. Protoc. 9:396–409

80. Roy-Chowdhury N, Wang X, Guha C, Roy-Chowdhury J. 2017. Hepatocyte-like cells derived from
induced pluripotent stem cells. Hepatol. Int. 11:54–69

81. Hannan NR, Segeritz CP, Touboul T, Vallier L. 2013. Production of hepatocyte-like cells from human
pluripotent stem cells. Nat. Protoc. 8:430–37

82. Palakkan AA, Nanda J, Ross JA. 2017. Pluripotent stem cells to hepatocytes, the journey so far. Biomed.
Rep. 6:367–73

83. Liu H, Ye Z, Kim Y, Sharkis S, Jang YY. 2010. Generation of endoderm-derived human induced pluripo-
tent stem cells from primary hepatocytes. Hepatology 51:1810–19

84. Si-Tayeb K, Noto FK, Nagaoka M, Li J, Battle MA, et al. 2010. Highly efficient generation of human
hepatocyte-like cells from induced pluripotent stem cells. Hepatology 51:297–305

85. Sullivan GJ, Hay DC, Park IH, Fletcher J, Hannoun Z, et al. 2010. Generation of functional human
hepatic endoderm from human induced pluripotent stem cells. Hepatology 51:329–35

86. Song Z, Cai J, Liu Y, Zhao D, Yong J, et al. 2009. Efficient generation of hepatocyte-like cells from
human induced pluripotent stem cells. Cell Res. 19:1233–42

87. Yu Y, Liu H, Ikeda Y, Amiot BP, Rinaldo P, et al. 2012. Hepatocyte-like cells differentiated from human
induced pluripotent stem cells: relevance to cellular therapies. Stem Cell Res. 9:196–207

88. Sakurai F, Mitani S, Yamamoto T, Takayama K, Tachibana M, et al. 2017. Human induced-pluripotent
stem cell–derived hepatocyte-like cells as an in vitro model of human hepatitis B virus infection. Sci. Rep.
7:45698

89. Wu X, Robotham JM, Lee E, Dalton S, Kneteman NM, et al. 2012. Productive hepatitis C virus infection
of stem cell–derived hepatocytes reveals a critical transition to viral permissiveness during differentiation.
PLOS Pathog. 8:e1002617

90. Wang Y, Alhaque S, Cameron K, Meseguer-Ripolles J, Lucendo-Villarin B, et al. 2017. Defined and
scalable generation of hepatocyte-like cells from human pluripotent stem cells. J. Vis. Exp. 121:e55355

91. Cameron K, Tan R, Schmidt-Heck W, Campos G, Lyall MJ, et al. 2015. Recombinant laminins drive
the differentiation and self-organization of hESC-derived hepatocytes. Stem Cell Rep. 5:1250–62

92. Gieseck RL 3rd, Hannan NR, Bort R, Hanley NA, Drake RA, et al. 2014. Maturation of induced
pluripotent stem cell derived hepatocytes by 3D-culture. PLOS ONE 9:e86372

93. Sampaziotis F, de Brito MC, Madrigal P, Bertero A, Saeb-Parsy K, et al. 2015. Cholangiocytes derived
from human induced pluripotent stem cells for disease modeling and drug validation. Nat. Biotechnol.
33:845–52

94. Furuyama K, Kawaguchi Y, Akiyama H, Horiguchi M, Kodama S, et al. 2011. Continuous cell supply
from a Sox9-expressing progenitor zone in adult liver, exocrine pancreas and intestine. Nat. Genet.
43:34–41

95. Strazzabosco M, Fabris L. 2013. The balance between Notch/Wnt signaling regulates progenitor cells’
commitment during liver repair: Mystery solved? J. Hepatol. 58:181–83

96. Sampaziotis F, de Brito MC, Geti I, Bertero A, Hannan NR, Vallier L. 2017. Directed differentiation
of human induced pluripotent stem cells into functional cholangiocyte-like cells. Nat. Protoc. 12:814–27

97. Si-Tayeb K, Lemaigre FP, Duncan SA. 2010. Organogenesis and development of the liver. Dev. Cell
18:175–89

98. O’Hara SP, Tabibian JH, Splinter PL, LaRusso NF. 2013. The dynamic biliary epithelia: molecules,
pathways, and disease. J. Hepatol. 58:575–82

99. Schwartz RE, Trehan K, Andrus L, Sheahan TP, Ploss A, et al. 2012. Modeling hepatitis C virus infection
using human induced pluripotent stem cells. PNAS 109:2544–48

100. Yusa K, Rashid ST, Strick-Marchand H, Varela I, Liu PQ, et al. 2011. Targeted gene correction of
α1-antitrypsin deficiency in induced pluripotent stem cells. Nature 478:391–94

101. Unternaehrer JJ, Daley GQ. 2011. Induced pluripotent stem cells for modelling human diseases. Philos.
Trans. R. Soc. B 366:2274–85

www.annualreviews.org • Modeling Disease with hiPSCs 467



PM14CH18_Vallier ARI 21 December 2018 8:44

102. Chou JY. 2001. The molecular basis of type 1 glycogen storage diseases. Curr. Mol. Med. 1:25–44
103. Andersson ER, Chivukula IV, Hankeova S, Sjoqvist M, Tsoi YL, et al. 2017. Mouse model of Alagille

syndrome and mechanisms of Jagged1 missense mutations. Gastroenterology 154:1080–95
104. Gilbert MA, Spinner NB. 2017. Alagille syndrome: genetics and functional models. Curr. Pathobiol. Rep.

5:233–41
105. Turnpenny PD, Ellard S. 2012. Alagille syndrome: pathogenesis, diagnosis and management. Eur. J.

Hum. Genet. 20:251–57
106. Grochowski CM, Loomes KM, Spinner NB. 2016. Jagged1 ( JAG1): structure, expression, and disease

associations. Gene 576:381–84
107. Guegan K, Stals K, Day M, Turnpenny P, Ellard S. 2012. JAG1 mutations are found in approximately

one third of patients presenting with only one or two clinical features of Alagille syndrome. Clin. Genet.
82:33–40

108. Fon Tacer K, Rozman D. 2011. Nonalcoholic fatty liver disease: focus on lipoprotein and lipid deregu-
lation. J. Lipids 2011:783976

109. Tiniakos DG, Vos MB, Brunt EM. 2010. Nonalcoholic fatty liver disease: pathology and pathogenesis.
Annu. Rev. Pathol. 5:145–71

110. Hannoush ZC, Puerta H, Bauer MS, Goldberg RB. 2017. New JAG1 mutation causing Alagille syn-
drome presenting with severe hypercholesterolemia: case report with emphasis on genetics and lipid
abnormalities. J. Clin. Endocrinol. Metab. 102:350–53

111. Wruck W, Graffmann N, Kawala MA, Adjaye J. 2017. Current status and future directions on research
related to nonalcoholic fatty liver disease. Stem Cells 35:89–96

112. Graffmann N, Ring S, Kawala MA, Wruck W, Ncube A, et al. 2016. Modeling nonalcoholic fatty liver
disease with human pluripotent stem cell-derived immature hepatocyte-like cells reveals activation of
PLIN2 and confirms regulatory functions of peroxisome proliferator-activated receptor alpha. Stem Cells
Dev. 25:1119–33

113. Rossant J, Tam PPL. 2017. New insights into early human development: lessons for stem cell derivation
and differentiation. Cell Stem Cell 20:18–28

114. Yamada S, Nakashima T, Hirose A, Yoneyama A, Takeda T, Takakuwa T. 2012. Developmental anatomy
of the human embryo—3D-imaging and analytical techniques. In The Human Embryo, ed. S Yamada,
T Takakuwa. London: Intech Open

468 Grandy · Tomaz · Vallier


