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Summary
Hepatocellular carcinoma (HCC) is the predominant primary cancer arising from the liver and is one
of the major causes of cancer-related mortality worldwide. The cellular origin of HCC has been a
topic of great interest due to conflicting findings regarding whether it originates in hepatocytes,
biliary cells, or facultative stem cells. These cell types all undergo changes during liver injury, and
there is controversy about their contribution to regenerative responses in the liver. Most HCCs
emerge in the setting of chronic liver injury from viral hepatitis, fatty liver disease, alcohol, and
environmental exposures. The injuries are marked by liver parenchymal changes such as hepatocyte
regenerative nodules, biliary duct cellular changes, expansion of myofibroblasts that cause fibrosis
and cirrhosis, and inflammatory cell infiltration, all of which may contribute to carcinogenesis.
Addressing the cellular origin of HCC is the key to identifying the earliest events that trigger it.
Herein, we review data on the cells of origin in regenerating liver and HCC and the implications of
these findings for prevention and treatment. We also review the origins of childhood liver cancer
and other rare cancers of the liver.
© 2021 The Authors. Published by Elsevier B.V. on behalf of European Association for the Study of the
Liver (EASL). This is an open access article under the CC BY license (http://creativecommons.org/licenses/
by/4.0/).
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Introduction
Hepatocellular carcinoma (HCC) is the predomi-
nant primary cancer of the liver and causes
790,000 deaths annually worldwide.1,2 Major risk
factors include chronic hepatitis B virus (HBV) and
hepatitis C virus (HCV) infection, heavy alcohol
intake, and the metabolic syndrome, a collection of
conditions that includes insulin resistance, obesity,
hyperlipidaemia, and hypertension, which is asso-
ciated with non-alcoholic steatohepatitis
(NASH).3,4 In more than 90% of cases, HCC occurs
on a background of cirrhosis, whereas in a minority
of cases, particularly with HBV infection and
increasingly with NASH, it develops in livers with
minimal or no fibrosis.5,6 Patients with cirrhosis
have annual incidence rates of HCC of 2-4%.7 Other
risk factors include toxins, autoimmune hepatitis,
cholestatic liver diseases, hereditary haemochro-
matosis, and a1-antitrypsin deficiency.8 A family
history of HCC is an independent risk factor for
HCC, and cancer-associated genetic variants can be
detected in the germline of patients with HCC, but
the full spectrum of underlying genetic risk factors
is not yet known.6,9

Hepatocytes are the main parenchymal cells of
the liver, representing 80% of the total liver volume.
Although hepatocytes in the adult liver rarely
divide under normal conditions, they have
tremendous regenerative capacity upon liver
injury. Hepatocytes are heterogeneous, performing
distinct metabolic functions depending on their
location within the liver lobule – periportal (zone
1), midlobular (zone 2), or pericentral (zone 3) – a
phenomenon called zonation.10–13 Approximately
50% of human and 90% of mouse hepatocytes are
polyploid, with polyploid cells spread across all
zones.13,14

Many cell types other than hepatocytes exist in
the liver. The other parenchymal cells of the liver,
the biliary epithelial cells (BECs) or cholangiocytes,
form the tree-like three-dimensional structure of
the intrahepatic biliary system. Non-parenchymal
cells include liver sinusoidal endothelial cells,
stellate cells, portal fibroblasts, immune cells, and
resident macrophages, also known as Kupffer
cells.15

In liver injury, there is an expansion of an oval-
shaped population of BECs in association with the
bile ducts and their terminal branches, the canals
of Hering, which is known as the ductular reac-
tion.16–18 Ductular reactions are observed in acute
and chronic hepatocellular and cholestatic liver
injuries.16,19–22 The cells of the ductular reaction
express biliary proteins, and, in certain settings,
have been shown to have a bipotential capacity to
supply both hepatocytes and BECs, as a facultative
stem cell compartment.23–29 The term hepatic
progenitor cell (HPC) is used to describe these oval-
shaped cells in ductular reactions. The hallmarks of
HPCs include high turnover, ability to self-renew,
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Key points

� Mature hepatocytes can generally divide to regenerate liver mass after
injuries, but in the setting of severe hepatocyte injuries, hepatic pro-
genitor cells (HPCs) may step in to generate hepatocytes.

� Both HPCs and mature hepatocytes have been shown to have the ca-
pacity to form HCC.

� Lineage tracing experiments performed in mice have indicated that in
most conditions HCC arises from mature hepatocytes.

� Additional research is needed to determine whether any specific subset
of hepatocytes tends to contribute more to tumorigenesis than others,
and whether any cell type can be targeted to prevent HCC.
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and capability of bidirectional differentiation into hepatocytes
and BECs.28,29 However, unlike organs such as the intestine and
skin that rely on tissue-resident stem cells for homeostasis, the
predominant evidence supports pre-existing, fully differentiated
hepatocytes as the main source of cells for homeostasis, regen-
eration after injury, and HCC.

There has been continuous debate about whether all or only a
specific subset of HPCs or hepatocytes are responsible for liver
maintenance, regeneration, and HCC. The development of
effective off/on switches for reporter genes has enabled in vivo
tracking of specific cell types to trace their contribution to tis-
sues. Inducible Cre systems have allowed researchers to mark
HPCs or hepatocytes with a reporter, such as GFP, followed by
induction of liver injury or carcinogenesis. Cell lineage tracing
also provided fundamental insights into the molecular mecha-
nisms governing cell fate decisions.

Herein, we review the evidence for HPCs and hepatocytes as
cells of origin for the regenerating liver and for the development
of HCC. We discuss areas of controversy and areas requiring
further investigation, and we propose that there may be signif-
icant plasticity in cellular origins that depends on the context
and the oncogenic drivers of HCC.
Origin of regenerating cells that respond to liver
injury
The liver has a unique capacity to regenerate after acute or
chronic liver injury to ensure sufficient liver mass for homeo-
stasis. Highly redundant autocrine, paracrine, and endocrine
signals coordinate liver regeneration. Regenerative responses are
proportional to the severity of injury up to a threshold, beyond
which injury progresses to liver failure and death. Partial hepa-
tectomy (PH), the surgical removal of a portion of the liver, is the
most widely used rodent model of liver regeneration to date. In
rodents, complete restoration of liver mass occurs within 3
weeks after a two-third PH. Unlike PH, the ischemia/reperfusion
injury model relies on the reduction of functional liver mass via
anoxia, while the structure of the liver is relatively unaffected.
Chemical injury models utilise a variety of hepatotoxic chemicals
to induce cellular death and compensatory liver regeneration,
including thioacetamide (TAA), chloroform, carbon tetrachloride
(CCl4), choline-deficient, ethionine-supplemented (CDE) diet,
bromobenzene, 3,5-diethoxicarbonyl-1,4-dihydrocollidine
(DDC), acetaminophen, trichloroethylene, allyl alcohol, and
galactosamine.30–37
Biliary epithelial cells and hepatic progenitor cells as cellular
origins of regenerating liver
While HPCs are detected in nearly all liver diseases,16,21 subse-
quent differentiation of HPCs into hepatocytes or BECs that
contribute to the restoration of liver mass and function, and vice
versa (i.e. reprogramming of hepatocytes into BECs), is only
observed in specific contexts.38 Tracing of BECs and HPCs has
most often been performed using the biliary/progenitor markers
SRY (sex-determining region Y)-box 9 (Sox9), cytokeratin 19
(Krt19), osteopontin (OPN), hepatocyte nuclear factor (HNF)1b,
and forkhead box L1 (Foxl1).39–49

Sox9+ cells
Sox9-positive liver cells have been reported to replenish hepa-
tocytes during homeostasis and injury, but conflicting evidence
JHEP Reports 2022
has raised doubts about whether these are BECs, HPCs, or peri-
portal hepatocytes.

Using lineage tracing of Sox9-expressing cells during foetal
development and in the postnatal period, a report suggested that
a number of periportal hepatocytes were derived from Sox9-
labelled cells, however, overall maintenance of the hepatocytes
occurred without continuous generation from Sox9-labelled
cells.44 In contrast, another report proposed that Sox9+ BECs
functioned as progenitors that continuously replenished hepa-
tocytes during physiological homeostasis.49 Additional work to
trace Sox9+ HPCs using multicoloured fluorescent Confetti re-
porter mice showed that Sox9+ cells clonally expanded but rarely
produced hepatocytes following chronic liver injury induced by
CDE, DDC, or CCl4.50 A separate group reported that Sox9low+

hepatocytes found in the periportal zone significantly contrib-
uted to the restoration of liver parenchyma after chronic liver
injury induced by CCl4.51 In line with these findings, co-labelled
periportal cells expressing the hepatocyte marker HNF4a plus
Sox9 acted as bipotent progenitor cells after liver injury, giving
rise to both hepatocytes and BECs.52

Thus, Sox9+ cells may contribute to liver repopulation, but
Sox9 is not a very specific lineage label as it captures periportal
hepatocytes, BECs, and HPCs.53 There have been discrepant re-
sults with Sox9 lineage labelling that may be related to the dose
of tamoxifen,44 leaky nuclear translocation of CreERT2,51 the
type and severity of injury,44,50,51 and differential designs of
genetic models – transgenic44,50,51,54 vs. knock-in.49 Overall,
lineage labelling with Sox9 has demonstrated plasticity between
BECs, HPCs, and hepatocytes.

OPN+ cells
Lineage tracing of OPN-expressing BECs and HPCs found that there
were no label-positive hepatocytes during 6 months of liver ho-
meostasis, nor during liver regeneration following PHoracute toxic
injury induced by CCl4.

42 However, OPN+ HPCs and/or BECs gener-
ated2.45%ofhepatocytesby the endof a 2-week recoveryafterCDE
diet-induced chronic hepatocellular injury. Similarly, OPN labelling
of biliary cells followed by long-term (>24 weeks) CCl4 treatment
resulted in 12% of hepatocytes being label-positive.46

HNF1b+ cells
When HNF1b+ biliary cells were lineage labelled, they did not
result in any label-positive hepatocytes during liver homeostasis
or following PH or acute acetaminophen and CCl4 injury. Simi-
larly, no HNF1b+ cell-derived hepatocytes were observed after
DDC- or CCl4-induced chronic liver injury. On the other hand,
1.86% of total hepatocytes were derived from HNF1b+ cells
following a CDE diet.43 Thus, HNF1b+ biliary cells contributed to
liver regeneration in a liver injury model-dependent manner.
2vol. 4 j 100416



Foxl1+ cells
An author of this review previously found that Foxl1 is a marker
for HPCs in murine postnatal livers, and their descendants form
hepatocytes after a recovery period following CDE diet
feeding.28,48 The severity of liver injury beyond a certain
threshold was critical for HPC-to-hepatocyte transdifferentiation.
In severely injured mice, up to 29% of hepatocytes were Foxl1+
lineage labelled, indicating an HPC origin.

Krt19+ cells
In mice treated with TAA or DDC for 24 weeks, 10% and 9.1% of
hepatocytes were Krt19-positive, respectively, indicating BECs as
the cellular origin.39 Interestingly, BEC-to-hepatocyte conversion
occurred via HNF4a+/Krt19+ biphenotypic cells, which did not
express HPC markers, implicating a conversion without an in-
termediate progenitor state.

Contribution of BECs and HPCs to liver regeneration in combined
injury models
Several groups used the strategy of overexpressing or deleting
specific genes in hepatocytes to inhibit their proliferation in the
context of chemical liver injury. In these combined injury
models, the contribution of BECs/HPCs to hepatocyte number
greatly exceeded the levels seen in models of chemical injury
alone. For example, loss of b1-integrin or overexpression of p21
in murine hepatocytes in combination with liver damage
induced by DDC, TAA, CDE, or methionine- and choline-deficient
diet triggered ductular reactions followed by the appearance of
BEC-derived hepatocytes.41 Similarly, hepatocyte-specific dele-
tion of Mdm2 or b-catenin provoked the differentiation of BEC-
derived HPCs or BECs into hepatocytes upon severe liver
injury.45,55

Role of the microenvironment in cell fate decisions of hepatic pro-
genitor cells
Local signalling plays an important role in cell fate decisions of
HPCs. The Wnt/b-catenin pathway is associated with HPC acti-
vation and differentiation toward hepatocytes, while Notch sig-
nalling in HPCs is linked to differentiation toward BECs.26,56–58

Clearing of hepatocyte debris induced Wnt3a expression in
macrophages in CDE- or DDC-treated mice, which led to the
activation of the canonical Wnt pathway in HPCs, promoting
their differentiation into hepatocytes. On the other hand,
expression of the Notch ligand Jagged1 by myofibroblasts acti-
vated Notch signalling in HPCs and promoted their differentia-
tion into BECs during biliary regeneration.23

Changes to the extracellular matrix during chronic liver injury
are crucial for HPC activation and differentiation. Depletion of
laminin, a key extracellular matrix component of the HPC niche,
increased the number of HPC-derived hepatocytes in CDE-
treated mice.42 Disruption of hepatocyte growth factor/MET
signalling in the setting of DDC altered the composition of the
HPC microenvironment, decreased HPC numbers, and led to liver
failure.59 In contrast, liver-specific conditional knockout of the
epidermal growth factor receptor led to increased expansion of
HPCs in response to DDC, and the HPCs tended toward hepato-
cyte rather than BEC differentiation, suggesting that epidermal
growth factor receptor signalling directs BEC differentiation.60

A crucial component of the microenvironment is fibrosis and
eventually cirrhosis that develops with chronic liver injuries and
may affect cellular plasticity. Recent data suggest that expansion
of HPCs in cirrhotic livers gives rise to regenerative nodules.61
JHEP Reports 2022
Furthermore, mitochondrial DNA mutation analysis of human
liver tissues revealed that HPCs and regenerative nodules shared
identical mutations, indicating common origins.62,63

Hepatocyte cellular origins of regenerating liver
Multiple lines of evidence indicate that the predominant cells of
origin of new hepatocytes in liver homeostasis and regeneration
are pre-existing hepatocytes. Lineage tracing of hepatocytes
following PH and various HPC-inducing toxic liver injuries in
AAV8-TBG-Cre-injected R26YFP mice showed that the percentage
of labelled hepatocytes remained unchanged at more than 99%
following liver injuries, implicating liver repopulation by pre-
existing hepatocytes.64 Furthermore, Krt19+ biliary/progenitor
cells were genetically labelled using Krt19-CreER;R26YFP mice.
Under HPC-inducing injury or homeostatic conditions, all YFP+
cells coexpressed Krt19 but not the hepatocyte marker HNF4a,
indicating that YFP+ biliary/progenitor cells did not contribute to
hepatocytes.64 Similar results were obtained in a separate he-
patocyte lineage tracing study using Alb-DreER;R26-RSR-tdTo-
mato mice, in which more than 99.5% of hepatocytes were
genetically labelled following tamoxifen-induced Dre-rox
recombination. After PH and chemically induced chronic liver
injury, almost all hepatocytes were tdTomato+ in regenerated
and control livers, demonstrating that new hepatocytes origi-
nated from pre-existing hepatocytes.65

Significance of hepatocyte ploidy in liver regeneration
Recent studies suggest differential roles for diploid and polyploid
hepatocytes in homeostasis and regeneration. Importantly, he-
patocyte polyploidisation is a dynamic process, as diploid he-
patocytes may become polyploid and polyploid hepatocytes may
become diploid during cell division, a phenomenon termed the
ploidy conveyor.66–70 Mice lacking the transcription factors E2f7
and E2f8 in the liver have mostly diploid hepatocytes, and
therefore avoid the ploidy conveyor phenomenon.67 E2f7/E2f8-
deficient hepatocytes (mostly diploid) proliferate faster and
massively outcompete control hepatocytes (mostly polyploid) in
competitive repopulation studies. During PH, although both the
diploid and polyploid hepatocyte population contributed to liver
regeneration, diploid hepatocytes entered the cell cycle earlier
and progressed through faster compared to polyploid hepato-
cytes. Similar findings were reported in a study using hetero-
zygous Rosa26-Rainbow reporter mice and AAV8-TBG-Cre to
randomly label hepatocytes across the liver lobule. This study
demonstrated a broad distribution of hepatocytes that prolifer-
ate and contribute to normal liver tissue maintenance and
regeneration in acute or chronic liver injury, challenging the
concept of a specialised liver stem cell compartment. Notably,
diploid hepatocytes replicated more efficiently than polyploid
hepatocytes after chronic injury induced by CCl4.

68

Taking an elegant multicolour reporter allele system, the
heterozygous Ubc-CreERT2;Rosa-Confetti+/- mice, polyploid he-
patocytes can be labelled as multicoloured, whereas diploid cells
express only a single reporter gene after Cre recombination.
Polyploid hepatocytes showed extensive repopulation capability,
ploidy reduction, and repolyploidisation when transplanted into
fumarylacetoacetate hydrolase (Fah)-/- recipient livers. Further-
more, proliferation of polyploid hepatocytes and ploidy reduc-
tion also occurred after liver injury induced by CCl4, DDC, TAA,
and Fah-deficiency.69

Thus, although polyploid hepatocytes may have a slightly
reduced ability to regenerate, the ploidy state is dynamic, and
3vol. 4 j 100416
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Fig. 1. Cellular origins of liver regeneration and HCC. In the quiescent state, liver cells divide infrequently. In the setting of liver injuries such as infection with
HBV or HCV, or exposure to liver toxins, hepatocytes divide to restore lost parenchyma, and the population of hepatic progenitor cells, which are associated with
the canals of Hering and bile ductules, expands. Evidence from lineage tracing and forced expression of oncogenes in various cell types suggests that hepatic
progenitor cells and hepatocytes both have the capacity to generate HCC. The relative contribution of hepatic progenitor cells or hepatocytes to HCC may depend
on the type of injury, the specific genetic alterations, and the surrounding microenvironment. HCC, hepatocellular carcinoma.
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polyploid hepatocytes can divide to form diploid cells, and then
later form new polyploid cells.

Hepatocyte zonation and contribution to regenerating liver
Besides heterogeneous ploidy states, the different zones of the
liver lobule have recently been found to make varying contri-
butions to liver homeostasis and regeneration (see Fig. 1).51,71–77

As mentioned earlier, periportal hepatocytes (zone 1) of un-
injured liver labelled as Sox9low+ cells express several biliary/
progenitor cell markers.51 These cells have been named hybrid
hepatocytes (HybHPs). After chronic liver injury using CCl4,
label-positive HybHPs contributed substantially to the restora-
tion of liver parenchyma.

Pericentral (zone 3) hepatocytes are marked by a character-
istic activation of theWnt-b-catenin pathway, whereWnt signals
are provided by adjacent central vein endothelial cells.71 A Wnt-
responsive, diploid Axin2+ liver cell population located around
the central vein, which the authors referred to as hepatocyte
JHEP Reports 2022
stem cells, was found to contribute substantially to normal he-
patocyte maintenance.71 However, this was challenged in a study
that used Axin2 lineage tracing in BAC-transgenic mice to avoid
potential Axin2 haploinsufficiency.76 In this study, Axin2+ peri-
central hepatocytes did not possess superior proliferative ability,
and proliferation of hepatocytes throughout the liver could ac-
count for homeostasis and restoration of liver mass after PH.
Similarly, rare hepatocytes with high telomerase expression
distributed throughout the liver lobule were found to repopulate
all zones during homeostasis and regenerate the liver in
response to injuries.74

A comprehensive recent study used 14 fate mapping CreER-
based mouse strains to systematically compare distinct sub-
populations of hepatocytes during liver homeostasis and injury.
This study found significant differences in the repopulation ca-
pacity of hepatocytes from different zones. The proportion of
periportal (zone 1) hepatocytes declined over 6- and 12-month
periods, indicating that the contribution of zone 1 cells to liver
4vol. 4 j 100416



homeostasis is negligible. Similarly, pericentral (zone 3) hepa-
tocytes showed no significant contribution. Most importantly,
zone 2 hepatocytes preferentially repopulated the liver lobule
during normal liver maintenance and when either zone 1 or 3
was damaged by hepatotoxins.77

The controversies among studies indicate that an approach
based on unbiased labelling is required.68 A proliferation tracer
(ProTracer) model, which allows an unbiased assessment of
proliferative events over time, demonstrated that the hepatocyte
proliferation rate was the highest in zone 2 during normal ho-
meostasis, and hepatocytes next to injury sites contributed most
to liver regeneration.78

In conclusion, the evidence indicates that hepatocytes are the
predominant cells of origin of newly formed hepatocytes in
normal liver tissue maintenance and regeneration following low-
level injury, with little replenishment of hepatocytes from BECs
and HPCs. Recent studies put the existence of a specific hepa-
tocyte population acting as a stem cell compartment into ques-
tion. Rather, all hepatocytes have the potential to step up and
repair liver injuries. With certain types of chronic hepatocyte
injury, however, distinct populations of BECs and HPCs have
some capacity to generate hepatocytes, perhaps as a failsafe in
the event of devastating liver injuries.

Cellular origin of HCC
The cellular origin of HCC has been a topic of debate and research
for decades. HCCs are usually found in cirrhotic livers with
abundant ductular reactions, and they often express both he-
patocyte and biliary markers.79–81 The diseased microenviron-
ment of chronic inflammation, continuous hepatocyte
destruction, and liver regeneration provides fertile soil for HCC
initiation and progression. Mutations and chromosomal aberra-
tions are increased in hepatocytes of patients with cirrhosis, and
mutational signatures and epigenetic changes overlap between
cirrhotic tissue and HCC.63,82 This is a dynamic state that occurs
over many years, and rodents may not adequately recapitulate
cirrhosis that develops in humans. As a carcinoma, HCC has an
epithelial origin, but it remains unclear whether HCCs originate
from damaged hepatocytes, regenerating healthy hepatocytes, or
activated HPCs (see Fig. 1).

Rodent models have helped to characterise the cellular ori-
gins of HCC. Dating back as far as the 1950s, experiments per-
formed in rats treated with liver carcinogens have identified a
process of carcinogenesis that is similar but accelerated in
comparison to human carcinogenesis, with HCC developing in
association with ductular reaction and fibrosis. These early
studies suggested HPCs as the potential cell of origin for
HCC.83–85

However, more recent cell lineage tracing experiments
implicate hepatocytes as the predominant cell of origin. Like
with regenerating liver cells, inducible reporter systems have
enabled scientists to trace the cell of origin of HCC by lineage
labelling hepatocytes or HPCs with a reporter, followed by in-
duction of hepatocarcinogenesis and examination of resultant
tumours for reporter gene expression.

HPCs as the cell of origin of HCC
It was long assumed that HPCs in the stem/progenitor
compartment can contribute to HCC based on correlative ob-
servations. First, HCC often exhibits markers and gene expression
signatures of stem/progenitor cells, and expression of progenitor
markers in HCC is associated with a poor prognosis.86–89
JHEP Reports 2022
However, expression of stem/progenitor cell markers may
reflect dedifferentiation of cells derived from mature hepato-
cytes or phenotypic plasticity of cancer cells. Second, accumu-
lation of HPCs is detected in several liver diseases associated
with an increased risk of cancer as well as in livers with HCC both
in human and animal models.16,19,29 Lastly, cancer stem cells in
HCC, a subpopulation of cells within a given tumour with ca-
pacity for self-renewal and tumorigenesis, share progenitor cell
molecular profiles with HPCs.61,90

A study performed in mice by one of the review authors
found that hepatoblasts, HPCs, and hepatocytes all have the ca-
pacity to form HCC. This study isolated these various primary cell
types and transformed them by introducing oncogenic H-Ras
and SV40LT, then transplanted them into immunodeficient
mice.90 Tumours displayed various histological features of HCC,
intrahepatic cholangiocarcinoma (ICC), and other tumour phe-
notypes irrespective of the origin of the transplanted cell types.
The tumours also all expressed markers of progenitors/biliary
cells including Krt19, epithelial cell adhesion molecule (EpCAM),
and A6. This work indicated that these cell types all have the
potential to contribute to HCC. It also showed that marker
expression cannot be used to extrapolate the cell type of origin of
HCCs, as, for instance, hepatocytes could form tumours with
biliary cell marker expression.

In support of HPCs with a capacity to develop HCC, lineage
tracing of a population of liver cells that expresses EpCAM upon
liver injury, which the authors termed proliferating ductal cells,
could give rise to HCC.91 Because the EpcamCreERT2 transgene did
not label quiescent cells in chow-fed animals, lineage labelling
with tamoxifenwas performed only after initiation of injury with
DDC treatment. Using activation-induced cytidine deaminase
(AID) conditional transgenic (cTg) mice to induce genetic alter-
ations, the EpcamCreERT2;AID cTg mice developed label-positive
HCCs. About half of the tumours had sparse ductule-like chol-
angiolocellular features, suggesting they formed combined
hepatocellular-cholangiocarcinoma (cHCC-ICC). In comparison,
HCCs that emerged from inducing mutations in hepatocytes
using AlbCre;AID cTg mice were indistinguishable from the HPC-
derived tumours except that they had no ductule-like struc-
tures. In short, HPCs have the capacity to form HCC after the
acquisition of genetic alterations.

Hepatocytes as the cell of origin of HCC
The long life span and remarkable regenerative potential of
mature hepatocytes strongly support their susceptibility to ma-
lignant transformation under selective pressure induced by
chronic inflammatory cell death.92 This concept is supported by
various mouse models of hepatocarcinogenesis, especially by
those established using hydrodynamic tail vein injection (HDTVI),
which predominantly induces genetic alterations in mature he-
patocytes.93,94 For example, coexpression of METor N-RasG12V and
activated b-catenin using HDTVI can induce HCC formation with
4- or 13-week latency, respectively.95,96 Several models combine
HDTVI with the Fah-null mouse model of liver repopulation. In
these models, HCC development is driven by selective repopula-
tion of Fah-positive hepatocytes expressing the transfected genes
and by the cytotoxic microenvironment of Fah mutant livers.97–99

Sequential phenotypic changes in diseased liver, such as the
emergence of dysplastic foci, nodules, and HCC further support
oncogenic transformation of mature hepatocytes.100

In a report examining the cell of origin of HCC, lineage tracing
of hepatocytes was performed using AAV8-TBG-Cre viral
5vol. 4 j 100416
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transduction, followed by induction of HCC by the mutagen
diethylnitrosamine (DEN) combined separately with several
hepatotoxins: CCl4, DDC, and CDE diet.101 The resultant tumours
were derived solely from hepatocytes. In contrast, lineage tracing
of BECs/HPCs using the Opn-CreERT2 allele showed no contri-
bution to HCC in these conditions.101 One of the downsides of
toxin-based model systems is that hepatocytes metabolise the
toxins, which may affect the results. However, the main risk
factors for HCC in humans also derive from hepatotoxic injuries
provoked by HBV and HCV, which have a tropism for hepato-
cytes.6 As an alternative to toxin-based hepatocarcinogenesis,
genetic models of liver injury, namely the Mdr2KO and Ptenfl/fl

models, again showed hepatocytes as the predominant source of
HCC.101 Another group used the biliary marker HNF1b to lineage
label BECs prior to the induction of HCC.102 Using both the
Mdr2KO model and the DEN-induced HCC model, hepatocytes
were the cell of origin of HCC, as no HNF1b-labelled biliary cells
gave rise to tumour cells.

Authors from this review used Foxl1-Cre to determine
whether a subtype of HPCs can become tumours.103 Hep-
atocarcinogenesis was induced using 2 models that combined
DEN with a hepatotoxin, either CCl4 or 3,3’,5,5’-tetrachloro-1,4-
bis(pyridyloxy)benzene. Notably, the HPC marker Foxl1 is only
ever expressed in the liver upon injury, therefore, Foxl1-Cre can
be used to induce marker gene expression in Foxl1-positive
HPCs, which avoids any confounding effects on hepatocarcino-
genesis from adding tamoxifen.104,105 None of the tumours that
formed in Foxl1-Cre;RosaYFP mice treated with hepatotoxins were
YFP-positive, indicating that tumours were not derived from the
Foxl1-expressing HPCs. Separately, an AAV8-TBG-Cre-mediated
system was used to label hepatocytes, and the HCCs and hepa-
tocellular adenomas (HCAs) that formed were all marker-
positive, indicating a hepatocyte origin for HCC in these hep-
atocarcinogenesis models.

The relative contribution of hepatocytes vs. HPCs to liver
tumour formation may depend on the injury model.61,91 In the
hURI-tetOFFhep model, hepatocyte-specific expression of hURI
(human unconventional prefoldin RPB5 interactor) depleted the
energy cofactor NAD+, leading to DNA damage and the devel-
opment of liver tumours.61,106 This model mimics multistep hu-
man hepatocarcinogenesis with the development of focal
nodular hyperplasia, regenerative nodules, NASH, HCAs, and
HCCs. The serum albumin SACreERT2;R26-stop-EYFP reporter sys-
tem was used to trace hepatocytes, while the Sox9IRES-CreERT2 line
was used to trace ductal cells. Interestingly, hepatocytes were the
major cell of origin for HCC and also gave rise to HCA in this
model, but Sox9+ ductal cells could also be transformed to
various types of malignant and non-malignant lesions including
HCC, HCA, and regenerative nodules. This study also demon-
strated that, as shown by other groups, hepatocytes were the
only cell of origin of HCC in the Mdr2KO and DEN/CCl4 models.
This indicates that the conversion of HPCs into tumour cells may
depend on the type of liver damage and model of carcinogenesis.

Subpopulations of hepatocytes as the cellular origin of HCC
Subpopulations of hepatocytes have also been examined for their
contribution to HCC development, including ploidy state and
zonality.

In both humans and rodents, HCCs tend to be diploid rather
than polyploid, implicating the polyploid state as possibly
tumour protective.107,108 In support of this hypothesis, diploid
hepatocytes were found to be susceptible to tumour suppressor
JHEP Reports 2022
loss of heterozygosity, while also being as susceptible to MYC
oncogene activation as polyploid hepatocytes, in mouse models
of altered hepatocyte ploidy status.109 Furthermore, mouse
strains with a higher percentage of polyploid hepatocytes
developed significantly fewer HCCs following chronic liver injury
induced by DEN or CCl4 compared to control mice.70,110

In contrast to the studies showing that increased ploidymay be
tumour-protective, liver injury with DEN increased the poly-
ploidisation of hepatocytes in the pericentral zone and led to
dysplastic foci containing cells undergoing aberrant reduction of
ploidy level to promote HCC, suggesting that polyploidisation
can be maladaptive.111 This notion is compatible with a study
demonstrating dynamic ploidy gain and loss in hepatocytes in the
process of carcinogenesis, using lineage tracing of polyploid he-
patocytes toprove that theyhaveacapacity tocontribute toHCC.112

Finally, close examination of human HCCs indicated expansion of
nuclear ploidy level during tumorigenesis, especially in tumours
with TP53mutations, which correlated with worse prognosis.113

Regarding zonality, recent data support pericentral hepato-
cytes as the origin for a disproportionate amount of HCCs.
Lineage tracing of Lgr5+ pericentral hepatocytes, which consti-
tute about 2% of total hepatocytes, demonstrated that these cells
give rise to 40% of tumours in a DEN-induced HCC model.72 The
metabolism of DEN by pericentral hepatocytes might have led to
more injury in this zone. However, in support of a pericentral
predominance in generating HCCs, periportal HybHPs did not
give rise to cancer in various toxin-induced and genetic models
of HCC.51 This included a model of NASH that affects all zones,
suggesting that HypHP cells are incapable of tumorigenesis.51

Additional studies to lineage label all 3 zones of hepatocytes
are needed to compare their relative contribution to HCC.

Role of microenvironment in lineage commitment of transformed
hepatocytes
The type of liver injury and consequently the hepatic microen-
vironment may also play a critical role in the lineage commit-
ment of transformed hepatocytes. A report compared 2 different
plasmid delivery systems expressing MYC and N-RasG12V or MYC
and AKT1 in the hepatocytes of p19Arf−/− mice. Interestingly,
plasmid delivery by HDTVI resulted in the development of HCC,
whereas plasmid delivery by in vivo electroporation induced ICC
or cHCC-ICC. Both methods induced tissue damage and an
associated inflammatory response with similar infiltrates. How-
ever, HDTVI predominantly caused hepatocyte apoptosis, while
electroporation induced necroptotic cell death with a specific
cytokine microenvironment. Notably, pharmacological or genetic
suppression of necroptosis reduced the induction of most
electroporation-specific cytokines and switched ICC to HCC
development, confirming the decisive role of the necroptotic
microenvironment in liver cancer lineage commitment.114

Foetal progenitor cells as the cell of origin of HCC
As mentioned above, hepatoblasts isolated from E16.5 foetal liver
and expressing H-Ras and SV40LT can give rise to HCC when
injected subcutaneously or orthotopically into immunodeficient
mice.90 This observation has been further corroborated by work
showing that hepatoblasts isolated from p53 knockout mice at
E13.5 and injected into pre-conditioned wild-type mice led to
intrahepatic tumours with varied appearances resembling char-
acteristics of cHCC-ICC with stem cell features as well as extra-
hepatic metastases.115 Similarly, when b-catenin was activated in
foetal progenitor cells using Cited1-CreERTM transgenic mice,
6vol. 4 j 100416



both HCC and hepatoblastoma (HB) developed in mice.116 These
studies clearly demonstrate that foetal progenitor cells can give
rise to HCC when oncogenes are expressed in them. However,
hepatoblasts are seen only in early development and the vast
majority of HCCs are seen in adults, so the relevance of foetal
progenitor cells to human HCCs remains in doubt.

Cell of origin for childhood liver cancer
Hepatoblastoma is the most common primary liver cancer in
children, usually occurring before age 3.117,118 While several
conditions including very low birth weight, Beckwith-
Wiedemann syndrome, and familial adenomatous polyposis are
associated with an increased risk of HB, the exact aetiology re-
mains unknown in most cases.119 Interestingly, HB has a low
mutational load, with only 2.9 mutations per tumour. Mutations
resulting in the constitutive activation of b-catenin were
observed in 60% to 70% of all cases.119–121

To date, only a few relevant in vivo models have been
generated for HB. Among several histologic subtypes of HBs,
these models only simulate the epithelial subtypes.116,122–125 In a
mouse model generated by overexpression of constitutively
active b-catenin and YAP in adult hepatocytes using HDTVI, rapid
development of liver tumours resembling human HB was
observed.122 Overexpression of MYC or the RNA-binding protein
LIN28B in mice resulted in the development of mixed embry-
onal/foetal or foetal/cholangioblastic HBs, respectively.123,124 In
another model, MYC and a dominant mutant allele of b-catenin
were coexpressed in immature mouse liver cells. Neonatal mice
preferentially developed HBs over HCCs, all of which aligned
histologically and molecularly with human HBs.125 Similarly,
foetal progenitor cells with an activating mutation of b-catenin
can give rise to HB as described above.116 Collectively, these
studies indicate that HB can be derived both from foetal and
adult liver cells, and that this may depend on activation of b-
catenin, as occurs in humans with familial adenomatous
polyposis.

Fibrolamellar carcinoma (FLC) is a rare HCC variant seen in
adolescents and young adults without the chronic injuries that
usually precede HCC. A DNAJB1-PRKACA fusion kinase resulting
from a somatic deletion of �400 kilobases on chromosome 19
has been detected in most cases.126,127 Expression of this fusion
kinase in adult hepatocytes was sufficient to induce tumours
resembling human FLC in mouse livers.128,129 In contrast, the
molecular profile of patient-derived xenografts has implicated
biliary tree stem cells located in peribiliary glands or hepatic
mesothelial progenitors as potential cells of origin for FLC.130,131

As shown with HCC, a variety of hepatic cell types may have
the capacity to establish FLC once the oncogenic fusion kinase is
expressed in cells. However, it may be difficult to develop lineage
tracing models to define the usual cell type of origin as FLC de-
velops without chronic liver injury.

Cell of origin of cHCC-ICC
Human cHCC-ICC is a rare and aggressive form of primary liver
cancer that displays morphological features of both HCC and
cholangiocarcinoma and is considered possibly HPC-
derived.89,132 The HPC origin is favoured by gene expression
studies demonstrating stem/progenitor features, downregulation
of an HNF4a-driven hepatocyte differentiation program, and
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upregulation of genes associated with biliary commitment in a
series of cHCC-ICC with stem cell features. Notably, TGFb and
Wnt/b-catenin were the main signalling pathways activated in
the examined tumours.133 A comprehensive molecular charac-
terisation of cHCC-ICCs, encompassing the whole histological
spectrum of the disease, found that the cholangiolocellular car-
cinoma subtype of cHCC-ICC with stem cell features is defined by
solely biliary features with no genomic characteristics of HCC,
suggesting a biliary cell of origin for this entity.134 Importantly, in
the 2019 World Health Organization histological classification
system, the subtype of cHCC-ICC with stem cell features is no
longer used.135 While the HPC origin seems to be a plausible
explanation for the biphenotypic appearance, lineage tracing in
animal models implies that these cells may come from HPCs,
hepatocytes, or hepatoblasts.90,91,114
Conclusions
Results in mouse models indicate that hepatocytes are likely the
main source of cells replenishing the liver after injuries. Any
hepatocyte may have the capacity to repopulate, but a preference
for zone 2 hepatocytes, which may be the predominant cell in
the liver anyway, exists to repopulate the liver during injury and
homeostasis. However, BECs and HPCs can give rise to hepato-
cytes in certain types of severe, chronic liver injury. Further
defining the molecular signalling involved in hepatocyte and
HPC replenishment of liver parenchyma may provide strategies
to improve healing after injuries, which in turn may prevent
cancer formation.

Several studies also support hepatocytes as the predominant
cell of origin of HCC. However, HPCs and foetal progenitor cells
have been found to form HCC if they are induced to express
oncogenic driver genes or in certain injury contexts.

Hepatocytes, cholangiocytes, and HPCs exhibit a high degree
of plasticity and heterogeneity.136–139 Therefore, an important
subject of future study is to address whether these epithelial
cells can be directly transformed into cancer cells, or whether an
intermediate progenitor or dedifferentiated state is required for
tumorigenesis. Extrapolating from the data on the cell of origin
for liver regenerative responses to injury, it is conceivable that
prolonged injuries can induce conversion of HPCs to hepatocytes,
which in turn form HCC. It may be a matter of duration of injury,
the type of injury, and the types of oncogenic drivers that dic-
tates which cells convert to HCC.

Although it is becoming increasingly clear that hepatocytes
are the major cell of origin for HCC in animal models, further
research is needed to clarify how specific subsets or ploidy
states of hepatocytes, or type and length of liver injury, tend
to contribute to tumourigenesis or tumour phenotype. Many of
the genetic lineage tracing models studied in liver repopulation
have not yet been tested for their contribution to
hepatocarcinogenesis.

While lineage tracing in mice has clearly defined the cells of
origin for regeneration and HCC under specific circumstances, it
is difficult to extrapolate directly to the situation in humans. As it
is impossible to perform Cre recombinase-based lineage tracing
in the context of human disease, alternative methods should be
explored, such as tracing based on DNA methylation status or
mitochondrial DNA mutations elaborated using single cell
sequencing.140,141
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Review
The major implication of better defining the cell of origin is to
determine which cells to target to promote healthy regenerative
JHEP Reports 2022
responses to liver injuries, on theonehand, and, on theother,which
cells to focus on for the primary or secondary prevention of HCC.
Abbreviations
BEC, biliary epithelial cell; CCl4, carbon tetrachloride; CDE, choline-defi-
cient, ethionine-supplemented; DDC, 3,5-diethoxicarbonyl-1,4-dihy-
drocollidine; DEN, diethylnitrosamine; EpCAM, epithelial cell adhesion
molecule; Foxl1, forkhead box L1; HB, hepatoblastoma; HCA, hepatocel-
lular adenoma; HCC, hepatocellular carcinoma; HDTVI, hydrodynamic tail
vein injection; HNF, hepatocyte nuclear factor; HPC, hepatic progenitor
cell; HybHP, hybrid hepatocyte; Krt19, cytokeratin 19; OPN, osteopontin;
PH, partial hepatectomy; Sox9, SRY-box 9; TAA, thioacetamide; ICC,
intrahepatic cholangiocarcinoma; Fah, fumarylacetoacetate hydrolase;
NASH, non-alcoholic steatohepatitis; HBV, hepatitis B virus; HCV, hepa-
titis C virus; FLC, fibrolamellar carcinoma.
Financial support
Related work in the authors’ laboratories was supported by the National
Institutes of Health (R03DK123543 to K.J.W. and R37CA225807 to S.S.)
and by the Arnold and Mabel Beckman Foundation (Beckman Young
Investigator Award to K.J.W.).

Conflicts of interest
The authors declare no conflicts of interest that pertain to this work.

Please refer to the accompanying ICMJE disclosure forms for further
details.
Authors’ contributions
AH, KJW, SS: conceptualization, writing – original draft, writing – review
& editing.

Supplementary data
Supplementary data to this article can be found online at https://doi.org/1
0.1016/j.jhepr.2021.100416.

References
Author names in bold designate shared co-first authorship

[1] Moon AM, Singal AG, Tapper EB. Contemporary epidemiology of chronic
liver disease and cirrhosis. Clin Gastroenterol Hepatol 2020;18:2650–
2666.

[2] Asrani SK, Devarbhavi H, Eaton J, Kamath PS. Burden of liver diseases in
the world. J Hepatol 2019;70:151–171.

[3] Siegel AB, Zhu AX. Metabolic syndrome and hepatocellular carcinoma:
two growing epidemics with a potential link. Cancer 2009;115:5651–
5661.

[4] Gomaa AI, Khan SA, Toledano MB, Waked I, Taylor-Robinson SD. Hepa-
tocellular carcinoma: epidemiology, risk factors and pathogenesis.
World J Gastroenterol 2008;14:4300–4308.

[5] Bralet MP, Regimbeau JM, Pineau P, Dubois S, Loas G, Degos F, et al.
Hepatocellular carcinoma occurring in nonfibrotic liver: epidemiologic
and histopathologic analysis of 80 French cases. Hepatology
2000;32:200–204.

[6] Wangensteen KJ, Chang KM. Multiple roles for hepatitis B and C viruses
and the host in the development of hepatocellular carcinoma. Hep-
atology 2021;73(Suppl 1):27–37.

[7] Heimbach JK, Kulik LM, Finn RS, Sirlin CB, Abecassis MM, Roberts LR,
et al. AASLD guidelines for the treatment of hepatocellular carcinoma.
Hepatology 2018;67:358–380.

[8] Llovet JM, Zucman-Rossi J, Pikarsky E, Sangro B, Schwartz M,
Sherman M, et al. Hepatocellular carcinoma. Nat Rev Dis Primers
2016;2:16018.

[9] Mezina A, Philips N, Bogus Z, Erez N, Xiao R, Fan R, et al. Multigene panel
testing in individuals with hepatocellular carcinoma identifies patho-
genic germline variants. JCO Precis Oncol 2021;5.
[10] Gebhardt R. Metabolic zonation of the liver: regulation and implications
for liver function. Pharmacol Ther 1992;53:275–354.

[11] Si-Tayeb K, Lemaigre FP, Duncan SA. Organogenesis and development of
the liver. Dev Cell 2010;18:175–189.

[12] Duncan AW. Aneuploidy, polyploidy and ploidy reversal in the liver.
Semin Cell Dev Biol 2013;24:347–356.

[13] Tanami S, Ben-Moshe S, Elkayam A, Mayo A, Bahar Halpern K, Itzkovitz S.
Dynamic zonation of liver polyploidy. Cell Tissue Res 2017;368:405–410.

[14] Guidotti JE, Brégerie O, Robert A, Debey P, Brechot C, Desdouets C. Liver
cell polyploidization: a pivotal role for binuclear hepatocytes. J Biol
Chem 2003;278:19095–19101.

[15] Kmiec Z. Cooperation of liver cells in health and disease. Adv Anat
Embryol Cell Biol 2001;161(III-XIII):1–151.

[16] Gouw AS, Clouston AD, Theise ND. Ductular reactions in human liver:
diversity at the interface. Hepatology 2011;54:1853–1863.

[17] Desmet VJ. Ductal plates in hepatic ductular reactions. Hypothesis and
implications. I. Types of ductular reaction reconsidered. Virchows Arch
2011;458:251–259.

[18] Popper H, Kent G, Stein R. Ductular cell reaction in the liver in hepatic
injury. J Mt Sinai Hosp N Y 1957;24:551–556.

[19] Sato K, Marzioni M, Meng F, Francis H, Glaser S, Alpini G. Ductular re-
action in liver diseases: pathological mechanisms and translational
significances. Hepatology 2019;69:420–430.

[20] Suzuki Y, Katagiri H, Wang T, Kakisaka K, Kume K, Nishizuka SS, et al.
Ductular reactions in the liver regeneration process with local inflam-
mation after physical partial hepatectomy. Lab Invest a J Tech Methods
Pathol 2016;96:1211–1222.

[21] Clerbaux LA, Manco R, Van Hul N, Bouzin C, Sciarra A, Sempoux C, et al.
Invasive ductular reaction operates hepatobiliary junctions upon hepa-
tocellular injury in rodents and humans. Am J Pathol 2019;189:1569–
1581.

[22] Roskams T, Desmet V. Ductular reaction and its diagnostic significance.
Semin Diagn Pathol 1998;15:259–269.

[23] Boulter L, Govaere O, Bird TG, Radulescu S, Ramachandran P, Pellicoro A,
et al. Macrophage-derived Wnt opposes Notch signaling to specify he-
patic progenitor cell fate in chronic liver disease. Nat Med 2012;18:572–
579.

[24] Suzuki A, Sekiya S, Onishi M, Oshima N, Kiyonari H, Nakauchi H, et al.
Flow cytometric isolation and clonal identification of self-renewing
bipotent hepatic progenitor cells in adult mouse liver. Hepatology
2008;48:1964–1978.

[25] Dorrell C, Erker L, Schug J, Kopp JL, Canaday PS, Fox AJ, et al. Prospective
isolation of a bipotential clonogenic liver progenitor cell in adult mice.
Genes Dev 2011;25:1193–1203.

[26] Huch M, Dorrell C, Boj SF, van Es JH, Li VS, van de Wetering M, et al.
In vitro expansion of single Lgr5+ liver stem cells induced byWnt-driven
regeneration. Nature 2013;494:247–250.

[27] Okabe M, Tsukahara Y, Tanaka M, Suzuki K, Saito S, Kamiya Y, et al.
Potential hepatic stem cells reside in EpCAM+ cells of normal and
injured mouse liver. Development 2009;136:1951–1960.

[28] Shin S, Walton G, Aoki R, Brondell K, Schug J, Fox A, et al. Foxl1-Cre-
marked adult hepatic progenitors have clonogenic and bilineage dif-
ferentiation potential. Genes Dev 2011;25:1185–1192.

[29] Shin S, Kaestner KH. The origin, biology, and therapeutic potential of
facultative adult hepatic progenitor cells. Curr Top Dev Biol
2014;107:269–292.

[30] Fausto N, Campbell JS, Riehle KJ. Liver regeneration. Hepatology
2006;43:S45–53.

[31] Michalopoulos GK, Bhushan B. Liver regeneration: biological and path-
ological mechanisms and implications. Nat Rev Gastroenterol Hepatol
2021;18:40–55.

[32] Nagy P, Bisgaard HC, Thorgeirsson SS. Expression of hepatic transcrip-
tion factors during liver development and oval cell differentiation. J Cell
Biol 1994;126:223–233.

[33] Huh CG, Factor VM, Sanchez A, Uchida K, Conner EA, Thorgeirsson SS.
Hepatocyte growth factor/c-met signaling pathway is required for
8vol. 4 j 100416

https://doi.org/10.1016/j.jhepr.2021.100416
https://doi.org/10.1016/j.jhepr.2021.100416
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref1
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref1
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref1
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref2
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref2
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref3
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref3
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref3
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref4
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref4
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref4
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref5
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref5
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref5
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref5
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref6
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref6
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref6
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref7
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref7
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref7
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref8
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref8
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref8
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref9
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref9
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref9
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref10
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref10
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref11
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref11
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref12
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref12
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref13
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref13
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref14
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref14
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref14
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref15
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref15
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref16
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref16
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref17
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref17
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref17
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref18
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref18
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref19
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref19
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref19
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref20
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref20
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref20
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref20
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref21
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref21
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref21
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref21
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref22
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref22
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref23
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref23
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref23
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref23
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref24
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref24
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref24
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref24
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref25
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref25
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref25
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref26
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref26
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref26
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref26
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref27
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref27
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref27
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref27
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref28
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref28
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref28
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref29
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref29
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref29
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref30
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref30
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref31
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref31
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref31
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref32
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref32
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref32
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref33
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref33


efficient liver regeneration and repair. Proc Natl Acad Sci U S A
2004;101:4477–4482.

[34] Mehendale HM. Tissue repair: an important determinant of final
outcome of toxicant-induced injury. Toxicol Pathol 2005;33:41–51.

[35] Konishi T, Schuster RM, Lentsch AB. Liver repair and regeneration after
ischemia-reperfusion injury is associated with prolonged fibrosis. Am J
Physiol Gastrointest Liver Physiol 2019;316:G323–G331.

[36] Campana L, Esser H, Huch M, Forbes S. Liver regeneration and inflam-
mation: from fundamental science to clinical applications. Nat Rev Mol
Cell Biol 2021;22:608–624.

[37] Nikam A, Patankar JV, Lackner C, Schock E, Kratky D, Zatloukal K, et al.
Transition between acute and chronic hepatotoxicity in mice is associ-
ated with impaired energy metabolism and induction of mitochondrial
heme oxygenase-1. PLoS One 2013;8:e66094.

[38] So J, Kim A, Lee SH, Shin D. Liver progenitor cell-driven liver regenera-
tion. Exp Mol Med 2020;52:1230–1238.

[39] Deng X, Zhang X, Li W, Feng RX, Li L, Yi GR, et al. Chronic liver injury
induces conversion of biliary epithelial cells into hepatocytes. Cell Stem
Cell 2018;23:114–122 e113.

[40] Yanger K, Zong Y, Maggs LR, Shapira SN, Maddipati R, Aiello NM, et al.
Robust cellular reprogramming occurs spontaneously during liver
regeneration. Genes Dev 2013;27:719–724.

[41] Raven A, Lu WY, Man TY, Ferreira-Gonzalez S, O’Duibhir E, Dwyer BJ,
et al. Cholangiocytes act as facultative liver stem cells during impaired
hepatocyte regeneration. Nature 2017;547:350–354.

[42] Espanol-Suner R, Carpentier R, Van Hul N, Legry V, Achouri Y, Cordi S,
et al. Liver progenitor cells yield functional hepatocytes in response to
chronic liver injury in mice. Gastroenterology 2012;143:1564–1575
e1567.

[43] Rodrigo-Torres D, Affo S, Coll M, Morales-Ibanez O, Millan C, Blaya D,
et al. The biliary epithelium gives rise to liver progenitor cells. Hep-
atology 2014;60:1367–1377.

[44] Carpentier R, Suner RE, van Hul N, Kopp JL, Beaudry JB, Cordi S, et al.
Embryonic ductal plate cells give rise to cholangiocytes, periportal he-
patocytes, and adult liver progenitor cells. Gastroenterology
2011;141:1432–1438. 1438 e1431-1434.

[45] Russell JO, Lu WY, Okabe H, Abrams M, Oertel M, Poddar M, et al. He-
patocyte-specific beta-catenin deletion during severe liver injury pro-
vokes cholangiocytes to differentiate into hepatocytes. Hepatology
2019;69:742–759.

[46] Manco R, Clerbaux LA, Verhulst S, Bou Nader M, Sempoux C, Ambroise J,
et al. Reactive cholangiocytes differentiate into proliferative hepatocytes
with efficient DNA repair in mice with chronic liver injury. J Hepatol
2019;70:1180–1191.

[47] Tarlow BD, Pelz C, Naugler WE, Wakefield L, Wilson EM, Finegold MJ,
et al. Bipotential adult liver progenitors are derived from chronically
injured mature hepatocytes. Cell Stem Cell 2014;15:605–618.

[48] Shin S, Upadhyay N, Greenbaum LE, Kaestner KH. Ablation of Foxl1-
Cre-labeled hepatic progenitor cells and their descendants impairs
recovery of mice from liver injury. Gastroenterology 2015;148:192–
202 e193.

[49] Furuyama K, Kawaguchi Y, Akiyama H, Horiguchi M, Kodama S,
Kuhara T, et al. Continuous cell supply from a Sox9-expressing pro-
genitor zone in adult liver, exocrine pancreas and intestine. Nat Genet
2011;43:34–41.

[50] Tarlow BD, Finegold MJ, Grompe M. Clonal tracing of Sox9+ liver pro-
genitors in mouse oval cell injury. Hepatology 2014;60:278–289.

[51] Font-Burgada J, Shalapour S, Ramaswamy S, Hsueh B, Rossell D,
Umemura A, et al. Hybrid periportal hepatocytes regenerate the injured
liver without giving rise to cancer. Cell 2015;162:766–779.

[52] Han X, Wang Y, Pu W, Huang X, Qiu L, Li Y, et al. Lineage tracing reveals
the bipotency of SOX9(+) hepatocytes during liver regeneration. Stem
Cell Rep 2019;12:624–638.

[53] Greenbaum LE. The ductal plate: a source of progenitors and hepato-
cytes in the adult liver. Gastroenterology 2011;141:1152–1155.

[54] Kopp JL, Dubois CL, Schaffer AE, Hao E, Shih HP, Seymour PA, et al.
Sox9+ ductal cells are multipotent progenitors throughout development
but do not produce new endocrine cells in the normal or injured adult
pancreas. Development 2011;138:653–665.

[55] Lu WY, Bird TG, Boulter L, Tsuchiya A, Cole AM, Hay T, et al. Hepatic
progenitor cells of biliary origin with liver repopulation capacity. Nat
Cell Biol 2015;17:971–983.
JHEP Reports 2022
[56] Apte U, Thompson MD, Cui S, Liu B, Cieply B, Monga SP. Wnt/beta-
catenin signaling mediates oval cell response in rodents. Hepatology
2008;47:288–295.

[57] Itoh T, Kamiya Y, Okabe M, Tanaka M, Miyajima A. Inducible expression
of Wnt genes during adult hepatic stem/progenitor cell response. FEBS
Lett 2009;583:777–781.

[58] Lin Y, Fang ZP, Liu HJ, Wang LJ, Cheng Z, Tang N, et al. HGF/R-spondin1
rescues liver dysfunction through the induction of Lgr5(+) liver stem
cells. Nat Commun 2017;8:1175.

[59] Ishikawa T, Factor VM, Marquardt JU, Raggi C, Seo D, Kitade M, et al.
Hepatocyte growth factor/c-met signaling is required for stem-cell-
mediated liver regeneration in mice. Hepatology 2012;55:1215–1226.

[60] Kitade M, Factor VM, Andersen JB, Tomokuni A, Kaji K, Akita H, et al.
Specific fate decisions in adult hepatic progenitor cells driven by MET
and EGFR signaling. Genes Dev 2013;27:1706–1717.

[61] Tummala KS, Brandt M, Teijeiro A, Grana O, Schwabe RF, Perna C, et al.
Hepatocellular carcinomas originate predominantly from hepatocytes
and benign lesions from hepatic progenitor cells. Cell Rep 2017;19:584–
600.

[62] Lin WR, Lim SN, McDonald SA, Graham T, Wright VL, Peplow CL, et al.
The histogenesis of regenerative nodules in human liver cirrhosis.
Hepatology 2010;51:1017–1026.

[63] Brunner SF, Roberts ND, Wylie LA, Moore L, Aitken SJ, Davies SE, et al.
Somatic mutations and clonal dynamics in healthy and cirrhotic human
liver. Nature 2019;574:538–542.

[64] Yanger K, Knigin D, Zong Y, Maggs L, Gu G, Akiyama H, et al. Adult
hepatocytes are generated by self-duplication rather than stem cell
differentiation. Cell Stem Cell 2014;15:340–349.

[65] Wang Y, Huang X, He L, Pu W, Li Y, Liu Q, et al. Genetic tracing of he-
patocytes in liver homeostasis, injury, and regeneration. J Biol Chem
2017;292:8594–8604.

[66] Duncan AW, Taylor MH, Hickey RD, Hanlon Newell AE, Lenzi ML,
Olson SB, et al. The ploidy conveyor of mature hepatocytes as a source of
genetic variation. Nature 2010;467:707–710.

[67] Wilkinson PD, Delgado ER, Alencastro F, Leek MP, Roy N, Weirich MP,
et al. The polyploid state restricts hepatocyte proliferation and liver
regeneration in mice. Hepatology 2019;69:1242–1258.

[68] Chen F, Jimenez RJ, Sharma K, Luu HY, Hsu BY, Ravindranathan A, et al.
Broad distribution of hepatocyte proliferation in liver homeostasis and
regeneration. Cell Stem Cell 2020;26:27–33 e24.

[69] Matsumoto T, Wakefield L, Tarlow BD, Grompe M, In Vivo Lineage
Tracing of Polyploid Hepatocytes Reveals Extensive Proliferation during
Liver Regeneration. Cell Stem Cell 2020;26:34–47 e33.

[70] Lin YH, Zhang S, Zhu M, Lu T, Chen K, Wen Z, et al. Mice with increased
numbers of polyploid hepatocytes maintain regenerative capacity but
develop fewer hepatocellular carcinomas following chronic liver injury.
Gastroenterology 2020;158:1698–1712 e1614.

[71] Wang B, Zhao L, Fish M, Logan CY, Nusse R. Self-renewing diploid
Axin2(+) cells fuel homeostatic renewal of the liver. Nature
2015;524:180–185.

[72] Ang CH, Hsu SH, Guo F, Tan CT, Yu VC, Visvader JE, et al. Lgr5(+) peri-
central hepatocytes are self-maintained in normal liver regeneration
and susceptible to hepatocarcinogenesis. Proc Natl Acad Sci United
States America 2019;116:19530–19540.

[73] Pu W, Zhang H, Huang X, Tian X, He L, Wang Y, et al. Mfsd2a+ hepato-
cytes repopulate the liver during injury and regeneration. Nat Commun
2016;7:13369.

[74] Lin S, Nascimento EM, Gajera CR, Chen L, Neuhofer P, Garbuzov A, et al.
Distributed hepatocytes expressing telomerase repopulate the liver in
homeostasis and injury. Nature 2018;556:244–248.

[75] Planas-Paz L, Orsini V, Boulter L, Calabrese D, Pikiolek M, Nigsch F, et al.
The RSPO-LGR4/5-ZNRF3/RNF43 module controls liver zonation and
size. Nat Cell Biol 2016;18:467–479.

[76] Sun T, Pikiolek M, Orsini V, Bergling S, Holwerda S, Morelli L, et al.
AXIN2(+) pericentral hepatocytes have limited contributions to liver
homeostasis and regeneration. Cell Stem Cell 2020;26:97–107 e106.

[77] Wei Y, Wang YG, Jia Y, Li L, Yoon J, Zhang S, et al. Liver homeostasis is
maintained by midlobular zone 2 hepatocytes. Science 2021;371.
906-+.

[78] He L, PuW, Liu X, Zhang Z, Han M, Li Y, et al. Proliferation tracing reveals
regional hepatocyte generation in liver homeostasis and repair. Science
2021:371.
9vol. 4 j 100416

http://refhub.elsevier.com/S2589-5559(21)00192-0/sref33
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref33
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref34
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref34
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref35
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref35
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref35
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref36
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref36
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref36
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref37
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref37
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref37
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref37
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref38
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref38
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref39
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref39
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref39
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref40
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref40
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref40
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref41
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref41
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref41
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref42
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref42
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref42
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref42
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref43
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref43
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref43
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref44
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref44
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref44
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref44
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref45
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref45
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref45
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref45
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref46
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref46
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref46
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref46
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref47
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref47
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref47
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref48
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref48
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref48
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref48
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref49
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref49
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref49
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref49
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref50
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref50
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref50
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref51
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref51
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref51
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref52
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref52
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref52
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref52
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref53
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref53
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref54
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref54
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref54
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref54
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref54
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref55
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref55
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref55
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref56
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref56
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref56
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref57
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref57
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref57
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref58
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref58
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref58
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref58
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref59
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref59
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref59
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref60
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref60
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref60
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref61
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref61
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref61
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref61
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref62
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref62
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref62
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref63
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref63
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref63
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref64
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref64
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref64
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref65
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref65
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref65
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref66
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref66
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref66
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref67
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref67
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref67
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref68
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref68
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref68
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref69
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref69
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref69
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref70
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref70
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref70
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref70
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref71
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref71
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref71
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref71
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref72
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref72
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref72
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref72
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref72
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref73
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref73
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref73
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref73
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref74
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref74
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref74
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref75
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref75
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref75
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref76
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref76
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref76
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref76
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref77
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref77
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref77
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref78
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref78
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref78


Review
[79] Goyette M, Faris R, Braun L, Hixson D, Fausto N. Expression of hepatocyte
and oval cell antigens in hepatocellular carcinomas produced by
oncogene-transfected liver epithelial cells. Cancer Res 1990;50:4809–
4817.

[80] Dunsford HA, Sell S. Production of monoclonal antibodies to pre-
neoplastic liver cell populations induced by chemical carcinogens in
rats and to transplantable Morris hepatomas. Cancer Res
1989;49:4887–4893.

[81] Hixson DC, Allison JP. Monoclonal antibodies recognizing oval cells
induced in the liver of rats by N-2-fluorenylacetamide or ethionine in a
choline-deficient diet. Cancer Res 1985;45:3750–3760.

[82] Ding X, He M, Chan AWH, Song QX, Sze SC, Chen H, et al. Genomic and
epigenomic features of primary and recurrent hepatocellular carci-
nomas. Gastroenterology 2019;157:1630–1645 e1636.

[83] Price JM, Harman JW, Miller EC, Miller JA. Progressive microscopic al-
terations in the livers of rats fed the hepatic carcinogens 3’-methyl-4-
dimethylaminoazobenzene and 4’-fluoro-4-dimethylaminoazobenzene.
Cancer Res 1952;12:192–200.

[84] Fausto N. Hepatocyte differentiation and liver progenitor cells. Curr Opin
Cell Biol 1990;2:1036–1042.

[85] Farber E. Similarities in the sequence of early histological
changes induced in the liver of the rat by ethionine, 2-acetylamino-
fluorene, and 3’-methyl-4-dimethylaminoazobenzene. Cancer Res
1956;16:142–148.

[86] Lee S, Zhou P, Gupta A, Shin S. Reactive ductules are associated with
angiogenesis and tumor cell proliferation in pediatric liver cancer.
Hepatol Commun 2018;2:1199–1212.

[87] Calderaro J, Ziol M, Paradis V, Zucman-Rossi J. Molecular and histological
correlations in liver cancer. J Hepatol 2019;71:616–630.

[88] Schneller D, Angel P. Cellular origin of hepatocellular carcinoma. In:
Tirnitz-Parker JEE, editor. Hepatocellular Carcinoma. Brisbane (AU):
Codon Publications; 2019. Copyright: The Authors.

[89] Roskams T. Liver stem cells and their implication in hepatocellular and
cholangiocarcinoma. Oncogene 2006;25:3818–3822.

[90] Holczbauer A, Factor VM, Andersen JB, Marquardt JU, Kleiner DE,
Raggi C, et al. Modeling pathogenesis of primary liver cancer in lineage-
specific mouse cell types. Gastroenterology 2013;145:221–231.

[91] Matsumoto T, Takai A, Eso Y, Kinoshita K, Manabe T, Seno H, et al.
Proliferating EpCAM-positive ductal cells in the inflamed liver give rise
to hepatocellular carcinoma. Cancer Res 2017;77:6131–6143.

[92] Marquardt JU, Andersen JB, Thorgeirsson SS. Functional and genetic
deconstruction of the cellular origin in liver cancer. Nat Rev Cancer
2015;15:653–667.

[93] Fausto N, Campbell JS. Mouse models of hepatocellular carcinoma.
Semin Liver Dis 2010;30:87–98.

[94] Chen X, Calvisi DF. Hydrodynamic transfection for generation of
novel mouse models for liver cancer research. Am J Pathol
2014;184:912–923.

[95] Tward AD, Jones KD, Yant S, Cheung ST, Fan ST, Chen X, et al. Distinct
pathways of genomic progression to benign and malignant tumors of
the liver. Proc Natl Acad Sci U S A 2007;104:14771–14776.

[96] Lee SA, Ho C, Roy R, Kosinski C, Patil MA, Tward AD, et al. Integration of
genomic analysis and in vivo transfection to identify sprouty 2 as a
candidate tumor suppressor in liver cancer. Hepatology 2008;47:1200–
1210.

[97] Wangensteen KJ, Wilber A, Keng VW, He Z, Matise I, Wangensteen L,
et al. A facile method for somatic, lifelong manipulation of multiple
genes in the mouse liver. Hepatology 2008;47:1714–1724.

[98] Keng VW, Tschida BR, Bell JB, Largaespada DA. Modeling hepatitis B virus
X-induced hepatocellular carcinoma in mice with the Sleeping Beauty
transposon system. Hepatology 2011;53:781–790.

[99] Riordan JD, Keng VW, Tschida BR, Scheetz TE, Bell JB, Podetz-
Pedersen KM, et al. Identification of rtl1, a retrotransposon-derived
imprinted gene, as a novel driver of hepatocarcinogenesis. PLoS Genet
2013;9:e1003441.

[100] Hytiroglou P. Morphological changes of early human hepatocarcino-
genesis. Semin Liver Dis 2004;24:65–75.

[101] Mu X, Espanol-Suner R, Mederacke I, Affo S, Manco R, Sempoux C, et al.
Hepatocellular carcinoma originates from hepatocytes and not from the
progenitor/biliary compartment. J Clin Invest 2015;125:3891–3903.

[102] Jors S, Jeliazkova P, Ringelhan M, Thalhammer J, Durl S, Ferrer J, et al.
Lineage fate of ductular reactions in liver injury and carcinogenesis.
J Clin Invest 2015;125:2445–2457.

[103] Shin S, Wangensteen KJ, Teta-Bissett M, Wang YJ, Mosleh-Shirazi E,
Buza EL, et al. Genetic lineage tracing analysis of the cell of origin of
JHEP Reports 2022
hepatotoxin-induced liver tumors in mice. Hepatology 2016;64:1163–
1177.

[104] Karki A, Mantyla E, Hirsimaki Y, Karlsson S, Toikkanen S, Hirsimaki P.
Comparison of the effects of tamoxifen and toremifene on rat hep-
atocarcinogenesis. Arch Toxicol 2000;74:249–256.

[105] Kohigashi K, Fukuda Y, Imura H. Inhibitory effect of tamoxifen on
diethylstilbestrol-promoted hepatic tumorigenesis in male rats and its
possible mechanism of action. Jpn J Cancer Res 1988;79:1335–1339.

[106] Tummala KS, Gomes AL, Yilmaz M, Graña O, Bakiri L, Ruppen I,
et al. Inhibition of de novo NAD(+) synthesis by oncogenic URI
causes liver tumorigenesis through DNA damage. Cancer Cell
2014;26:826–839.

[107] Saeter G, Schwarze PE, Nesland JM, Seglen PO. Diploid nature of hepa-
tocellular tumours developing from transplanted preneoplastic liver
cells. Br J Cancer 1989;59:198–205.

[108] Saeter G, Lee CZ, Schwarze PE, Ous S, Chen DS, Sung JL, et al. Changes in
ploidy distributions in human liver carcinogenesis. J Natl Cancer Inst
1988;80:1480–1485.

[109] Zhang S, Zhou K, Luo X, Li L, Tu HC, Sehgal A, et al. The polyploid state
plays a tumor-suppressive role in the liver. Dev Cell 2018;44:447–459
e445.

[110] Sladky VC, Knapp K, Szabo TG, Braun VZ, Bongiovanni L, van den Bos H,
et al. PIDDosome-induced p53-dependent ploidy restriction facilitates
hepatocarcinogenesis. EMBO Rep 2020;21:e50893.

[111] Lin H, Huang YS, Fustin JM, Doi M, Chen H, Lai HH, et al. Hyper-
polyploidization of hepatocyte initiates preneoplastic lesion formation in
the liver. Nat Commun 2021;12:645.

[112] Matsumoto T, Wakefield L, Peters A, Peto M, Spellman P, Grompe M.
Proliferative polyploid cells give rise to tumors via ploidy reduction. Nat
Commun 2021;12:646.

[113] Bou-Nader M, Caruso S, Donne R, Celton-Morizur S, Calderaro J,
Gentric G, et al. Polyploidy spectrum: a newmarker in HCC classification.
Gut 2020;69:355–364.

[114] Seehawer M, Heinzmann F, D’Artista L, Harbig J, Roux PF, Hoenicke L,
et al. Necroptosis microenvironment directs lineage commitment in liver
cancer. Nature 2018;562:69–75.

[115] Cai X, Li H, Kaplan DE. Murine hepatoblast-derived liver tumors
resembling human combined hepatocellular-cholangiocarcinoma with
stem cell features. Cell Biosci 2020;10:38.

[116] Mokkapati S, Niopek K, Huang L, Cunniff KJ, Ruteshouser EC,
deCaestecker M, et al. beta-catenin activation in a novel liver progenitor
cell type is sufficient to cause hepatocellular carcinoma and hepato-
blastoma. Cancer Res 2014;74:4515–4525.

[117] Darbari A, Sabin KM, Shapiro CN, Schwarz KB. Epidemiology of primary
hepatic malignancies in U.S. children. Hepatology 2003;38:560–566.

[118] Weinberg AG, Finegold MJ. Primary hepatic tumors of childhood. Hum
Pathol 1983;14:512–537.

[119] Childhood Liver Cancer Treatment (PDQ(R)). Bethesda (MD): Health
Professional Version. PDQ Cancer Information Summaries.; 2002.

[120] Bell D, Ranganathan S, Tao J, Monga SP. Novel advances in understanding
of molecular pathogenesis of hepatoblastoma: a Wnt/beta-catenin
perspective. Gene Expr 2017;17:141–154.

[121] Eichenmuller M, Trippel F, Kreuder M, Beck A, Schwarzmayr T,
Haberle B, et al. The genomic landscape of hepatoblastoma and their
progenies with HCC-like features. J Hepatol 2014;61:1312–1320.

[122] Tao J, Calvisi DF, Ranganathan S, Cigliano A, Zhou L, Singh S, et al.
Activation of beta-catenin and Yap1 in human hepatoblastoma and in-
duction of hepatocarcinogenesis in mice. Gastroenterology
2014;147:690–701.

[123] Shachaf CM, Kopelman AM, Arvanitis C, Karlsson A, Beer S, Mandl S, et al.
MYC inactivation uncovers pluripotent differentiation and tumour
dormancy in hepatocellular cancer. Nature 2004;431:1112–1117.

[124] Nguyen LH, Robinton DA, Seligson MT, Wu L, Li L, Rakheja D, et al.
Lin28b is sufficient to drive liver cancer and necessary for its mainte-
nance in murine models. Cancer Cell 2014;26:248–261.

[125] Comerford SA, Hinnant EA, Chen Y, Bansal H, Klapproth S, Rakheja D,
et al. Hepatoblastoma modeling in mice places Nrf2 within a cancer field
established by mutant beta-catenin. JCI Insight 2016;1:e88549.

[126] Lalazar G, Simon SM. Fibrolamellar carcinoma: recent advances and
unresolved questions on the molecular mechanisms. Semin Liver Dis
2018;38:51–59.

[127] Honeyman JN, Simon EP, Robine N, Chiaroni-Clarke R, Darcy DG,
Lim II, et al. Detection of a recurrent DNAJB1-PRKACA chimeric
transcript in fibrolamellar hepatocellular carcinoma. Science 2014;
343:1010–1014.
10vol. 4 j 100416

http://refhub.elsevier.com/S2589-5559(21)00192-0/sref79
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref79
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref79
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref79
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref80
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref80
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref80
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref80
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref81
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref81
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref81
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref82
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref82
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref82
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref83
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref83
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref83
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref83
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref84
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref84
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref85
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref85
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref85
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref85
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref86
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref86
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref86
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref87
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref87
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref88
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref88
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref88
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref89
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref89
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref90
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref90
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref90
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref91
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref91
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref91
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref92
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref92
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref92
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref93
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref93
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref94
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref94
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref94
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref95
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref95
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref95
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref96
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref96
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref96
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref96
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref97
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref97
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref97
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref98
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref98
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref98
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref99
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref99
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref99
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref99
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref100
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref100
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref101
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref101
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref101
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref102
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref102
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref102
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref103
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref103
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref103
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref103
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref104
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref104
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref104
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref105
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref105
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref105
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref106
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref106
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref106
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref106
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref106
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref107
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref107
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref107
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref108
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref108
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref108
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref109
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref109
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref109
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref110
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref110
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref110
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref111
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref111
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref111
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref112
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref112
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref112
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref113
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref113
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref113
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref114
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref114
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref114
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref115
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref115
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref115
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref116
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref116
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref116
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref116
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref117
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref117
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref118
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref118
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref119
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref119
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref120
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref120
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref120
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref121
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref121
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref121
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref122
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref122
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref122
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref122
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref123
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref123
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref123
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref124
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref124
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref124
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref125
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref125
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref125
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref126
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref126
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref126
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref127
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref127
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref127
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref127


[128] Kastenhuber ER, Lalazar G, Houlihan SL, Tschaharganeh DF, Baslan T,
Chen CC, et al. DNAJB1-PRKACA fusion kinase interacts with beta-
catenin and the liver regenerative response to drive fibrolamellar he-
patocellular carcinoma. Proc Natl Acad Sci United States America
2017;114:13076–13084.

[129] Engelholm LH, Riaz A, Serra D, Dagnaes-Hansen F, Johansen JV, Santoni-
Rugiu E, et al. CRISPR/Cas9 engineering of adult mouse liver demon-
strates that the Dnajb1-prkaca gene fusion is sufficient to induce tumors
resembling fibrolamellar hepatocellular carcinoma. Gastroenterology
2017;153:1662–1673 e1610.

[130] Oikawa T, Wauthier E, Dinh TA, Selitsky SR, Reyna-Neyra A, Carpino G,
et al. Model of fibrolamellar hepatocellular carcinomas reveals striking
enrichment in cancer stem cells. Nat Commun 2015;6:8070.

[131] Jewell ML, Gibson JR, Guy CD, Hyun J, Du K, Oh SH, et al. Single-cell
RNA sequencing identifies Yes-associated protein 1-dependent hepatic
mesothelial progenitors in fibrolamellar carcinoma. Am J Pathol
2020;190:93–107.

[132] Brunt E, Aishima S, Clavien PA, Fowler K, Goodman Z, Gores G, et al. cHCC-
CCA: consensus terminology for primary liver carcinomas with both hep-
atocytic and cholangiocytic differentation. Hepatology 2018;68:113–126.

[133] Coulouarn C, Cavard C, Rubbia-Brandt L, Audebourg A, Dumont F,
Jacques S, et al. Combined hepatocellular-cholangiocarcinomas exhibit
progenitor features and activation of Wnt and TGFbeta signaling path-
ways. Carcinogenesis 2012;33:1791–1796.
JHEP Reports 2022
[134] Moeini A, Sia D, Zhang Z, Camprecios G, Stueck A, Dong H, et al.
Mixed hepatocellular cholangiocarcinoma tumors: cholangiolocellular
carcinoma is a distinct molecular entity. J Hepatol 2017;66:952–961.

[135] Kim TH, Kim H, Joo I, Lee JM. Combined hepatocellular-
cholangiocarcinoma: changes in the 2019 world health organization
histological classification system and potential impact on imaging-based
diagnosis. Kor J Radiol 2020;21:1115–1125.

[136] Ko S, Russell JO, Molina LM, Monga SP. Liver progenitors and adult cell
plasticity in hepatic injury and repair: knowns and unknowns. Annu Rev
Pathol 2020;15:23–50.

[137] Segal JM, Kent D, Wesche DJ, Ng SS, Serra M, Oules B, et al. Single cell
analysis of human foetal liver captures the transcriptional profile of
hepatobiliary hybrid progenitors. Nat Commun 2019;10:3350.

[138] Aizarani N, Saviano A, Sagar, Mailly L, Durand S, Herman JS, et al.
A human liver cell atlas reveals heterogeneity and epithelial progenitors.
Nature 2019;572:199–204.

[139] Lotto J, Drissler S, Cullum R, Wei W, Setty M, Bell EM, et al. Single-cell
transcriptomics reveals early emergence of liver parenchymal and non-
parenchymal cell lineages. Cell 2020;183:702–716 e714.

[140] Ludwig LS, Lareau CA, Ulirsch JC, Christian E, Muus C, Li LH, et al.
Lineage tracing in humans enabled by mitochondrial mutations and
single-cell genomics. Cell 2019;176:1325–1339 e1322.

[141] Abyzov A, Vaccarino FM. Cell lineage tracing and cellular diversity in
humans. Annu Rev Genomics Hum Genet 2020;21:101–116.
11vol. 4 j 100416

http://refhub.elsevier.com/S2589-5559(21)00192-0/sref128
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref128
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref128
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref128
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref128
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref129
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref129
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref129
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref129
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref129
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref130
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref130
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref130
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref131
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref131
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref131
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref131
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref132
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref132
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref132
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref133
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref133
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref133
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref133
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref134
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref134
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref134
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref135
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref135
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref135
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref135
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref136
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref136
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref136
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref137
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref137
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref137
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref138
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref138
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref138
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref139
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref139
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref139
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref140
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref140
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref140
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref141
http://refhub.elsevier.com/S2589-5559(21)00192-0/sref141

	Cellular origins of regenerating liver and hepatocellular carcinoma
	Introduction
	Origin of regenerating cells that respond to liver injury
	Biliary epithelial cells and hepatic progenitor cells as cellular origins of regenerating liver
	Sox9+ cells
	OPN+ cells
	HNF1β+ cells
	Foxl1+ cells
	Krt19+ cells
	Contribution of BECs and HPCs to liver regeneration in combined injury models
	Role of the microenvironment in cell fate decisions of hepatic progenitor cells

	Hepatocyte cellular origins of regenerating liver
	Significance of hepatocyte ploidy in liver regeneration
	Hepatocyte zonation and contribution to regenerating liver


	Cellular origin of HCC
	HPCs as the cell of origin of HCC
	Hepatocytes as the cell of origin of HCC
	Subpopulations of hepatocytes as the cellular origin of HCC
	Role of microenvironment in lineage commitment of transformed hepatocytes

	Foetal progenitor cells as the cell of origin of HCC

	Cell of origin for childhood liver cancer
	Cell of origin of cHCC-ICC
	Conclusions
	Financial support
	Conflicts of interest
	Authors’ contributions
	Supplementary data
	References


