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Abstract
Hepatoblastoma (HB) is the most common pediatric liver cancer while also holding the distinction of being the least 
genomically altered of all malignancies. Three major oncogenic pathways have been identified as underlying the 
pathogenesis of this disease. Mouse models have demonstrated that deregulating any two is the minimal requirement 
for generating a tumor and that deregulating all three generates particularly aggressive ones. The terminal mediators 
of these three pathways, namely β-catenin of the Wnt/β-catenin, YAP of the Hippo pathway and NFE2L2/NRF of the 
NRF2 pathway are all transcription factors (TFs) that directly regulate hundreds-thousands of both unique and 
common downstream targets. Different pairwise combinations of these three TFs generate HBs with distinct growth 
patterns, histologies and gene expression patterns. Moreover, different patient-derived mutant forms of β-catenin 
also generate HBs with similarly distinct profiles. Based on the analyses of numerous tumors with these various 
combinations of TFs, and in different genetic backgrounds, it has been possible to identify a key set of 22 so-called 
“BYN genes” genes that are always similarly deregulated across all experimental HB types.  A subset of these can 
be used to classify human HBs into those with long-term favorable and unfavorable outcomes and another subset is 
predictive of survival in hepatocellular carcinomas and over a dozen other human cancers. None of the BYN genes 
encode TFs; rather they mostly encode secreted or extracellular membrane proteins or enzymes. They therefore make 
more appealing targets than do the more refractory upstream TFs.
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1. Introduction
Although hepatoblastoma (HB) is by far the most common liver 
cancer in children, it is nonetheless rare, with only about 100-
200 cases per year being diagnosed in the United States, thus 
accounting for an annual incidence of about 1-1.5 per million in 
both the US and Europe [1,2]. Nearly all cases arise is children 
prior to the age of 5 years and even neonatal and in utero cases 
have been reported [3]. 

Four major HB histologic sup-types have been described (epithelial, 
small cell undifferentiated, macrotrabecular and mixed/epithelial/
mesenchymal although each category contains additional sub-
groups and individual tumors may display areas with different 
histologies [1]. Accurate pathologic classification is important as 
it is one of the factors that impacts survival, with others including 
clinical stage, a low alpha fetoprotein level at the time of diagnosis 
and age >2.5 years [4,5].

Overall long-term-survival/cure of HB is generally quite high (ca. 
70-80%), with lower stage cases being particularly amenable to 

surgery and chemotherapy [4,6,7]. In contrast, cures in late-stage 
or recurrent disease, which accounts for the vast majority of HB-
related mortality, can sometimes only be achieved following liver 
transplantation, a procedure that is limited by cost, the availability 
of appropriately matched donor organs, the proximity of centers 
with the necessary expertise and resources to perform the procedure 
and the morbidities associated with life-long immunosuppression 
[8].

2. Molecular Features of HB
Despite its intricate histologic classification scheme, HB is actually 
a fairly simple tumor at the molecular level. Indeed, it is the least 
complex of all pediatric cancers and retains this distinction even 
when adult cancers are included [9,10]. Over the past several 
years, three major signaling pathways have been identified whose 
deregulation is most frequently associated with HB in humans as 
well as being causally associated in mouse models of HB. These 
pathways, all converging on transcription factors (TFs), include 
those for Wnt/β-catenin, NRF2 (also known as NFE2L2) and 
Hippo [11-17].
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β-catenin mutations were among the first recurrent ones to be 
identified in HB and are associated with as many as 70% of cases 
[11,12,14,15,18]. Unlike other major oncogenes such as RAS, 
BRAF, EGFR and PIK3A in which recurrent mutations tend to 
be highly restricted, those involving β-catenin show marked 
variability, ranging from single point mutations to large in-frame 
deletions [14,17-19]. Despite their heterogeneity, these mutations 
are functionally similar in that they inhibit β-catenin’s ability 
to interact with the APC tumor suppressor complex [14,19]. 
APC is essential to maintain β-catenin in an inactive and highly 
unstable form within the cytoplasm where its release, stabilization 
and nuclear entry are subject to regulation by members of the 
extracellular Wnt ligand family [20]. Recent studies have shown 
that patient-derived non-HB tumor-associated β-catenin mutations, 
never previously identified in HBs, can nonetheless induce HBs in 
mice. Indeed, even wild-type β-catenin can drive HB pathogenesis 
under conditions in which its over-expression exceeds its capacity 
to be sequestered by APC, thereby allowing the excess to escape 
cytoplasmic regulation, enter the nucleus and dysregulate 
transcription [21,22]. These findings are entirely consistent with 
the findings in individuals with familial adenomatous polyposis 
(FAP), who have inherited inactivating APC gene mutations and, 
as a result, have an extremely high incidence of early onset colo-
rectal cancer. This is driven by the excessive nuclear accumulation 
of β-catenin, thus providing a constitutively active proliferative 
signal [23]. Individuals with FAP also have as much as a 5000-
fold greater relative risk of developing HB as young children [24]. 
In keeping with this theme, other rare forms of inherited HB are 
associated with germ line mutations in the AXIN1 gene, which 
encodes a critical component of the APC complex. Like individuals 
with FAP, those who inherit these mutations also accumulate high 
nuclear levels of β-catenin [25]. 

A second important HB-associated pathway, and the one most 
recently described, involves mutation or amplification of the TF-
encoding NFE2L2/NRF gene, with the latter occurring in up 50% 
of HBs [14,16]. Although NFE2L2/NRF amplification had been 
previously identified in other cancers as well as HB, it was long 
considered not to be an actual oncogene. Rather, because many of its 
known down-stream target genes encode proteins and enzymes that 
relieve oxidative stress, its function in tumorigenesis was thought 
to be indirect and either tumor suppressive or oncogenic in nature 
[26,27]. For example NFE2L2/NRF deregulation occurring early 
during tumorigenesis would be expected to mitigate DNA damage 
mediated by high levels of reactive oxygen species (ROS), thereby 
reducing the rate of oxidative mutational accumulation during 
tumor evolution and allowing NFE2L2/NRF to function indirectly 
as a tumor suppressor (TS). In contrast, delaying NFE2L2/NRF 
activation until all necessary mutations had already been acquired 
would allow oncogenes that are associated with high levels of ROS 

generation such as MYC and KRAS, to be expressed at even higher 
levels without triggering apoptotic alarms and tumor cell demise 
and thus promoting even higher rates of proliferation [28,29]. 
However, as described below, our own recent work has shown 
that at least two patient-derived mutant forms of NFE2L2/NRF2 
are directly oncogenic, thereby suggesting other mechanisms by 
which oncogenesis is mediated [14,16].  

Finally, the Hippo pathway, which exerts control over organ size, 
stem cell fate and metabolism, is also commonly deregulated in 
>50% of human HBs and other cancers although precisely how 
is unclear [13,15,31,32]. Like β-catenin and NFE2L2/NRF2, the 
levels of the Hippo pathway terminal effector Yes-Associated 
Protein (YAP) are normally maintained under scrupulous nuclear/
cytoplasmic balance, whereas in cancers, and HB in particular, 
the protein is stabilized and permanently localized to the nucleus 
where transcription of its target genes now becomes constitutively 
deregulated [15,31,33]*.

Although mutation, amplification and deregulation of B, N and Y 
represent the most common molecular abnormalities in HB, there 
remains a smattering of others, two of which involve the TSs APC 
and AXIN1 already mentioned above.  Other gene mutations or 
pathway disruption include those involving TP53 and Hedgehog, 
JAK/STAT and TGF β/SMAD signaling (22, 34-36). Epigenetic 
and histone modifications and changes in the expression of long 
non-coding RNAs have also been identified in HBs although 
their direct relationship to HB causation remain to be determined 
(35,36). 

3. A Molecular Ménage a Trois (or Deux) in HB
None of the patient-derived mutants of B or N nor an engineered 
mutant form of Y (YAPS127A) that constitutively localizes to the 
nucleus are oncogenic when delivered individually via HDTVI to 
the livers of mice [15-37,37].  However, any pairwise combination 
of these vectors is oncogenic with the triple combination (B+Y+N) 
being particularly so and capable of generating large tumors within 
2-3 weeks [15,16,37]. Moreover, the tumors arising from these 
different combinations grow at distinct rates and possess distinct 
histologic features that closely mimic those of certain human HB 
subtypes [16,17].  Subsequent work showed that different patent-
derived mutants of B, including some not previously associated 
with HB, when delivered together with YAPS127 also gave rise 
to tumors with distinct growth rates, histologic features and 
metabolic properties [17]. Taken together, these findings as well as 
those obtained with N mutants answered several questions that had 
long confronted the HB research community [16]. These included 
how to reconcile the histologic and growth rate variability of HB 
with its mutational simplicity, how to explain why some HBs 
arose by seemingly deregulating only B or the Hippo pathways 

*Hereafter, oncogenic forms of β-catenin, NFE2L2/NRF2 and YAP will be referred to as “B”, “N” and “Y”, respectively.
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(many had previously unappreciated deregulation or mutation of 
N) and whether B mutants not previously identified in HBs would 
produce HBs if expressed in the liver (they could, as could wild-
type B itself) [17]. 

One possibility to explain why HBs containing different B 
mutations differed from one another in appearance, growth rates 
and gene expression profiles was suggested by the finding that 
each B mutant was expressed at distinct levels and localized to the 
nucleus with somewhat different efficiencies [17]. Depending upon 
the location and identity of the mutation within the B molecule, it 
might be expected to retain different residual capacities to engage 
with the APC complex and thus be subject to its normal Wnt 
ligand-dependent regulatory control. Independently, its ability to 
enter the nucleus, to interact with its various transcriptional co-
factors and to activate its target genes might also be differentially 
impacted by different B mutations [17].

Myc is among the most highly up-regulated target genes in both 
human and murine HBs [11,12,17,37]. This is not surprising given 
that the Wnt/β-catenin, NFE2L2/NRF2 and Hippo pathways all 
converge upon Myc and upregulate its expression, most likely in 
a cooperative manner [38-40]. The prominence of this additional 
and wide-ranging oncogenic TF, with literally thousands of its 
own targets sets up a transcriptional cascade that lends additional 
and overwhelming complexity to the gene expression profiles 
of all HBs [41,42]. Although mice bearing a hepatocyte-specific 
deletion of the Myc gene remain capable of generating tumors in 
response to the oncogenic B+Y combination, their growth rate 
is markedly impaired, thus attesting to the importance of Myc’s 
contribution [37]. Similarly, the hepatocyte-specific deletion of 
Chrebp, a glucose-responsive TF that is distantly related to and 
communicates with Myc and shares numerous common target 
genes, is also detrimental to HB growth in response to B+Y over-
expression [43,44]. The combined knockout of Myc and Chrebp 
exerts an even more pronounced inhibitory effect on HB growth 
thus attesting to the redundancy of the two TFs [44]. Interestingly, 
in none of these cases did the loss of Myc and/or Chrebp expression 
affect tumor initiation. Thus, both Myc and Chrebp, neither of 
which is required for tumor initiation, appear to regulate genes that 
are largely supportive of and maximize HB growth initiated by 
any combination of its primary driver oncogenes. Computational 
analyses of the Myc and Chrebp target genes both in liver and 
other cell types have shown substantial overlap, with the largest 
functional categories being involved in mitochondrial and 
ribosomal structure and function, DNA damage recognition and 
repair, cell cycle, aging, senescence and cholesterol metabolism 
[44,45].  

4. Untangling the Ménages 
The fact that B, Y and N, along with Myc and ChREBP, each 
regulates hundreds-thousands of both unique and overlapping 
target genes reveals little as to the actual underlying mechanisms 
by which these TFs rewire hepatocytes to survive, expand and 
become bona fide HBs. Indeed, depending upon the combination 
of B, Y and N used, the resulting tumors can differ from normal 

livers by as many as 6748 individual gene expression differences 
and among themselves by over 4600 [16]. Even HBs generated by 
the combination of Y and different B mutants can differ by >1500 
transcripts [17]. How does one determine which of these truly 
contributes directly to transformation as opposed to merely being 
a non-contributing bystander or even a secondary response to the 
transformed state?

We took advantage of numerous RNAseq studies obtained 
from each of the above B,Y and N combinations and different 
B mutations while also comparing the transcriptomes of HBs 
generated by B+Y in wild-type, Myc-/-, Chreb-/- or Myc-/- x 
Chreb-/- “double knockout”  genetic backgrounds [16,17,44]. We 
sought to identify transcripts that, irrespective of these different 
drivers or genetic backgrounds, were always de-regulated in the 
same direction. Although the degree of deregulation of these 
transcripts tended to be related to growth rates of the different 
tumor groups, 22 members of what we termed “BYN” genes were 
identified. In the most rapidly growing tumors, i.e. those generated 
by the triple combination of B+Y+N, 14 BYN transcripts were 
down-regulated by an average of >20-fold relative to normal livers 
(range 3-132-fold) and 8 were up-regulated by an average of nearly 
25-fold (range 3.5-110-fold) [16].

Most BYN genes were also deregulated in human HBs and 10 
could be used to distinguish those with favorable from unfavorable 
outcomes. Moreover, they did so independently of other small 
combinations that have been previously reported [11,12]. Fourteen 
of the BYN genes also correlated with survival in over a dozen 
other human cancers, 18 correlated with survival in human 
hepatocellular carcinoma (HCC) and nearly three-quarters of 
BYN genes were associated with the canonical Cancer Hallmarks 
[46]. At least seven also mapped to chromosomal loci that are 
subject to recurrent amplification or deletion in specific cancer 
types Collectively, these findings suggest that BYN genes play 
fundamental roles in tumor initiation and/or maintenance.

Unlike B, Y and N, none of the BYN genes encode TFs, which, 
despite their theoretical therapeutic appeal, are notoriously 
difficult to inhibit [47]. Rather most BYN genes encode enzymes, 
secreted proteins or membrane-associated proteins or receptors 
that are potentially more amenable to inhibition with monoclonal 
antibodies or small molecule enzyme inhibitors.  Because this 
group is small, relatively labor intensive but direct approaches can 
be employed to test the hypothesis that individual BYN members 
are essential for tumorigenesis before embarking upon therapeutic 
campaigns. Such approaches could include the direct in vivo 
determination of whether normalizing the expressing of these 
genes in tumors, either by direct over-expression or via various 
knock-down-based strategies can reveal their essentiality. The 
potential success of this approach has already been demonstrated 
by showing that enforcing the over-expression of the potent 
TS p19ARF, which is down-regulated in most HBs, completely 
abrogates HB tumorigenesis mediated by B+Y [48]. The questions 
that can be addressed by this type of approach include not only 
whether a particular BYN gene is effective at inhibiting tumor 
growth but whether it does so irrespective of the TF combination 
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that generates the HB in the first place. Because HDTVI in an 
extremely efficient means of delivering plasmids to hepatocytes, 
another question is whether modulating the expression of more 
than one BYN gene can have additive or synergistic effects on 
tumor initiation and/or growth. Understanding the workings of this 
compelling group of genes will open the door to future studies 
that explore their functions and interrelationships in greater detail 
with the intention of developing the novel gene-specific and low-
toxicity therapies mentioned above.

5. Conclusions
The last several years have witnessed the revelation of the major 
molecular factors that drive the development of the vast majority of 
HBs. There are several of these although the most prominent ones, 
namely, B,Y and N are TFs that deregulate hundreds-thousands of 
target genes, many of which are regulated in common by two or 
even all three TFs [14,16]. Although none of these are individually 
transforming, different combinations are and generate tumors with 
distinct growth rates, histologic appearance and gene expression 
profiles that mimic to a large degree those of their human HB 
counterparts.  Underlying these tumors is a set of 22 “BYN” genes, 
the deregulation of which is a constant feature of all HBs. Different 
subsets of BYN genes are also highly predictive of survival, not 
only in HB but in well over a dozen other human cancers. Because 
this gene set is relatively small, and because straight-forward 
techniques for doing so exist, it should be relatively easy to 
determine the necessity of these for supporting HB initiation and 
growth with the outlook that these potentially represent significant 
and novel therapeutic targets. 

References
1.	 Cho, S. J., Ranganathan, S., Alaggio, R., Maibach, R., Tanaka, 

Y., Inoue, T., ... & López‐Terrada, D. (2023). Consensus 
classification of pediatric hepatocellular tumors: A report from 
the Children's Hepatic tumors International Collaboration 
(CHIC). Pediatric blood & cancer, 70(9), e30505.

2.	 Feng, J., Polychronidis, G., Heger, U., Frongia, G., Mehrabi, 
A., & Hoffmann, K. (2019). Incidence trends and survival 
prediction of hepatoblastoma in children. Cancer Commun 
(Lond), 39(1),62. 

3.	 Sallam, A., Paes, B., & Bourgeois, J. (2005). Neonatal 
hepatoblastoma: two cases posing a diagnostic dilemma, with 
a review of the literature. American journal of perinatology, 
413-419.

4.	 Czauderna, P., Haeberle, B., Hiyama, E., Rangaswami, A., 
Krailo, M., Maibach, R., ... & Meyers, R. (2016). The Children's 
Hepatic tumors International Collaboration (CHIC): novel 
global rare tumor database yields new prognostic factors in 
hepatoblastoma and becomes a research model. European 
Journal of cancer, 52, 92-101.

5.	 Maibach, R., Roebuck, D., Brugieres, L., Capra, M., Brock, 
P., Dall’Igna, P., ... & Perilongo, G. (2012). Prognostic 
stratification for children with hepatoblastoma: the SIOPEL 
experience. European Journal of cancer, 48(10), 1543-1549.

6.	 Czauderna, P., & Garnier, H. (2018). Hepatoblastoma: 
current understanding, recent advances, and controversies. 
F1000Research, 7.

7.	 Feng, T. C., Zai, H. Y., Jiang, W., Zhu, Q., Jiang, B., Yao, L., 
... & Wang, Z. M. (2019). Survival and analysis of prognostic 
factors for hepatoblastoma: based on SEER database. Annals 
of Translational Medicine, 7(20).

8.	 Browne, M., Sher, D., Grant, D., Deluca, E., Alonso, E., 
Whitington, P. F., & Superina, R. A. (2008). Survival after liver 
transplantation for hepatoblastoma: a 2-center experience. 
Journal of pediatric surgery, 43(11), 1973-1981.

9.	 Gröbner, S. N., Worst, B. C., Weischenfeldt, J., Buchhalter, I., 
Kleinheinz, K., Rudneva, V. A., ... & Pfister, S. M. (2018). The 
landscape of genomic alterations across childhood cancers. 
Nature, 555(7696), 321-327.

10.	 Ma, X., Liu, Y. U., Liu, Y., Alexandrov, L. B., Edmonson, M. 
N., Gawad, C., ... & Zhang, J. (2018). Pan-cancer genome and 
transcriptome analyses of 1,699 paediatric leukaemias and 
solid tumours. Nature, 555(7696), 371-376.

11.	 Cairo, S., Armengol, C., De Reyniès, A., Wei, Y., Thomas, E., 
Renard, C. A., ... & Buendia, M. A. (2008). Hepatic stem-like 
phenotype and interplay of Wnt/β-catenin and Myc signaling 
in aggressive childhood liver cancer. Cancer cell, 14(6), 471-
484.

12.	 Hooks, K. B., Audoux, J., Fazli, H., Lesjean, S., Ernault, T., 
Dugot‐Senant, N., ... & Raymond, A. A. (2018). New insights 
into diagnosis and therapeutic options for proliferative 
hepatoblastoma. Hepatology, 68(1), 89-102.

13.	 Li, H., Wolfe, A., Septer, S., Edwards, G., Zhong, X., Bashar 
Abdulkarim, A., ... & Apte, U. (2012). Deregulation of Hippo 
kinase signalling in human hepatic malignancies. Liver 
International, 32(1), 38-47.

14.	 Prochownik, E. V. (2021). Reconciling the biological 
and transcriptional variability of hepatoblastoma with its 
mutational uniformity. Cancers, 13(9), 1996.

15.	 Tao, J., Calvisi, D. F., Ranganathan, S., Cigliano, A., Zhou, 
L., Singh, S., ... & Monga, S. P. (2014). Activation of 
β-catenin and Yap1 in human hepatoblastoma and induction 
of hepatocarcinogenesis in mice. Gastroenterology, 147(3), 
690-701.

16.	 Wang, H., Lu, J., Mandel, J. A., Zhang, W., Schwalbe, M., 
Gorka, J., ... & Prochownik, E. V. (2021). Patient-derived 
mutant forms of NFE2L2/NRF2 drive aggressive murine 
hepatoblastomas. Cellular and Molecular Gastroenterology 
and Hepatology, 12(1), 199-228.

17.	 Wang, H., Lu, J., Mandel, J. A., Zhang, W., Schwalbe, M., 
Gorka, J., ... & Prochownik, E. V. (2021). Patient-derived 
mutant forms of NFE2L2/NRF2 drive aggressive murine 
hepatoblastomas. Cellular and Molecular Gastroenterology 
and Hepatology, 12(1), 199-228.

18.	 Bläker, H., Hofmann, W. J., Rieker, R. J., Penzel, R., Graf, M., 
& Otto, H. F. (1999). β‐catenin accumulation and mutation of 
the CTNNB1 gene in hepatoblastoma. Genes, Chromosomes 
and Cancer, 25(4), 399-402.

19.	 Koch, A., Denkhaus, D., Albrecht, S., Leuschner, I., 
von Schweinitz, D., & Pietsch, T. (1999). Childhood 
hepatoblastomas frequently carry a mutated degradation 
targeting box of the β-catenin gene. Cancer research, 59(2), 
269-273.

20.	 Zhong, Z. A., Michalski, M. N., Stevens, P. D., Sall, E. A., & 

https://onlinelibrary.wiley.com/doi/abs/10.1002/pbc.30505
https://onlinelibrary.wiley.com/doi/abs/10.1002/pbc.30505
https://onlinelibrary.wiley.com/doi/abs/10.1002/pbc.30505
https://onlinelibrary.wiley.com/doi/abs/10.1002/pbc.30505
https://onlinelibrary.wiley.com/doi/abs/10.1002/pbc.30505
https://katalog.ub.uni-heidelberg.de/titel/68457396
https://katalog.ub.uni-heidelberg.de/titel/68457396
https://katalog.ub.uni-heidelberg.de/titel/68457396
https://katalog.ub.uni-heidelberg.de/titel/68457396
https://www.thieme-connect.com/products/ejournals/html/10.1055/s-2005-872592
https://www.thieme-connect.com/products/ejournals/html/10.1055/s-2005-872592
https://www.thieme-connect.com/products/ejournals/html/10.1055/s-2005-872592
https://www.thieme-connect.com/products/ejournals/html/10.1055/s-2005-872592
https://www.sciencedirect.com/science/article/pii/S0959804915008692
https://www.sciencedirect.com/science/article/pii/S0959804915008692
https://www.sciencedirect.com/science/article/pii/S0959804915008692
https://www.sciencedirect.com/science/article/pii/S0959804915008692
https://www.sciencedirect.com/science/article/pii/S0959804915008692
https://www.sciencedirect.com/science/article/pii/S0959804915008692
https://www.sciencedirect.com/science/article/pii/S0959804911010367
https://www.sciencedirect.com/science/article/pii/S0959804911010367
https://www.sciencedirect.com/science/article/pii/S0959804911010367
https://www.sciencedirect.com/science/article/pii/S0959804911010367
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC5770992/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC5770992/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC5770992/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC6861810/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC6861810/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC6861810/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC6861810/
https://www.sciencedirect.com/science/article/pii/S0022346808004703
https://www.sciencedirect.com/science/article/pii/S0022346808004703
https://www.sciencedirect.com/science/article/pii/S0022346808004703
https://www.sciencedirect.com/science/article/pii/S0022346808004703
https://www.nature.com/articles/nature25480
https://www.nature.com/articles/nature25480
https://www.nature.com/articles/nature25480
https://www.nature.com/articles/nature25480
https://www.nature.com/articles/nature25795
https://www.nature.com/articles/nature25795
https://www.nature.com/articles/nature25795
https://www.nature.com/articles/nature25795
https://www.cell.com/cancer-cell/pdf/S1535-6108(08)00369-3.pdf
https://www.cell.com/cancer-cell/pdf/S1535-6108(08)00369-3.pdf
https://www.cell.com/cancer-cell/pdf/S1535-6108(08)00369-3.pdf
https://www.cell.com/cancer-cell/pdf/S1535-6108(08)00369-3.pdf
https://www.cell.com/cancer-cell/pdf/S1535-6108(08)00369-3.pdf
https://aasldpubs.onlinelibrary.wiley.com/doi/pdfdirect/10.1002/hep.29672
https://aasldpubs.onlinelibrary.wiley.com/doi/pdfdirect/10.1002/hep.29672
https://aasldpubs.onlinelibrary.wiley.com/doi/pdfdirect/10.1002/hep.29672
https://aasldpubs.onlinelibrary.wiley.com/doi/pdfdirect/10.1002/hep.29672
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC4175712/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC4175712/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC4175712/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC4175712/
https://www.mdpi.com/2072-6694/13/9/1996/pdf
https://www.mdpi.com/2072-6694/13/9/1996/pdf
https://www.mdpi.com/2072-6694/13/9/1996/pdf
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC4143445/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC4143445/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC4143445/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC4143445/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC4143445/
https://www.sciencedirect.com/science/article/pii/S2352345X21000370
https://www.sciencedirect.com/science/article/pii/S2352345X21000370
https://www.sciencedirect.com/science/article/pii/S2352345X21000370
https://www.sciencedirect.com/science/article/pii/S2352345X21000370
https://www.sciencedirect.com/science/article/pii/S2352345X21000370
https://www.sciencedirect.com/science/article/pii/S2352345X21000370
https://www.sciencedirect.com/science/article/pii/S2352345X21000370
https://www.sciencedirect.com/science/article/pii/S2352345X21000370
https://www.sciencedirect.com/science/article/pii/S2352345X21000370
https://www.sciencedirect.com/science/article/pii/S2352345X21000370
https://onlinelibrary.wiley.com/doi/abs/10.1002/(SICI)1098-2264(199908)25:4%3C399::AID-GCC14%3E3.0.CO;2-X
https://onlinelibrary.wiley.com/doi/abs/10.1002/(SICI)1098-2264(199908)25:4%3C399::AID-GCC14%3E3.0.CO;2-X
https://onlinelibrary.wiley.com/doi/abs/10.1002/(SICI)1098-2264(199908)25:4%3C399::AID-GCC14%3E3.0.CO;2-X
https://onlinelibrary.wiley.com/doi/abs/10.1002/(SICI)1098-2264(199908)25:4%3C399::AID-GCC14%3E3.0.CO;2-X
https://aacrjournals.org/cancerres/article-abstract/59/2/269/505496
https://aacrjournals.org/cancerres/article-abstract/59/2/269/505496
https://aacrjournals.org/cancerres/article-abstract/59/2/269/505496
https://aacrjournals.org/cancerres/article-abstract/59/2/269/505496
https://aacrjournals.org/cancerres/article-abstract/59/2/269/505496
https://www.jbc.org/article/S0021-9258(21)00575-5/abstract


  Volume 8 | Issue 4 | 147Int J Cancer ResTher, 2023

Williams, B. O. (2021). Regulation of Wnt receptor activity: 
Implications for therapeutic development in colon cancer. 
Journal of Biological Chemistry, 296.

21.	 Zhang, Y., & Wang, X. (2020). Targeting the Wnt/β-catenin 
signaling pathway in cancer. Journal of hematology & 
oncology, 13, 1-16.

22.	 Zhang, Y., Solinas, A., Cairo, S., Evert, M., Chen, X., & 
Calvisi, D. F. (2021, January). Molecular mechanisms of 
hepatoblastoma. In Seminars in liver disease (Vol. 41, No. 01, 
pp. 028-041). 333 Seventh Avenue, 18th Floor, New York, NY 
10001, USA: Thieme Medical Publishers, Inc. 

23.	 Fodde, R. (2002). The APC gene in colorectal cancer. 
European journal of cancer, 38(7), 867-871.

24.	 Trobaugh‐Lotrario, A. D., López‐Terrada, D., Li, P., & 
Feusner, J. H. (2018). Hepatoblastoma in patients with 
molecularly proven familial adenomatous polyposis: clinical 
characteristics and rationale for surveillance screening. 
Pediatric blood & cancer, 65(8), e27103.

25.	 Taniguchi K, Roberts LR, Aderca IN, Dong X, Qian C, Murphy 
LM, Nagorney DM, Burgart LJ, Roche PC, Smith DI, Ross 
JA, Liu W. Mutational spectrum of beta-catenin, AXIN1, and 
AXIN2 in hepatocellular carcinomas and hepatoblastomas. 
Oncogene. 2002 Jul 18;21(31):4863-71.

26.	 Bellezza, I., Giambanco, I., Minelli, A., & Donato, R. 
(2018). Nrf2-Keap1 signaling in oxidative and reductive 
stress. Biochimica et Biophysica Acta (BBA)-Molecular Cell 
Research, 1865(5), 721-733.

27.	 Ulasov, A. V., Rosenkranz, A. A., Georgiev, G. P., & Sobolev, 
A. S. (2022). Nrf2/Keap1/ARE signaling: Towards specific 
regulation. Life Sciences, 291, 120111. 

28.	 Liou, G. Y., & Storz, P. (2010). Reactive oxygen species in 
cancer. Free radical research, 44(5), 479-496.

29.	 Ogrunc, M., Di Micco, R., Liontos, M., Bombardelli, L., 
Mione, M., Fumagalli, M., ... & D'Adda Di Fagagna, F. 
(2014). Oncogene-induced reactive oxygen species fuel 
hyperproliferation and DNA damage response activation. Cell 
Death & Differentiation, 21(6), 998-1012. 

30.	 Mohajan, S., Jaiswal, P. K., Vatanmakarian, M., Yousefi, H., 
Sankaralingam, S., Alahari, S. K., ... & Koul, H. K. (2021). 
Hippo pathway: Regulation, deregulation and potential 
therapeutic targets in cancer. Cancer Letters, 507, 112-123. 

31.	 Yimlamai, D., Fowl, B. H., & Camargo, F. D. (2015). 
Emerging evidence on the role of the Hippo/YAP pathway 
in liver physiology and cancer. Journal of hepatology, 63(6), 
1491-1501.

32.	 Zhang, S., Zhang, J., Evert, K., Li, X., Liu, P., Kiss, A., ... 
& Cigliano, A. (2020). The Hippo effector transcriptional 
coactivator with PDZ-binding motif cooperates with 
oncogenic β-catenin to induce hepatoblastoma development 
in mice and humans. The American journal of pathology, 
190(7), 1397-1413.

33.	 Cunningham, R., & Hansen, C. G. (2022). The Hippo pathway 
in cancer: YAP/TAZ and TEAD as therapeutic targets in 
cancer. Clinical Science, 136(3), 197-222.

34.	 Johnston, M. E., & Timchenko, N. (2021). Molecular 
signatures of aggressive pediatric liver cancer. Archives of 

stem cell and therapy, 2(1), 1.
35.	 Rivas, M. P., Aguiar, T. F. M., Maschietto, M., Lemes, 

R. B., Caires-Júnior, L. C., Goulart, E., ... & Krepischi, A. 
C. V. (2020). Hepatoblastomas exhibit marked NNMT 
downregulation driven by promoter DNA hypermethylation. 
Tumor Biology, 42(12), 1010428320977124.

36.	 Zhu, L. R., Zheng, W., Gao, Q., Chen, T., Pan, Z. B., Cui, 
W., ... & Fang, H. (2022). Epigenetics and genetics of 
hepatoblastoma: linkage and treatment. Frontiers in Genetics, 
13, 1070971.

37.	 Wang, H., Lu, J., Edmunds, L. R., Kulkarni, S., Dolezal, 
J., Tao, J., ... & Prochownik, E. V. (2016). Coordinated 
Activities of Multiple Myc-dependent and Myc-independent 
Biosynthetic Pathways in Hepatoblastoma*♦. Journal of 
Biological Chemistry, 291(51), 26241-26251.

38.	 Croci, O., De Fazio, S., Biagioni, F., Donato, E., Caganova, 
M., Curti, L., ... & Campaner, S. (2017). Transcriptional 
integration of mitogenic and mechanical signals by Myc and 
YAP. Genes & development, 31(20).

39.	 Levy, S., & Forman, H. J. (2010). C‐Myc is a Nrf2‐interacting 
protein that negatively regulates phase II genes through their 
electrophile responsive elements. IUBMB life, 62(3), 237-
246.

40.	 Rennoll, S., & Yochum, G. (2015). Regulation of MYC gene 
expression by aberrant Wnt/β-catenin signaling in colorectal 
cancer. World journal of biological chemistry, 6(4), 290.

41.	 Das, S. K., Lewis, B. A., & Levens, D. (2023). MYC: A 
complex problem. Trends in Cell Biology, 33(3), 235-246.

42.	 Kalkat, M., De Melo, J., Hickman, K. A., Lourenco, C., Redel, 
C., Resetca, D., ... & Penn, L. Z. (2017). MYC deregulation in 
primary human cancers. Genes, 8(6), 151.

43.	 Prochownik, E. V., & Wang, H. (2022). Normal and neoplastic 
growth suppression by the extended Myc network. Cells, 
11(4), 747.

44.	 Wang, H., Dolezal, J. M., Kulkarni, S., Lu, J., Mandel, J., 
Jackson, L. E., ... & Prochownik, E. V. (2018). Myc and 
ChREBP transcription factors cooperatively regulate normal 
and neoplastic hepatocyte proliferation in mice. Journal of 
Biological Chemistry, 293(38), 14740-14757.

45.	 Wang, H., Stevens, T., Lu, J., Airik, M., Airik, R., & 
Prochownik, E. V. (2022). Disruption of Multiple Overlapping 
Functions Following Stepwise Inactivation of the Extended 
Myc Network. Cells, 11(24), 4087.

46.	 Hanahan, D., & Weinberg, R. A. (2011). Hallmarks of cancer: 
the next generation. cell, 144(5), 646-674.

47.	 Chen, A., & Koehler, A. N. (2020). Transcription factor 
inhibition: lessons learned and emerging targets. Trends in 
molecular medicine, 26(5), 508-518.

48.	 Kulkarni, S., Dolezal, J. M., Wang, H., Jackson, L., Lu, J., 
Frodey, B. P., ... & Prochownik, E. V. (2017). Ribosomopathy-
like properties of murine and human cancers. PloS one, 12(8), 
e0182705.

https://opastpublishers.com/

Copyright: ©2023 Edward V. Prochownik. This is an open-access article 
distributed under the terms of the Creative Commons Attribution License, 
which permits unrestricted use, distribution, and reproduction in any 
medium, provided the original author and source are credited.

https://www.jbc.org/article/S0021-9258(21)00575-5/abstract
https://www.jbc.org/article/S0021-9258(21)00575-5/abstract
https://www.jbc.org/article/S0021-9258(21)00575-5/abstract
https://link.springer.com/article/10.1186/s13045-020-00990-3
https://link.springer.com/article/10.1186/s13045-020-00990-3
https://link.springer.com/article/10.1186/s13045-020-00990-3
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC8524782/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC8524782/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC8524782/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC8524782/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC8524782/
https://www.sciencedirect.com/science/article/pii/S0959804902000400
https://www.sciencedirect.com/science/article/pii/S0959804902000400
https://onlinelibrary.wiley.com/doi/abs/10.1002/pbc.27103
https://onlinelibrary.wiley.com/doi/abs/10.1002/pbc.27103
https://onlinelibrary.wiley.com/doi/abs/10.1002/pbc.27103
https://onlinelibrary.wiley.com/doi/abs/10.1002/pbc.27103
https://onlinelibrary.wiley.com/doi/abs/10.1002/pbc.27103
https://onlinelibrary.wiley.com/doi/abs/10.1002/pbc.27103
https://onlinelibrary.wiley.com/doi/abs/10.1002/pbc.27103
https://onlinelibrary.wiley.com/doi/abs/10.1002/pbc.27103
https://onlinelibrary.wiley.com/doi/abs/10.1002/pbc.27103
https://onlinelibrary.wiley.com/doi/abs/10.1002/pbc.27103
https://www.sciencedirect.com/science/article/pii/S016748891830034X
https://www.sciencedirect.com/science/article/pii/S016748891830034X
https://www.sciencedirect.com/science/article/pii/S016748891830034X
https://www.sciencedirect.com/science/article/pii/S016748891830034X
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC8557391/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC8557391/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC8557391/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC3880197/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC3880197/
https://www.nature.com/articles/cdd201416
https://www.nature.com/articles/cdd201416
https://www.nature.com/articles/cdd201416
https://www.nature.com/articles/cdd201416
https://www.nature.com/articles/cdd201416
https://drive.google.com/file/d/1JrmJ7dyta8CYO62zqkasL7iYLCt_MOEF/view
https://drive.google.com/file/d/1JrmJ7dyta8CYO62zqkasL7iYLCt_MOEF/view
https://drive.google.com/file/d/1JrmJ7dyta8CYO62zqkasL7iYLCt_MOEF/view
https://drive.google.com/file/d/1JrmJ7dyta8CYO62zqkasL7iYLCt_MOEF/view
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC4654680/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC4654680/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC4654680/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC4654680/
https://www.sciencedirect.com/science/article/pii/S0002944020301875
https://www.sciencedirect.com/science/article/pii/S0002944020301875
https://www.sciencedirect.com/science/article/pii/S0002944020301875
https://www.sciencedirect.com/science/article/pii/S0002944020301875
https://www.sciencedirect.com/science/article/pii/S0002944020301875
https://www.sciencedirect.com/science/article/pii/S0002944020301875
https://portlandpress.com/clinsci/article/136/3/197/230727
https://portlandpress.com/clinsci/article/136/3/197/230727
https://portlandpress.com/clinsci/article/136/3/197/230727
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC8386353/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC8386353/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC8386353/
https://journals.sagepub.com/doi/full/10.1177/1010428320977124
https://journals.sagepub.com/doi/full/10.1177/1010428320977124
https://journals.sagepub.com/doi/full/10.1177/1010428320977124
https://journals.sagepub.com/doi/full/10.1177/1010428320977124
https://journals.sagepub.com/doi/full/10.1177/1010428320977124
https://www.frontiersin.org/articles/10.3389/fgene.2022.1070971/full
https://www.frontiersin.org/articles/10.3389/fgene.2022.1070971/full
https://www.frontiersin.org/articles/10.3389/fgene.2022.1070971/full
https://www.frontiersin.org/articles/10.3389/fgene.2022.1070971/full
https://www.jbc.org/article/S0021-9258(20)34448-3/abstract
https://www.jbc.org/article/S0021-9258(20)34448-3/abstract
https://www.jbc.org/article/S0021-9258(20)34448-3/abstract
https://www.jbc.org/article/S0021-9258(20)34448-3/abstract
https://www.jbc.org/article/S0021-9258(20)34448-3/abstract
http://genesdev.cshlp.org/content/31/20/2017.full.pdf
http://genesdev.cshlp.org/content/31/20/2017.full.pdf
http://genesdev.cshlp.org/content/31/20/2017.full.pdf
http://genesdev.cshlp.org/content/31/20/2017.full.pdf
https://iubmb.onlinelibrary.wiley.com/doi/pdfdirect/10.1002/iub.314
https://iubmb.onlinelibrary.wiley.com/doi/pdfdirect/10.1002/iub.314
https://iubmb.onlinelibrary.wiley.com/doi/pdfdirect/10.1002/iub.314
https://iubmb.onlinelibrary.wiley.com/doi/pdfdirect/10.1002/iub.314
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC4657124/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC4657124/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC4657124/
https://www.cell.com/trends/cell-biology/fulltext/S0962-8924(22)00176-3
https://www.cell.com/trends/cell-biology/fulltext/S0962-8924(22)00176-3
https://www.mdpi.com/2073-4425/8/6/151/pdf
https://www.mdpi.com/2073-4425/8/6/151/pdf
https://www.mdpi.com/2073-4425/8/6/151/pdf
https://www.mdpi.com/2073-4409/11/4/747
https://www.mdpi.com/2073-4409/11/4/747
https://www.mdpi.com/2073-4409/11/4/747
https://www.jbc.org/article/S0021-9258(20)30871-1/abstract
https://www.jbc.org/article/S0021-9258(20)30871-1/abstract
https://www.jbc.org/article/S0021-9258(20)30871-1/abstract
https://www.jbc.org/article/S0021-9258(20)30871-1/abstract
https://www.jbc.org/article/S0021-9258(20)30871-1/abstract
https://www.mdpi.com/2073-4409/11/24/4087
https://www.mdpi.com/2073-4409/11/24/4087
https://www.mdpi.com/2073-4409/11/24/4087
https://www.mdpi.com/2073-4409/11/24/4087
https://www.cell.com/fulltext/S0092-8674(11)00127-9
https://www.cell.com/fulltext/S0092-8674(11)00127-9
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC7198608/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC7198608/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC7198608/
https://journals.plos.org/plosone/article?id=10.1371/journal.pone.0182705
https://journals.plos.org/plosone/article?id=10.1371/journal.pone.0182705
https://journals.plos.org/plosone/article?id=10.1371/journal.pone.0182705
https://journals.plos.org/plosone/article?id=10.1371/journal.pone.0182705

