
Disruption of Dicer1 induces dysregulated fetal gene expression
and promotes hepatocarcinogenesis

Shigeki Sekine1,2, Reiko Ogawa1, Rie Ito1, Nobuyoshi Hiraoka1, Michael T Mcmanus2, Yae
Kanai1, and Matthias Hebrok2

1Pathology Division, National Cancer Center Research Institute, Tokyo, Japan
2Diabetes Center, Department of Medicine, University of California San Francisco, San
Francisco, California, USA

Abstract
Background and Aims—Growing evidence suggests that microRNAs coordinate various
biological processes in the liver. We describe experiments to address the physiological roles of
these new regulators of gene expression in the liver that are as of yet largely undefined.

Methods—We disrupted Dicer, an enzyme essential for the processing of microRNAs, in
hepatocytes using a conditional knockout mouse model to elucidate the consequences of loss of
microRNAs.

Results—The conditional knockout mouse livers showed the efficient disruption of Dicer1 at 3
weeks after birth. This resulted in prominent steatosis and the depletion of glycogen storage.
Dicer1-deficient liver exhibited increased growth-promoting gene expression and the robust
expression of fetal stage-specific genes. The consequence of Dicer elimination included both
increased hepatocyte proliferation as well as overwhelming apoptosis. Over time, Dicer1-
expressing wild-type hepatocytes that had escaped Cre-mediated recombination progressively
repopulated the entire liver. Unexpectedly, however, two-third of the mutant mice spontaneously
developed hepatocellular carcinomas derived from residual Dicer1-deficient hepatocytes at 1 year
old.

Conclusions—Dicer and microRNAs have critical roles in hepatocyte survival, metabolism,
developmental gene regulation and tumor suppression in the liver. Loss of Dicer primarily impairs
hepatocyte survival, but can promote hepatocarcinogenesis in cooperation with additional
oncogenic stimuli.

Introduction
Dicer, an endoribonuclease III type enzyme cleaves pre-microRNAs and double-stranded
RNAs into mature microRNAs and short interfering RNAs. Previous studies have shown
that the disruption of Dicer results in the loss of mature microRNAs, indicating that Dicer is
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necessary for microRNA processing 1-3. While the exact mechanisms are still under
investigation, the involvement of microRNAs in the coordination of many biological
processes via the regulation of mRNA expression and translation has been well established.
Growing evidence suggests a physiological role of microRNAs in the liver. The
downregulation of mir-122, the most abundant microRNA in hepatocytes, resulted in the
suppression of cholesterol biosynthesis and the treated mice became resistant to high fat
diet-induced steatosis4, 5. Furthermore, Grimm et al reported that the injection of a high-titer
hairpin RNA-expression vector into mice resulted in fatal liver dysfunction and injury6.
These mice showed impaired microRNA processing arising from oversaturation of
exportin5-dependent microRNA transport and the results were interpreted to suggest that
microRNAs are indispensable for proper liver function and hepatocyte survival.

In addition to the roles in the regulation of physiological functions of the liver, microRNAs
are likely involved in hepatocarcinogenesis. Many of microRNAs show altered expression
in hepatocellular carcinomas (HCCs)7, 8, and mir-122, which targets CCNG1, is frequently
downregulated in hepatocellular carcinomas8. However, the mechanisms by which the
altered microRNA expression contributes to hepatocarcinogenesis remains largely unclear.

To elucidate the role of Dicer and microRNAs in the liver, we generated hepatocyte-specific
Dicer1 knockout mice. Since Dicer is encoded by a single locus within the mouse genome,
the disruption of the single Dicer1 gene results in the loss of all microRNAs1–3, 9. Our
findings revealed that Dicer is necessary for hepatocyte survival and proper metabolic
regulation. Furthermore, a significant proportion of the knockout mice spontaneously
developed hepatocellular carcinomas, providing evidence for the tumor suppressive activity
of Dicer1.

Results
Efficient deletion of Dicer1 in young Albumin-Cre;Dicer1loxP/loxP mouse liver is followed by
repopulation with Dicer1-expressing hepatocytes

Albumin-Cre transgenic mice and Dicer1loxP/loxP mice were crossed to achieve the
hepatocyte-specific disruption of Dicer1 1, 10. Albumin-Cre;Dicer1loxP/loxP mice were born
at the expected Mendelian ratio and survived to adulthood with no obvious growth
phenotypes. An examination of Albumin-Cre;Dicer1loxP/loxP mice and their control
littermates during young adulthood revealed apparent defects in liver morphology (Figure
1A). Three-week-old Albumin-Cre;Dicer1loxP/loxP mouse livers were homogenously pale in
color when compared with controls. At 6 weeks, small spots of normal color had appeared
on a yellowish background. These normal-colored areas expanded and had largely replaced
the liver at 12 weeks after birth.

Histologically, both control and Albumin-Cre;Dicer1loxP/loxP mouse livers showed
homogenous appearance at 3-week-old, even though hepatocytes of Albumin-
Cre;Dicer1loxP/loxP mice showed abnormalities at cytological levels as described later
(Supplementary Figure 1). At 6 weeks after birth, Albumin-Cre;Dicer1loxP/loxP mouse livers
displayed round nodules consisting of enlarged, but otherwise normal hepatocytes. The
nodules of normal-appearing hepatocytes further expanded and largely replaced the
parenchyma of 12-week-old Albumin-Cre;Dicer1loxP/loxP mouse livers.

We suspected that these progressive morphological changes represented the replacement of
Dicer1-decifient hepatocytes with wild-type hepatocytes that had escaped Cre-mediated
recombination. To test this hypothesis, we examined the expression of the Cre transgene and
Dicer1. Quantitative PCR analysis revealed the wide-spread silencing of Cre expression and
a concomitant recovery of Dicer1 expression between 6 and 12 weeks after birth (Figure 1B,
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C). Since Dicer is essential for the maturation of microRNAs, we also examined the
expression of mir-122, a hepatocyte specific microRNA. Mir-122 expression was almost
completely diminished at 3 weeks, but was re-established in older mice, indicating the
recovery of proper microRNA processing (Figure 1D). In situ hybridization showed the
extensive loss of mir-122 expression in 3-week-old Albumin-Cre;Dicer1loxP/loxP mouse
livers, ensuring the efficient disruption of Dicer1 at this stage (Figure 1E). However, at 6-
week-old, we observed appearance of mir-122-positive hepatocyte nodules that
corresponded to normal-colored spots observed in gross examination.

These findings indicate that Dicer1 allele is efficiently disrupted at 3 weeks in Albumin-
Cre;Dicer1loxP/loxP mouse livers; however, the entire liver is gradually repopulated by
Dicer1-positive hepatocytes over time, and this process is achieved by nodular growth of
Dicer1-positive wild-type hepatocytes. We did not observe oval/stem cell marker
expression, including cytokeratin 19, CD34 and A6 antigen, in Dicer1-positive hepatocyte
nodules during this process (data not shown), suggesting that liver progenitor cells do not
contribute to the repopulation process.

We also assessed microRNA expression in 3-week-old Albumin-Cre;Dicer1loxP/loxP mouse
livers using microarray (Figure 1F). The analysis identified 45 microRNAs downregulated
more than 2-fold with FDR<0.05 in Dicer1-deficient livers (Supplementary Table 1, 2).
Remarkably, all 4 previously reported liver-specific microRNAs, mir-122, -148a, -192 and
-194, showed robust downregulation in Dicer1-deficient livers11. There were 9 microRNAs
upregulated in Dicer1-deficient livers; they are likely expressed by non-parenchymal cells
and reflect secondary effects.

Dicer1-deficient hepatocytes exhibit increased proliferative activity as well as
overwhelming apoptosis

Immunohistochemistry for phosphohistone H3 revealed a modest increase in hepatocyte
proliferation in 3-week-old Albumin-Cre;Dicer1loxP/loxP mouse livers (Figure 2A, B). At the
same time, Dicer1-deficient hepatocytes showed increased apoptosis as indicated by staining
for cleaved caspase-3 (Figure 2A, C). Examination of 6-week-old Albumin-
Cre;Dicer1loxP/loxP mouse livers revealed that both Dicer1-deficient hepatocytes and
Dicer1-positive hepatocytes located in expanding nodules showed similar increase in
proliferation. In contrast, wild-type mouse livers displayed very low proliferative activity at
this stage (Figure 2D, E). However, there was a marked difference in their apoptotic activity:
apoptosis was almost exclusively observed in Dicer1-deficient hepatocytes (Figure 2D, F).
These findings indicate that loss of Dicer1 in hepatocytes causes an increase in hepatocyte
proliferation. Nonetheless, most of the mutant cells are lost to elevated apoptosis over time,
allowing repopulation by wild-type hepatocytes that had escaped Cre-mediated
recombination.

Loss of Dicer1 impairs lipid and glucose metabolism
To further address the consequences of Dicer loss, we characterized 3-week-old mice, a time
point at which Dicer1 is efficiently eliminated. Except for some alterations in lipid levels,
serum analyses did not reveal significant changes that would indicate liver dysfunction
(Table 1). Histological analysis confirmed that the normal liver architecture was preserved
(Figure 3A). However, Dicer1-deficient hepatocytes had small vacuoles in their cytoplasm;
these vacuoles were identified as lipid droplets using electron microscopy. The prominent
lipid accumulation is likely responsible for the discoloration of the mutant livers. In contrast,
glycogen granules normally present in hepatocytes were barely detectable in Dicer1-
deficient hepatocytes. These fin dings were confirmed using histochemical analysis: oil red
O staining confirmed the presence of numerous lipid droplets and periodic acid-Schiff
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staining showed the depletion of glycogen in Dicer1-deficient hepatocytes. A detailed
analysis of the lipid composition revealed a remarkable elevation of cholesterol ester and
triglyceride, whereas the free cholesterol and free fatty acid levels were mildly increased
(Figure 3B-E). Our studies also revealed that the depletion of glycogen storage led to
impaired blood glucose maintenance. Albumin-Cre;Dicer1loxP/loxP mice kept on normal
feeding showed only a mild decrease in their glucose levels; however, the mutant mice
became severely hypoglycemic after 6 hours of fasting (Figure 3F). Thus, Dicer function is
critical for the regulation of liver lipid and glucose metabolism.

We also examined changes in non-parenchymal cell population. Sinusoidal endothelial cells
and portal tracts, including bile ducts, were not significantly altered (Supplementary Figure
2A). Some hematopoietic cell colonization was observed in Dicer1-deficient livers, and the
presence of megakaryocytes and erythroblasts was confirmed by immunohistochemistry.
(Supplementary Figure 2B). In contrast, hematopoietic cells are completely absent at 3-
week-old in control littermates. While the liver is a place for hematopoiesis during fetal
stages, liver normally loses the capacity to support hematopoiesis around the perinatal stage.
The persistent presence of hematopoietic cells may represent an immature differentiation
state of Dicer1-deficient liver.

Dysregulated expression of fetal stage-specific genes in Dicer1-deficient livers
We next sought to determine whether Dicer1-deficient hepatocytes retain their terminally
differentiated mature phenotypes. Quantitative PCR analysis revealed that the expression of
liver-enriched transcription factors was maintained, with Onecut1 and its direct target gene
Hnf1b upregulated significantly in Dicer1-deficient livers12 (Figure 4A). Hnf1a and Cebpb
also showed minor changes in expression levels. To further determine the differentiation
status of Dicer1-deficient hepatocytes, we examined the expression of a battery of
developmentally regulated genes. This analysis revealed dysregulated expression of genes
that mark immature hepatocytes, whereas the expression pattern of genes normally found in
mature hepatocytes was preserved (Figure 4B). The latter genes included Sdh and Tdo that
are activated during the terminal stages of liver development. Thus, with some quantitative
alterations, the fundamental hepatocyte transcriptional programs of mature hepatocytes were
maintained in the absence of Dicer1. However, Dicer function is required to repress the fetal
gene expression program in adult liver.

Dicer1-deficient livers show increased expression of cell cycle-promoting genes and
suppression of genes for steroid biosynthesis

To define global changes in gene expression, we conducted a cDNA microarray analysis.
The analysis generated a list of genes with more than 2-fold changes, including 1415
upregulated and 944 downregulated genes, that was analyzed for the enrichment in Gene
Ontology (GO) categories to identify biological pathways regulated by Dicer1. The most
enriched “GO term” among the overexpressed genes was “cell division” (P=8.2×10−13). A
list of growth promoting genes, including those encoding cyclins and aurora kinases, was
found to be upregulated in the Dicer1-deficient livers (Table 2). The “GO term” most
overrepresented among downregulated genes was “steroid biosynthesis” (P=1.6×10−15:
Table 2). Of note, two previous studies using antisense oligonucleotide have shown that
genes for cholesterol synthesis were downregulated in the absence of mir-1224, 5. In
addition, we observed that previously identified direct targets of mir-122 were upregulated
modestly in Dicer1-deficient liver (Figure 4C).

Development of hepatocellular carcinoma in Albumin-Cre;Dicer1loxP/loxP mice
Given that Dicer1-deficient hepatocytes were mostly replaced by wild-type cells at 12
weeks after birth, we were surprised to observe that one-third of Albumin-

Sekine et al. Page 4

Gastroenterology. Author manuscript; available in PMC 2011 September 6.

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript



Cre;Dicer1loxP/loxP mice developed HCCs after 6 months (Figure 5A-C). Furthermore, 12-
month-old mice showed increased tumor incidence and progression of the disease, including
3 mice that succumbed to tumors at 9–11 months. However, none of the mice developed
metastatic lesions. Similarly to human HCCs, these tumors exhibited considerable
histological variations, including trabecular, pseudoglandular and solid arrangements with
variable degree of steatosis (Figure 5B).

Remarkably, the tumors exhibited a decreased expression of Dicer1, persistent Cre
transgene expression, a lack of mir-122 expression, and high expression levels of fetal liver
genes (Figure 6A-D). Non-neoplastic areas consisted exclusively of histologically normal
hepatocytes without evidence of preneoplastic or dysplastic changes (data not shown). In
addition, non-neoplastic liver tissues obtained from tumor-bearing mice had lost Cre
expression and were positive for Dicer1 and mir-122 at levels comparable to those in the
control littermates (Figure 6A-C). These fin dings indicate that the HCCs were derived from
residual Dicer1-deficient hepatocytes, whereas the non-neoplastic areas were entirely
repopulated by wild-type hepatocytes.

As disruption of Dicer1 results in impaired survival of hepatocytes, we suspected that
Dicer1-deficient HCCs harbor additional molecular alterations that protect from apoptosis
and transform the Dicer1-deficient hepatocytes. Western blotting showed the increased
expression of Erk1/2 and the enhanced phosphorylation of Erk1/2 and Akt in Dicer1-
deficient HCCs, but not in Dicer1-deficient non-neoplastic livers (Figure 6E). Expression
analysis of a panel of tumor-related genes did not identify robust and consistent alterations
of particular oncogenes in HCCs, but showed overexpression of Mycn and Bcl2 in a subset
of tumors (Supplementary Figure 3). This may suggest that a variety of oncogenic signals
can transform Dicer1-deficient hepatocytes. Sequencing analysis did not reveal any
activating mutations in major oncogenes involved in mouse hepatocarcinogenesis, including
Ctnnb1, Hras and Braf (data not shown).

Discussion
Our findings indicate that the loss of Dicer1 compromises hepatocyte survival in vivo. As
indicated by the almost complete loss of mir-122, the Alb promoter mediated expression of
Cre recombinase in hepatocytes achieved the efficient disruption of Dicer1 in the liver at 3
weeks after birth. However, Dicer1-deficient hepatocytes exhibited increased apoptosis and
wild-type hepatocytes that had escaped the Cre-mediated recombination of Dicer1 gradually
repopulated the entire liver in the absence of progenitor cell expansion. Previous studies
have noted that wild-type hepatocytes can display a selective growth advantage over
hepatocytes with metabolic defects in vivo13, 14. A small number of donor wild-type
hepatocytes can repopulate a metabolically defective liver in this setting, a process known as
therapeutic liver repopulation15. The progressive replacement of Dicer1-deficient
hepatocytes by Dicer1-positive wild-type hepatocytes in the Albumin-Cre;Dicer1loxP/loxP

mouse livers closely simulates this process and might be mediated by a common
mechanism.

Examination of the Dicer1-deficient livers revealed the requirement of Dicer for proper lipid
and glucose metabolism. Of note, the suppression of mir-122, the most abundant microRNA
in the liver, has been previously described to result in the downregulation of genes involved
in cholesterol biosynthesis4, 5. These mice became resistant to high fat diet-induced
steatosis, while glucose metabolism was not affected4. Indeed, Dicer1-deficient livers also
showed alterations in gene expression that are consistent with the consequences of mir-122
loss, including the upregulation of mir-122 targets and the decreased expression of genes
involved in cholesterol biosynthesis. Since mir-122 constitutes 70% of the entire microRNA
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pool in the liver16, it is not surprising that the effects of mir-122 loss are prominent in
Dicer1-deficient liver tissues where all microRNA processing is impaired. However, in
contrast to the findings obtained in the mir-122 knockdown study, the disruption of Dicer1
resulted in marked steatosis, indicating that Dicer regulates lipid metabolism through a
mir-122-dependent as well as a mir-122-independent pathway. This suggests the presence of
microRNAs other than mir-122 that play critical roles in metabolic regulation in the liver.
Since loss of Dicer impacts expression of a large number of genes, it is difficult to identify a
specific pathway responsible for the steatosis in Dicer1-deficient livers. Further studies,
including modulation of single microRNAs, would be required to clarify the mir-122-
independent mechanisms for the regulation of lipid and glucose metabolism in liver.

Recent studies have established that microRNAs are frequently deregulated in many types of
cancers including HCCs17, 18. Some evidence suggests that the dominant role of microRNA
processing during transformation may be tumor suppression. Lu and colleagues reported that
microRNAs are predominantly down-regulated in human tumors and Kumar and colleagues
showed that the simultaneous deletion of Dicer1 and expression of activated Kras enhances
lung tumorigenesis17, 19. The dysregulated expression of fetal liver genes in Dicer1-deficient
hepatocytes is intriguing considering the notion that cancers mimic corresponding fetal
tissue, a hypothesis that is supported by the common expression of a group of genes referred
to as oncofetal genes20, 21 . The reactivation of fetal stage-specific genes is also a common
finding in human HCCs. Alpha-fetoprotein, encoded by AFP, is the most widely used serum
marker of HCCs in clinical practice22, 23. Glypican-3, which is a gene product of GPC3, is
another increasingly recognized serum and histological marker of human HCCs24, 25. Not
only are these oncofetal genes known as tumor markers, several of their gene products,
including delta-like 1, glypican-3 and insulin-like growth factor 2, have been implicated in
the malignant potential of HCCs26–28. For instance, insulin-like growth factor 2 is a highly
potent mitogen, and the suppression of this gene alone has therapeutic benefits in a mouse
implantation model of HCC26.

It is also notable that Dicer1-deficient liver showed increased expression of cell cycle
promoting genes, that is another common feature of hepatocellular carcinomas. Even though
we cannot exclude that these changes represent secondary effects such as a consequence of
dysregulated fetal gene expression, it is tempting to speculate that these growth-promoting
genes are controlled by a microRNA-mediated machinery. Of note, Ccng1, which is
upregulated also in Dicer1-deficient liver, has been identified as a direct target of
mir-1224, 8. Thus, Dicer1-deficient hepatocytes exhibit some characteristics consistent with
transformed hepatocytes, including dysregulation of fetal liver genes and increased
expression of cell cycle-promoting genes. However, the fact that Dicer1-deficient
hepatocytes und ergo apoptosis indicates that these changes are not sufficient to initiate
tumorigenesis by themselves.

Our observations indicate that the disruption of Dicer1 primarily impairs hepatocyte
survival, however, it also promotes hepatocarcinogenesis in cells that escape the initial wave
of cell death. Although these opposing effects of Dicer1-loss on non-neoplastic hepatocytes
and HCCs appear paradoxical, our findings are consistent with previous experimental
observations. Impaired microRNA processing have resulted in reduced proliferative activity,
tissue degeneration or senescence in variety types of primary cells1–3, 19, 29–31. On the other
hand, deletion of Dicer1 promoted cellular transformation in the presence of activated Kras
both in vitro and in vivo19. Interestingly, it is known that the introduction of prototypical
oncogenes into normal cells can induce apoptosis32, 33. In these situations, the presence of
appropriate survival signals can circumvent the apoptotic reaction and transform the
cells33–35. Thus, the opposing effects of Dicer1-loss on cell survival and transformation may
somehow simulate those of oncogenes.
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The fact that only a minor subset of Dicer1-deficient hepatocytes gives rise to HCCs
suggests the requirement of a “second-hit” that promotes hepatocarcinogenesis in Dicer1-
deficient hepatocytes. We found that Dicer1-deficient HCCs consistently exhibited
phosphorylation of Erk1/2 and Akt, processes that are also common in human HCCs36, 37.
Since non-neoplastic Dicer1-deficient livers did not show the activation of Erk1/2 or Akt,
these events are not an immediate consequence of Dicer1 loss but are acquired during
tumorigenesis. Some secondary events leading to the activation of these pathways might be
involved in the transformation of Dicer1-deficient hepatocytes, and may promote
hepatocarcinogenesis synergistically with the loss of Dicer1 (Figure 6F).

The present study revealed novel and pivotal roles of Dicer1 in hepatocyte survival,
metabolism, developmental gene regulation and tumor suppression in the liver. Reactivation
of the fetal gene expression program might be a key mechanism of hepatocarcinogenesis
induced by the loss of Dicer1. Since Dicer1 is essential for microRNA processing, the
phenotypes observed here would reflect the regulatory roles of microRNAs in the liver.
Further studies will examine the functions of individual microRNAs to elucidate the precise
mechanisms for the regulation of liver function by Dicer.

Materials and Methods
Mice

Alb promoter-driven Cre recombinase transgenic mice (Albumin-Cre mice) and mice
carrying the floxed allele of Dicer1 (Dicer1loxP/loxP mice) have been previously
described1, 10. Albumin-Cre and Dicer1loxP/loxP mice were crossed to obtain hepatocyte-
specific Dicer1 knockout mice (Albumin-Cre;Dicer1loxP/loxP mice). Dicer1loxP/loxP

littermates were used as controls throughout the experiment. The mice used in the present
study were maintained in barrier facilities according to the protocols approved by the
Committee on Animal Research of the University of California-San Francisco and the
Committee for Ethics in Animal Experimentation at the National Cancer Center, Japan.

Histological Analysis
Formalin-fixed and paraffin-embedded sections were subjected to hematoxylin and eosin.
Immunohisochemistry was performed either on paraffin-embedded or frozen sections using
the avidin-biotin complex method as previously described38. Primary antibodies used are
listed on Supplementary Table 3. Oil red O staining was performed on frozen sections fixed
with formalin. Periodic acid-Schiff staining was performed on frozen sections fixed with
Carnoy’s fixative. The electron microscopy analysis was performed using standard
procedures.

In situ hybridization against mir-122 was performed on frozen sections using locked nucleic
acid probe labeled with digoxigenin (Exiqon, Denmark) as previously described39. The
signal was visualized using NBT/BCIP as a chromogen.

Serum, blood glucose and liver lipid analysis
Blood samples were collected from the inferior vena cava at necropsy. The serum was then
separated and subjected to analysis (IDEXX, MA and SRL, Tokyo, Japan). Mouse tail vein
blood glucose levels were measured using a standard glucometer. A liver lipid analysis was
performed using commercially available kits (Wako, Tokyo, Japan and Eiken, Tokyo,
Japan) following methanol-chloroform extraction.
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Reverse transcription-PCR
Reverse-transcription reaction and conventional PCR were performed using standard
protocols. Quantitative PCR reactions were performed using SYBR Green PCR master mix
(Applied Biosystems, CA). The expression of liver genes was compared with the expression
level of Gusb, as previously described38. The primer sequences are available upon request.

Northern blotting
Total RNA was fractioned on a 15% polyacrylamide gel, transferred to nylon membrane and
hybridized to a radiolabeled oligonucleotide complementary to mir-1225. Ethidium bromide
staining of 5S RNA served as a control.

Microarray analysis
Total RNA was extracted from 3 control and 3 Albumin-Cre; Dicer1loxP/loxP mice. cRNA
synthesis and labeling was performed using GeneChip Two-cycle target labeling and control
reagent (Affymetrix, CA). Gene expression profile was assessed by GeneChip genome 430
2.0 array (Affymetrix) following manufacture’s protocol. Data analysis was performed on
the NIA array analysis website40. Genes that showed more than 2-fold changes with the
false discovery rate <0.05 were considered as significantly altered. Gene ontology analysis
was performed using the DAVID Functional annotation tool41. Overrepresented GO terms
for biological pathways among significantly altered genes were analyzed with default
settings.

MicroRNA expression was also determined for the same set of RNA samples. Samples were
labeled using miRCURY LNA microRNA Power Hy3/Hy5 Labeling kit (Exiqon) and
microRNA expression profiles were assessed by miRCURY LNA v.10.0 - hsa, mmu & rno
(Exiqon). MicroRNAs that showed more than 2-fold changes with the false discovery rate
<0.05 were considered as significantly altered.

Western blotting
Western blotting was performed as previously described38. Primary antibodies used are
listed on Supplementary Table 3.

Statistical Analysis
The results are presented as the mean ± standard deviation. Statistical significance was
determined by Student two-tailed t test, with a P value of <0.05 was considered significant.

Supplementary Material
Refer to Web version on PubMed Central for supplementary material.
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Abbreviations

HCC hepatocellular caricinoma

HPF high power field

GO gene ontology
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Figure 1. Efficient deletion of Dicer1 in young Albumin-Cre;Dicer1loxP/loxP mouse liver and
repopulation with Dicer1-expressing hepatocytes
A: Gross morphology of control and Albumin-Cre;Dicer1loxP/loxP mouse livers at 3, 6 and
12 weeks after birth. At 3 weeks, the Albumin-Cre;Dicer1loxP/loxP mouse liver was pale
compared with the control. At 6 weeks, the Albumin-Cre;Dicer1loxP/loxP liver had become
yellowish, with the appearance of normal-colored spots. The normal-colored areas had
expanded at 12 weeks. B: Quantitative PCR analysis of Cre transgene expression in
Albumin-Cre;Dicer1loxP/loxP mouse liver. C: Quantitative PCR analysis of Dicer1
expression. Dicer1 expression recovered with age. D: Northern blotting for mir-122.
Ethidium bromide staining of 5S RNA was used as a loading control. C: control; M: mutant
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(Albumin-Cre;Dicer1loxP/loxP). E: In situ hybridization for mir-122. Mir-122 expression was
determined in control and Albumin-Cre;Dicer1loxP/loxP mouse livers at 3 and 6 weeks old.
Livers from control mice showed diffuse expression of mir-122. Hepatocytes in the 3-week-
old Albumin-Cre;Dicer1loxP/loxP mouse liver did not express mir-122 except for a few cells
(arrow heads). Nodules of mir-122-positive hepatocytes (arrowheads) appeared in the 6-
week-old Albumin-Cre;Dicer1loxP/loxP mouse liver. F: Expression of microRNAs in 3-
week-old Albumin-Cre;Dicer1loxP/loxP mouse livers. Relative expression levels of mouse
microRNAs were determined in comparison with control mouse livers. MicroRNAs with
significantly altered expression (FDR<0.5) are represented by open and black triangles. Four
previously reported liver-specific microRNAs are indicated by black triangles. Black dots
indicate microRNAs without significant alteration.
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Figure 2. Increased hepatocyte proliferation and apoptosis in Dicer1-deficient hepatocytes
A, D: Immunohistochemistry for phospho-histone H3 and cleaved caspase-3 in 3- (A) and 6-
week-old (D) mouse livers. Dotted lines in 6-week-old Albumin-Cre;Dicer1loxP/loxP mouse
livers indicate borders between Dicer1-positive hepatocyte nodules (left side) and Dicer1-
negative areas (right side). B, C, E, F: Quantification of hepatocyte proliferation and
apoptosis in Albumin-Cre;Dicer1loxP/loxP mouse livers (n=4-7, each group). At least 1000
cells were counted for quantification of phospho-histone H3 and cleaved caspase-3-positive
hepatocytes. For 6-week-old Albumin-Cre;Dicer1loxP/loxP mice, hepatocytes in Dicer1-
positive (grey columns) and –negative (black columns) areas were separately examined. *,
P<0.05
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Figure 3. Impaired lipid and glucose metabolism in Albumin-Cre;Dicer1loxP/loxP mice
A: Histology and ultrastructure of control and Albumin-Cre;Dicer1loxP/loxP mouse livers.
Hepatocytes of control mice displayed uniform eosinophilic cytoplasm and were arranged in
a trabecular pattern. The liver architecture was preserved in the Albumin-Cre;Dicer1loxP/loxP

mice, but the hepatocytes exhibited small cytoplasmic vacuoles. Electron microscopy
analysis of Dicer1-deficient hepatocytes revealed a lack of glycogen granules that are
readily observed in control hepatocytes (Gy). Instead, the Dicer1-deficient hepatocytes
contained an abundance of lipid droplets (Ld). Lipid accumulation was barely detectable in
the control liver, whereas numerous lipid droplets were visible in Dicer1-deficient liver by
oil red O staining. PAS staining highlighted glycogen in the control liver, but not in Dicer1-
deficient liver. B-E: Lipid analysis of the liver. The lipid composition of the liver tissue was
determined following methanol/chloroform extraction. F: Blood glucose analysis. Tail vein
blood glucose was measured in a fed condition or after 6 hours of starvation. n=4-5, each
group. *, P<0.05; **, P<0.0001
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Figure 4. Expression of liver-enriched transcription factors, developmentally regulated genes
and mir-122 target genes in Dicer1-deficient livers
A: Relative expression levels of liver-enriched transcription factors. Quantitative PCR
analysis of liver samples from Albumin-Cre;Dicer1loxP/loxP and control littermates at 3
weeks after birth (n=4, each group). B: The expression of developmentally regulated genes
in control and Albumin-Cre;Dicer1loxP/loxP mice at 3 weeks (n=5, each group). The
expression levels of wild-type mouse livers at different developmental stages were used as
references (n=3, each group). C: Expression of putative direct targets of mir-122 in
Albumin-Cre;Dicer1loxP/loxP mouse livers (n=4, each group). Values are shown as mean ±
S.D. *, P<0.05. Ctrl: Control; Mut: mutant (Albumin-Cre;Dicer1loxP/loxP mice); Fetus:
embryonic day 14 fetus; Neo: postnatal day 0 neonate; Adult: postnatal day 42 adult
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Figure 5. Development of hepatocellular carcinoma in Albumin-Cre;Dicer1loxP/loxP mice
A: Hepatocellular carcinomas in Albumin-Cre;Dicer1loxP/loxP mice at 6 and 12 months after
birth. A single tumor was observed in a 6-month-old Albumin-Cre;Dicer1loxP/loxP mouse
liver (left, arrow). A 12-month-old Albumin-Cre;Dicer1loxP/loxP mouse liver carried multiple
tumors that had replaced the liver parenchyma (right). B: Histological spectrum of
hepatocellular carcinomas included thick trabecular arrangement with mild steatosis (top,
left), prominent steatosis (top, right) as highlighted by oil red O staining (inset), poorly
differentiated tumors with a solid growth pattern (bottom, left) and a pseudoglandular
pattern (bottom, right). C: Summary of tumor incidence in Albumin-Cre;Dicer1loxP/loxP

mice. Note that 12-month-old mice with tumors include 3 mice that had succumbed to HCCs
at 9-11 months of age.
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Figure 6. Hepatocellular carcinomas in Albumin-Cre;Dicer1loxP/loxP mice are derived from
Dicer1-deficient hepatocytes
A: Expression of Dicer1 in non-neoplastic and tumor samples of control and Albumin-
Cre;Dicer1loxP/loxP mice (n=5-6, each group). mRNA expression was determined by
quantitative PCR. Values are mean ± S.D. *, P<0.05. T: Tumor; N: Non-neoplastic liver
tissue. B: RT-PCR analysis of Cre transgene expression. Actb served as a positive control.
C: Northern blot for mir-122. Ethidium bromide staining of 5S RNA served as a loading
control. D: Quantitative PCR analysis of oncofetal genes (n=5-6, each group). E: Expression
of phospho-Erk and phospho-Akt in HCCs and Dicer1-deficient livers. Protein samples
from HCCs, corresponding non-neoplastic liver, 3-week-old Dicer1-deficient and control
livers were treated with the indicated antibodies. F: Model of hepatocarcinogenesis in
Albumin-Cre;Dicer1loxP/loxP mice. Albumin-Cre;Dicer1loxP/loxP mice exhibit the efficient
deletion of Dicer1 at 3 weeks after birth. However, Dicer1-deficient hepatocytes (red cells)
gradually undergo apoptosis and Dicer1-expressing wild-type hepatocytes (pink cells) that
have escaped Cre-mediated recombination repopulate the entire liver over time. When a
Dicer1-deficient hepatocyte acquires secondary oncogenic stimuli presumably through
additional genetic alterations, the absence of Dicer1 cooperatively promotes the
development of hepatocellular carcinoma. spectrum of hepatocellular carcinomas included
thick trabecular arrangement with mild steatosis (top, left), prominent steatosis (top, right) as
highlighted by oil red O staining (inset), poorly differentiated tumors with a solid growth
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pattern (bottom, left) and a pseudoglandular pattern (bottom, right). C: Summary of tumor
incidence in Albumin-Cre;Dicer1loxP/loxP mice. Note that 12-month-old mice with tumors
include 3 mice that had succumbed to HCCs at 9-11 months of age.
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Table 1

Metabolic measurements of 3-week-old Albumin-Cre;Dicer1loxP/loxP mice

Control Albumin-Cre; Dicer1loxP/loxP P

Alanine aminotransferase (U/L) 40.0±17.0 45.6±24.8 0.70

Aspartate aminotransferase (U/L) 104.5±60.2 136.6±82.8 0.52

γ-Glutamyl transpeptidase (U/L) 3.0±3.8 3.4±1.5 0.85

Albumin (g/dL) 2.7±0.4 2.6±0.4 0.83

Total protein (g/dL) 4.8±0.3 4.0±0.9 0.14

Direct bilirubin (mg/dL) 0.1±0.1 0.1±0.1 0.65

Indirect bilirubin (mg/dL) 0.0±0.0 0.2±0.1 0.053

Triglyceride (mg/dL) 46.3±11.8 32.6±19.0 0.22

Free fatty acid (μPEq/L) 553.8±156.3 1065±333.2 0.023

Cholesterol ester (mg/dL) 56.3±7.0 41.6±3.4 0.017

Free cholesterol (mg/dL)_ 18.3±1.0 58.6±13.6 0.0026

n=4-5, each group.
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