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Abstract
Hepatic expression profiling has revealed miRNA changes in liver diseases, while hepatic

miR-155 expression was increased in murine non-alcoholic fatty liver disease, suggesting

that miR-155 might regulate the biological process of lipid metabolism. To illustrate the ef-

fects of miR-155 gain of function in transgenic mouse liver on lipid metabolism, transgenic

mice (i.e., Rm155LGmice) for the conditional overexpression of mouse miR-155 transgene

mediated by Cre/lox P system were firstly generated around the world in this study.

Rm155LG mice were further crossed to Alb-Cre mice to realize the liver-specific overex-

pression of miR-155 transgene in Rm155LG/Alb-Cre double transgenic mice which showed

the unaltered body weight, liver weight, epididymal fat pad weight and gross morphology

and appearance of liver. Furthermore, liver-specific overexpression of miR-155 transgene

resulted in significantly reduced levels of serum total cholesterol, triglycerides (TG) and

high-density lipoprotein (HDL), as well as remarkably decreased contents of hepatic lipid,

TG, HDL and free fatty acid in Rm155LG/Alb-Cre transgenic mice. More importantly, micro-

array data revealed a general downward trend in the expression profile of hepatic genes

with functions typically associated with fatty acid, cholesterol and triglyceride metabolism,

which is likely at least partially responsible for serum cholesterol and triglyceride lowering

observed in Rm155LG/Alb-Cre mice. In this study, we demonstrated that hepatic overex-

pression of miR-155 alleviated nonalcoholic fatty liver induced by a high-fat diet. Additional-

ly, carboxylesterase 3/triacylglycerol hydrolase (Ces3/TGH) was identified as a direct

miR-155 target gene that is potentially responsible for the partial liver phenotypes observed

in Rm155LG/Alb-Cre mice. Taken together, these data from miR-155 gain of function study
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suggest, for what we believe is the first time, the altered lipid metabolism and provide new

insights into the metabolic state of the liver in Rm155LG/Alb-Cre mice.

Introduction
MicroRNAs (miRNAs), a class of small non-coding RNA molecules, function by regulating
gene expression via degradation or translational inhibition of their target mRNAs, and thus
participate in a wide variety of physiological and pathological cellular processes including: de-
velopment, cell proliferation, differentiation and apoptosis, metabolism, cancer and etc [1,2].
As a typical multifunctional miRNA, miR-155 plays a crucial role in various physiological and
pathological processes, such as haematopoietic lineage differentiation, immunity, inflamma-
tion, cardiovascular diseases and cancer [3,4]. The available experimental evidence indicates
that miR-155 is abnormally expressed in a variety of human tumor tissues, and has been found
to be associated with cancer initiation, progression, metastasis and prognosis [3,4].

On the other hand, there are several lines of evidence that miR-155 is involved in adipocyte
differentiation, adipogenesis and obese [5–8], indicating that it might play a significant role in
the process of lipid metabolism. In subcutaneous adipose tissue, miR-155 was significantly
higher expression in normal glucose tolerance group as compared to the type 2 diabetes group
[5]. In vitro, TNF-α treatment resulted in the up-regulation of miR-155 and this overexpres-
sion of miR-155 inhibited adipogenesis by down-regulating early adipogenic transcription fac-
tors [6]. During the adipogenic program of both immortalized and primary hMSCs, the
expression of miR-155, miR-221, and miR-222 decreased, however, ectopic expression of these
miRNAs significantly inhibited adipogenesis [7]. In vivo, overexpression of miR-155 in trans-
genic mice causes the reduction of brown adipose tissue mass and impairment of brown adi-
pose tissue function [8]. In contrast, inhibition of miR-155 enhances brown adipocyte
differentiation and induces a brown adipocyte-like phenotype ('browning') in white adipocytes
[8]. In addition, hepatic miR-155 expression was increased in murine non-alcoholic fatty liver
diseases (NAFLD) [9,10], and miR-155 might play a protective role in the development of non-
alcoholic hepatosteatosis in mice [10]. Moreover, miR-155 negatively regulates lipid uptake in
oxLDL(oxidized low-density lipoprotein)-stimulated dendritic cells/macrophages [11]. The
aforementioned findings suggest that hepatic miR-155 expression might regulate the biological
processes of lipid metabolism, which remains to be fully characterized.

Against the background, transgenic mice (i.e., Rm155LG mice) for the conditional overex-
pression of mouse miR-155 transgene mediated by Cre/lox P switching expression system were
successfully generated in this study, while Rm155LG mice were further crossed to Alb-Cre
mice to realize the liver-specific overexpression of mouse miR-155 transgene in Rm155LG/
Alb-Cre double transgenic mice, which will be employed to explore the effects of the overex-
pression of miR-155 in the transgenic mouse livers on the expression profiling of hepatic genes
associated with lipid metabolism, and on blood and hepatic lipid contents.

Materials and Methods

1. Production of the Rm155LG transgenic mice
A 318bp fragment containing the precursor sequence of the mmu-miR-155 was amplified by
PCR from pEμ-mmu-miR155 plasmid [12], and then directionally cloned into theMlu I and
Sac I sites of the pRLG plasmid [13,14], designated as pRm155LG, followed by identification of
PCR, enzyme digestion analysis and sequencing (data not shown).

Altered Lipid Metabolism in miR-155 Transgenic Mice

PLOS ONE | DOI:10.1371/journal.pone.0118417 March 23, 2015 2 / 25

of China (Grant No. 2009B060300008 and
2013B060300013, to D. Xiao; Grant No.
2011B060300028 and 2012B040304010, to W. -S.
Wang), and Fundamental Research Funds for the
Central Universities of China (Grant No. 10ykpy21, to
K Xu). The funders had no role in study design, data
collection and analysis, decision to publish, or
preparation of the manuscript.

Competing Interests: The authors have declared
that no competing interests exist.



Rm155LG transgenic mice were generated by microinjection of DNA into the pronuclei of
fertilized single-cell mouse embryos using standard techniques as previously described [15,16].
The C57BL/6 mouse strain, supplied by Laboratory Animal Center, Southern Medical Univer-
sity, was used as the source of embryos for the micromanipulation and for subsequent breeding
trials. For microinjection, the fragment of Rm155LG transgene (Fig. 1A) was released free from
the vector backbone of pRm155LG via digestion with Ssp I and Sfi I. Rm155LG transgenic mice
from potential transgenic founders were preliminarily screened via mRFP assay by the Xeno-
gen IVIS Lumina Imaging System 2–3 days after birth, and subsequently confirming the results
of mRFP assay by PCR-based genotyping performed on tail-extracted genomic DNA.

Homozygous animals of Rm155LG transgenic mouse lines were obtained by intercrosses of
Rm155LG heterozygotes derived from mating between Rm155LG transgenic founder
(1107#,♀) and wild-type C57BL/6 mouse strain (♂), followed by optically differentiating ho-
mozygous Rm155LG transgenic mice by in vivo (whole-body, newborn) qualitative (Fig. 1E-a)
and quantitative (Fig. 1E-b) fluorescence imaging, which was further confirmed by mouse mat-
ing (Fig. 1E-c).

This study was carried out in strict accordance with the recommendations in the Guide for
the Care and Use of Laboratory Animals of the Southern Medical University. The protocol was
approved by the Committee on the Ethics of Animal Experiments of the Southern Medical
University. All surgery was performed under sodium pentobarbital anesthesia, all efforts were
made to minimize animal suffering and the number of animals used was kept to a minimum
by the experimental design.

2. Whole-animal (in vivo) and organ (ex vivo) fluorescence imaging
The procedure for whole-animal and organ mRFP (monomeric red fluorescent protein) fluo-
rescence imaging via using stereo fluorescence microscope (Nikon, AZ100) or the Xenogen
IVIS Lumina II Imaging System was previously fully described [15].

3. Genotype analysis by PCR
PCR was performed on tail genomic DNA to further identify Rm155LG integrated into their
genome. The sequences of the forward primer (FP) and reverse primer (RP) used to amplify a
339-bp fragment of the Rm155LG transgene were: 5’-GGGAGCGCGTGATGAAC-3’ (FP) and
5'-CGTTGTGGGAGGTGATGTC-3' (RP). PCR conditions were as follows: pre-denaturation
at 94°C for 7 min, followed by 30 amplification cycles of denaturation at 94°C for 1 min, primer
annealing at 54°C for 1 min, and extension at 72°C for 30 s, and finally an additional extension
at 72°C for 10 min. Rm155LG construct DNA was used as the positive control for each PCR re-
action, and genomic DNA from wildtype mice was employed as a negative control for each
PCR test.

4. Establishment of homozygous Rm155LG transgenic mouse colonies
by in vivo fluorescence imaging
Procedure for rapidly and readily distinguishing homozygous Rm155LG transgenic mice from
F2 generation derived from Rm155LG transgenic founder by in vivo qualitative and quantita-
tive fluorescence imaging immediately after birth via using the IVIS Lumina II imaging system
(Xenogen Corp., Alameda, CA) was detailedly illustrated in our publication [15].
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Fig 1. Generation of Rm155LG transgenic mice. (A) Schematic diagram of the Rm155LG transgenic construct used to generate Rm155LG transgenic
mice. A potent, ubiquitous CMV/β-actin promoter in the vector pRm155LG was used to drive a series of cassettes, including a floxed mRFP followed by a
triple transcription-stopping polyA sequence (3×PolyA) and a downstream internal ribosome entry site (IRES)-based bicistronic transcript, including open-
reading frames of mouse miR-155 and a multifunctional marker consisting of firefly Luc fused to eGFP with a transmembrane-localizing domain (Luc-
TMeGFP). The primer pair P1/P2 represented by small arrows were used in PCR analysis of genotype to detect reporter transgene mRFP. Only mRFP will
be transcribed and expressed properly from this construct, while Cre-mediated recombination occurs, the floxed mRFP+3×PolyA is excised, and the
downstream, bicistronic transcript is activated. The multifunctional marker will be expressed, replacing mRFP in Cre-activated cells. The construct map is not
drawn to the scale.Abbreviations: CAG promoter: CMV early enhancer/chicken β actin promoter;mRFP:monomeric red fluorescent protein; Luc: firefly
luciferase; EGFP: enhanced green fluorescent protein; pA: polyadenylation signal; The black triangle: lox P site. (B) Screening Rm155LG transgenic
founders by in vivo non-invasive fluorescence imaging. Three foster mothers gave birth to three, two and three F0 pups, respectively; three mRFP-positive
Rm155LG transgenic mice (referred to as 1107#, 1108# and 2458#) with strong red fluorescence were found via mRFP assay by using the Xenogen IVIS
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5. In vivo and ex vivo optical imaging of firefly luciferase (Luc) activity
Rm155LG mice were crossed to homozygous Alb-Cre mice (B6.Cg-Tg(Alb-cre)21Mgn/J) (ob-
tained from Model Animal Research Center of Nanjing University) to generate Rm155LG/
Alb-Cre double transgenic mice, in which Luc expression was activated in liver-restricted pat-
tern, as determined by the non-invasive in vivo bioluminescence imaging. Bioluminescence
was measured non-invasively using the IVIS Lumina II imaging system. The protocols for
whole-animal (in vivo) and dissected organ (ex vivo) bioluminescence imaging to detect Luc
activity by the IVIS system were previously well described [15].

6. RNA isolation and quantitative real-time PCR (qRT-PCR)
To quantitate miRNA and mRNA expression, total RNA was extracted from the liver of
Rm155LG/Alb-Cre transgenic mice and control mice with the use of TRIzol reagent (TaKaRa).
Total RNA was reversely transcribed with the PrimeScript RT reagent Kit (TaKaRa). qRT-PCR
was performed using SYBR Green PCR master mix (TaKaRa) on Stratagene Mx3005P qRT-
PCR System according to the manufacturer’s instructions. The primers used for the amplifica-
tion of the indicated genes were listed in S1–S3 Tables. To measure the levels of miR-155 and
the indicated mRNAs, U6 snRNA and GAPDH were used as endogenous control, respectively.

7. mRNAmicroarray analysis
Expression microarray analysis was carried out with commercially available 32K mouse ge-
nome array (CapitalBio Corp., Bejing, China). Total RNA samples were extracted from the
liver of Rm155LG/Alb-Cre transgenic mice and control mice using TRIzol reagent (TaKaRa).
All the hybridization procedures and data analysis were performed by CapitalBio Corp. (Bej-
ing, China). Briefly, total RNA was used to synthesize cDNA in an in vitro transcription reac-
tion, and then cDNA was fluorescently labeled by Cy5-dCTP or Cy3-dCTP (GE Healthcare
Cat. No. PA 55021/PA 53021) with Klenow enzyme. Labeled cDNA was then hybridized to
32K mouse genome arrays. Hybridization signals were scanned with a Lux-Scan 3.0 scanner
(CapitalBio Corp., Bejing, China). The resultant images were digitized with Lux-Scan 3.0
image analyzer software (CapitalBio Corp., Bejing, China). The microarray data were deposited
in a database (ArrayExpress, GEO) with accession number GSE64255.

8. Morphometric and histochemical analysis of livers
The mice were killed after an overnight fast. Livers from Rm155LG/Alb-Cre transgenic mice
and control mice were fixed in 10% formalin for at least 24 hours or kept freshly frozen. For-
malin-fixed, paraffin-embedded liver sections (5μm) were stained with hematoxylin and eosin
(H&E) for morphologic studies under light microscope. Oil red O (ORO) staining was per-
formed on frozen liver sections (10μm).

Lumina Imaging System 2–3 days after birth. (C) F1 progeny inherit and express mRFP transgene from three founders. Offspring shown in Fig. 1C-a,b,c
were derived from the mating between founder 1107#, 1108# or 2458# and wildtype mouse, respectively. A fraction of founder offspring with mRFP
fluorescence showed that all of three founders could transmit Rm155LG transgene to subsequent generation (i.e., F1). (D)mRFP-positive founders verified
for Rm155LG transgene presence by PCR analysis. Three mRFP-positive mice (i.e., 1107#, 1108# or 2458#) and one mRFP-negative mice (i.e., 1109#) were
individually analyzed by PCR for the genomic integration of transgene with tail biopsy-derived DNA frommice (1107#, 1108#, 1109# and 2458#). PCR
products were amplified by the primer pair P1/P2 (specific for mRFP) shown in Fig. 1A. lane PC: positive control (pRm155LG as template); lane NC: negative
control using genomic DNA fromWTmouse as template. Data are representative of three independent PCR experiments that yield similar results. (E)
Rapidly and readily distinguishing homozygous from heterozygous Rm155LG transgenic alleles by in vivo fluorescence imaging.

doi:10.1371/journal.pone.0118417.g001
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9. Assay of blood and hepatic lipids
The hepatic lipids were extracted from liver tissue using chloroform/methanol mixed solution
(1:1, vol:vol), the prepared sample was then centrifuged at 1200 g for 10 min, and then the ob-
tained supernatant was used for lipid measurements. Triglycerides (TG) were measured by the
glycerol phosphate oxidase-peroxidase method, Total cholesterols (TC) by the cholesterol oxi-
dase-peroxidase method, high-density lipoprotein cholesterol (HDL-C) by the direct method-
surfactant clearance method, low-density lipoprotein cholesterol (LDL-C) by the direct
method-selected inhibitor method, free fatty acid (FFA) by the Wako enzymatic method,
alanine transaminase (ALT) by the IFCC Reference method with P-5-P, and aspartate amino-
transferase (AST) by the IFCC Reference method with P-5-P, using TBA-120 auto-analyzer
(Toshiba Medical Systems, Japan), respectively.

10. High-fat diet (HFD) experiments
In high-fat diet experiments, Rm155LG/Alb-Cre mice and control mice were fed normal chow
diet or HFD (60% energy from fat, Research Diets D12492) for 6 months until sacrifice. At the
end of the experiment, mice were fasted for 12h, euthanized, and body weights were deter-
mined. Blood samples were collected immediately and serum was obtained by centrifugation at
3000rpm for 15 min at 4°C. Livers were removed, weighed, and snap-frozen in liquid nitrogen.
Liver and serum samples were stored at -80°C until RNA isolation or biochemical analysis.

11. Luciferase reporter assay
The dual luciferase reporter gene plasmid (i.e., pLuc-Ces3–3’-UTR-wt) containing the putative
miR-155 binding site at the 3’-UTR of Ces3 mRNA was purchased from Kangbio (Shenzhen,
China). Cells were seeded in 48-well plates and cultured for 48 hours. The pLuc- Ces3–3’-
UTR-wt plasmid was co-transfected into mouse NIH3T3 cells with the miR-155 mimics,
mimics control, miR-155 inhibitor or inhibitor control using Lipofectamine 2000 Reagent
(Invitrogen), respectively. Luciferase and Renilla activities were assayed 48 hours after transfec-
tion using the Dual Luciferase Reporter Assay Kit (Promega) following the
manufacturer’s instructions.

Results

1. Generation of Rm155LG transgenic mice
To realize the above-mentioned purposes and attain further insight into the cell/tissue-specific
and/or developmental stage-specific roles of miR-155 in vivo, we want to produce transgenic
mice that could conditionally overexpress mouse miR-155 transgene mediated by Cre/lox P
system (Fig. 1A).

The Rm155LG construct used for microinjection was illustrated in Fig. 1A. mRFP expres-
sion allows rapid and easy identification of Rm155LG transgenic mice by mRFP assay. Of the
396 embryos transferred to the recipient females, 22 embryos developed to term. Three individ-
uals (with strong red fluorescence) of 22 siblings were transgenic, as demonstrated by the red
fluorescence in the whole body of newborn mice (Fig. 1B), as confirmed by PCR analysis
(Fig. 1D). Thus, we gained three founder animals (referred to as 1107#, 1108# and 2458#) that
expressed strongly mRFP and were normal in phenotype.

In addition, to determine whether the Rm155LG transgene was passaged to the next genera-
tion, founders (i.e., referred to as 1107#, 1108# and 2458#) was back-crossed to the parental
wildtype strain to give F1 generation, respectively. Fig. 1C demonstrated that all of three
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founders could transmit the Rm155LG foreign transgene to subsequent generation (i.e., F1)
since a fraction of founder offspring showed mRFP fluorescence.

2. mRFP visualization in postnatal organs of Rm155LG transgenic mice
We next determined the expression pattern of the mRFP transgene in organs taken from
Rm155LG transgenic mice. Red fluorescence was detected in tissue/organ samples including
heart, liver, spleen, lung, kidney, stomach, brain, testis, intestine, muscle, thymus, skin, eye and
pancreas isolated from the transgenic positive mice, but not in control littermates (S1A Fig.).
Additionally, the brain, pancreas, muscle, testis, stomach and skin showed strong red fluores-
cence, while the heart, liver, lung, kidney, intestine, spleen, thymus, eye and fat demonstrated
relatively weaker fluorescence signals (S1B Fig.). In summary, all tissues exhibited mRFP ex-
pression, indicating ubiquitous expression of the transgenic cassette. In general, Rm155LG
transgenic mice were viable and fertile, and manifested no gross behavioral or
phenotypic abnormalities.

3. Visually identifying homozygous Rm155LG transgenic mice by whole-
body fluorescence imaging of newborn offspring
Rm155LG transgenic founder 1107# (♀) selected from above-mentioned three founder animals
(Fig. 1B) were employed to fully demonstrate how to simply, rapidly and visually distinguish
homozygous from heterozygous animals by whole-body (newborn) fluorescence imaging. Pro-
cedure for establishing homozygous Rm155LG transgenic mouse colony by mating heterozy-
gous males and females from founder line 1107# was detailedly demonstrated in “MATERIALS
ANDMETHODS” and the legend of Fig. 1E. Brother sister mating of mRFP-positive heterozy-
gous animals (Fig. 1C-a) showed transgene transmission to the offspring (5 mRFP-positive and
2 mRFP-negative) following expected Mendelian laws (Fig. 1E-a). The in vivo qualitative imag-
ing data greatly facilitated us to rapidly and readily find 5 mRFP-positive mice out of 7 litter-
mates; among 5 mRFP-positive mice, one mRFP-positive transgenic mice [marked with
asterisk (�)] indicated more strong red fluorescence (Fig. 1E-a) and very high fluorescence in-
tensity (FI) (Fig. 1E-b) in whole body (newborn), compared with the rest of 4 mRFP-positive
littermates. Therefore, we thought that one mRFP-positive transgenic mouse marked by aster-
isk (�) was regarded as homozygous for Rm155LG transgene based on the qualitative and
quantitative data from in vivo fluorescence imaging, as strongly supported by mouse mating
(Fig. 1E-c). Moreover, the reliability and repeatability of this optical assay for screening homo-
zygous Rm155LG transgenic mice used in this study were strongly supported by our findings
[15] and other finding [17,18]. Additionally, this optical approach greatly allowed us to easily
and rapidly obtain homozygous Rm155LG transgenic mouse colonies derived from other
Rm155LG transgenic founders (i.e., 1108# and 2458#)] (data not shown). In summary, the in
vivo fluorescence imaging is valuable as a visual, rapid, reliable and accurate screening tool for
homozygous transgenic mice (harboring fluorescence reporter transgene under the control of a
ubiquitous promoter) immediately after birth, as supported by this study and other findings
[15,17,18].

4. Liver-specific overexpression of miR-155 transgene in transgenic
mice mediated by Cre/lox P system
Next, we confirmed that the expression of miR-155 transgene in Rm155LG transgenic mice
could be induced in a Cre-dependent manner. To analyze the expression of miR-155 transgene
in mouse liver, we crossed heterozygous Rm155LG transgenic mice with homozygous Alb-Cre
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mice in which Cre is under the control of the liver-specific albumin (Alb) promoter [19] to
generate Rm155LG/Alb-Cre double transgenic mice in which miR-155 and Luc transgene ex-
pression was expected to be activated in liver-restricted manner (Fig. 2A), as determined by
qRT-PCR and the noninvasive in vivo bioluminescence imaging, respectively. Whole-animal
bioluminescence imaging indicated that Luc activity in the liver of Rm155LG/Alb-Cre trans-
genic mice could be detected in mRFP-positive newborn offspring (Fig. 2B, C) and adult
mouse (Fig. 2D), suggesting the successful activation of Luc expression mediated by Alb-Cre.
Organ-specific bioluminescence imaging showed that Luc activity could be assayed in liver, but
not in other organs (Fig. 2F) obtained from Luc-positive mouse (genotype: Rm155LG/Alb-
Cre) [marked by asterisk (�)] shown in Fig. 2D, while Luc activity could not be detected in all
of organs [mentioned in (Fig. 2E-F)] obtained from Luc-negative mouse shown in Fig. 2D
(data not shown). qRT-PCR using RNA extracted from the liver of Luc-positive and Luc-
negative mice (shown in Fig. 2D) exhibited a significant increase in the levels of miR-155 trans-
gene (Fig. 2G). These data lead us to conclude that the Rm155LG conditional transgenic system
worked in a Cre-dependent manner.

5. Liver-specific overexpression of miR-155 transgene resulted in
altered hepatic and serum lipid profiles
The enforced expression of miR-155 in the liver of Rm155LG/Alb-Cre mice did not alter the
final body weight and liver weight of Rm155LG/Alb-Cre mice at different ages (Fig. 3A, B, C
and Table 1). No evident difference in gross morphology and appearance of livers was found
between control and Rm155LG/Alb-Cre mice (Fig. 3D). Moreover, the weight of epididymal
fat pads did not differ between groups (Table 1).

We next examined liver function in 2-month-old Rm155LG/Alb-Cre mice by measuring
the serum profile of liver enzymes and metabolites after overnight fasting (Table 1). As shown
in Table 1, no significant differences were found in serum AST, ALT or LDL, but significant de-
creases in serum concentrations of TC (�12%, P = 0.014), TG (�31%, P = 0.004) and HDL
(�22%, P = 0.005) were observed in Rm155LG/Alb-Cre mice when compared with
control mice.

These reduced changes in blood TC, TG and HDL contents found in Rm155LG/Alb-Cre
mice prompted us to further measure hepatic lipid parameters of Rm155LG/Alb-Cre mice and
control mice (Fig. 3E-I). Staining mouse livers with Oil Red O (ORO) demonstrated decreased
lipid deposition in Rm155LG/Alb-Cre mice compared with control mice (Fig. 3E). A detailed
analysis of the lipid composition revealed that liver TG (�16%, P = 0.034) (Fig. 3G), HDL
(�20%, P = 0.021) (Fig. 3H) and FFA (�23%, P = 0.005) (Fig. 3I) levels were significantly de-
creased in livers of Rm155LG/Alb-Cre mice vs control mice, but hepatic TC (Fig. 3F) and LDL
(data not shown) levels did not significantly differ between control and Rm155LG/Alb-Cre
mice. Thus, liver-specific overexpression of miR-155 transgene leads to the altered hepatic and
serum lipid profiles.

6. Transcriptional profile revealed altered expression pattern of hepatic
lipid metabolism genes in Rm155LG/Alb-Cre mouse liver
To investigate the mechanisms underlying the abnormalities observed in Rm155LG/Alb-Cre
mice, we further examined hepatic gene expression in control and Rm155LG/Alb-Cre mice
(n = 3 of each genotype) by microarray analysis. A total of 168 and 470 genes were significantly
upregulated and downregulated, respectively, in Rm155LG/Alb-Cre mouse livers compared
with the control livers (S2 Fig. and S4 Table).
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The genes with significant express changes (S2 Fig.) were submitted to the DAVID online
tool (http://david.abcc.ncifcrf.gov/home.jsp) for gene ontology (GO) annotation and pathway
enrichment analysis (Fig. 4B, C and S8 Table). As we expected, GO analysis of the 638 genes
displaying significant changes in the expression of Rm155LG/Alb-Cre mouse liver illustrated a
significant enrichment for 89 genes (up-regulated: 22; down-regulated: 67) (Fig. 4A and S5–S7
Tables) with functions typically associated with lipid metabolism (e.g., lipid metabolism, se-
questering of lipid, cholesterol metabolism, cholesterol biosynthesis, acetyl-CoA biosynthesis,

Fig 2. Liver-specific overexpression of mousemiR-155 in transgenic mice mediated by Cre/lox P system. (A) Strategy for liver-specific expression of
miR-155 transgene using Cre/lox P system. In the absence of Cre-mediated recombination, only mRFP will be transcribed, while miR-155 and Luc transgene
expression is prevented by STOP sequence flanked by lox P sites. When Cre-mediated recombination occurs in mouse liver, the floxed mRFP + 3×PolyA is
excised, and miR-155 and Luc transgene expression is activated in a liver-restricted pattern in Rm155LG/Alb-Cre double transgenic mice. Other details as in
Fig. 1A. (B–C)Whole-body bioluminescence (B) and fluorescence (C) imaging for newborn offspring derived frommating heterozygous Rm155LG
transgenic mice with homozygous Alb-Cre mice. (D) In vivo luciferase imaging in the liver of both adult Rm155LG/Alb-Cre mouse and the control littermate
developing from these offspring shown in Fig. 2B-C. (E-F) Ex vivo imaging of mRFP (E) and luc (F) expression in organs from samemouse shown [marked
by asterisk (*)] in Fig. 2D. (G) qRT-PCR for mouse miR-155 transgene expression in liver from double transgenic mouse (Rm155LG/Alb-CreTg) and
littermate control. *, P< 0.05 compared with control.

doi:10.1371/journal.pone.0118417.g002
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Fig 3. Rm155LG/Alb-Cre mice improved lipid metabolism in liver. (A) Body weight of Rm155LG/Alb-Cre
mice and controls at different ages. (B) Relative liver weight of Rm155LG/Alb-Cre mice vs. controls. (C) Adult
Rm155LG/Alb-Cre mouse (right) and control (left) fed a normal diet. (D) Gross morphology of Rm155LG/Alb-
Cre mouse (right) and control (left) livers. (E) H&E staining and Oil red O (ORO) staining of liver sections from
control and Rm155LG/Alb-Cre mice. (F) Quantification of TC, TG, HDL and FFA storage in the liver of control
and Rm155LG/Alb-Cre mice. TC, total cholesterols; TG, triglycerides; HDL, high-density lipoprotein; FFA,
free fatty acids. Data are mean±SD (n = 9–10). Statistical significance was determined by two-tailed student t-
test.

doi:10.1371/journal.pone.0118417.g003
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glycerol biosynthesis, fatty acid metabolism, fatty acid biosynthesis, fatty acid beta-oxidation
and fatty acid homeostasis) (Fig. 4B and S8 Table). Functional classification of the differentially
expressed mRNA transcripts based on KEGG pathway analysis also demonstrated that the
upregulated and downregulated genes in Rm155LG/Alb-Cre mouse livers are highly associated
with PPAR signaling pathway, adipocytokine signaling pathway, fatty acid metabolism, biosyn-
thesis of unsaturated fatty acids, bile acid biosynthesis, arachidonic acid metabolism, biosyn-
thesis of steroids, linoleic acid metabolism, glycerolipid metabolism, sphingolipid metabolism,
glycerophospholipid metabolism and butanoate metabolism (Fig. 4C and S8 Table). Addition-
ally, qRT-PCR was used to validate the expression changes in transcript levels for a selected
subset of hepatic lipid metabolism genes identified by microarray (Fig. 5). Together, these re-
sults from GO annotation and pathway enrichment analysis of 638 differentially expressed
genes demonstrate a significant enrichment for 89 genes with functions typically associated
with fatty acid, cholesterol and triacylglycerol metabolism (Fig. 4, Fig. 5 and S5–S8 Tables), in-
dicating that these altered hepatic lipid metabolism genes could be responsible, or contribute to
the altered hepatic and serum lipid profiles observed in Rm155LG/Cre transgenic mice.

7. cDNA microarray and qRT-PCR revealed the mostly decreased
expression of hepatic fatty acid, cholesterol and triacylglycerol
synthesis-related genes in Rm155LG/Alb-Cre transgenic mouse liver
The low serum TC, TG and HDL levels in Rm155LG/Alb-Cre transgenic mice warranted an
in-depth analysis of hepatic lipid metabolism in these mice. We analyzed the expression of var-
ious hepatic genes involved in lipid metabolism using cDNA microarray and qRT-PCR. Inter-
estingly, we observed a general downward trend in the expression of hepatic genes involved in
lipogenesis, lipid transport, lipid storage, bile acid biosynthesis, fatty acid synthesis, fatty acid
oxidation, fatty acid catabolism, cholesterol biosynthesis, cholesterol transport, cholesterol ho-
meostasis and triglyceride synthesis in Rm155LG/Alb-Cre transgenic mice, compared with
control littermates (Fig. 4A, Fig. 5 and S6–S8 Tables).

As shown in Fig. 4A, Fig. 5B, D, S6 Table and S8 Table, liver-specific overexpression of
mouse miR-155 transgene led to the generally decreased expression of hepatic genes involved
in fatty acid synthesis (Acly, Fasn, Dgat2, Elovl5, Elovl6, Sc4mol, Fdftl and Fads2), fatty acid

Table 1. Blood profile for control and Rm155LG/Alb-Cre mice.

Parameters Control (n = 11) Rm155LG/Cre (n = 9)

Body weight (g) 19.72±1.65 19.59±1.05

Liver (g) 1.18±0.09 1.13±0.08

WAT (g) 0.25±0.04 0.22±0.06

TC (mmol/l) 2.04±0.23 1.76±0.22*

TG (mmol/l) 1.31±0.29 0.96±0.14*

LDL (mmol/l) 0.50±0.06 0.50±0.08

HDL (mmol/l) 1.69±0.24 1.33±0.24*

AST (U/L) 111.6±14.7 125.0±23.4

ALT (U/L) 62.5±7.2 68.7±13.7

Cre control mice were littermates of the Rm155LG/Alb-Cre mice. Aspartate aminotransferase (AST),

alanine transaminase (ALT), cholesterol and triglyceride values were determined in serum. WAT, white

adipose tissue; TC, total cholesterol; TG, triglycerides; LDL, low-density lipoprotein; HDL, high-density

lipoprotein. Data are mean ± SD. Statistical significance was determined by two-tailed student t-test.

*, P<0.05.

doi:10.1371/journal.pone.0118417.t001
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Fig 4. Microarray revealed the altered hepatic lipid metabolism genes in the liver of Rm155LG/Alb-Cre mice. (A) Class comparison and hierarchical
clustering of differentially expressed hepatic lipid metabolism-related genes between Rm155LG/Alb-Cre and control mouse liver. A cluster heat map for
hepatic lipid metabolism-related genes (see S6 Table, S7 Table and S8 Table) is shown. Other details as in S2 Fig. (B-C) Gene ontology (GO) (B) and KEGG
pathway (C) analyses of up- and down-regulated genes between Rm155LG/Alb-Cre and control mouse liver. Genes with expression changes of greater than
2-fold with P values below 0.05 were identified and classified using GO categories.

doi:10.1371/journal.pone.0118417.g004
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oxidation (Ucp2, Pex7, Hacl1, Hadhb and Adipor1) and fatty acid catabolism (Acly, Acss2,
Acsl3, Acsl5 and Acad9).

To help elucidate the mechanism of serum cholesterol and triglyceride lowering (Table 1)
caused by liver-specific overexpression of miR-155 transgene in vivo, cDNA microarray and

Fig 5. cDNAmicroarray and qRT-PCR revealed a general downward trend in the expression of hepatic cholesterol, triacylglycerol and fatty acid
synthesis-related genes in Rm155LG/Alb-Cre transgenic mouse liver.Graph illustrating the fold change in gene expression of representative
differentially hepatic lipid metabolism-related genes between Rm155LG/Alb-Cre and control mouse liver. qRT-PCR validated microarray-derived data on the
increased or decreased mRNA expression of hepatic lipid metabolism-related genes in Rm155LG/Alb-Cre transgenic mouse liver. Additionally, a cluster heat
map for hepatic lipid metabolism-related genes (see S6 Table and S7 Table) is shown in Fig. 4A. Other details as in S2 Fig.

doi:10.1371/journal.pone.0118417.g005
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qRT-PCR experiments were performed. Interestingly, our microarray and qRT-PCR data re-
vealed a trend toward reduction of the expression profile of hepatic genes associated with cho-
lesterol and triglyceride metabolism in Rm155LG/Alb-Cre transgenic mouse livers, including
cholesterol biosynthesis (e.g., Mvk, Mvd, Sc5d, Hmgcr, Sqle, Cnbp, Dhcr24, Nsdhl, Fdps,
Sc4mol, Fdft1 and Tm7sf2), cholesterol transport and uptake (e.g., Cd36, Apoa4 and Ldlr),
cholesterol homeostasis (e.g., Fabp4, Apoa4, Pcsk9 and Ldlr), triglyceride synthesis (Ces3,
Ppap2a, Dgat2, Ppap2c and Pcsk9) and triacylglycerol catabolism (Lpl and Gk2) (Fig. 4A,
Fig. 5E, F and S7–S8 Tables), indicating that the decreased expression of these hepatic genes in-
volved in cholesterol and triglyceride metabolism might be responsible, or contribute to the de-
creased cholesterol and triglyceride levels observed in Rm155LG/Alb-Cre transgenic mice.

Collectively, liver-specific overexpression of miR-155 transgene in transgenic mice results
in a general downward trend in the expression profile of hepatic genes involved in fatty acid,
cholesterol and triglyceride metabolism, which is likely at least partially responsible for the
serum cholesterol and triglyceride lowering observed in these mice.

8. Genes involved in retinol metabolism and hepatic drug metabolism
Our transcriptional profiling also showed significant gene-expression changes in genes in-
volved in retinol metabolism, including upregulated genes (i.e., Retsat, Ugt2b1, Cyp4a14,
Aldh1a1 and Cyp4a10) and downregulated genes (i.e., Rdh11, Adh1, Cyp2c50, Cyp2a12,
Cyp3a41, Cyp2c38, Cyp3a11, Ugt1a6a, Dgat2, Ugt3a2, Ugt2b37, Cyp2b10, Cyp3a44, Cyp2a5,
Cyp2b9 and Cyp2c40) in the liver of Rm155LG/Alb-Cre transgenic mice (S3 Fig. and
S9 Table). Furthermore, we also found the remarkable changes in the mRNA levels of hepatic
drug metabolizing enzyme genes (upregulated genes: Cyp2d9, Gsta2, Ugt2b1, Gstp1, Gstp2,
Cyp2e1 and Aox1; downregulated genes: Cyp2c39, Adh1, Cyp2c50, Cyp2a12, Cyp2c38,
Cyp3a11, Ugt1a6a, Cyp2b10, Cyp3a44, Fmo3, Cyp2a5, Cyp2b9, Cyp2f2, Cyp2c40, Tk1, Upb1,
Dpyd, Upp2, Es1 and Ces3) (S3 Fig. and S9 Table) in the liver of Rm155LG/Alb-Cre transgenic
mice, while the GO terms representing biological processes related to drug metabolism—cyto-
chrome P450, metabolism of xenobiotics by cytochrome P450 and drug metabolism—other
enzymes were listed in S10 Table.

In addition to genes that regulate lipid metabolism, vitamin metabolism and hepatic drug
metabolism, cDNA microarray highlighted the abnormal expression of many genes involved in
amino acid metabolism, nucleic acid metabolism, hormone metabolism and terpenoid biosyn-
thesis (S4 Fig. and S9–S10 Tables), and glucose metabolism, cellular proliferation and cancer
(illustrated in our upcoming publications) in the liver of Rm155LG/Alb-Cre transgenic mice.
In summary, these results derived from gain-of-function study of miR-155 suggest that miR-
155 plays pivotal roles in regulating material metabolism in liver.

9. Overexpression of miR-155 in transgenic mouse liver ameliorated
HFD-induced fatty liver
Since hepatic-specific overexpression of miR-155 in transgenic mice reduced hepatic and
serum lipid profiles (Fig. 3, Fig. 4 and Fig. 5), we next tested whether miR-155 is connected to
HFD-induced development of hepatic steatosis. To address this purpose, we fed male control
and Rm155LG/Alb-Cre mice a HFD for 6 months. Under conditions of diet-induced obesity
for 6 months, there was no evident difference in the final body weight and liver weight between
Rm155LG/Alb-Cre mice and control mice fed HFD (Fig. 6A, B). We next examined histologic
changes of the livers of Rm155LG/Alb-Cre mice and control mice fed chow or HFD. H&E
staining of liver sections showed that livers of HFD-fed control mice had numerous diffused in-
tracellular lipid droplets compared with Rm155LG/Alb-Cre mice fed HFD (Fig. 6C). Oil Red O
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Fig 6. Enforced expression of miR-155 in the liver of Rm155LG/Alb-Cre mice improved HFD-induced
hepatic steatosis. (A) Body weight of Rm155LG/Alb-Cre mice and controls fed normal chow diet or HFD. (B)
Liver weight of Rm155LG/Alb-Cre mice vs. controls fed normal chow diet or HFD. (C) H&E staining and ORO
staining of liver sections from control and Rm155LG/Alb-Cre mice. (D-G)Quantification of TC and TG in the
serum and liver of control and Rm155LG/Alb-Cre mice fed either chow diet or HFD. Data are mean±SD (n =
6–8). Other details as in Fig. 3.

doi:10.1371/journal.pone.0118417.g006
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staining of lipids further confirmed a massive accumulation of neutral lipids in the livers of
HFD-fed control mice but not in the livers of HFD-fed Rm155LG/Alb-Cre mice (Fig. 6C). Bio-
chemical analysis demonstrated that hepatic and serum TC and TG contents were significantly
increased in control mice vs Rm155LG/Alb-Cre mice fed HFD (Fig. 6D-G). Taken together,
these results indicate that liver-specific overexpression of miR-155 in transgenic mice improves
HFD-induced steatotic phenotype in the liver.

10. Ces3/TGH, a regulator of lipid metabolism, is a direct target of miR-
155 in liver
Next, we further explored the direct molecular mechanisms underlying such pleiotropic effects
of miR-155 in liver. It is generally accepted that miRNAs exert their function by regulating ex-
pression of their downstream target gene(s). Thus, putative miR-155 targets involved in these
above-mentioned functions of miR-155 were predicted by using common databases, such as
microRNA.org, RNAhybrid and miRWalk. These databases predicted that carboxylesterase 3/
triacylglycerol hydrolase (Ces3/TGH) is a potential target of miR-155. The 3’-UTR of Ces3
mRNA contains a complementary site for the seed region of miR-155 (Fig. 7A). Notably, previ-
ous studies have shown that an ER-localized TGH, also termed Ces3 in mice and carboxylester-
ase 1 in humans, is highly expressed in the liver and adipose tissue [20] and has been suggested
to play an important role in lipid metabolism, especially TG metabolism [21–23].

We further performed luciferase reporter assay to determine whether miR-155 can directly
target the 3’-UTR of Ces3. Transient transfection of wild-type Ces3-luc reporter with miR-155
mimics into NIH3T3 cells led to a significant decrease in luciferase activity compared with
mimics control (Fig. 7A). Further, microarray analysis revealed the downregulation of Ces3 ex-
pression in the liver of Rm155LG/Alb-Cre mice (Fig. 7B), while qRT-PCR analysis demonstrat-
ed that Ces3 mRNA levels in the liver of Rm155LG/Alb-Cre mice were significantly down-
regulated (Fig. 7C), and ectopic expression of miR-155 in BEL-7402 (Fig. 7D) and BEL-7404
(Fig. 7E) human hepatocellular carcinoma cell lines resulted in significant reduction of endoge-
nous Ces3. On the other hand, Ces3 levels in the liver of miR-155-/- mice were significantly up-
regulated (Fig. 7F). Therefore, miR-155 negatively regulates Ces3 expression in mouse liver.
More importantly, these aforementioned results suggest that Ces3 is a direct target of miR-155.

The previous studies have shown that Ces3/TGH knockout mice presented with reduced
hepatic and serum TG contents [23], while serum TG level was increased in transgenic mice
that express human TGH specifically in the liver [24], clearly indicating that Rm155LG/Alb-
Cre mice (this study) and Ces3/TGH knockout mice [23] exhibited the same change tendency
in hepatic and serum TG levels. Altogether all these results suggest that Ces3/TGH is a direct
miR-155 target gene that is likely at least partially responsible for serum and hepatic TG lower-
ing observed in Rm155LG/Alb-Cre mice (Fig. 7G).

Discussion
In 2006, the lab of Prof. Carlo M. Croce generated Eμ-miR155 transgenic mice in which the ex-
pression of mmu-miR-155 (mouse miR-155) is under the control of a VH promoter-Ig heavy
chain Eμ enhancer, which becomes active at the late pro-B cell stage of the B cell development
[12], while in 2013, transgenic mice (i.e., miR155TG mice) overexpressing miR-155 under con-
trol of the ubiquitous phosphoglycerate kinase (PGK) promoter were generated [8]. In this
study, we generated a novel conditional Rm155LG transgenic mouse line expressing a mouse
miR-155 transgene using Cre/lox P system. Compared with above-mentioned Eμ-miR155
transgenic mice [12] and miR155TG transgenic mice [8], Rm155LG transgenic mice generated
in this study demonstrate many advantages and wide applications described below.
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Fig 7. Identification of Ces3/TGH as amiR-155 target gene. (A) Ces3 is a target gene of miR-155. The
luciferase reporter assay was performed using Hepa1–6 cells as described in the Materials and methods
section. (B)Microarray revealed the reduced expression of Ces3 in the liver of Rm155LG/Alb-Cre mice. A
cluster heat map for 9 hepatic lipid metabolism-related genes is shown. Other details as in S2 Fig. (C) qRT-
PCR analysis of Ces3 expression in Rm155LG/Alb-Cre mouse liver. (D-E) qRT-PCR assay for Ces3
expression in vector- and miR-155-expressing 7402 (D) and 7404 (E) cells. (F) qRT-PCR analysis of Ces3
expression in miR-155 knockout mouse liver. (G) Schematic diagram indicating the pathway of miR-155-
mediated downregulation of Ces3 expression leading to reduced hepatic and blood TG levels.

doi:10.1371/journal.pone.0118417.g007
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Firstly, the conditional Rm155LG transgenic mice have the potential to be employed in a
wide range of studies by crossing with various cell/tissue-specific Cre mouse lines (http://nagy.
mshri.on.ca/cre_new/index.php) to realize the cell/tissue/organ-specific overexpression of
miR-155 and Luc transgenes. In this study, we demonstrated the liver-specific over-expression
of the miR-155 and Luc transgenes in Rm155LG/Alb-Cre mice using Alb-Cre mice. Secondly,
as both Luc and miR-155 transgenes can be “switched-on” simultaneously in a Cre-dependent
manner in the same cells, tissues or organs of Rm155LG transgenic mice, Rm155LG transgenic
mice enable bioluminescence imaging to noninvasively monitor tumor initiation, growth, pro-
gression, regression, relapse and therapeutic response in vivo with a noninvasive in vivo biolu-
minescence imaging approach, as strongly supported by other findings [25–31]. There are
several lines of evidence that miR-155 was found to be overexpressed in lymphoma, leukemia
and several solid tumors [i.e., nasopharyngeal carcinoma (NPC), breast cancer, lung cancer,
colon cancer, cervical cancer, pancreatic ductal adenocarcinoma (PDAC), thyroid carcinoma,
and head and neck squamous cell carcinomas] [3,32,33], indicating that it might play a signifi-
cant role in the process of carcinogenesis, acting predominantly as an oncomiR. A direct
evidence that miR-155 is involved in B-cell lymphoma had been obtained experimentally in
Eμ-miR155 transgenic mice harboring mouse miR-155 transgene (under the control of a VH
promoter) that is specifically over-expressed in B-cell lineage [12], whereas until now, the a di-
rect evidence that miR-155 as oncomiR can also cause the mentioned-above solid tumors is
not obtained experimentally in transgenic mice. Therefore, the combinational uses of
Rm155LG transgenic mice and various cell/tissue-specific Cre mouse lines will be able to pro-
vide us with a powerful approach to uncover whether miR-155 as oncomiR can also initiate the
mentioned-above solid tumors in transgenic mice. Finally, as mentioned above, miR-155 is a
typical multifunctional miRNA involved in various physiological and pathological processes
such as haematopoietic lineage differentiation, immunity, inflammation, cancer, and cardio-
vascular diseases [3], Rm155LG transgenic mice will be combined with miR-155 knockout
mice [34] to further insight into the roles of miR-155 in the aforementioned processes.

As described in Introduction section, miR-155 is involved in adipocyte differentiation, adi-
pogenesis and obese [5–8], suggesting that miR-155 might be involved in lipid metabolism. It
is well known that the liver is an important place for a variety of material metabolism, as well
as an important place for lipid metabolism (e.g., fatty acid, triglyceride and cholesterol metabo-
lism). The liver plays important roles in the process of metabolism of lipid digestion, absorp-
tion, decomposition, synthesis, storage and transportation, while lipid metabolism is
modulated by various hepatic metabolism-related enzymes. In this study, we explored the in-
fluences of liver-specific overexpression of miR-155 transgene in Rm155LG/Alb-Cre transgen-
ic mice on lipid metabolism. Our data derived from miR-155 gain of function study
demonstrated that Rm155LG/Alb-Cre mice exhibited decreased levels of serum TC, TG and
HDL, and hepatic lipid, TG, HDL and FFA, which was accompanied by a general downward
trend in the expression of hepatic genes (e.g., Acly, Fasn, Elovl5, Elovl6, Ucp2, Acss2, Acsl5,
Ces3, Fabp4, Mvk, Mvd, Insig1, Ppap2a, Dgat2, Ppap2c, Pcsk9, Lpl, Gk2, Apoa4, Cd36 and
Ldlr) involved in lipogenesis, lipid transport, lipid storage, bile acid biosynthesis, fatty acid syn-
thesis, fatty acid oxidation, fatty acid catabolism, cholesterol biosynthesis, cholesterol transport,
cholesterol homeostasis and triglyceride synthesis, indicating that the decreased expression of
hepatic genes involved in lipid metabolism might be responsible, or contribute to the altered
hepatic and serum lipid profiles (Fig. 8).

miRNAs are critical modulators of many pathways by negatively regulating the expression
of multiple target genes. Our studies suggested that Ces3 is a direct target negatively regulated
by miR-155 in mouse liver. As mentioned above, Ces3 plays an important role in lipid metabo-
lism, especially TG metabolism [21–23]. Several previous studies have demonstrated that Ces3
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knockout mice showed reduced hepatic and serum TG contents [23], while conversely, serum
TG level was increased in transgenic mice with liver-specific expression of human TGH trans-
gene [24]. In this study, we found that hepatic-specific overexpression of miR-155 transgene in
mice led to the reduced hepatic and serum TG concentrations, accompanied by the deceased
expression of Ces3 in Rm155LG/Alb-Cre mouse liver. Thus, although there may be more miR-
155 targets, such as NR1H3 (liver X receptor α, LXRa) [10], that likely contribute to lipid me-
tabolism, herein we show, for what we believe is the first time, that repression of Ces3

Fig 8. A proposedmodel onmiR-155 overexpression reducing hepatic and blood lipid profiles. The enforced expression of miR-155 in the liver of
transgenic mice is able to induce a general downward trend in the expression profile of hepatic genes involved lipogenesis, fatty acid metabolism,
triacylglycerol metabolism, cholesterol metabolismn and bile acid biosynthesis, etc, thereby causing the decreased hepatic lipid content by decreasing
adipogenic and lipogenic gene expression in liver, which reduces blood lipid concentration. Other details as in S6 Table and S7 Table.

doi:10.1371/journal.pone.0118417.g008
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expression in the liver of Rm155LG/Alb-Cre mice does represent a plausible mechanism by
which the hepatic and blood phenotypes (i.e., TG lowering) are induced (Fig. 7G).

Furthermore, LXRa was identified as a direct target gene of miR-155, and LXRa upregula-
tion in the absence of repression by miR-155 in the liver of miR-155-/- mice fed HFD resulted
in upregulation of LXR-responsive genes (i.e., Fasn, Cd36, Lpl) and excessive TG and TC accu-
mulation in liver, thereby contributing to fatty liver of miR-155-/- mice fed HFD [10]. There-
fore, a loss of repression of LXRa expression in miR-155-/- mice does represent a plausible
mechanism by which the above-mentioned hepatic phenotypes are induced [10]. In addition,
we also observed that the LXR-responsive genes (i.e., Fasn, Cd36, Lpl, Cyp7a1 and Srebf1)
(Fig. 4A, Fig. 5, Fig. 7B, S6 Table and S7 Table) were downregulated in the liver of Rm155LG/
Alb-Cre mice. In lipase (Lpl)-knockout mice, plasma free fatty acid and TG levels were low, as-
sociated with low liver TG content [35]. Previous studies indicated that hepatic CD36/fatty
acid translocase expression were abnormally increased in non-alcoholic fatty liver disease
(NAFLD), the forced expression of hepatic CD36 increased hepatic triglyceride storage and
plasma triglyceride levels in mice fed a standard chow diet, and increased expression and func-
tion of CD36 in hepatocytes could contribute to steatosis not only in rodents but also in hu-
mans [36–38]. Thus, we speculate that the reduced expression of LXR-responsive genes (i.e.,
Cd36 and Lpl) induced by the enforced miR-155 expression is likely at least partially responsi-
ble for hepatic and serum lipid lowering observed in Rm155LG/Alb-Cre mice.

Moreover, the liver-specific miR-155 overexpression in Rm155LG/Alb-Cre mice down-
regulated cholesterol transporter protein Apoa4 in liver and significantly reduced serum TC
and HDL levels. Apoa4-/- mice exhibited decreased serum HDL levels[39], while Apoa4 trans-
genic mice showed increased serum HDL levels [40]. Thus, the reduced Apoa4 expression is
likely at least partially responsible for serum HDL lowering observed in Rm155LG/Alb-
Cre mice.

Miller et al reported that abundant lipid droplets were observed in livers of miR-155-/- mice
fed chow or HFD for 24 weeks compared to WT fed chow or HFD, respectively [10]. Further-
more, the levels of serum VLDL/LDL (very low-density lipoprotein/low-density lipoprotein)
cholesterol, and liver TG and TC were significantly higher in HFD-fed miR-155-/- mice vs WT,
accompanied by increased expression of hepatic genes involved in fatty acid uptake (Cd36)
and lipid metabolism (Fasn, Fabp4, Lpl, Abcd2 and Pla2g7) [10]. These aforementioned results
clearly indicated that Rm155LG/Alb-Cre mice (this study) and miR-155-/- mice [10] exhibited
the opposite change tendency in hepatic lipid metabolism gene expression, liver lipid content,
and hepatic TG and TC levels. Surprisingly, a detailed analysis of hepatic and serum lipid com-
positions revealed that TG, TC and HDL levels in serum did not significantly differ between
WT and miR-155-/- mice fed chow or HFD for 24 weeks, and hepatic TG and TC did not sig-
nificantly differ between WT and miR-155-/- mice fed chow for 24 weeks [10], but in this
study, Rm155LG/Alb-Cre mice fed chow was associated with significantly decreased serum
TG, TC and HDL levels, and hepatic TG and HDL levels, suggesting that the opposite change
tendency in levels of some hepatic and serum lipid compositions was not observed in miR-
155-/- mice, which awaits further investigation. Additionally, inhibition of miR-155 expression
significantly induced lipid uptake, whereas miR-155 overexpression decreased lipid uptake in
PMA-differentiated THP-1 cells and dendritic cells [11]. Summarily, gain-of-function and
loss-of-function studies of us and other investigators fully demonstrate that miR-155 plays an
important role in regulating lipid metabolism, and negatively modulates levels of hepatic and
serum lipid compositions.

Mice lacking endogenous miR-155 that were fed HFD for 6 months developed increased he-
patic steatosis compared to WT controls, accompanied by the significant increase in liver lipid
droplets, hepatic TG and TC levels, and serum VLDL/LDL cholesterol levels [10], while in the
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present study, liver-specific overexpression of miR-155 transgene in Rm155LG/Alb-Cre mice
led to decreased hepatic and serum lipid levels, and alleviated HFD-induced fatty liver. More-
over, several genes with increased mRNA levels in the liver of Nas1-/- mice with fatty liver have
a functional association with fatty acid metabolism (Gpam, Acsl5, Acly, Scd1, Elov16 and
Apoa4) [41], while in Rm155LG/Alb-Cre mice, the decreased levels of hepatic lipid, TG, HDL
and FAA were associated with a reduction in mRNA levels of hepatic genes Acsl5, Acly, Elov16
and Apoa4. These results suggest a protective role of miR-155 in the development of non-
alcoholic hepatosteatosis in mice. Further experiments in primates will be required to evaluate
the roles of miR-155 in improving hepatosteatosis or anti-hepatosteatosis in a HFD-fed animal
model by using miR-155 mimics, which will be helpful studies in evaluating the prospects for
therapeutical miR-155 gain of function to improve fatty liver in human.

In addition, hepatic miR-155 expression was increased in murine NAFLD [9], murine
models of diet-induced obesity [10,42] and ob/obmice on normal chow versus their respective
controls [10], which appears to contradict a protective role of miR-155 in the development of
non-alcoholic hepatosteatosis described above. Further study showed that in WT mice fed
HFD for 24 weeks, miR-155 expression was higher in CD11b+ macrophages compared to the
CD11b- fraction, comprising of all other hepatic cell lineages [10]. These data suggest that ho-
meostatic effects of miR-155 in liver are likely mediated by macrophages/Kupffer cells, and not
by hepatocytes [10]. Miller et al pointed out that increased hepatic expression of miR-155 in
models of NAFLD likely plays a critical homeostatic role designed to prevent excessive lipid ac-
cumulation in livers that can ultimately lead to liver damage [10], which warrants
further investigation.

In this study, Rm155LG/Alb-Cre mice exhibited the significantly decreased levels of blood
TG, TC and HDL, suggesting that gain of miR-155 function can produce a beneficial effect on
serum TG, TC and HDL-cholesterol. In mice, unlike in humans, HDL makes up the majority
of serum TC. Thus, further experiments in primates will be required to evaluate the relative ef-
fects of miR-155 gain of function on TG, TC, HDL and LDL in species that have lipoprotein
profiles more similar to humans. These will be helpful studies in evaluating the prospects for
therapeutical miR-155 overexpression by using miR-155 mimics to lower TG, TC and HDL in
humans in addition to improving hepatosteatosis.

The altered lipid metabolism observed in both Rm155LG/Alb-Cre mice (this study) and
miR-155-/- mice [10] encouraged investigators to dissect the effects of gain or loss of miR-155
function on body weight and liver weight of these mice. In this study, Rm155LG/Alb-Cre mice
fed chow showed the unaltered body weight and liver weight at indicated ages. Compared with
WT controls, complete deficiency of miR-155 did not alter the final body weight of mice fed
normal chow or HFD for 24 weeks, and the final liver weight of mice fed chow at 24 weeks, but
mean liver weight was increased by 30% in miR-155-/- mice fed HFD [10]. Additionally, the
weight of epididymal fat pads did not differ between WT and miR-155-/- mice fed chow or
HFD, indicating a selective effect on liver [10]. These findings suggest that although miR-155 is
involved in the regulation of lipid metabolism, miR-155 has little effect on body weight of mice
fed chow or HFD.

Conclusions
In summary, Rm155LG transgenic mice for Cre-mediated miR-155 conditional overexpression
will constitute a very powerful tool to further dissect the multiple functions of miR-155 in vivo,
which will facilitate studies on the roles of miR-155 in developmental, physiological, and path-
ological processes. Furthermore, liver-specific overexpression of miR-155 transgene in
Rm155LG/Alb-Cre mice resulted in significantly reduced levels of serum TG, TC and HDL, as
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well as remarkably decreased contents of hepatic lipid, TG, HDL and FFA, which was accom-
panied by a general downward trend in the expression profile of hepatic genes involved lipid
metabolism (e.g., lipogenesis, fatty acid synthesis, cholesterol biosynthesis and triglyceride syn-
thesis) (Fig. 8). These data from miR-155 gain of function study demonstrate new model and
insights to investigate the role of miR-155 in metabolic state of the liver. Although much more
work is needed to understand all the roles of miR-155 in liver biology, lipid metabolism, hepa-
tosteatosis, hepatic fibrosis, obesity and metabolic syndrome, and related molecular mecha-
nisms, these results portend the mentioned-above therapeutic potential of miR-
155 modulation.

Supporting Information
S1 Fig. mRFP expression in postnatal organs of Rm155LG transgenic mice.
(DOC)

S2 Fig. Class comparison and hierarchical clustering analysis of differentially expressed
genes between Rm155LG/Alb-Cre and control mouse liver.
(DOC)

S3 Fig. Class comparison and hierarchical clustering analysis of differentially expressed
genes involved in retinol metabolism and hepatic drug metabolism between Rm155LG/
Alb-Cre and control mouse liver.
(DOC)

S4 Fig. Class comparison and hierarchical clustering analysis of differentially expressed
genes involved in amino acid metabolism, nucleic acid metabolism and hormone metabo-
lism between Rm155LG/Alb-Cre and control mouse liver.
(DOC)

S1 Table. Primers for qRT-PCR analysis of mouse miR-155.
(DOC)

S2 Table. List of primer pairs used for qRT-PCR analysis of lipid metabolism-related gene
expression.
(DOC)

S3 Table. List of primer pairs used for qRT-PCR analysis of cholesterol and triacylglycerol
metabolism-related gene expression.
(DOC)

S4 Table. Differentially expressed genes in liver between control and Rm155LG/Alb-Cre
transgenic mice.
(DOC)

S5 Table. Differentially expressed genes involved in hepatic lipid, cholesterol and triacyl-
glycerol metabolism between control and Rm155LG/Alb-Cre transgenic mice.
(DOC)

S6 Table. Hepatic lipid metabolism-related genes differentially expressed between control
and Rm155LG/Alb-Cre transgenic mice (average of three biological replicates>2 fold-
change, t-test p< 0.05).
(DOC)

S7 Table. Hepatic cholesterol and triacylglycerol metabolism-related genes differentially
expressed between control and Rm155LG/Alb-Cre transgenic mice (average of three

Altered Lipid Metabolism in miR-155 Transgenic Mice

PLOS ONE | DOI:10.1371/journal.pone.0118417 March 23, 2015 22 / 25

http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0118417.s001
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0118417.s002
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0118417.s003
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0118417.s004
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0118417.s005
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0118417.s006
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0118417.s007
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0118417.s008
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0118417.s009
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0118417.s010
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0118417.s011


biological replicates>2 fold-change, t-test p< 0.05).
(DOC)

S8 Table. Gene ontology (GO) and KEGG pathway analysis of differentially expressed
genes (related with hepatic lipid metabolism) from Rm155LG/Alb-Cre transgenic mice to
control mice.
(DOC)

S9 Table. Vitamin, amino acid, nucleic acid, hormone metabolism- and hepatic drug me-
tabolizing enzyme (DME)-related genes differentially expressed between control and
Rm155LG/Alb-Cre transgenic mice (average of three biological replicates>2 fold-change,
t-test p<0.05).
(DOC)

S10 Table. Gene ontology (GO) and KEGG pathway analysis of differentially expressed
genes (related with metabolism of amino acids, nucleic acids, vitamins, drugs and hor-
mones, etc) from Rm155LG/Alb-Cre transgenic mice to control mice.
(DOC)

Acknowledgments
We thank Prof. Carlo M. Croce (Ohio State University) and Prof. Manuela Martins-Green
(University of California) for generously providing pEμ-mmu-miR155 plasmid and pRLG
plasmid, respectively.

Author Contributions
Conceived and designed the experiments: DX XLL KX. Performed the experiments: XLL JSJ
WL XYW JQW XL HZ LPY XBC JSZ JW YL. Analyzed the data: XLL JSJ KX TD. Contributed
reagents/materials/analysis tools: KTY JHL QHWWSW. Wrote the paper: DX XLL KX.

References
1. Bartel DP. MicroRNAs: genomics, biogenesis, mechanism, and function. Cell. 2004; 116: 281–297.

PMID: 14744438

2. Bartel DP. MicroRNAs: Target Recognition and Regulatory Functions. Cell. 2009; 136: 215–233. doi:
10.1016/j.cell.2009.01.002 PMID: 19167326

3. Faraoni I, Antonetti FR, Cardone J, Bonmassar E. miR-155 gene: A typical multifunctional microRNA.
Biochimica Et Biophysica Acta-Molecular Basis of Disease. 2009; 1792: 497–505. doi: 10.1016/j.
bbadis.2009.02.013 PMID: 19268705

4. Tili E, Croce CM, Michaille JJ. miR-155: On the Crosstalk Between Inflammation and Cancer. Interna-
tional Reviews of Immunology. 2009; 28: 264–284. doi: 10.1080/08830180903093796 PMID:
19811312

5. Kloting N, Berthold S, Kovacs P, Schon MR, Fasshauer M, Ruschke K, et al. MicroRNA expression in
human omental and subcutaneous adipose tissue. PLoS One. 2009; 4: e4699. doi: 10.1371/journal.
pone.0004699 PMID: 19259271

6. Liu S, Yang Y, Wu J. TNFalpha-induced up-regulation of miR-155 inhibits adipogenesis by down-regu-
lating early adipogenic transcription factors. Biochem Biophys Res Commun. 2011; 414: 618–624. doi:
10.1016/j.bbrc.2011.09.131 PMID: 21986534

7. Skarn M, Namlos HM, Noordhuis P, Wang MY, Meza-Zepeda LA, Myklebost O. Adipocyte Differentia-
tion of Human Bone Marrow-Derived Stromal Cells Is Modulated by MicroRNA-155, MicroRNA-221,
and MicroRNA-222. Stem Cells and Development. 2012; 21: 873–883. doi: 10.1089/scd.2010.0503
PMID: 21756067

8. Chen Y, Siegel F, Kipschull S, Haas B, Frohlich H, Meister G, et al. miR-155 regulates differentiation of
brown and beige adipocytes via a bistable circuit. Nature Communications. 2013; 4: 1769. doi: 10.
1038/ncomms2742 PMID: 23612310

Altered Lipid Metabolism in miR-155 Transgenic Mice

PLOS ONE | DOI:10.1371/journal.pone.0118417 March 23, 2015 23 / 25

http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0118417.s012
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0118417.s013
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0118417.s014
http://www.ncbi.nlm.nih.gov/pubmed/14744438
http://dx.doi.org/10.1016/j.cell.2009.01.002
http://www.ncbi.nlm.nih.gov/pubmed/19167326
http://dx.doi.org/10.1016/j.bbadis.2009.02.013
http://dx.doi.org/10.1016/j.bbadis.2009.02.013
http://www.ncbi.nlm.nih.gov/pubmed/19268705
http://dx.doi.org/10.1080/08830180903093796
http://www.ncbi.nlm.nih.gov/pubmed/19811312
http://dx.doi.org/10.1371/journal.pone.0004699
http://dx.doi.org/10.1371/journal.pone.0004699
http://www.ncbi.nlm.nih.gov/pubmed/19259271
http://dx.doi.org/10.1016/j.bbrc.2011.09.131
http://www.ncbi.nlm.nih.gov/pubmed/21986534
http://dx.doi.org/10.1089/scd.2010.0503
http://www.ncbi.nlm.nih.gov/pubmed/21756067
http://dx.doi.org/10.1038/ncomms2742
http://dx.doi.org/10.1038/ncomms2742
http://www.ncbi.nlm.nih.gov/pubmed/23612310


9. Pogribny IP, Starlard-Davenport A, Tryndyak VP, Han T, Ross SA, Rusyn I, et al. Difference in expres-
sion of hepatic microRNAs miR-29c, miR-34a, miR-155, and miR-200b is associated with strain-specif-
ic susceptibility to dietary nonalcoholic steatohepatitis in mice. Lab Invest. 2010; 90: 1437–1446. doi:
10.1038/labinvest.2010.113 PMID: 20548288

10. Miller AM, Gilchrist DS, Nijjar J, Araldi E, Ramirez CM, Lavery CA, et al. MiR-155 Has a Protective Role
in the Development of Non-Alcoholic Hepatosteatosis in Mice. Plos One. 2013; 8: e72324. doi: 10.
1371/journal.pone.0072324 PMID: 23991091

11. Chen T, Yan H, Li Z, Jing T, ZhuW, Ge J, et al. MicroRNA-155 regulates lipid uptake, adhesion/chemo-
kine marker secretion and SCG2 expression in oxLDL-stimulated dendritic cells/macrophages. Int J
Cardiol. 2011; 147: 446–447. doi: 10.1016/j.ijcard.2010.10.133 PMID: 21266295

12. Costinean S, Zanesi N, Pekarsky Y, Tili E, Volinia S, Heerema N, et al. Pre-B cell proliferation and lym-
phoblastic leukemia/high-grade lymphoma in E mu-miR155 transgenic mice. Proceedings of the Na-
tional Academy of Sciences of the United States of America. 2006; 103: 7024–7029. PMID: 16641092

13. Zheng L, Njauw CN, Martins-Green M. A hCXCR1 transgenic mouse model containing a conditional
color-switching system for imaging of hCXCL8/IL-8 functions in vivo. Journal of Leukocyte Biology.
2007; 82: 1247–1256. PMID: 17704296

14. Zheng L, Njauw CN, Martins-Green M. A one-plasmid conditional color-switching transgenic system for
multimodal bioimaging. Transgenic Research. 2008; 17: 741–747. doi: 10.1007/s11248-007-9160-5
PMID: 18183494

15. Du T, Jia J, Lin X, Xie R, Li J, Xiao D, et al. Generation of Rm21LG transgenic mice: a powerful tool to
generate conditional overexpression of miR-21 that is involved in oncogenesis. Biotechnol Lett. 2014;
36: 9–20. doi: 10.1007/s10529-013-1327-y PMID: 24068500

16. A. N, M. G, K. V, R. B (2003) Manipulating the Mouse Embryo: A Laboratory Manual. New York: Cold
Spring Harbor Press. doi: 10.1007/978-1-60327-019-9_13 PMID: 19504073

17. Cao YA, Bachmann MH, Beilhack A, Yang Y, Tanaka M, Swijnenburg RJ, et al. Molecular imaging
using labeled donor tissues reveals patterns of engraftment, rejection, and survival in transplantation.
Transplantation. 2005; 80: 134–139. PMID: 16003245

18. Zhu HX, Wang GX, Li G, Han M, Xu T, Zhuang Y, et al. Ubiquitous expression of mRFP1 in transgenic
mice. Genesis. 2005; 42: 86–90. PMID: 15880439

19. Postic C, Shiota M, Niswender KD, Jetton TL, Chen Y, Moates JM, et al. Dual roles for glucokinase in
glucose homeostasis as determined by liver and pancreatic beta cell-specific gene knock-outs using
Cre recombinase. J Biol Chem. 1999; 274: 305–315. PMID: 9867845

20. Dolinsky VW, Sipione S, Lehner R, Vance DE. The cloning and expression of a murine triacylglycerol
hydrolase cDNA and the structure of its corresponding gene. Biochim Biophys Acta. 2001; 1532:
162–172. PMID: 11470237

21. Bie J, Wang J, Marqueen KE, Osborne R, Kakiyama G, KorzunW, et al. Liver-specific cholesteryl ester
hydrolase deficiency attenuates sterol elimination in the feces and increases atherosclerosis in ldlr-/-
mice. Arterioscler Thromb Vasc Biol. 2013; 33: 1795–1802. doi: 10.1161/ATVBAHA.113.301634
PMID: 23744992

22. Lian J, Wei E, Wang SP, Quiroga AD, Li L, Di Pardo A, et al. Liver specific inactivation of carboxylester-
ase 3/triacylglycerol hydrolase decreases blood lipids without causing severe steatosis in mice. Hepa-
tology. 2012; 56: 2154–2162. doi: 10.1002/hep.25881 PMID: 22707181

23. Wei E, Ben Ali Y, Lyon J, Wang H, Nelson R, Dolinsky VW, et al. Loss of TGH/Ces3 in mice decreases
blood lipids, improves glucose tolerance, and increases energy expenditure. Cell Metab. 2010; 11:
183–193. doi: 10.1016/j.cmet.2010.02.005 PMID: 20197051

24. Wei E, AlamM, Sun F, Agellon LB, Vance DE, Lehner R. Apolipoprotein B and triacylglycerol secretion
in human triacylglycerol hydrolase transgenic mice. J Lipid Res. 2007; 48: 2597–2606. PMID:
17878493

25. Liao CP, Zhong C, Saribekyan G, Bading J, Park R, Conti PS, et al. Mouse models of prostate adeno-
carcinoma with the capacity to monitor spontaneous carcinogenesis by bioluminescence or fluores-
cence. Cancer Res. 2007; 67: 7525–7533. PMID: 17671224

26. Lyons SK, Meuwissen R, Krimpenfort P, Berns A. The generation of a conditional reporter that enables
bioluminescence imaging of Cre/loxP-dependent tumorigenesis in mice. Cancer Res. 2003; 63:
7042–7046. PMID: 14612492

27. Lyons SK. Advances in imaging mouse tumour models in vivo. J Pathol. 2005; 205: 194–205. PMID:
15641018

28. Lyons SK, Lim E, Clermont AO, Dusich J, Zhu L, Campbell KD, et al. Noninvasive bioluminescence im-
aging of normal and spontaneously transformed prostate tissue in mice. Cancer Res. 2006; 66:
4701–4707. PMID: 16651422

Altered Lipid Metabolism in miR-155 Transgenic Mice

PLOS ONE | DOI:10.1371/journal.pone.0118417 March 23, 2015 24 / 25

http://dx.doi.org/10.1038/labinvest.2010.113
http://www.ncbi.nlm.nih.gov/pubmed/20548288
http://dx.doi.org/10.1371/journal.pone.0072324
http://dx.doi.org/10.1371/journal.pone.0072324
http://www.ncbi.nlm.nih.gov/pubmed/23991091
http://dx.doi.org/10.1016/j.ijcard.2010.10.133
http://www.ncbi.nlm.nih.gov/pubmed/21266295
http://www.ncbi.nlm.nih.gov/pubmed/16641092
http://www.ncbi.nlm.nih.gov/pubmed/17704296
http://dx.doi.org/10.1007/s11248-007-9160-5
http://www.ncbi.nlm.nih.gov/pubmed/18183494
http://dx.doi.org/10.1007/s10529-013-1327-y
http://www.ncbi.nlm.nih.gov/pubmed/24068500
http://dx.doi.org/10.1007/978-1-60327-019-9_13
http://www.ncbi.nlm.nih.gov/pubmed/19504073
http://www.ncbi.nlm.nih.gov/pubmed/16003245
http://www.ncbi.nlm.nih.gov/pubmed/15880439
http://www.ncbi.nlm.nih.gov/pubmed/9867845
http://www.ncbi.nlm.nih.gov/pubmed/11470237
http://dx.doi.org/10.1161/ATVBAHA.113.301634
http://www.ncbi.nlm.nih.gov/pubmed/23744992
http://dx.doi.org/10.1002/hep.25881
http://www.ncbi.nlm.nih.gov/pubmed/22707181
http://dx.doi.org/10.1016/j.cmet.2010.02.005
http://www.ncbi.nlm.nih.gov/pubmed/20197051
http://www.ncbi.nlm.nih.gov/pubmed/17878493
http://www.ncbi.nlm.nih.gov/pubmed/17671224
http://www.ncbi.nlm.nih.gov/pubmed/14612492
http://www.ncbi.nlm.nih.gov/pubmed/15641018
http://www.ncbi.nlm.nih.gov/pubmed/16651422


29. Vooijs M, Jonkers J, Lyons S, Berns A. Noninvasive imaging of spontaneous retinoblastoma pathway-
dependent tumors in mice. Cancer Res. 2002; 62: 1862–1867. PMID: 11912166

30. Woolfenden S, Zhu HH, Charest A. A Cre/LoxP Conditional Luciferase Reporter Transgenic Mouse for
Bioluminescence Monitoring of Tumorigenesis. Genesis. 2009; 47: 659–666. doi: 10.1002/dvg.20545
PMID: 19603508

31. Zhang N, Lyons S, Lim E, Lassota P. A Spontaneous Acinar Cell Carcinoma Model for Monitoring Pro-
gression of Pancreatic Lesions and Response to Treatment Through Noninvasive Bioluminescence Im-
aging. Clinical Cancer Research. 2009; 15: 4915–4924. doi: 10.1158/1078-0432.CCR-08-2256 PMID:
19622581

32. Chen HC, Chen GH, Chen YH, LiaoWL, Liu CY, Chang KP, et al. MicroRNA deregulation and pathway
alterations in nasopharyngeal carcinoma. British Journal of Cancer. 2009; 100: 1002–1011. doi: 10.
1038/sj.bjc.6604948 PMID: 19293812

33. Hui ABY, Lenarduzzi M, Krushel T, Waldron L, Pintilie M, Shi W, et al. Comprehensive MicroRNA Profil-
ing for Head and Neck Squamous Cell Carcinomas. Clinical Cancer Research. 2010; 16: 1129–1139.
doi: 10.1158/1078-0432.CCR-09-2166 PMID: 20145181

34. Thai TH, Calado DP, Casola S, Ansel KM, Xiao CC, Xue YZ, et al. Regulation of the germinal center re-
sponse by microRNA-155. Science. 2007; 316: 604–608. PMID: 17463289

35. Voshol PJ, Haemmerle G, Ouwens DM, Zimmermann R, Zechner R, Teusink B, et al. Increased hepat-
ic insulin sensitivity together with decreased hepatic triglyceride stores in hormone-sensitive lipase-
deficient mice. Endocrinology. 2003; 144: 3456–3462. PMID: 12865325

36. Koonen DP, Jacobs RL, Febbraio M, Young ME, Soltys CL, Ong H, et al. Increased hepatic CD36 ex-
pression contributes to dyslipidemia associated with diet-induced obesity. Diabetes. 2007; 56:
2863–2871. PMID: 17728375

37. Miquilena-Colina ME, Lima-Cabello E, Sanchez-Campos S, Garcia-Mediavilla MV, Fernandez-Ber-
mejo M, Lozano-Rodriguez T, et al. Hepatic fatty acid translocase CD36 upregulation is associated
with insulin resistance, hyperinsulinaemia and increased steatosis in non-alcoholic steatohepatitis and
chronic hepatitis C. Gut. 2011; 60: 1394–1402. doi: 10.1136/gut.2010.222844 PMID: 21270117

38. Zhou J, Febbraio M, Wada T, Zhai Y, Kuruba R, He J, et al. Hepatic fatty acid transporter Cd36 is a
common target of LXR, PXR, and PPARgamma in promoting steatosis. Gastroenterology. 2008; 134:
556–567. doi: 10.1053/j.gastro.2007.11.037 PMID: 18242221

39. Weinstock PH, Bisgaier CL, Hayek T, Aalto-Setala K, Sehayek E, Wu L, et al. Decreased HDL choles-
terol levels but normal lipid absorption, growth, and feeding behavior in apolipoprotein A-IV knockout
mice. J Lipid Res. 1997; 38: 1782–1794. PMID: 9323588

40. Cohen RD, Castellani LW, Qiao JH, Van Lenten BJ, Lusis AJ, Reue K. Reduced aortic lesions and ele-
vated high density lipoprotein levels in transgenic mice overexpressing mouse apolipoprotein A-IV. J
Clin Invest. 1997; 99: 1906–1916. PMID: 9109435

41. Dawson PA, Gardiner B, Grimmond S, Markovich D. Transcriptional profile reveals altered hepatic lipid
and cholesterol metabolism in hyposulfatemic NaS1 null mice. Physiol Genomics. 2006; 26: 116–124.
PMID: 16621889

42. Kornfeld JW, Baitzel C, Konner AC, Nicholls HT, Vogt MC, Herrmanns K, et al. Obesity-induced overex-
pression of miR-802 impairs glucose metabolism through silencing of Hnf1b. Nature. 2013; 494:
111–115. doi: 10.1038/nature11793 PMID: 23389544

Altered Lipid Metabolism in miR-155 Transgenic Mice

PLOS ONE | DOI:10.1371/journal.pone.0118417 March 23, 2015 25 / 25

http://www.ncbi.nlm.nih.gov/pubmed/11912166
http://dx.doi.org/10.1002/dvg.20545
http://www.ncbi.nlm.nih.gov/pubmed/19603508
http://dx.doi.org/10.1158/1078-0432.CCR-08-2256
http://www.ncbi.nlm.nih.gov/pubmed/19622581
http://dx.doi.org/10.1038/sj.bjc.6604948
http://dx.doi.org/10.1038/sj.bjc.6604948
http://www.ncbi.nlm.nih.gov/pubmed/19293812
http://dx.doi.org/10.1158/1078-0432.CCR-09-2166
http://www.ncbi.nlm.nih.gov/pubmed/20145181
http://www.ncbi.nlm.nih.gov/pubmed/17463289
http://www.ncbi.nlm.nih.gov/pubmed/12865325
http://www.ncbi.nlm.nih.gov/pubmed/17728375
http://dx.doi.org/10.1136/gut.2010.222844
http://www.ncbi.nlm.nih.gov/pubmed/21270117
http://dx.doi.org/10.1053/j.gastro.2007.11.037
http://www.ncbi.nlm.nih.gov/pubmed/18242221
http://www.ncbi.nlm.nih.gov/pubmed/9323588
http://www.ncbi.nlm.nih.gov/pubmed/9109435
http://www.ncbi.nlm.nih.gov/pubmed/16621889
http://dx.doi.org/10.1038/nature11793
http://www.ncbi.nlm.nih.gov/pubmed/23389544

