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Abstract MicroRNAs are small non-coding RNAs

endogenously expressed by all tissues during development

and adulthood. They regulate gene expression by control-

ling the stability of targeted messenger RNA. In

cardiovascular tissues microRNAs play a role by modu-

lating essential genes involved in heart and blood vessel

development and homeostasis. The zebrafish (Danio rerio)

system is a recognized vertebrate model system useful to

study cardiovascular biology; recently, it has been used to

investigate microRNA functions during natural and path-

ological states. In this review, we will illustrate the

advantages of the zebrafish model in the study of mi-

croRNAs in heart and vascular cells, providing an update

on recent discoveries using the zebrafish to identify new

microRNAs and their targeted genes in cardiovascular

tissues. Lastly, we will provide evidence that the zebrafish

is an optimal model system to undercover new microRNA

functions in vertebrates and to improve microRNA-based

therapeutic approaches.

Keywords MicroRNA � Zebrafish � Heart � Blood vessel �
Development

MiRNAs: function and mechanism

MicroRNAs (e.g., miRs or miRNAs) are evolutionary

conserved small non-coding RNAs, usually 21–25 nt long,

that regulate gene expression at a post-transcriptional level.

MiRNAs act by impairing target mRNA expression through

an antisense mechanism. They recognize partial or full

complementary sequences that are present mainly in the 30-
UTR (untranslated region) of mRNAs and thereby inhibit

protein synthesis [1, 2]. Based on their locations in the

genome, microRNAs can be intergenic and so transcribed

individually as single transcriptional units or intragenic

(intronic or exonic) and then transcribed together with the

genes in which they are located. Often, more miRNAs are

located close by in the genome and form clusters; in this

case they are transcribed in a single polycistronic unit that

after cleavage releases single microRNAs [3, 4].

MiRNAs are transcribed by RNA polymerase II as a stem-

loop precursor known as pri-miRNA. In the nucleus it is

cleaved by a ribonuclease III enzyme called Drosha with its

cofactor DiGeorge syndrome critical region 8 (DGCR8) into

60–100-nucleotides hairpins called pre-miRNA that can

leave the nucleus through exportin 5. In the cytoplasm a

second RNase, Dicer, removes the loop that generates a

duplex containing the mature miRNA sequence and a ‘pas-

senger strand’ miRNA sequence (called star). Subsequently,

the miRNA duplex is recognized by the protein complex

Argonaute to form the RNA-induced silencing complex

(RISC). Thus the ‘seed’ region of mature miRNA (nucleo-

tides 2–8) guides RISC on target mRNA(s). MiRNAs post-

transcriptional regulation of gene expression can be achieved

through different mechanisms: (1) degradation of the tar-

geted mRNA and/or (2) translation repression. Recently, a

role for miRNA in translational simulation has also been

proposed [2, 5–7]. While miRNAs commonly repress their

mRNA targets, in rare cases it has been observed that miRNA

stimulation of mRNA translation occurs [8].

MiRNAs have numerous high- and low-affinity targets

and therefore have the potential to modulate multiple

pathways. Often many of these targets can themselves

D. Gays � M. M. Santoro (&)

Department of Biology, Biochemistry and Genetics,

Molecular Biotechnology Center, University of Turin,

Via Nizza 52, 10126 Turin, Italy

e-mail: massimo.santoro@unito.it

Cell. Mol. Life Sci.

DOI 10.1007/s00018-012-1181-4 Cellular and Molecular Life Sciences

123



control the expression and function of miRNAs generating

regulatory circuits [9–12]. In positive feedback circuits,

miRNAs repress a repressor, leading to activation of tran-

scription factors that activate miRNA expression. The

regulatory loop formed between miR-1, HDAC4, and

MEF2 exemplifies this form of regulation in skeletal

muscle [13]. Here, repression of HDAC4 by miRNA-1

derepresses the activity of the MEF2 transcription factor,

which in turn activates expression of miRNA-1 and other

target genes. On the other hand, miRNAs can also establish

negative feedback circuits by repressing activators of

miRNA/mRNA expression. In a negative regulatory loop,

miRNAs repress transcription factors that are required for

miRNA expression, leading to decreased expression of

miRNAs. The reciprocal regulatory interaction among a

posterior Hox gene, nob-1, and miRNA-57 has been found

to be essential for regulation of posterior cell fate deter-

mination in C. elegans [14]. On one hand, the Hox gene is

required for normal activation of miRNA-57 expression,

and on the other, the Hox gene functions as a direct target

of and is repressed by the miRNA. Given the conservation

of the two genes, a negative feedback loop between Hox

and miRNA genes might be broadly used across species to

regulate cell fate along the anteroposterior axis [14].

In addition, 30-UTRs can contain binding sites for

multiple miRNAs, allowing redundancy and cooperation

between them. Collectively, these mechanisms establish a

complex network of gene regulation that fine-tunes the

biological processes [9, 15].

MiRNAs are widely expressed in almost all vertebrate

tissues, and functional roles for miRNA during develop-

ment have been extensively described [16, 17]. MiRNA

expression has been linked to a wide range of physiologic

processes, including development, differentiation, and cell

proliferation. Therefore, it is likely that miRNAs partici-

pate in nearly every physiological process since miRNA

expression is temporally and spatially regulated.

The role of miRNAs in shaping heart and vascular

networks in vertebrates

The heart is the first organ to form and function during

embryo development, and its continued contraction is

essential for life. Processes that lead to heart development

are very complex, and their alterations can result in con-

genital heart disease; functional abnormalities in the adult

heart result in a variety of disorders, among which are

arrhythmias, cardiomyopathies, heart failure, and sudden

death [18, 19]. In vertebrates, the linear heart tube forms

from the migration of bilateral populations of myocardial

and endocardial cells and their fusion at the midline. Then,

morphogenetic movements lead to the formation of a

looped, multichambered organ [20]. The heart has the

function to pump blood in the vascular system. The vas-

cular system is a highly organized network of arteries,

capillaries, and veins that supplies virtually all body tis-

sues, enabling an efficient exchange of oxygen and

nutrients and removal of waste products. The vascular

system is indispensable for embryonic development and

adult life, and its aberrant alterations are associated with

numerous diseases, including cancer, atherosclerosis, reti-

nopathy, and stroke [21]. The generation of the vascular

system starts with a process called vasculogenesis that give

rises to the primary vascular plexus of the embryo from

which new vessels sprout in a process called angiogenesis

[22]. During this phase, the vascular plexus progressively

expands and remodels into a highly organized and stereo-

typed vascular network. The development and maturation

of the cardiovascular system also require the recruitment of

smooth muscle cells that stabilize vessels and regulate

blood flow [23, 24]. After birth, angiogenesis still con-

tributes to organ growth, but, during adulthood, most blood

vessels remain quiescent until they receive physiopatho-

logical cues that stimulate endothelial cells (ECs)

proliferation.

Cardiovascular formation and function are precisely

controlled by a network of transcription factors closely

intertwined with families of microRNAs that modulate

multiple aspects of cardiovascular development, function,

and dysfunctions [12]. The importance of microRNAs in

the regulation of cardiovascular development and function

has been demonstrated through earlier studies on vertebrate

mutants of Dicer, the enzyme required for microRNA

biogenesis [25–29]. The complete loss of Dicer function

leads to severe developmental defects in both zebrafish and

mouse. To overcome the early lethality, conditional Dicer

mutant mice were created [30]. Cardiac-specific deletion of

Dicer leads to cardiomyopathy, heart failure, and postnatal

lethality [31]. Again, in mammals specific inactivation of

Dicer in endothelial cells shows that endothelial micro-

RNAs are important for postnatal angiogenic responses to a

variety of stimuli, including VEGF, tumors, limb ischemia,

and wound healing [32]. In mouse the loss of Dicer in

vascular smooth muscle cells lead to a dilated, thin-walled

blood vessels that also exhibited impaired contractility

[33]. Zebrafish maternal-zygotic Dicer mutants (that lack

both maternal and zygotic Dicer) display abnormal mor-

phogenesis during gastrulation, brain formation,

somitogenesis, and heart development. However, it has

been shown that the injection of miRNA-430 rescues early

gastrulation defects, enabling the analysis of the loss of

microRNAs in tissues that otherwise would not develop

[28, 34]. Recent studies on zebrafish Dicer mutant embryos

demonstrated excessive endocardial cell formation, sug-

gesting a role for miRNA in cardiac development [35]
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(Fig. 1). These studies indicate that the zebrafish system

can be a valuable tool to investigate microRNA’s function

in vivo, especially for studying cardiovascular develop-

ment and homeostasis where this model presents some

unique features among other vertebrate and mammalian

models [36].

The zebrafish model system to study cardiovascular

miRNA functions

The zebrafish as a model for cardiovascular studies

The zebrafish (Danio rerio) system has emerged in the past

years as an ideal vertebrate model organism to study a wide

variety of biological processes [37–39]. Some of the

advantages of the zebrafish animal model system include

high fecundity, external fertilization, rapid development,

and optical clarity. Last but not least, the zebrafish has low-

cost maintenance compared to other vertebrate model sys-

tems. The importance of zebrafish for cardiovascular

research relies on some unique characteristics such as the

early development of a functional cardiovascular system

(beating heart, aorta, cardinal vein, and blood) that is already

formed by 24 h post-fertilization (hpf) [20, 40]. Since the

zebrafish embryo is relatively small and aquatic, oxygen can

diffuse passively through tissues, and thus embryos can

live more than 3 days without a functional cardiovascular

system [41]. This allows genetic manipulation of cardio-

vascular development for longer than it would be in

mammals, where the absence of a functional cardiovascular

system is fatal at its early stage of development. Until 5 days

post-fertilization (dpf), the embryos are nearly transparent,

allowing in vivo visualization during development (even at

single-cell resolution) of the heart, blood vessels, and other

tissues, without instrumentation or manipulation other than

the use of a stereomicroscope. Furthermore, the generation

of tissue-specific transgenic lines is relatively easy thanks to

the availability of hundreds of fertilized eggs with the

injection of DNA and RNA constructs [42]. Such a method

usually uses a native tissue-specific promoter to drive

expression of a fluorescent reporter protein, such as green

fluorescent protein (GFP). The following transgenic lines

are of great interest for cardiovascular studies: Fli1:GFP

(which expresses GFP in endothelial cells and some neu-

ral crest-derived cells) [43], kdrl:GFP (which expresses

GFP localized to endothelial cells) [44], gata1:dsRED (which

expresses dsRED in erythrocytes) [45], cd41:GFP

(which expresses GFP in thrombocytes) [46], cmlc2:GFP

(which expresses GFP in cardiomyocytes) [47], and

tgnl:Cherry (which expresses cherry in smooth muscle cells)

[48]. Coupled with impressive optical clarity, these trans-

genic lines allow observation of in vivo cellular behavior in a

way impossible in other models. Transparent zebrafish

embryos are also well suitable for in vivo time-lapse imag-

ing. The fast acquisition speed of a spinning disk and two-

photon confocal microscopy reduces the recording time

significantly when millimeter-sized embryos need to be

imaged at high resolution and at short time intervals. Light

sheet fluorescence microscopy could also be very useful in

zebrafish [49, 50]. These attributes, including the possibility

of carrying out gain- and loss-of-function studies have led to

the emergence of the zebrafish as an excellent embryological

model that provides a unique opportunity to uncover novel

insights into the molecular genetics of development and

disease.

More recently, the zebrafish has become an attractive

model to study the effects of genetic variations identified in

Fig. 1 Molecular and

functional consequences of the

loss of Dicer activity in

maternal-zygotic dicer mutants

embryos (MZdicer KO). In

zebrafish mutants lacking dicer

enzymatic activity, pre-

microRNAs are not processed in

mature microRNAs, leading to

several developmental defects.

The lack of miR-430 miRNAs

leads mainly to gastrulation,

brain formation, and

somitogenesis defects. The loss

of other microRNAs affects

embryo morphogenesis and

organogenesis, as well as heart

development and blood

circulation
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patients with cardiovascular defects by candidate gene or

whole-genome-association studies [51, 52]. Moreover,

zebrafish are suitable for forward genetics approaches,

which allow the unbiased identification of novel and

unanticipated cardiovascular genes. Small and large

mutagenesis screens have been conducted in zebrafish and

have led to a wealth of heart and endothelial mutants,

several of which have already been characterized in detail

and positionally cloned [41, 53]. Zebrafish mutants with

various cardiovascular phenotypes that closely correlate

with human disease, such as congenital heart disease,

cardiomyopathies, and arrhythmias, have also been isolated

[54]. The pool of zebrafish mutants for which the causal

gene mutation has been identified is constantly growing.

The human orthologs of several of these zebrafish genes

have been shown to be involved in the pathogenesis of

human cardiovascular diseases (CVD), known to be the

most common cause of worldwide deaths [51, 54]. Car-

diovascular zebrafish models also provide the opportunity

to develop and test novel therapeutic strategies, using

innovative technologies such as high-throughput in vivo

small molecule screens.

The zebrafish as a model for miRNA studies

Zebrafish is a helpful model system to study miRNA

function and characterize miRNA:mRNA target interac-

tions [55–58]. Important information regarding the

conservation of miRNA genes in vertebrates has been

derived from the identification and characterization of

miRNAs in zebrafish. Danio rerio have also proven to be a

particularly valuable system to study miRNA functions in

developmental processes. In the last decade different

analyses have led to the identification of 415 zebrafish

miRNAs, and based on seed sequence identity, it has been

possible to group these into 44 families [59–61]. However,

the exact number of zebrafish miRNAs might be higher,

since genome sequencing and annotation has not been fully

completed. Thus far, most zebrafish miRNAs exhibit tis-

sue-specific patterns of expression [62].

miRNA expression analyses

To understand the function of specific microRNAs, it is

important to determine their spatial and temporal expres-

sion pattern. Several methods have been developed to

evaluate miRNA expression in zebrafish. Due to their rel-

atively small size and optical transparency, zebrafish are

useful for whole-mount in situ hybridization (ISH) analy-

ses. However, compared to gene expression analysis, ISH

detection of miRNAs can sometimes be challenging

because of the microRNA’s relatively small size (usually

21–25 nt), which then lowers the probe signals. Therefore,

non-radioactive-labeled synthetic RNA oligonucleotide

probes, such as 2-O-methyl RNA oligonucleotides, and

locked nucleic acids (LNA) are currently used since they

can overcome this problem, allowing an overall enhancing

of the probe signal [6, 63]. To distinguish between genes

that encode the same mature miRNA sequence, Postleth-

wait and collaborators [64] developed the use of

digoxigenin-labeled riboprobes designed to bind to miRNA

primary transcripts, allowing the observation of miRNA

expression for both intergenic and intronic miRNAs.

Alternatively to ISH, zebrafish microRNA expression pat-

terns have also been investigated by qPCR, microarray,

RNA-seq, and Northern blot analyses at different devel-

opmental stages and in different tissues [55, 59, 65]. As a

result, a set of specific miRNAs displays cardiovascular-

specific expression patterns, suggesting functional roles in

differentiation or homeostasis of these miRNAs during

development in zebrafish.

Control of microRNA expression

Modulation of miRNA expression can be achieved in

several ways in zebrafish. For gain-of-function studies, the

most widely used technique is the injection in one-cell eggs

of double-stranded miRNA mimics to promote single

miRNA overexpression [66, 67]. It must be taken into

consideration that in this way the specific miRNA is

overexpressed not only in the tissues where it is endoge-

nously expressed, but also in the entire embryo. However,

it could be useful to mimic situations in which a microRNA

is spatio-temporally deregulated. To analyze the role of

microRNA gain of function in a specific tissue, DNA

constructs in which a tissue-specific promoter controls pri-

miRNA expression can be used. More sophisticated genetic

techniques based on the CreERT2/loxP system have been

described in zebrafish, and they can also provide temporal

and tissue-specific miRNA expression in zebrafish embryos

[68, 69]. These strategies will allow the study of miRNA

functions not only in the developing embryos, but also in

adult animals and their exclusive tissues of interest.

Inhibition of specific miRNAs can be obtained by the

injection of miRNA modulators, among which are cho-

lesterol-modified antagomirs, modifications such as 20

O-methoxyethyl phosphorothioate or 20 fluoro substitutions,

as well as oligonucleotides stabilized by LNA phosphoro-

thioate chemistries. Although these techniques, especially

antagomirs, are successfully used in mammals, they do not

work quite efficiently in zebrafish embryos, mainly because

their chemistry is not compatible with the lipid-enriched

zebrafish yolk sac [70]. Conversely, antisense morpholino

phosphorodiamidate oligonucleotides (MOs) have been

extensively used to knock down gene functions in zebrafish

embryos and larvae [71–73]. To inhibit specific miRNAs,
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MOs must be designed to block the processing of pre-

miRNA or the activity of the mature miRNA [74, 75]. A

recent alternative approach to inhibit miRNA function

in vivo is to use miRNA ‘sponges’ or ‘decoys.’ They

contain several miRNA-binding sites, and, when present in

a cell as RNA, act as competitive inhibitors for miRNA

binding [76, 77]. Placing a miRNA sponge in the 30-UTR

of a reporter gene (dGFP in most cases), it is also possible

to obtain information about the miRNA expression pattern

and to down-modulate it at the same time. Interestingly,

miRNA sponges have also been used to generate miRNA

tissue-specific and stable knockdown [78, 79]. The use of

sponges can be useful to overcome morpholinos off-target

effects and to obtain a stable or prolonged knockdown not

achievable with morpholinos because of their relative short

half-life. Recently, targeted gene inactivation via zinc fin-

ger nucleases (ZFN) has been established for zebrafish

genome [80, 81]. This technique, allowing the introduction

of targeted lesions in the zebrafish genome, could, in

principle, be used to selective targeted pre-miRNA

sequences. The TALEN technology could also be used to

induce somatic mutagenesis in zebrafish microRNA genes

[82, 83].

Finally, compared to mammalian models the zebrafish

system also has the unique feature of being able to perform

‘‘transient’’ knockdown (by morpholino) and rescuing (by

mimics) of microRNAs in whole embryos. Such genetic

techniques cannot be achieved so easily in rodents in a

short period of time [36].

Target prediction and validation tools

Several open-access bioinformatic databases have been

developed to facilitate the analysis of miRNAs and their

target prediction. However, prediction of miRNA–mRNA

interactions still remains challenging, owing to the short

length of miRNAs, requirement of only partial homology

for binding, redundancy among members of an miRNA

family, and the existence of multiple putative miRNA

recognition sites [84, 85]. The majority of the computa-

tional target prediction programs are based on several

features, such as complementarity between the 50-seed of

the miRNA and the 30-UTR of the target mRNA, thermo-

dynamic stability of the miRNA-mRNA duplex, conser-

vation among species, and the presence of several miRNA

target sites. However, in zebrafish different in silico target

prediction programs exist. They use prediction algorithms

based on mammalian counterparts [86]. Such prediction

programs must be used carefully in zebrafish studies since

(1) the zebrafish genome is not fully sequenced, (2) only a

limited number of miRNA targets have been experimen-

tally validated, and (3) there is low conservation among

species regarding mature microRNA sequences as well as

the target prediction. Experimental high-throughput studies

(such as poly(A)-site mapping followed by RNA-Seq) are

needed to allow for generation of zebrafish precise pre-

diction algorithms [27]. To validate predicted miRNA–

mRNA interactions, several in vitro experimental approa-

ches can be used, such as biochemical methods (luciferase

assays, qRT-PCR, Western blot, RNA seq), ‘‘omics’’

approaches (SILAC, LAMP), and RISCome analysis

(quantification of mRNAs in the RNA-induced sequencing

complex; RISC RNA sequencing, RIP-chip) [87]. The

zebrafish system allows the validation of target mRNA

in vivo. Novel techniques have been recently implemented

in the zebrafish model such as fluorescent miRNA sensor

and MO target protector. In the first case, validation of the

target prediction is tested using a reporter assay based on

monitoring GFP/cherry fluorescence in zebrafish embryos

microinjected with mRNA encoding the fluorescent

reporter fused to the 30-UTR of the target gene in the

presence or absence of a specific miRNA duplex [67, 88].

In this assay, a decrease in fluorescence in the presence of

miRNA duplex indicated miRNA-mediated repression and

then the confirmation of the target in vivo. In the second

case, MOs are designed to be complementary to specific

miRNA-binding sites in target mRNAs. In this way, MOs

have been shown to efficiently protect the target mRNA

from translational inhibition or degradation [89, 90]. To

study the regulation of a particular target, it is important to

first establish that the 30-UTR is regulated by a particular

miRNA. miRNAs may speed degradation or slow transla-

tion of their targets, but repression caused by either

mechanism can be assessed by measuring the protein out-

put of a reporter. The efficiency of ‘‘target protectors’’ to

block the interaction of miRNAs with a particular binding

site in a target mRNA can also be investigated by co-

injections with reporter mRNAs containing a GFP/cherry

coding sequence and a 30-UTR region with the miRNA-

binding site [65, 91]. Subsequently, a tested target protector

can be used to study whether protection of a specific target

mRNA from silencing has any biological effect also in a

tissue-specific manner (by generation of a cell autonomous

miRNA sensor) [65, 67].

MicroRNAs involved in heart and vascular

development and homeostasis in zebrafish

The functions of individual miRNAs in normal and path-

ological angiogenesis are just starting to be unveiled.

Single miRNAs may regulate cardiovascular functions

either cell-autonomously or non-cell autonomously. Recent

progress toward understanding the functions of specific

miRNAs in cardiovascular development and homeostasis

has been done. Here, we described those miRNAs whose
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functions in the zebrafish cardiovascular system have been

addressed (Table 1).

Heart-specific miRNAs

Heart formation and function are precisely controlled by

networks of transcription factors closely intertwined with

families of miRNAs that modulate multiple aspects of

cardiac development, function, and dysfunctions. Here, we

report some miRNAs whose function has also been char-

acterized through the use of zebrafish (Fig. 2).

The miRNA 23

Defects in cardiac valves are the most common subtype of

cardiovascular malformations, and in adults they remain a

major cause of morbidity and mortality [92]. Increasing the

molecular understanding of processes that control heart

valve development and remodeling could be useful to

improve or develop new therapeutic approaches. In this

sense it could be relevant that the discovery of one gene

involved in heart valve development is miRNA-23 [35]. It

has been showed that zebrafish MZDicer mutants have

endocardial defects, including excessive endocardial

cushion formation, and Lagendijk et al. demonstrated that

they are caused by the loss of miRNA-23 activity. In this

process, miRNA-23 acts to downregulate has2 (hyaluronic

acid synthase 2), an extracellular remodeling enzyme

known to be required for endocardial cushion and valve

formation [93] and whose upregulation in MZDicer

mutants authors showed to be responsible for the observed

valve defects. Furthermore, they demonstrated that in mouse

endothelial cells, miRNA-23 is able to inhibit a transform-

ing growth factor-beta (TGF-b)-induced endothelial-to-

mesenchymal transition (EMT), a process that normally

occurs during heart valve development. So the authors

proposed a model in which miRNA-23, has2, and its

product hyaluronic acid (HA) create a feedback regulatory

loop that could respond to the AVC signal, such as TGF-b,

and restrict endocardial cushion formation to the AVC

region. Data shown in zebrafish and mouse endothelial

cells suggest a conserved role of miRNA-23 whose func-

tion in mammalian valve development is still unknown but

which could be interesting to investigate.

The miRNA 138

A precise regulation in time and space of gene expression

and protein activity is fundamental for a proper develop-

ment of a chambered heart. Morton et al. [70] demonstrated

that miRNA-138 is necessary to establish appropriate

chamber-specific gene expression patterns during embry-

onic development. This microRNA is expressed in specific

domains of the heart, and its downregulation leads to

ectopic expression in the ventricle of genes normally

expressed in the atrioventricular valve region (AVC). As a

consequence, ventricular cardiomyocyte morphology and

cardiac function are affected. The microRNA function is to

partially repress aldh1a2 in the ventricle, a gene that

encodes retinoic acid (RA) dehydrogenase, an enzyme

involved in RA synthesis. miRNA-138 also mediates

ventricular repression of cspg2, a gene positively regulated

by RA signaling. This study demonstrates that, targeting

multiple members of a common pathway, miRNA-138

establishes discrete temporal and spatial domains of gene

expression during cardiac morphogenesis, which is neces-

sary for the correct development of the heart. This

microRNA is highly conserved across species as well as

Fig. 2 Schematic

representation of zebrafish heart

at 72 hpf, which shows the

bulbus arteriosus (BuA), atrium

(A), ventricle (V), and the atrio-

ventricular valve (AVC, dashed
circle). Green indicates the

pericardium, purple the

myocardium, pink the

endocardium, and blue smooth

muscle cells. Each of these

tissues expresses specific

microRNAs that are shown

along with their targets.

Inhibition of the specific target

expression allows for a specific

functional role of the different

microRNAs in cardiogenesis

(see text for details)
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transcriptional networks that control heart patterning [94],

and so it could be interesting to analyze miRNA-138

functions in mammalian heart in which RA signaling plays

a key role during development [95].

The miRNA 143/145 cluster

In mammals, miRNA-143 and miRNA-145 are two smooth

muscle cell-specific microRNAs playing a role in vascular

SMC phenotypic switch [96–99]. These microRNAs are

expressed in early cardiac progenitors and throughout the

embryonic heart before becoming restricted to vascular and

visceral smooth muscle cells. Despite being expressed at

high levels in the developing heart, no cardiac function for

the miRNA-143/145 cluster in developing mammalian

heart has been found [98, 99]. Although the downregula-

tion of miRNA-145 affects cardiac development [66], its

role in this organ has not yet been fully investigated in

zebrafish. On the contrary, a role of miRNA-143 in car-

diogenesis in zebrafish has been reported. In particular, it

has been demonstrated that miRNA-143 is involved in the

conversion of mechanical stimuli into biological output

(mechano-transduction pathway) in the heart [100], a

process that is important during the later phases of cardiac

development when hemodynamic forces play an essential

role in the morphogenesis and adaptation of the heart to the

circulatory demands. The authors showed that miRNA-143

expression in the myocardium and endocardium of outflow

tract and ventricle is heartbeat-dependent. Blocking the

heartbeat with the injection of tnnt2 (cardiac troponin T2)

morpholino or with BDM (2,3-butanedione monoxime)

treatment, miRNA-143 cardiac expression is reduced or

abolished. They showed that the loss of miRNA-143 leads

to pericardial edema and heart defects: the atrium of

miRNA-143 morphants is swollen, and the ventricle

doesn’t inflate, maintaining a tube-like structure; the ven-

tricle doesn’t beat, and there are blood flow defects.

Downregulation of miRNA-143 disrupts ventricular myo-

cardial and endocardial architectures, probably through the

repression of aldh1a2 and rxrab, which encode the retinoid

X receptor alpha b, and then through an aberrant activation

of RA signaling. This study demonstrates that mechanical

forces regulate the expression of miRNA-143 to set up a

gradient of RA signaling in the developing heart. Under-

standing how mechanical stimuli are converted in

biological responses in the developing heart can be useful

for giving insight into the mechanism of both congenital

and acquired heart disease and then how to prevent or

combat them.

Another study showed that miRNA-143 is required for

heart chamber morphogenesis through a direct repression

of add3 (adducin 3), which encodes an F-actin capping

protein, in myocardial cells [101]. Deacon et al. observed

that downregulation of miRNA-143 inhibits ventricular

cardiomyocyte F-actin remodeling. As a consequence,

cellular growth and elongation are blocked and cause

ventricular collapse and decreased contractility.

We would speculate that the fact that a phenotype is

evident in zebrafish but not in mouse would reside in a

second copy of miRNA-143, which is present in the zeb-

rafish genome but not in the mouse genome. The second

copy of the miRNA-143 is identical to the one located in

the miRNA-143/145 cluster, but it is in a different genomic

region, and its expression could possibly be controlled by a

different transcriptional unit (data not shown). Alterna-

tively, it is conceivable that the cardiac phenotype of the

miRNA-143 KO mouse model has not been characterized

under ischemic conditions, such as I/R [98].

The miRNA 218

MiRNA-218 is a conserved microRNA situated introni-

cally in Slit2 Slit3, genes that encode ligands of Robo

receptors. Fish et al. [102] demonstrated that the Slit/

miRNA-218/robo signaling pathway regulates migration of

heart precursors in the midline, in part modulating Vegf

signaling in the endocardium. The authors observed that

downregulation of miRNA-218 causes a delayed heart field

migration that results in pericardial edema and abnormal

heart looping. The same phenotypes are caused by the

overexpression of robo1. Demonstrating that robo1 is a

direct target of this microRNA, they found that a ligand-

encoded microRNA regulates the expression of its own

receptor. They subsequently also observed that Vegf is a

mediator of heart field migration in zebrafish: its temporal

inhibition leads to delayed heart field fusion. In vivo it

interacts with robo1, which in turn could facilitate the

phosphorylation of Vegfr2 as demonstrated in vitro. This

study provides evidence of a Slit/miRNA-218/Robo/Vegf

feedback regulatory loop that precisely regulates the

migration of heart fields to form the linear heart tube. It has

also been demonstrated in mouse that miRNA-218 regu-

lates vascular patterning by modulation of Slit-Robo

signaling [103], highlighting a conserved role of miRNA-

218 in this pathway.

The miRNA 133

The zebrafish heart is similar to the human heart in many

respects. But unlike the human heart, after injury the zeb-

rafish heart closes wounds rapidly and regenerates cardiac

tissue to fully restored cardiac muscle function [104].

Specific molecular networks have been associated to these

regeneration events [105, 106]. These findings have sug-

gested a potential role of microRNA in the regulation of

heart regeneration and offer hope that this event could also
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be induced in mammals. Yin et al. [79], through a micro-

array analysis of microRNA differentially expressed after

the resection of the ventricle apex of the adult zebrafish

heart, found that miRNA-133 expression correlates with

the regeneration process. In zebrafish, miRNA-133 is

downregulated after apex amputation, but progressively

returns to be expressed to baseline when regeneration is

completed. To study miRNA-133 function in adult heart

regeneration, these authors generated two zebrafish trans-

genic lines through which they modulate miRNA levels in

adult animals during regeneration. For overexpression

studies, they generated a transgenic line containing 250 bp

of genomic sequences flanking the sides of the miRNA-

133a1 precursor sequence downstream of the hsp70 pro-

moter. Adult transgenic animals exposed to a single heat

treatment showed a 1.8 increase of mature miR-133. For

downregulating miRNA-133, the authors created another

transgenic line using an miRNA-133 sponge construct

(encoding EGFP cDNA followed by triplicate perfect

binding sites for miRNA-133) placed downstream of the

hsp70 promoter. They showed that, remarkably, a single

heat shock was sufficient to transiently but efficiently

knock down adult cardiac miRNA-133 expression. Using

these transgenic lines it was possible to discover that

miRNA-133 inhibits myocardium regeneration reducing

cardiomyocyte proliferation. Microarray analyses on miR-

133-overexpressing/downregulated adult zebrafish identified

cell cycle regulators such as monopolar spindle 1 (mps1), an

essential factor for heart regeneration [107], and cytoskele-

tal/structural component proteins such as connexin-43

(cx43), a gene implicated in human cardiomyopathies [108],

as direct targets of miRNA-133. The results of Yin et al. are

also consistent with the elevated cardiomyocyte proliferation

displayed by miR-133a1/a2 double knockout mice [109].

This work highlights the utility of the zebrafish model

for studying the role of microRNAs also in the adult

cardiovascular system in physiopathological contexts.

Although we are still far from the possibility of inducing

heart regeneration mammals, dissecting this process in

zebrafish can provide context for understanding and possibly

enhancing the cardiac regenerative capacity in mammals.

In summary, miRNA-133, a conserved miRNA known

to have a role in cardiac development and disease in

mammals [12], regulates zebrafish heart regeneration [79].

This work further demonstrates the versatility of the zeb-

rafish model for miRNA studies not only during embryonic

development, but also in the adult animal.

Vascular-specific miRNAs

Formation of a functional vasculature during vertebrate

development is essential for embryonic survival. Physio-

logical aspects of the vascular system have been

extensively studied, resulting in its clinical importance.

Thus far studies have shown a high degree of conservation

of the molecular mechanisms that govern zebrafish vas-

cular development as well as in the anatomical structures

that comprise the vascular system in vertebrates. In zeb-

rafish embryos both endothelial cell functions and

angiogenesis are critically regulated by microRNAs

(Fig. 3). Here are some examples of studies conducted by

knockdown or ectopic overexpression of specific micro-

RNAs and their effects on angiogenesis and endothelial

cell behavior.

The miRNA 24

The miRNA-23/27/24 gene cluster is enriched in human

endothelial cells and in highly vascularized tissues such as

the heart. Recently, several reports have demonstrated that

the miRNA-23/24/27 cluster is involved in heart and

Fig. 3 Schematic

representation of zebrafish trunk

vessels showing endothelial

cells (EC, pink), tip cells (red),

and smooth muscle cells (SMC,

blue) of the dorsal aorta (DA),

posterior cardinal vein (PCV),

and intersegmental vessels (Se).

The expression of select

miRNAs is shown, along with

their observed target and

functional roles (see text for

details)
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vascular development and homeostasis in zebrafish [35,

110]. Overexpression of miRNA-24 in zebrafish embryos

resulted in pericardial edema as well as blood accumula-

tion. Studies in transgenic zebrafish that express GFP in

the vasculature showed that miRNA-24 overexpression

impaired intersegmental vessel formation and resulted in

impaired blood transportation [110]. Morpholino-mediated

silencing of the miRNA-24 targets gata2 and pak4 in

zebrafish mimicked the effects of miRNA-24 overexpres-

sion, showing an involvement and potential therapeutic

importance of those targets in angiogenesis [110]. These

recent data also propose miRNA-24 as a suitable target for

therapeutic intervention in cardiovascular diseases [111].

The miRNA 31

Using a TaqMan-based qRT-PCR profiling platform for

signature miRNAs, miRNA-31 showed up as an important

endothelial miRNA [112]. In vivo gain-of-function studies

with zebrafish embryos established that overexpression of

miRNA-31 impaired lymphatic development and reduced

endothelial venous sprouting. Taken together, these find-

ings indicate that miRNA-31 plays a pivotal role in

regulating lineage-specific differentiation within the

developing vasculature of vertebrates.

The miRNA 92

Many microRNAs involved in pathological angiogenesis,

such as tumor angiogenesis, modulate tumor growth by

controlling the production of angiogenic factors and then

neovascularization. The miRNA 17–92 cluster is tran-

scribed as a polycistronic unit and selectively targets anti-

angiogenic proteins [113]. Inside this cluster, miRNA-92a

seems to be important in the control of cardiovascular

system homeostasis in vertebrates. By using antagomir

approaches, Dimmeler’s group determined that miRNA-

92a is highly expressed in endothelial cells and regulates

angiogenic functions of endothelial cells as evidenced by

gain of function and loss of function experiments in vitro

[114]. To demonstrate the conservative role of this micro-

RNA, overexpression of miRNA-92a in zebrafish not only

impairs in vitro angiogenesis but also blocks intersomitic

vessel growth [114]. One of the mechanisms through which

miRNA-92 controls endothelial cell functions seems to be

the direct regulation of integrin subunit a5 (itga5), a cru-

cial regulator of vessel growth and angiogenesis [115].

MiRNA-92a is expressed also in mammal cardiac fibro-

blasts and cardiomyocytes, and antagomir-92a treatment

significantly reduced apoptosis of cardiomyocytes in vivo,

but did not directly affect survival of cardiomyocytes in

cell culture assays in vitro, indicating that antagomir-92a

may influence cardiomyocyte apoptosis via a paracrine

mechanism. Interestingly, it has been observed that ath-

eroprotective flow patterns decrease the level of miRNA-

92a, which in turn increases KLF2 expression to maintain

endothelial homeostasis [116].

The miRNA 126

MiRNA-126 is one of the most evolutionary conserved and

enriched microRNAs in human and mouse endothelial cells

[117, 118] and is also expressed in the zebrafish vascular

tree throughout development [67, 119]. In 2008, different

groups analyzed and reported vascular defects in miRNA-

126-deficient cells, ranging from zebrafish to human and

mice. MiRNA-126 has been clearly shown to be a master

non coding RNA in vascular functions acting as a regulator

of angiogenic integrity and signaling in vitro and in vivo

[119–121] and recently also in heart valve development

[122]. In zebrafish, the downregulation of miRNA-126

induced collapsed blood vessels and cranial hemorrhages

in the developing organism, suggesting its primary role for

maintaining vascular structure during development [119].

Sprouty-related EVH1 domain-containing protein 1

(Spred1) and a regulatory subunit of PI3K, PIK3R2 (also

known as p85b), two direct targets of miRNA-126, seem to

explain these angiogenic defects. MiRNA-126 regulates

Spred1 and PIK3R2, which are negative regulators of

MAPK [123] and PI3K [124] signaling pathways, respec-

tively. As a consequence, miRNA-126 promotes VEGF

and other growth factor signaling in ECs in vivo. As a

matter of fact, miRNA-126 may fine-tune angiogenic

responses by targeting multiple signaling pathways [119,

125]. Remarkably, deletion of miRNA-126 in mice resul-

ted in the same vascular developmental defects observed in

zebrafish, such as delayed angiogenic sprouting, wide-

spread hemorrhaging, and partial embryonic lethality [120,

121], supporting the idea that the zebrafish model can be a

simple and easy tool to discovery miRNA functions in

vertebrates. Recent studies in zebrafish demonstrate for the

first time that miRNA-126 expression and the egfl7 gene

are both under the control of blood flow. Blood flow-

dependent Kruppel-like factor 2a (klf2a) induces expres-

sion of miRNA-126 to modulate Vegf signaling [67].

The miRNA 221

Formation of new vessels in normal and pathological

conditions requires coordination of distinct cell behaviors

between tip and stalk cells [126]. The Vegf and Notch

signaling pathways govern this process. Recently, through

deep sequencing and functional screening in zebrafish, a

new microRNA has been associated to this process [65].

MiRNA-221 has been found to be essential for angiogen-

esis since it is required for tip cell proliferation and
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migration. miRNA-221 promoted tip cell behavior through

repression of two targets: cyclin-dependent kinase inhibitor

1b (cdkn1b) and phosphoinositide-3-kinase regulatory

subunit 1 (pik3r1). Importantly, these results in zebrafish

indicate the central role of miRNA-221 as a regulatory

node through which tip cell migration and proliferation are

controlled during angiogenesis [65, 127]. A main role for

miRNA-221/222 in endothelial therapeutic applications in

humans has also been proposed [128]. In fact, recent work

demonstrate that miRNA-221 is regulated by hyperglyce-

mia in HUVEC cells, and lipid-lowering therapies (LLT)

with atorvastatin increases EPC numbers and decreases

miRNA-221/222 levels in patients with coronary artery

disease [129, 130].

Conclusion

In this review, we pointed out the important role of the

vertebrate Danio rerio, commonly called ‘‘zebrafish,’’ in

helping to understand microRNA functions in heart and

vascular cells not only during development but also in

pathological conditions.

Recent discoveries have demonstrated that the zebrafish

system can be used to study tissue regeneration since adult

zebrafish can effectively regenerate injured hearts submit-

ted to partial surgical amputation of the ventricle area

in vivo. Limited information is currently available about

the molecular mechanisms that regulate this process [131].

In particular, which microRNAs can be involved in this

process remains unclear. Identification of microRNAs

active during the regenerative potential of vertebrate/zeb-

rafish tissue may implicate the discovery of new

therapeutic approaches to supplement or replace conven-

tional pharmacotherapeutic interventions in humans.

Recently, the possibility has also been suggested that

microRNAs can be transported between cardiovascular

tissues and regulate athero-vascular protection by an

extracellular-vesicle-mediated mechanism [132, 133].

Demonstration of a role for circulating microRNAs could

be validated in the zebrafish model system by microin-

jecting exogenous microRNA-containing liposomes in the

blood flow of developing embryos to detect a functional

role for mature microRNAs in cardiovascular tissues.

Interestingly, the zebrafish model can be used to per-

form pharmaceutical high-throughput modifier screens.

The use of small RNA molecules such as microRNA

products through such screens will serve as ideal entry

points for novel drug development in the treatment of many

vascular dysfunctions. Also, for miRNA-based therapeutic

strategies the zebrafish model will come in handy. Anti-

sense oligonucleotide approaches for inhibiting miRNA

function and gain-of-function technologies for replacement

of miRNAs are currently being explored as tools for

uncovering miRNA biology and as potential therapeutic

agents. We think that in the near future significant progress

in understanding miRNA biology will be derived from the

zebrafish system, and this model will help to advance the

technology for therapeutic modulation of miRNA activity

in cardiovascular diseases.

Acknowledgments We apologize to the many researchers whose

work was not cited in this review because of space limitations. We

would like to thank all members of Santoro’s laboratory for support

and discussion, Stefania Nicoli for sharing information before pub-

lication, Ellen Jane Corcoran for editorial assistance, and our

anonymous reviewers for their insightful comments on this manu-

script. Work in Massimo Santoro’s laboratory is supported by a HFSP

Career Developmental Award, Marie Curie Action (IRG 247852),

Telethon (GGP10195), and AIRC (MFAG 8911).

References

1. Ambros V (2004) The functions of animal microRNAs. Nature

431(7006):350–355. doi:10.1038/nature02871

2. Bartel DP (2004) MicroRNAs: genomics, biogenesis, mecha-

nism, and function. Cell 116(2):281–297

3. Bartel DP (2009) MicroRNAs: target recognition and regulatory

functions. Cell 136(2):215–233. doi:10.1016/j.cell.2009.01.002

4. Filipowicz W, Bhattacharyya SN, Sonenberg N (2008) Mecha-

nisms of post-transcriptional regulation by microRNAs: are the

answers in sight? Nat Rev Genet 9(2):102–114. doi:10.1038/

nrg2290

5. Du T, Zamore PD (2005) microPrimer: the biogenesis and

function of microRNA. Development 132(21):4645–4652. doi:

10.1242/dev.02070

6. Wienholds E, Kloosterman WP, Miska E, Alvarez-Saavedra E,

Berezikov E, de Bruijn E, Horvitz HR, Kauppinen S, Plasterk RH

(2005) MicroRNA expression in zebrafish embryonic develop-

ment. Science 309(5732):310–311. doi:10.1126/science.1114519

7. Krol J, Loedige I, Filipowicz W (2010) The widespread regu-

lation of microRNA biogenesis, function and decay. Nat Rev

Genet 11(9):597–610. doi:10.1038/nrg2843

8. Vasudevan S, Tong Y, Steitz JA (2007) Switching from

repression to activation: microRNAs can up-regulate translation.

Science 318(5858):1931–1934. doi:10.1126/science.1149460

9. Seitz H (2009) Redefining microRNA targets. Curr Biol

19(10):870–873. doi:10.1016/j.cub.2009.03.059

10. Davis BN, Hata A (2009) Regulation of MicroRNA Biogenesis:

a miRiad of mechanisms. Cell Commun Signal 7:18. doi:

10.1186/1478-811X-7-18

11. Kai ZS, Pasquinelli AE (2010) MicroRNA assassins: factors that

regulate the disappearance of miRNAs. Nat Struct Mol Biol

17(1):5–10. doi:10.1038/nsmb.1762

12. Liu N, Olson EN (2010) MicroRNA regulatory networks in

cardiovascular development. Dev Cell 18(4):510–525. doi:

10.1016/j.devcel.2010.03.010

13. Chen JF, Mandel EM, Thomson JM, Wu Q, Callis TE, Ham-

mond SM, Conlon FL, Wang DZ (2006) The role of microRNA-

1 and microRNA-133 in skeletal muscle proliferation and dif-

ferentiation. Nat Genet 38(2):228–233. doi:10.1038/ng1725

14. Zhao Z, Boyle TJ, Liu Z, Murray JI, Wood WB, Waterston RH

(2010) A negative regulatory loop between microRNA and Hox

gene controls posterior identities in Caenorhabditis elegans.

PLoS genetics 6(9). doi:10.1371/journal.pgen.1001089

The admiR-able advances in cardiovascular biology through the zebrafish model system

123

http://dx.doi.org/10.1038/nature02871
http://dx.doi.org/10.1016/j.cell.2009.01.002
http://dx.doi.org/10.1038/nrg2290
http://dx.doi.org/10.1038/nrg2290
http://dx.doi.org/10.1242/dev.02070
http://dx.doi.org/10.1126/science.1114519
http://dx.doi.org/10.1038/nrg2843
http://dx.doi.org/10.1126/science.1149460
http://dx.doi.org/10.1016/j.cub.2009.03.059
http://dx.doi.org/10.1186/1478-811X-7-18
http://dx.doi.org/10.1038/nsmb.1762
http://dx.doi.org/10.1016/j.devcel.2010.03.010
http://dx.doi.org/10.1038/ng1725
http://dx.doi.org/10.1371/journal.pgen.1001089


15. Didiano D, Hobert O (2008) Molecular architecture of a miR-

NA-regulated 30 UTR. RNA 14(7):1297–1317. doi:10.1261/

rna.1082708

16. Plasterk RH (2006) Micro RNAs in animal development. Cell

124(5):877–881. doi:10.1016/j.cell.2006.02.030

17. Bushati N, Cohen SM (2008) MicroRNAs in neurodegeneration.

Curr Opin Neurobiol 18(3):292–296. doi:10.1016/j.conb.

2008.07.001

18. Bruneau BG (2008) The developmental genetics of congenital

heart disease. Nature 451(7181):943–948. doi:10.1038/nature0

6801

19. Olson EN, Schneider MD (2003) Sizing up the heart: develop-

ment redux in disease. Genes Dev 17(16):1937–1956. doi:

10.1101/gad.1110103

20. Stainier DY (2001) Zebrafish genetics and vertebrate heart

formation. Nat Rev Genet 2(1):39–48. doi:10.1038/35047564

21. Carmeliet P (2005) Angiogenesis in life, disease and medicine.

Nature 438(7070):932–936. doi:10.1038/nature04478

22. Red-Horse K, Crawford Y, Shojaei F, Ferrara N (2007) Endothe-

lium-microenvironment interactions in the developing embryo and

in the adult. Dev Cell 12(2):181–194. doi:10.1016/j.devcel.

2007.01.013

23. Jain RK (2003) Molecular regulation of vessel maturation. Nat

Med 9(6):685–693. doi:10.1038/nm0603-685

24. Santoro MM, Pesce G, Stainier DY (2009) Characterization of

vascular mural cells during zebrafish development. Mech Dev

126(8–9):638–649. doi:10.1016/j.mod.2009.06.1080

25. Bernstein E, Kim SY, Carmell MA, Murchison EP, Alcorn H, Li

MZ, Mills AA, Elledge SJ, Anderson KV, Hannon GJ (2003) Dicer

is essential for mouse development. Nat Genet 35(3):215–217. doi:

10.1038/ng1253

26. Murchison EP, Partridge JF, Tam OH, Cheloufi S, Hannon GJ

(2005) Characterization of Dicer-deficient murine embryonic

stem cells. Proc Natl Acad Sci USA 102(34):12135–12140. doi:

10.1073/pnas.0505479102

27. Yang WJ, Yang DD, Na S, Sandusky GE, Zhang Q, Zhao G

(2005) Dicer is required for embryonic angiogenesis during

mouse development. J Biol Chem 280(10):9330–9335. doi:

10.1074/jbc.M413394200

28. Giraldez AJ, Cinalli RM, Glasner ME, Enright AJ, Thomson

JM, Baskerville S, Hammond SM, Bartel DP, Schier AF (2005)

MicroRNAs regulate brain morphogenesis in zebrafish. Science

308(5723):833–838. doi:10.1126/science.1109020

29. Wienholds E, Koudijs MJ, van Eeden FJ, Cuppen E, Plasterk

RH (2003) The microRNA-producing enzyme Dicer1 is essen-

tial for zebrafish development. Nat Genet 35(3):217–218. doi:

10.1038/ng1251

30. Harfe BD, McManus MT, Mansfield JH, Hornstein E, Tabin CJ

(2005) The RNaseIII enzyme Dicer is required for morpho-

genesis but not patterning of the vertebrate limb. Proc Natl Acad

Sci USA 102(31):10898–10903. doi:10.1073/pnas.0504834102

31. Chen JF, Murchison EP, Tang R, Callis TE, Tatsuguchi M,

Deng Z, Rojas M, Hammond SM, Schneider MD, Selzman CH,

Meissner G, Patterson C, Hannon GJ, Wang DZ (2008) Targeted

deletion of Dicer in the heart leads to dilated cardiomyopathy

and heart failure. Proc Natl Acad Sci USA 105(6):2111–2116.

doi:10.1073/pnas.0710228105

32. Suarez Y, Fernandez-Hernando C, Yu J, Gerber SA, Harrison

KD, Pober JS, Iruela-Arispe ML, Merkenschlager M, Sessa WC

(2008) Dicer-dependent endothelial microRNAs are necessary

for postnatal angiogenesis. Proc Natl Acad Sci USA

105(37):14082–14087. doi:10.1073/pnas.0804597105

33. Albinsson S, Suarez Y, Skoura A, Offermanns S, Miano JM,

Sessa WC (2010) MicroRNAs are necessary for vascular smooth

muscle growth, differentiation, and function. Arterioscler

Thromb Vasc Biol 30(6):1118–1126. doi:10.1161/ATVBAHA.

109.200873

34. Giraldez AJ, Mishima Y, Rihel J, Grocock RJ, Van Dongen S,

Inoue K, Enright AJ, Schier AF (2006) Zebrafish MiR-430

promotes deadenylation and clearance of maternal mRNAs.

Science 312(5770):75–79. doi:10.1126/science.1122689

35. Lagendijk AK, Goumans MJ, Burkhard SB, Bakkers J (2011)

MicroRNA-23 restricts cardiac valve formation by inhibiting

Has2 and extracellular hyaluronic acid production. Circ Res

109(6):649–657. doi:10.1161/CIRCRESAHA.111.247635

36. Santoro MM (2011) ‘‘Fishing’’ for endothelial microRNA

functions and dysfunction. Vascul Pharmacol 55(4):60–68. doi:

10.1016/j.vph.2011.08.224

37. Thisse C, Zon LI (2002) Organogenesis—heart and blood for-

mation from the zebrafish point of view. Science 295(5554):

457–462. doi:10.1126/science.1063654

38. Lieschke GJ, Currie PD (2007) Animal models of human dis-

ease: zebrafish swim into view. Nat Rev Genet 8(5):353–367.

doi:10.1038/nrg2091

39. Skromne I, Prince VE (2008) Current perspectives in zebrafish

reverse genetics: moving forward. Dev Dyn 237(4):861–882.

doi:10.1002/dvdy.21484

40. Lawson ND, Weinstein BM (2002) Arteries and veins: making a

difference with zebrafish. Nat Rev Genet 3(9):674–682. doi:

10.1038/nrg888

41. Stainier DY, Fouquet B, Chen JN, Warren KS, Weinstein BM,

Meiler SE, Mohideen MA, Neuhauss SC, Solnica-Krezel L,

Schier AF, Zwartkruis F, Stemple DL, Malicki J, Driever W,

Fishman MC (1996) Mutations affecting the formation and

function of the cardiovascular system in the zebrafish embryo.

Development 123:285–292

42. Kawakami K (2007) Tol2: a versatile gene transfer vector in

vertebrates. Genome Biol 8(Suppl 1):S7. doi:10.1186/gb-

2007-8-s1-s7

43. Lawson ND, Weinstein BM (2002) In vivo imaging of embry-

onic vascular development using transgenic zebrafish. Dev Biol

248(2):307–318

44. Jin SW, Beis D, Mitchell T, Chen JN, Stainier DY (2005)

Cellular and molecular analyses of vascular tube and lumen

formation in zebrafish. Development 132(23):5199–5209. doi:

10.1242/dev.02087

45. Traver D, Paw BH, Poss KD, Penberthy WT, Lin S, Zon LI

(2003) Transplantation and in vivo imaging of multilineage

engraftment in zebrafish bloodless mutants. Nat Immunol

4(12):1238–1246. doi:10.1038/ni1007

46. Lin HF, Traver D, Zhu H, Dooley K, Paw BH, Zon LI, Handin RI

(2005) Analysis of thrombocyte development in CD41-GFP trans-

genic zebrafish. Blood 106(12):3803–3810. doi:10.1182/blood-

2005-01-0179

47. Burns CG, Milan DJ, Grande EJ, Rottbauer W, MacRae CA,

Fishman MC (2005) High-throughput assay for small molecules

that modulate zebrafish embryonic heart rate. Nat Chem Biol

1(5):263–264. doi:10.1038/nchembio732

48. Seiler C, Abrams J, Pack M (2010) Characterization of zebrafish

intestinal smooth muscle development using a novel sm22alpha-

b promoter. Dev Dyn 239(11):2806–2812. doi:10.1002/dvdy.

22420

49. Scherz PJ, Huisken J, Sahai-Hernandez P, Stainier DY (2008)

High-speed imaging of developing heart valves reveals interplay

of morphogenesis and function. Development 135(6):1179–

1187. doi:10.1242/dev.010694

50. Keller PJ, Schmidt AD, Wittbrodt J, Stelzer EH (2008)

Reconstruction of zebrafish early embryonic development by

scanned light sheet microscopy. Science 322(5904):1065–1069.

doi:10.1126/science.1162493

D. Gays, M. M. Santoro

123

http://dx.doi.org/10.1261/rna.1082708
http://dx.doi.org/10.1261/rna.1082708
http://dx.doi.org/10.1016/j.cell.2006.02.030
http://dx.doi.org/10.1016/j.conb.2008.07.001
http://dx.doi.org/10.1016/j.conb.2008.07.001
http://dx.doi.org/10.1038/nature06801
http://dx.doi.org/10.1038/nature06801
http://dx.doi.org/10.1101/gad.1110103
http://dx.doi.org/10.1038/35047564
http://dx.doi.org/10.1038/nature04478
http://dx.doi.org/10.1016/j.devcel.2007.01.013
http://dx.doi.org/10.1016/j.devcel.2007.01.013
http://dx.doi.org/10.1038/nm0603-685
http://dx.doi.org/10.1016/j.mod.2009.06.1080
http://dx.doi.org/10.1038/ng1253
http://dx.doi.org/10.1073/pnas.0505479102
http://dx.doi.org/10.1074/jbc.M413394200
http://dx.doi.org/10.1126/science.1109020
http://dx.doi.org/10.1038/ng1251
http://dx.doi.org/10.1073/pnas.0504834102
http://dx.doi.org/10.1073/pnas.0710228105
http://dx.doi.org/10.1073/pnas.0804597105
http://dx.doi.org/10.1161/ATVBAHA.109.200873
http://dx.doi.org/10.1161/ATVBAHA.109.200873
http://dx.doi.org/10.1126/science.1122689
http://dx.doi.org/10.1161/CIRCRESAHA.111.247635
http://dx.doi.org/10.1016/j.vph.2011.08.224
http://dx.doi.org/10.1126/science.1063654
http://dx.doi.org/10.1038/nrg2091
http://dx.doi.org/10.1002/dvdy.21484
http://dx.doi.org/10.1038/nrg888
http://dx.doi.org/10.1186/gb-2007-8-s1-s7
http://dx.doi.org/10.1186/gb-2007-8-s1-s7
http://dx.doi.org/10.1242/dev.02087
http://dx.doi.org/10.1038/ni1007
http://dx.doi.org/10.1182/blood-2005-01-0179
http://dx.doi.org/10.1182/blood-2005-01-0179
http://dx.doi.org/10.1038/nchembio732
http://dx.doi.org/10.1002/dvdy.22420
http://dx.doi.org/10.1002/dvdy.22420
http://dx.doi.org/10.1242/dev.010694
http://dx.doi.org/10.1126/science.1162493


51. Bakkers J (2011) Zebrafish as a model to study cardiac develop-

ment and human cardiac disease. Cardiovasc Res 91(2):279–288.

doi:10.1093/cvr/cvr098

52. Tu S, Chi NC (2012) Zebrafish models in cardiac development

and congenital heart birth defects. Differentiation. doi:

10.1016/j.diff.2012.05.005

53. Jin SW, Herzog W, Santoro MM, Mitchell TS, Frantsve J,

Jungblut B, Beis D, Scott IC, D’Amico LA, Ober EA, Verkade

H, Field HA, Chi NC, Wehman AM, Baier H, Stainier DY

(2007) A transgene-assisted genetic screen identifies essential

regulators of vascular development in vertebrate embryos. Dev

Biol 307(1):29–42. doi:10.1016/j.ydbio.2007.03.526

54. Dahme T, Katus HA, Rottbauer W (2009) Fishing for the

genetic basis of cardiovascular disease. Dis Models Mech

2(1–2):18–22. doi:10.1242/dmm.000687

55. Wienholds E, Plasterk RH (2005) MicroRNA function in animal

development. FEBS Lett 579(26):5911–5922. doi:10.1016/j.febslet.

2005.07.070

56. Schier AF, Giraldez AJ (2006) MicroRNA function and mech-

anism: insights from zebra fish. Cold Spring Harb Symp Quant

Biol 71:195–203. doi:10.1101/sqb.2006.71.055

57. Begemann G (2008) MicroRNAs and RNA interference in zeb-

rafish development. Zebrafish 5(2):111–119. doi:10.1089/zeb.

2008.0528

58. Takacs CM, Giraldez AJ (2010) MicroRNAs as genetic sculp-

tors: fishing for clues. Semin Cell Dev Biol 21(7):760–767. doi:

10.1016/j.semcdb.2010.02.003

59. Chen PY, Manninga H, Slanchev K, Chien M, Russo JJ, Ju J,

Sheridan R, John B, Marks DS, Gaidatzis D, Sander C, Zavolan

M, Tuschl T (2005) The developmental miRNA profiles of

zebrafish as determined by small RNA cloning. Genes Dev

19(11):1288–1293. doi:10.1101/gad.1310605

60. Kloosterman WP, Steiner FA, Berezikov E, de Bruijn E, van de

Belt J, Verheul M, Cuppen E, Plasterk RH (2006) Cloning and

expression of new microRNAs from zebrafish. Nucleic Acids

Res 34(9):2558–2569. doi:10.1093/nar/gkl278

61. Thatcher EJ, Bond J, Paydar I, Patton JG (2008) Genomic

organization of zebrafish microRNAs. BMC Genom 9:253. doi:

10.1186/1471-2164-9-253

62. Thatcher EJ, Flynt AS, Li N, Patton JR, Patton JG (2007) MiRNA

expression analysis during normal zebrafish development and

following inhibition of the Hedgehog and Notch signaling path-

ways. Dev Dyn 236(8):2172–2180. doi:10.1002/dvdy.21211

63. Kloosterman WP, Wienholds E, de Bruijn E, Kauppinen S,

Plasterk RH (2006) In situ detection of miRNAs in animal

embryos using LNA-modified oligonucleotide probes. Nat

Methods 3(1):27–29. doi:10.1038/nmeth843

64. He X, Yan YL, DeLaurier A, Postlethwait JH (2011) Observa-

tion of miRNA gene expression in zebrafish embryos by in situ

hybridization to microRNA primary transcripts. Zebrafish

8(1):1–8. doi:10.1089/zeb.2010.0680

65. Nicoli S, Knyphausen CP, Zhu LJ, Lakshmanan A, Lawson ND

(2012) miR-221 is required for endothelial tip cell behaviors

during vascular development. Dev Cell 22(2):418–429

66. Zeng L, Carter AD, Childs SJ (2009) miR-145 directs intestinal

maturation in zebrafish. Proc Natl Acad Sci USA 106(42):

17793–17798. doi:10.1073/pnas.0903693106

67. Nicoli S, Standley C, Walker P, Hurlstone A, Fogarty KE,

Lawson ND (2010) MicroRNA-mediated integration of hae-

modynamics and Vegf signalling during angiogenesis. Nature

464(7292):1196–1200. doi:10.1038/nature08889

68. Hans S, Freudenreich D, Geffarth M, Kaslin J, Machate A,

Brand M (2011) Generation of a non-leaky heat shock-inducible

Cre line for conditional Cre/lox strategies in zebrafish. Dev Dyn

240(1):108–115. doi:10.1002/dvdy.22497

69. Mosimann C, Kaufman CK, Li P, Pugach EK, Tamplin OJ, Zon

LI (2011) Ubiquitous transgene expression and Cre-based

recombination driven by the ubiquitin promoter in zebrafish.

Development 138(1):169–177. doi:10.1242/dev.059345

70. Morton SU, Scherz PJ, Cordes KR, Ivey KN, Stainier DY,

Srivastava D (2008) microRNA-138 modulates cardiac pat-

terning during embryonic development. Proc Natl Acad Sci

USA 105(46):17830–17835. doi:10.1073/pnas.0804673105

71. Nasevicius A, Ekker SC (2000) Effective targeted gene

‘knockdown’ in zebrafish. Nat Genet 26(2):216–220. doi:

10.1038/79951

72. Chen E, Ekker SC (2004) Zebrafish as a genomics research

model. Curr Pharm Biotechnol 5(5):409–413

73. Eisen JS, Smith JC (2008) Controlling morpholino experiments:

don’t stop making antisense. Development 135(10):1735–1743.

doi:10.1242/dev.001115

74. Flynt AS, Li N, Thatcher EJ, Solnica-Krezel L, Patton JG (2007)

Zebrafish miR-214 modulates Hedgehog signaling to specify

muscle cell fate. Nat Genet 39(2):259–263. doi:10.1038/ng1953

75. Kloosterman WP, Lagendijk AK, Ketting RF, Moulton JD,

Plasterk RH (2007) Targeted inhibition of miRNA maturation

with morpholinos reveals a role for miR-375 in pancreatic islet

development. PLoS Biol 5(8):e203. doi:10.1371/journal.pbio.

0050203

76. Brown BD, Naldini L (2009) Exploiting and antagonizing

microRNA regulation for therapeutic and experimental appli-

cations. Nat Rev Genet 10(8):578–585. doi:10.1038/nrg2628

77. Ebert MS, Sharp PA (2010) Emerging roles for natural micr-

oRNA sponges. Curr Biol 20(19):R858–R861. doi:10.1016/j.

cub.2010.08.052

78. Brown BD, Gentner B, Cantore A, Colleoni S, Amendola M, Zin-

gale A, Baccarini A, Lazzari G, Galli C, Naldini L (2007)

Endogenous microRNA can be broadly exploited to regulate

transgene expression according to tissue, lineage and differentiation

state. Nat Biotechnol 25(12):1457–1467. doi:10.1038/nbt1372

79. Yin VP, Lepilina A, Smith A, Poss KD (2012) Regulation of

zebrafish heart regeneration by miR-133. Dev Biol 365(2):

319–327. doi:10.1016/j.ydbio.2012.02.018

80. Zhu C, Smith T, McNulty J, Rayla AL, Lakshmanan A, Siek-

mann AF, Buffardi M, Meng X, Shin J, Padmanabhan A,

Cifuentes D, Giraldez AJ, Look AT, Epstein JA, Lawson ND,

Wolfe SA (2011) Evaluation and application of modularly

assembled zinc-finger nucleases in zebrafish. Development

138(20):4555–4564. doi:10.1242/dev.066779

81. Lawson ND, Wolfe SA (2011) Forward and reverse genetic

approaches for the analysis of vertebrate development in the zeb-

rafish. Dev Cell 21(1):48–64. doi:10.1016/j.devcel.2011.06.007

82. Cade L, Reyon D, Hwang WY, Tsai SQ, Patel S, Khayter C,

Joung JK, Sander JD, Peterson RT, Yeh JR (2012) Highly

efficient generation of heritable zebrafish gene mutations using

homo- and heterodimeric TALENs. Nucleic Acids Res. doi:

10.1093/nar/gks518

83. Moore FE, Reyon D, Sander JD, Martinez SA, Blackburn JS,

Khayter C, Ramirez CL, Joung JK, Langenau DM (2012)

Improved somatic mutagenesis in zebrafish using transcription

activator-like effector nucleases (TALENs). PLoS ONE 7(5):

e37877. doi:10.1371/journal.pone.0037877

84. Yoon S, De Micheli G (2006) Computational identification of

microRNAs and their targets. Birth Defects Res Part C Embryo

Today Rev 78(2):118–128. doi:10.1002/bdrc.20067

85. Witkos TM, Koscianska E, Krzyzosiak WJ (2011) Practical aspects

of microRNA target prediction. Curr Mol Med 11(2):93–109

86. Min H, Yoon S (2010) Got target? Computational methods for

microRNA target prediction and their extension. Exp Mol Med

42(4):233–244

The admiR-able advances in cardiovascular biology through the zebrafish model system

123

http://dx.doi.org/10.1093/cvr/cvr098
http://dx.doi.org/10.1016/j.diff.2012.05.005
http://dx.doi.org/10.1016/j.ydbio.2007.03.526
http://dx.doi.org/10.1242/dmm.000687
http://dx.doi.org/10.1016/j.febslet.2005.07.070
http://dx.doi.org/10.1016/j.febslet.2005.07.070
http://dx.doi.org/10.1101/sqb.2006.71.055
http://dx.doi.org/10.1089/zeb.2008.0528
http://dx.doi.org/10.1089/zeb.2008.0528
http://dx.doi.org/10.1016/j.semcdb.2010.02.003
http://dx.doi.org/10.1101/gad.1310605
http://dx.doi.org/10.1093/nar/gkl278
http://dx.doi.org/10.1186/1471-2164-9-253
http://dx.doi.org/10.1002/dvdy.21211
http://dx.doi.org/10.1038/nmeth843
http://dx.doi.org/10.1089/zeb.2010.0680
http://dx.doi.org/10.1073/pnas.0903693106
http://dx.doi.org/10.1038/nature08889
http://dx.doi.org/10.1002/dvdy.22497
http://dx.doi.org/10.1242/dev.059345
http://dx.doi.org/10.1073/pnas.0804673105
http://dx.doi.org/10.1038/79951
http://dx.doi.org/10.1242/dev.001115
http://dx.doi.org/10.1038/ng1953
http://dx.doi.org/10.1371/journal.pbio.0050203
http://dx.doi.org/10.1371/journal.pbio.0050203
http://dx.doi.org/10.1038/nrg2628
http://dx.doi.org/10.1016/j.cub.2010.08.052
http://dx.doi.org/10.1016/j.cub.2010.08.052
http://dx.doi.org/10.1038/nbt1372
http://dx.doi.org/10.1016/j.ydbio.2012.02.018
http://dx.doi.org/10.1242/dev.066779
http://dx.doi.org/10.1016/j.devcel.2011.06.007
http://dx.doi.org/10.1093/nar/gks518
http://dx.doi.org/10.1371/journal.pone.0037877
http://dx.doi.org/10.1002/bdrc.20067


87. Dangwal S, Bang C, Thum T (2011) Novel techniques and

targets in cardiovascular microRNA research. Cardiovasc Res.

doi:10.1093/cvr/cvr297

88. Pase L, Lieschke GJ (2009) Validating microRNA target tran-

scripts using zebrafish assays. Methods Mol Biol 546:227–240.

doi:10.1007/978-1-60327-977-2_14

89. Choi J, Dong L, Ahn J, Dao D, Hammerschmidt M, Chen JN

(2007) FoxH1 negatively modulates flk1 gene expression and

vascular formation in zebrafish. Dev Biol 304(2):735–744. doi:

10.1016/j.ydbio.2007.01.023

90. Staton AA, Giraldez AJ (2011) Use of target protector mor-

pholinos to analyze the physiological roles of specific miRNA-

mRNA pairs in vivo. Nat Protoc 6(12):2035–2049. doi:

10.1038/nprot.2011.423

91. Staton AA, Knaut H, Giraldez AJ (2011) miRNA regulation of

Sdf1 chemokine signaling provides genetic robustness to germ

cell migration. Nat Genet 43(3):204–211. doi:10.1038/ng.758

92. Armstrong EJ, Bischoff J (2004) Heart valve development:

endothelial cell signaling and differentiation. Circ Res 95(5):

459–470. doi:10.1161/01.RES.0000141146.95728.da

93. Camenisch TD, Spicer AP, Brehm-Gibson T, Biesterfeldt J,

Augustine ML, Calabro A Jr, Kubalak S, Klewer SE, McDonald

JA (2000) Disruption of hyaluronan synthase-2 abrogates

normal cardiac morphogenesis and hyaluronan-mediated trans-

formation of epithelium to mesenchyme. J Clin Investig 106(3):

349–360. doi:10.1172/JCI10272

94. Srivastava D (2006) Making or breaking the heart: from lineage

determination to morphogenesis. Cell 126(6):1037–1048. doi:

10.1016/j.cell.2006.09.003

95. Niederreither K, Subbarayan V, Dolle P, Chambon P (1999)

Embryonic retinoic acid synthesis is essential for early mouse

post-implantation development. Nat Genet 21(4):444–448. doi:

10.1038/7788

96. Cordes KR, Sheehy NT, White MP, Berry EC, Morton SU,

Muth AN, Lee TH, Miano JM, Ivey KN, Srivastava D (2009)

miR-145 and miR-143 regulate smooth muscle cell fate and

plasticity. Nature 460(7256):705–710. doi:10.1038/nature08195

97. Elia L, Quintavalle M, Zhang J, Contu R, Cossu L, Latronico

MV, Peterson KL, Indolfi C, Catalucci D, Chen J, Courtneidge

SA, Condorelli G (2009) The knockout of miR-143 and -145

alters smooth muscle cell maintenance and vascular homeostasis

in mice: correlates with human disease. Cell Death Differ

16(12):1590–1598. doi:10.1038/cdd.2009.153

98. Xin M, Small EM, Sutherland LB, Qi X, McAnally J, Plato CF,

Richardson JA, Bassel-Duby R, Olson EN (2009) MicroRNAs

miR-143 and miR-145 modulate cytoskeletal dynamics and

responsiveness of smooth muscle cells to injury. Genes Dev

23(18):2166–2178. doi:10.1101/gad.1842409

99. Boettger T, Beetz N, Kostin S, Schneider J, Kruger M, Hein L,

Braun T (2009) Acquisition of the contractile phenotype by

murine arterial smooth muscle cells depends on the Mir143/145

gene cluster. J Clin Investig 119(9):2634–2647. doi:10.1172/

JCI38864

100. Miyasaka KY, Kida YS, Banjo T, Ueki Y, Nagayama K, Mat-

sumoto T, Sato M, Ogura T (2011) Heartbeat regulates

cardiogenesis by suppressing retinoic acid signaling via expression

of miR-143. Mech Dev 128(1–2):18–28. doi:10.1016/j.mod.

2010.09.002

101. Deacon DC, Nevis KR, Cashman TJ, Zhou Y, Zhao L, Washko D,

Guner-Ataman B, Burns CG, Burns CE (2010) The miR-143-

adducin3 pathway is essential for cardiac chamber morphogenesis.

Development 137(11):1887–1896. doi:10.1242/dev.050526

102. Fish JE, Wythe JD, Xiao T, Bruneau BG, Stainier DY,

Srivastava D, Woo S (2011) A Slit/miR-218/Robo regulatory

loop is required during heart tube formation in zebrafish.

Development 138(7):1409–1419. doi:10.1242/dev.060046

103. Small EM, Sutherland LB, Rajagopalan KN, Wang S, Olson EN

(2010) MicroRNA-218 regulates vascular patterning by modu-

lation of Slit-Robo signaling. Circ Res 107(11):1336–1344. doi:

10.1161/CIRCRESAHA.110.227926

104. Poss KD, Wilson LG, Keating MT (2002) Heart regeneration in

zebrafish. Science 298(5601):2188–2190. doi:10.1126/science.

1077857

105. Jopling C, Sleep E, Raya M, Marti M, Raya A, Izpisua Belmonte

JC (2010) Zebrafish heart regeneration occurs by cardiomyocyte

dedifferentiation and proliferation. Nature 464(7288):606–609.

doi:10.1038/nature08899

106. Kikuchi K, Holdway JE, Werdich AA, Anderson RM, Fang Y,

Egnaczyk GF, Evans T, Macrae CA, Stainier DY, Poss KD

(2010) Primary contribution to zebrafish heart regeneration

by gata4(?) cardiomyocytes. Nature 464(7288):601–605. doi:

10.1038/nature08804

107. Poss KD, Nechiporuk A, Hillam AM, Johnson SL, Keating MT

(2002) Mps1 defines a proximal blastemal proliferative com-

partment essential for zebrafish fin regeneration. Development

129(22):5141–5149

108. Bruce AF, Rothery S, Dupont E, Severs NJ (2008) Gap junction

remodelling in human heart failure is associated with increased

interaction of connexin43 with ZO-1. Cardiovasc Res 77(4):

757–765. doi:10.1093/cvr/cvm083

109. Liu N, Bezprozvannaya S, Williams AH, Qi X, Richardson JA,

Bassel-Duby R, Olson EN (2008) microRNA-133a regulates

cardiomyocyte proliferation and suppresses smooth muscle gene

expression in the heart. Genes Dev 22(23):3242–3254. doi:

10.1101/gad.1738708

110. Fiedler J, Jazbutyte V, Kirchmaier BC, Gupta SK, Lorenzen J,

Hartmann D, Galuppo P, Kneitz S, Pena JT, Sohn-Lee C, Loyer X,

Soutschek J, Brand T, Tuschl T, Heineke J, Martin U, Schulte-

Merker S, Ertl G, Engelhardt S, Bauersachs J, Thum T (2011)

MicroRNA-24 regulates vascularity after myocardial infarction.

Circulation 124(6):720–730. doi:10.1161/CIRCULATIONAH

A.111.039008

111. Bang C, Fiedler J, Thum T (2011) Cardiovascular importance of

the microRNA-23/27/24 family. Microcirculation. doi:10.1111/

j.1549-8719.2011.00153.x

112. Pedrioli DM, Karpanen T, Dabouras V, Jurisic G, van de Hoek

G, Shin JW, Marino D, Kalin RE, Leidel S, Cinelli P, Schulte-

Merker S, Brandli AW, Detmar M (2010) miR-31 functions as a

negative regulator of lymphatic vascular lineage-specific dif-

ferentiation in vitro and vascular development in vivo. Mol Cell

Biol 30(14):3620–3634. doi:10.1128/MCB.00185-10

113. Dews M, Homayouni A, Yu D, Murphy D, Sevignani C, Wentzel

E, Furth EE, Lee WM, Enders GH, Mendell JT, Thomas-Tik-

honenko A (2006) Augmentation of tumor angiogenesis by a Myc-

activated microRNA cluster. Nat Genet 38(9):1060–1065. doi:

10.1038/ng1855

114. Bonauer A, Carmona G, Iwasaki M, Mione M, Koyanagi M,

Fischer A, Burchfield J, Fox H, Doebele C, Ohtani K, Chavakis

E, Potente M, Tjwa M, Urbich C, Zeiher AM, Dimmeler S

(2009) MicroRNA-92a controls angiogenesis and functional

recovery of ischemic tissues in mice. Science 324(5935):

1710–1713. doi:10.1126/science.1174381

115. Francis SE, Goh KL, Hodivala-Dilke K, Bader BL, Stark M,

Davidson D, Hynes RO (2002) Central roles of alpha5beta1 integrin

and fibronectin in vascular development in mouse embryos and

embryoid bodies. Arterioscler Thromb Vasc Biol 22(6):927–933

116. Wu W, Xiao H, Laguna-Fernandez A, Villarreal G Jr, Wang

KC, Geary GG, Zhang Y, Wang WC, Huang HD, Zhou J, Li YS,

Chien S, Garcia-Cardena G, Shyy JY (2011) Flow-dependent

regulation of Kruppel-like factor 2 is mediated by microrNA-

92a. Circulation 124(5):633–641. doi:10.1161/CIRCULAT

IONAHA.110.005108

D. Gays, M. M. Santoro

123

http://dx.doi.org/10.1093/cvr/cvr297
http://dx.doi.org/10.1007/978-1-60327-977-2_14
http://dx.doi.org/10.1016/j.ydbio.2007.01.023
http://dx.doi.org/10.1038/nprot.2011.423
http://dx.doi.org/10.1038/ng.758
http://dx.doi.org/10.1161/01.RES.0000141146.95728.da
http://dx.doi.org/10.1172/JCI10272
http://dx.doi.org/10.1016/j.cell.2006.09.003
http://dx.doi.org/10.1038/7788
http://dx.doi.org/10.1038/nature08195
http://dx.doi.org/10.1038/cdd.2009.153
http://dx.doi.org/10.1101/gad.1842409
http://dx.doi.org/10.1172/JCI38864
http://dx.doi.org/10.1172/JCI38864
http://dx.doi.org/10.1016/j.mod.2010.09.002
http://dx.doi.org/10.1016/j.mod.2010.09.002
http://dx.doi.org/10.1242/dev.050526
http://dx.doi.org/10.1242/dev.060046
http://dx.doi.org/10.1161/CIRCRESAHA.110.227926
http://dx.doi.org/10.1126/science.1077857
http://dx.doi.org/10.1126/science.1077857
http://dx.doi.org/10.1038/nature08899
http://dx.doi.org/10.1038/nature08804
http://dx.doi.org/10.1093/cvr/cvm083
http://dx.doi.org/10.1101/gad.1738708
http://dx.doi.org/10.1161/CIRCULATIONAHA.111.039008
http://dx.doi.org/10.1161/CIRCULATIONAHA.111.039008
http://dx.doi.org/10.1111/j.1549-8719.2011.00153.x
http://dx.doi.org/10.1111/j.1549-8719.2011.00153.x
http://dx.doi.org/10.1128/MCB.00185-10
http://dx.doi.org/10.1038/ng1855
http://dx.doi.org/10.1126/science.1174381
http://dx.doi.org/10.1161/CIRCULATIONAHA.110.005108
http://dx.doi.org/10.1161/CIRCULATIONAHA.110.005108


117. Suarez Y, Fernandez-Hernando C, Pober JS, Sessa WC (2007)

Dicer dependent microRNAs regulate gene expression and

functions in human endothelial cells. Circ Res 100(8):1164–

1173. doi:10.1161/01.RES.0000265065.26744.17

118. Poliseno L, Tuccoli A, Mariani L, Evangelista M, Citti L,

Woods K, Mercatanti A, Hammond S, Rainaldi G (2006) Mi-

croRNAs modulate the angiogenic properties of HUVECs.

Blood 108(9):3068–3071. doi:10.1182/blood-2006-01-012369

119. Fish JE, Santoro MM, Morton SU, Yu S, Yeh RF, Wythe JD,

Ivey KN, Bruneau BG, Stainier DY, Srivastava D (2008) miR-

126 regulates angiogenic signaling and vascular integrity. Dev

Cell 15(2):272–284. doi:10.1016/j.devcel.2008.07.008

120. Kuhnert F, Mancuso MR, Hampton J, Stankunas K, Asano T,

Chen CZ, Kuo CJ (2008) Attribution of vascular phenotypes of

the murine Egfl7 locus to the microRNA miR-126. Development

135(24):3989–3993. doi:10.1242/dev.029736

121. Wang S, Aurora AB, Johnson BA, Qi X, McAnally J, Hill JA,

Richardson JA, Bassel-Duby R, Olson EN (2008) The endo-

thelial-specific microRNA miR-126 governs vascular integrity

and angiogenesis. Dev Cell 15(2):261–271. doi:10.1016/j.

devcel.2008.07.002

122. Stankunas K, Ma GK, Kuhnert FJ, Kuo CJ, Chang CP (2010)

VEGF signaling has distinct spatiotemporal roles during heart

valve development. Dev Biol 347(2):325–336. doi:10.1016/

j.ydbio.2010.08.030

123. Wakioka T, Sasaki A, Kato R, Shouda T, Matsumoto A, Mi-

yoshi K, Tsuneoka M, Komiya S, Baron R, Yoshimura A (2001)

Spred is a sprouty-related suppressor of Ras signalling. Nature

412(6847):647–651. doi:10.1038/35088082

124. Ueki K, Fruman DA, Yballe CM, Fasshauer M, Klein J, Asano T,

Cantley LC, Kahn CR (2003) Positive and negative roles of p85

alpha and p85 beta regulatory subunits of phosphoinositide

3-kinase in insulin signaling. J Biol Chem 278(48):48453–48466.

doi:10.1074/jbc.M305602200

125. Fish JE, Srivastava D (2009) MicroRNAs: opening a new vein

in angiogenesis research. Science signaling 2 (52):pe1. doi:

10.1126/scisignal.252pe1

126. Potente M, Gerhardt H, Carmeliet P (2011) Basic and thera-

peutic aspects of angiogenesis. Cell 146(6):873–887. doi:

10.1016/j.cell.2011.08.039

127. Kuehbacher A, Urbich C, Zeiher AM, Dimmeler S (2007) Role

of Dicer and Drosha for endothelial microRNA expression and

angiogenesis. Circ Res 101(1):59–68. doi:10.1161/CIRCRES

AHA.107.153916

128. Liu X, Cheng Y, Yang J, Xu L, Zhang C (2012) Cell-specific

effects of miR-221/222 in vessels: molecular mechanism and

therapeutic application. J Mol Cell Cardiol 52(1):245–255. doi:

10.1016/j.yjmcc.2011.11.008

129. Li Y, Song YH, Li F, Yang T, Lu YW, Geng YJ (2009) Micr-

oRNA-221 regulates high glucose-induced endothelial

dysfunction. Biochem Biophys Res Commun 381(1):81–83. doi:

10.1016/j.bbrc.2009.02.013

130. Minami Y, Satoh M, Maesawa C, Takahashi Y, Tabuchi T, Itoh

T, Nakamura M (2009) Effect of atorvastatin on microRNA

221/222 expression in endothelial progenitor cells obtained from

patients with coronary artery disease. Eur J Clin Invest

39(5):359–367. doi:10.1111/j.1365-2362.2009.02110.x

131. Poss KD (2007) Getting to the heart of regeneration in zebrafish.

Semin Cell Dev Biol 18(1):36–45. doi:10.1016/j.semcdb.2006.

11.009

132. Zernecke A, Bidzhekov K, Noels H, Shagdarsuren E, Gan L,

Denecke B, Hristov M, Koppel T, Jahantigh MN, Lutgens E,

Wang S, Olson EN, Schober A, Weber C (2009) Delivery of

microRNA-126 by apoptotic bodies induces CXCL12-depen-

dent vascular protection. Sci Signal 2(100):ra81. doi:10.1126/

scisignal.2000610

133. Hergenreider E, Heydt S, Treguer K, Boettger T, Horrevoets AJ,

Zeiher AM, Scheffer MP, Frangakis AS, Yin X, Mayr M, Braun

T, Urbich C, Boon RA, Dimmeler S (2012) Atheroprotective

communication between endothelial cells and smooth muscle

cells through miRNAs. Nat Cell Biol. doi:10.1038/ncb2441

The admiR-able advances in cardiovascular biology through the zebrafish model system

123

http://dx.doi.org/10.1161/01.RES.0000265065.26744.17
http://dx.doi.org/10.1182/blood-2006-01-012369
http://dx.doi.org/10.1016/j.devcel.2008.07.008
http://dx.doi.org/10.1242/dev.029736
http://dx.doi.org/10.1016/j.devcel.2008.07.002
http://dx.doi.org/10.1016/j.devcel.2008.07.002
http://dx.doi.org/10.1016/j.ydbio.2010.08.030
http://dx.doi.org/10.1016/j.ydbio.2010.08.030
http://dx.doi.org/10.1038/35088082
http://dx.doi.org/10.1074/jbc.M305602200
http://dx.doi.org/10.1126/scisignal.252pe1
http://dx.doi.org/10.1016/j.cell.2011.08.039
http://dx.doi.org/10.1161/CIRCRESAHA.107.153916
http://dx.doi.org/10.1161/CIRCRESAHA.107.153916
http://dx.doi.org/10.1016/j.yjmcc.2011.11.008
http://dx.doi.org/10.1016/j.bbrc.2009.02.013
http://dx.doi.org/10.1111/j.1365-2362.2009.02110.x
http://dx.doi.org/10.1016/j.semcdb.2006.11.009
http://dx.doi.org/10.1016/j.semcdb.2006.11.009
http://dx.doi.org/10.1126/scisignal.2000610
http://dx.doi.org/10.1126/scisignal.2000610
http://dx.doi.org/10.1038/ncb2441

	The admiR-able advances in cardiovascular biology through the zebrafish model system
	Abstract
	MiRNAs: function and mechanism
	The role of miRNAs in shaping heart and vascular networks in vertebrates
	The zebrafish model system to study cardiovascular miRNA functions
	The zebrafish as a model for cardiovascular studies
	The zebrafish as a model for miRNA studies
	miRNA expression analyses
	Control of microRNA expression
	Target prediction and validation tools


	MicroRNAs involved in heart and vascular development and homeostasis in zebrafish
	Heart-specific miRNAs
	The miRNA 23
	The miRNA 138
	The miRNA 143/145 cluster
	The miRNA 218
	The miRNA 133

	Vascular-specific miRNAs
	The miRNA 24
	The miRNA 31
	The miRNA 92
	The miRNA 126
	The miRNA 221


	Conclusion
	Acknowledgments
	References


