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Cellular identity and physiology are primarily a function of
a cell’s gene/protein expression profile, which are con-
trolled transcriptionally by over 1400 transcription factors
and post-transcriptionally through nearly 1000 microRNAs
(miRs). Intergenic and intronic miRs located on the op-
posite strand of a host gene are transcribed through the
same RNA polymerase II-dependent processes as those
at protein-coding loci; however, miR genes undergo se-
quential cleavage through the type III ribonucleases Dro-
sha and Dicer to generate mature, 21- to 24-nucleotide
miRs.1 Once fully processed, the guide strand of the
mature miR undergoes partial complementary base pair-
ing with target sequences located in processed messen-
ger RNAs to effect translational suppression or mRNA
degradation.2 Significant interplay exists between tran-
scription factors and miRs, with each class of regulators
influencing expression and activity of the other to achieve
homeostatic gene/protein expression profiles.3,4 Clearly,
aberrations in this delicate balance of regulation have
profound influence on the phenotype of a cell. For exam-
ple, miRs are important determinants of an embryonic
stem cell’s ability to self-renew or differentiate, two op-
posing processes intricately tied to the development of
neoplasia.5 Indeed, mounting data support altered miR
expression in the cancer phenotype, with families of miRs
acting as either tumor suppressors or oncogenes (on-
comiRs).6 Expression profiling of both miR genes and
protein-coding genes has thus resulted in subclassifica-
tions of tumor types and, by extension, new ideas about
the origins and potential treatment of human neoplasias.

Smooth muscle cells (SMCs) found in blood vessels
and visceral organs less frequently exhibit neoplastic
transformation than epithelial cells. Ironically, however,
SMCs display considerable phenotypic modulation in a
variety of pathological conditions, including atheroscle-
rosis, asthma, and obstructive bladder disease, where
the normal program of contractile function is subverted to
one of hypertrophy, proliferation, migration, and matrix
hypersecretion.7 Among SMC lineages, uterine SMCs

display perhaps the highest potential for neoplastic trans-
formation, ranging from the more prevalent uterine leiomyo-
mas (ULM) to the less frequent, though highly aggres-
sive, malignant leiomyosarcomas (ULMS).8 All SMC
lineages appear to gain their unique identity through
the activity of myocardin and serum response factor,
which together constitute a molecular switch for SMC-
restricted cyto-contractile and regulatory gene expres-
sion via serum response factor-binding CArG box-
es.9 –14 Interestingly, serum response factor controls a
growing number of miRs including the bicistronic miR-
143/145 gene.4,15,16 In a series of recent complementary
studies, miR-143/145 was shown to coordinate aspects
of the SMC differentiated state.4,16–19 However, the fact
that miR-143/145 knockout mice display clear evi-
dence of SMC differentiation implies that additional
miRs play a role in conferring the complete SMC dif-
ferentiation program.16,18,19

In this issue of The American Journal of Pathology,
Danielson et al.20 report on novel miR profiles during the
transition from bone marrow-derived mesenchymal stem
cells (MSCs) to differentiated SMCs as well as in ULM
and ULMS of human origin, and they provide novel in-
sight into how miR profiling may be exploited to assist
clinicians in accurately diagnosing these tumor types.
The authors first established two in vitro models of MSC-
derived SMC differentiation, showing reciprocal regula-
tion of such SMC differentiation markers as the gold
standard marker for SMCs, MYH11,21 with the MSC mark-
ers CD73 and CD105. Importantly, an in vitro gel contrac-
tion assay demonstrated that induction of contractile
markers correlates with functional activity. The authors
then used siRNA studies to show that Dicer is necessary
for the normal expression of key SMC contractile markers
during the transition from bone marrow MSCs to differen-
tiated SMCs. These results are consistent with a recent
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report from Albinsson et al22 showing attenuated SMC
contractile marker expression and altered actin cytoskel-
etal dynamics in SMCs where Dicer was deleted specif-
ically in SMC lineages. Although Danielson et al did not
report on the contractile activity of SMCs with reduced
levels of Dicer, Albinsson et al22 showed clear evidence
of defective agonist-induced contractile activity in ves-
sels lacking normal levels of Dicer. Thus, there is now
unambiguous evidence supporting a critical role for nor-
mal miR expression in mediating the biochemically and
functionally differentiated state of SMCs.

Having established a role for Dicer in the SMC differ-
entiated phenotype, Danielson et al went on to perform
microarray screening for specific miR expression profiles
in their models of in vitro SMC differentiation. Remarkably,
both models of SMC differentiation displayed similar pat-
terns of miR expression, suggesting that the transition of
human MSCs into differentiated SMCs involves a specific
subset of miR genes. In particular, let7b showed in-
creases in expression, whereas miR-93, miR-106a, and
miR-20a displayed reduced expression during the tran-
sition from MSC to SMC. Interestingly, let7 family mem-
bers were recently reported to limit mouse embryonic
stem cell renewal in part through the inhibition of cell
cycle-associated miRs, which might include miR-93, miR-
106a, and miR-20a.5 This implies that there are miR
genes that promote a “stemness” phenotype and those
that oppose self-renewal, thus allowing for specific pro-
grams of cell differentiation to proceed.

It is curious that the SMC-specific miR-143/145 was not
listed in their normal SMC profile. Although miR-143/145
can direct SMC contractile gene expression, their absence
does not negate SMC differentiation in vivo.16,18,19 Thus, the
lack of significant differences in miR-143/145 expression in
the in vitro stem cell models of SMC differentiation studied
here may not be entirely surprising. In fact, a recent report
revealed a critical role for miR-10a in directing mouse em-
bryonic stem cells to differentiate into SMCs, suggesting
that there are more miR genes to uncover that contribute to
the fully differentiated SMC phenotype.23

Next, the authors performed microarray screening for
miRs in samples of normal myometrium, ULM, and ULMS
followed by hierarchical clustering to ascertain similari-
ties and differences between these tumor types. This
elegant analysis revealed that ULM and ULMS could be
segregated based on their miR expression profile. Of
major importance, bioinformatic analysis further showed
that whereas the miR expression profile of ULM more
closely resembled normal myometrium, the ULMS profile
appeared similar to that of hMSCs, which might suggest
that there is a continuum of phenotypes between either
bone marrow-derived stem cells that home to the uterus
or resident stem cells within the uterus and the cells
comprising ULMS. In this context, expression levels of
some let7 family members, which are inhibitory for stem
cell renewal,5 were reduced in ULMS. The latter would
further imply that cells of the ULMS tumor type are less
differentiated. An important and unresolved question is
whether ULMS arises from resident stem cells within the
myometrium or from normal myometrial SMCs that un-
dergo de-differentiation.

Danielson et al used sophisticated bioinformatic anal-
ysis applied over a distance timeline of SMC differentia-
tion to show that while ULM samples clustered with nor-
mal myometrium late on the time scale, ULMS exhibited a
broader distribution, perhaps reflecting individual heter-
ogeneity in phenotype between ULMS samples. Despite
such scatter in ULMS phenotypes, ULM and ULMS did
share in expression levels of some miRs, most notably
miR-21, which was found to be elevated in both ULM and
ULMS, consistent with a previous report of miR expres-
sion in cultured SMCs from ULM.24 Though there may be
a few commonalities in miR expression between ULM
and ULMS, Danielson et al correctly noted that these
results do not necessarily imply evolution of ULMS from
ULM, nor do they provide insight into whether these
tumor types arise from a common precursor. As a matter
of fact, the results offered by Danielson et al show only six
differentially expressed miRs in ULM as compared with
50 in ULMS. In this context, ULMS showed decreases in
miR-143/145 with apparently no changes of this bicis-
tronic miR in ULM samples. These results are somewhat
at odds with previous data demonstrating elevated miR-
145 in cultured SMCs derived from ULM tumors.24 Differ-
ent experimental conditions or sample heterogeneity
likely explain these contrasting observations.

Nearly one-third of the miRs interrogated by Danielson
et al showed similar patterns of expression in ULMS and
normally differentiated SMCs. This indicates that there
may be shared features (transcriptional and post-tran-
scriptional) between cells from ULMS and normal SMCs
with common miRs directing processes associated with
both the malignant and normal SMC differentiated pro-
gram. Formal proof of this intriguing concept awaits fur-
ther study of the mRNA transcript and protein profile of
these samples.

The new results from Danielson et al, although limited
in terms of sample size (n � 10 for each tumor type),
provide novel insight into the molecular profile of SMC
differentiation from a developmental and pathological
perspective and arm the pathologist with new biomarkers
that could be useful in classifying uterine tumor types.
There are additional tumor types in the uterus8 whose
molecular profiling would be of interest to compare with
those described here. In addition, it will be important to
try and link the miR expression profiles described in the
report of Danielson et al20 to bona fide SMC-specific
cyto-contractile markers (MYH11, ACTG2, CNN1, etc) as
well as other histological features (eg, cell/nuclear mor-
phology and mitotic index) that define tumor grade. Fur-
ther, it would be informative here to know what the level of
myocardin expression is across ULM and ULMS samples
since this master regulator of SMC differentiation has
been reported to be highly expressed in human ULMS
and retroperitoneal LMS,25,26 but reduced in other cases
of human ULMS.27 These disparate findings likely high-
light the heterogeneity in tumor phenotypes, which
Danielson et al clearly show for ULMS in their differenti-
ation timeline study. Finally, it will be instructive to eluci-
date the target mRNAs for each miR expression profile
defined in this and other reports. Such a task will require
integrating the next generation of algorithms that reliably
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predict miR target sequences with transcriptomic and
proteomic profiles in ULM versus ULMS samples. The
definition of unique miR codes of gene expression distin-
guishing two uterine tumor types as reported by Daniel-
son et al represents a critical starting point toward ad-
dressing these and other important questions pertaining
to uterine tumor pathobiology.
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