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Myotis lucifugus, little brown bat

Spermophilus tridecemlineatus,

13-lined ground squirrel
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' Dromiciops gliroides

South American marsupial



TORPOR-AROUSAL

IN HIBERNATORS

LA
[ EN  (28-32°C) \

EC (37°C) {3,5-18"'-':] EA\ IA (37°C)
{9-12;::
ET LT
{5-?”1‘:} {S-Ei"c

Animal studies by Dr. JM Hallenbeck and Dr. DC McMullen, NIH




trance into Hibernation

- T 40
Glis glis, 90.2 g

AMetabolism inhibited
causing Tb to fall

AMetabolic rate falls
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AQ,, values up to 15
AReversible in arousal

ATorpor bout duration
4 days to 2 weeks




COLD HIBERNATION
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Gray mouse lemur,
Microcebus murinus
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4. miIRNA Control of Pathways

5. Epigenetics as Central Controller
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. Control by protein kinases
(SAPKs, 2 "d messenger PKs)

- p38, ERK (1/2), JNK, AMPK, AKT (nTOR)
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IURMING OFF GENES:
oleEnsnbos

EofgEns2bos:
table changes in gene activity that do
not involve changes in DNA sequence

Cormmman scharisms:

A DNA methylation

A Histone modification / histone variants
e.g. acetylation, phosphorylation

A Regulatory non-coding RNAs



Global changes in methylation of gene
promoters to reduce transcription rates

Global changes in histone modifications t
reduceaccessibility to promoter regions by
transcription machinery

Transcription and translation are ATP-expensive

Epigenetic modifications can alter rates of
transcription/translation to produce energy savings in
hypometabolism

MicroRNAs can coordinatexpression of l
cell proteins via postranscriptional action

—

Other postranscriptional controls can apply
A formation of stress granules &
A action of RNA binding proteins
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Comnun rseskasismes of puigernetic control:

A methylation

Istone modification / histone variants
e.g. acetylation, phosphorylation

A Regulatory non-coding RNAs [microRNA]



Global changes in methylation of geng
promoters to reduce transcription rat¢s

Global changes in histone modifications
reduceaccessibility to promoter regions b
transcription machinery

Transcription and translation are AERpensive.

Epigenetic modifications can alter rates of
transcription/translation to produce energy savings durifgg
hypometabolism.

MicroRNAs can coordinatexpression of
cell proteins via postranscriptional action

Other postranscriptional controls can apgly
A formation of stress granules &
A action of RNA binding proteins
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Global changes in methylation of gene
promoters to reduce transcription rates

Global changes in histone modifications t
reduceaccessibility to promoter regions by
transcription machinery

Transcription and translation are AERpensive.

Epigenetic modifications can alter rates of
transcription/translation to produce energy savings in
hypometabolism

MicroRNASs can coordinateexpression o
cell proteins via posttranscriptional action

Other post-transcriptional controls can apply
A formation of stress granules &
A action of RNA binding proteins




Turning:it all off

| 93

doi:10.1093/jmcb/mjx053
Published online January 9, 2018

Review

Journal of Molecular Cell Biology (2018), 10(2), 93-101

MIRNAS &
Dicer enzyme
show organ
specific changeE
INn mammalian

hibernation

Functional impact of microRNA regulation
in models of extreme stress adaptation

Kyle K. Biggar and Kenneth B. Storey™

Institute of Biochemistry & Department of Biology, Carleton University, Ottawa, ON K15 5B6, Canada
* Comespondence to: Kenneth B. Storey, E-mail: kenneth_storey@carleton.ca

Edited by Zefeng Wang

When confronted with severe environmental stress, some animals are able to undergo a substantial reorganization of their cellular
environment that enables long-term survival. One molecular mechanism of adaptation that has received considerable attention in
recent years has b
high-throughput e
Indeed, recent stug
are essential to p
regulation of a me
frog and insect fres
of microRNA stresq
adaptation, this re
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Differential expression of microRNA species in organs of hibernating ground
squirrels: A role in translational suppression during torpor

Pier Jr. Morin, Adrian Dubuc, Kenneth B. Storey *

Istinuge of Bischemistry and Deparmment of Chemnisiry, Carleton University, 1125 Colanel By Drive, Oawe, Ontaria, Canada K15 SBS

ARTICLE INFO ABSTRACT
Arfide histany: Mammalian hibernation includes long periods of profound torpor where the rates of all metabolic processes
Received 25 April 2008 are strongly suppressed in a reversible manner. We hypothesized that microRNAs (miRMAs), small non-

Received in revised form 17 July 2008
Accepied 28 July 2008
Availsble anline 5 August 2008

coding transcripts that bind to mRMA, could play a role in the global suppression of mREMA translaton when
animals enter torpor. Selected miRMA spedes (4-9 of the following: mir-1, mir-24, mir-15a, mir-16, mir-21,
mir-122a mir-143, mir-146 and mir-206) were evaluated in four organs of euthermic versus hibernating

Reywords: ground squirrels, Spermophilus mdecemiinentus using RT-PCR. Levels of mir-24 transripts were significantly
MiciaRNA reduced in heart and skeletal musde of torpid animals as were mir-122a levels in the muscle. Mir-1 and mir-
Hi b rnatian 21 both increased significantly in kidney during torpor by 20- and 13-fold, respectively. No changes were
Spenmaphilis trideceml e us found for the four miRMA specdies analyzed in liver. Protein levels of Dicer, an enzyme imvolved in miRNA

D ger processng were also quantified in heart, kidney and liver. Dicer protein levels increased by 2.7-fold in heart




Regulatory non -, -coding RNAS. ¢

RN

s of ~22 nucleotides in length
/ conserved across species

each out to control genes of ALL cell
processes

A Could be 1000, affect 85 % of genes
A Disease involvement

A Actto:

- Block translation of mRNA
- Target mRNA for degradation




MICRO RNA: Drosha & Dicer

imperfect complimentarity = translational repression
o4 ORF AAAAAA

T
Ago-1 ﬁ

Dicer
mature L17

microRNA

Drosha

pre-microRNA

Ago-2 (Slicer)l

pri-microRNA

0 ORF T AAAAAA

perfect complimentarity = RNA interference

Cuellar TL, McManus MT. J Endocrinol. 187(3):327 -332, 2005 .
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MicroRNA: & Hiberhation

Physiol Genomics 48: 388-306, 2016.
First published Aprl 15, 2016; do1:10.1152/physiolgenomics.00005.2016.

Wu CW, Biggar KK, Luu BE, Szereszewski KE, Storey KB.
Analysis of microRNA expression during the torpor-arousal cycle of
a mammalian hibernator, the 13-lined ground squirrel. Physiol
Genomics 48: 388-396, 2016. First published April 15, 2016;
doi:10.1152/physiolgenomics.00005.2016.—Hibernation is a highly
regulated stress response that is utilized by some mammals to survive
harsh winter conditions and involves a complex metabolic reprogram-
ming at the cellular level to maintain tissue protections at low
temperature. In this study, we profiled the expression of 117 con-
served microRNAs in the heart, muscle, and liver of the 13-lined
ground squirrel (Ictidomys tridecemlineatus) across four stages of the
torpor-arousal cycle (euthermia, early torpor, late torpor, and interbout
arousal) by real-time PCR. We found significant differential regula-
tion of numerous microRNAs that were both tissue specific and torpor
stage specific. Among the most significant regulated microRNAs was
miR-208b, a positive regulator of muscle development that was found
to be upregulated by fivefold in the heart during late torpor (13-fold
during arousal), while decreased by 3.7-fold in the skeletal muscle,
implicating a potential regulatory role in the development of cardiac
hypertrophy and skeletal muscle atrophy in the ground squirrels
during torpor. In addition, the insulin resistance marker miR-181a was
upregulated by 5.7-fold in the liver during early torpor, which sup-
ports previous suggestions of hyperinsulinemia in hibernators during
the early stages of the hibernation cycle. Although microRNA expres-
sion profiles were largely unique between the three tissues, GO
annotation analysis revealed that the putative targets of upregulated
microRNAs tend to enrich toward suppression of progrowth-related
processes in all three tissues. These findings implicate microRNAs in
the regulation of both tissue-specific processes and general suppres-
sion of cell growth during hibernation.

Analysis of microRNA expression during the torpor-arousal cycle of a
mammalian hibernator, the 13-lined ground squirrel

Cheng-Wei Wu, Kyle K. Biggar,* Bryan E. Luu,* Kama E. Szereszewski, and Kenneth B. Storey
Institute of Biochemistry and Department of Biology, Carleton University, Ottawa, Ontario, Canada

Submitted 6 January 2016; accepted in final form 4 April 2016

tional level, with reversible protein phosphorylation shown to
play an integral role in the regulation of key glycolytic en-
zymes, histone modifications, RNA polymerase II activity, and
protein translation initiation (17, 30, 39).

Recent discoveries of microRNAs (miRNAs) have intro-
duced a new dimension of cellular regulation that is highly
conserved among species ranging from nematodes, fruit flies,
to human (3). MiRNAs are small noncoding RNA transcripts
that are ~22 nucleotides in length and are known to exert
posttranscriptional control by binding to target mRNAs near
the 3'-untranslated region (UTR) to promote translational si-
lencing through either sequestration or degradation. Tran-
scripts targeted by miRNAs have been shown to localize to
cytoplasmic foci, which can serve as sites for mRNA storage or
degradation leading to translational repression (23). We have
recently shown evidence for the formation during hibernation
of stress-induced granules that comprised RNA-binding pro-
teins, and these could serve as potential mRNA storage foci
that would complement the regulatory roles of miRNAs during
torpor (40). A single miRNA can regulate hundreds of genes,
and a single gene can be targeted by multiple miRNAs,
creating a complex network that is thought to regulate up to
60% of all protein-coding genes in human (21). We have
previously reported the regulatory roles of miRNAs during
hibernation and have begun to show miRNA regulation as part
of a global response to other environmental stressors that
include estivation, anoxia, and freezing, with select miRNAs
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OPEN The hibernating South Ameﬁ'can'
‘marsupial, Dromiciops gliroides,
displays torpor-sensitive microRNA

Received: 08 January 2016

e @Xpression patterns

Published: 13April 2016 Hanane Hadj-Moussa®’, Jason A. Moggridge®', Bryan E. Luu?, Julian F. Quintero-Galvis?,

© Juan Diego Gaitén- Esp|t|a3, Roberto F. Nespolo? & Kenneth B. Storey*

" When faced with adverse environmental conditions, the marsupial Dromiciops gliroides uses either daily
* or seasonal torpor to support survival and is the only known hibernating mammal in South America.

- Asthe sole living representative of the ancient Order Microbiotheria, this species can provide crucial
information about the evolutionary origins and biochemical mechanisms of hibernation. Hibernation

* is acomplex energy-saving strategy thatinvalves changes in gene expression that are elicited in part

~ by microRNAs. To better elucidate the role of microRNAs in orchestrating hypometabolism, a modified
stem-loop technique and quantitative PCR were used to characterize the relative expression levels of

© 85 microRNAs in liver and skeletal muscle of control and torpid D. gliroides. Thirty-nine microRNAs

- were differentially regulated during torpor; of these, 35 were downregulated in liver and 11 were
differentially expressed in skeletal muscle. Bioinformatic analysis predicted that the downregulated
 liver microRNAs were associated with activation of MAPK, PI3K-Akt and mTOR pathways, suggesting
their importance in facilitating marsupial torpor. In skeletal muscle, hibernation-responsive microRNAs
were predicted to regulate focal adhesion, ErbB, and mTOR pathways, indicating a promotion of 4
© muscle maintenance mechanisms. These tissue-specific responses suggest that microRNAs regulate M on |t0 d e I M (0] nte

key molecular pathways that facilitate hibernation, thermoregulation, and prevention of muscle disuse

: atrophy. fI’O m C h | Ie
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The Gray Mouse Lemur: A Model for Studies
of Primate Metabolic Rate Depression

Kenneth B. Storey “*

Institute of Biochemistry and Department of Biology, Carleton University, Ottawa

Received 15 April 2015; accepted 11 June 2015
Available online 21 June 2015

Overview: Fewer cellular

changes needed when torporis &

at higher body temperature !  Gray mousellemur,Microcebusmurinus
- Native to Madagascar




R model

A Primates, native to Madagascar
A Use daily torpor while sleeping

A Hibernate long term to deal with chronic food shortages
In the dry season

A The most closely related species to man that exhibit
natural hypometabolism

A Enter torpor at high ambient temperatures (T, ~28-32AC)
I.e. not confounded by the additional biochemical
adaptations needed for low temperature function
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A Enter torpor at high ambient teperatures (T, may only fall
to ~28-32/C) so MRD is not confounded by adaptations

needed to endure T, at 0-5AC as during hibernation in most
mammals

A Fewer Changes [ 5% of changews of cold hibernation]
AEx. |l ack of fistress respons
A Translation Arrest occurs : mTOR, elF4E
A AMPKinase increases for fuel shifting
A miRNA responses = pathway control
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Profiling torpor-responsive microRNAs in muscles of the hibernating
primate Microcebus murinus

Hanane Hadj-Moussa’, Jing Zhang™, Fabien Pifferi’, Martine Perret’, Kenneth B. Storey™*

* Institute of Biochemistry and Department of Biology, Carleton University, Ottaws, ON, Canada

® Department of Diagnostic Imaging, Hospital for Sick Children, Toronto ON, Canada

© Newrasciences & Mental Health, SickKids Research Institute, Toronin ON, Canadi

# Centre National de la Recherche Scientifique UMR 7179, Muséum National d*Histoire Naturelle, Brunoy 91800, France

ARTICLEINFO ABSTRACT

When food scarcity is coupled with decreased temperatures, gray mouse lemurs (Microcebus murinus) depress
their metabolic rates and retreat into bouts of either daily torpor or multi-day hibernation, without dramatically
dropping body temperatures like other ‘traditional hibernators’. Rapid and reversible mechanisms are required
to coordinate the simultaneous suppression of energetically expensive processes and activation of pro-survival
pathways critical for successful torpor-arousal cycling. MicroRNAs, a class of endogenous non-coding small
RNAs, are effective post-transcriptional regulators that modulate all aspects of cellular function. The present
study hypothesizes that miRNAs are intimately involved in facilitating the molecular reorganization events
necessary for lemur skeletal muscle torpor. Small RNA-Sequencing was used to compare miRNA profiles from
skeletal muscles of torpid and control primates. We characterized 234 conserved miRNAs, of which 20 were
differentially expressed during torpor, relative to control. Examples included downregulation of key muscle-
specific (myomiR) members, miR-1 and miR-133, suggesting a switch to muscle-specific energy-saving strate-
gies. In silico target mapping and logistic regression-based gene set analysis indicated the inhibition of energy
costly pathways such as oxidative phosphorylation and muscle proliferation. The suppression of these metabolic
pathways was balanced with a lack of miRNA inhibition of various signaling pathways, such as MAPK, mTOR,
foeal adhesion, and ErbB. This study identifies unique miRNA signatures and ‘hiomarkers of torpor’ that provide
us with primate-specific insights on torpor at high body temperatures that can be exploited for human biome-
dical concerns.

Keywords:

Gray mouse lemur

Small RNA transcriptomics
MyomiR

miR-133



PRIMATE TORPOR: Shutting «

A Many less genes & fewer tissues
affected in RT torpor than in
long-term hibernation at cold
body temperatures.

A Organs: identify key processes
In each organ that need adjusting

A Warm preservation may be the
least injurious




