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Mitochondria are the main hubs for cellular energy production. Metabolites produced in
mitochondria not only feed many important biosynthesis pathways but also function as
signaling molecules. Mitochondrial biosynthesis requires collaboration of both nuclear
and mitochondrial gene expression systems. In addition, mitochondria have to quickly
respond to changes inside and outside the cells and have their own functional states
reported to the nucleus and other cellular compartments. The underlying molecular
mechanisms of these complex regulations have not been well understood. Recent
evidence indicates that in addition to small molecules, non-coding RNAs may contribute
to the communication between mitochondria and other cellular compartments and
may even serve as signals. In this review, we summarize the current knowledge about
mitochondrial non-coding RNAs (including nucleus-encoded non-coding RNAs that are
imported into mitochondria and mitochondrion-encoded non-coding RNAs that are
exported), their trafficking and their functions in co-regulation of mitochondrial and other
cellular processes.

Keywords: mitochondria, retrograde signaling, nucleus, non-coding RNAs, trafficking, PNPASE

INTRODUCTION

Mitochondria are organelles originated from ancient proteobacteria through endosymbiosis.
Over time, the majority of their endosymbiont genome has been transferred to the host
cell nucleus (Calvo et al., 2016). Mitochondria, however, maintain a small compact genome
(Anderson et al., 1981). Mitochondrial biosynthesis thus requires collaboration of both nuclear
and mitochondrial gene expression systems. Maintaining a small mitochondrial genome thereby
provides mitochondria and the host cells a new layer of regulation and control by coordinating
mitochondrial functional states with nuclear and other intracellular, and even extracellular events.

Through evolution, some other bacterial characteristics of mitochondria have also been
preserved. Mitochondria still retain their own transcriptional and translational machineries, and
the mitochondrial ribosomes resemble bacterial ribosomes in many ways (Brown et al., 2014;
Greber et al., 2015; Rorbach et al., 2016). In addition, the fission of mitochondria and bacterial
division share certain similarities, even though mitochondria have two membranes: the outer
membrane and the inner membrane (Friedman and Nunnari, 2014). In a sense, some materials
within mitochondria are still treated as foreign objects by the host cells. For example, mitochondrial
DNA (mtDNA) could trigger the host cell immune responses when leaked into the cytosol,
activating the cGAS-STING pathway (Oka et al., 2012).
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Mitochondrial genome is circular, and in humans encodes
22 tRNAs, 2 rRNAs, and 13 OXPHOS proteins (Anderson
et al., 1981). mtDNA is transcribed into poly-cistronic preRNAs.
Processing and modification of the nascent RNAs yields
functional mitochondrial mRNAs, rRNAs, tRNAs, and some
other non-coding RNAs (Masters et al., 1987). Biosynthesis
of mitochondria, nevertheless, depends largely on the nuclear
genome, and the majority of mitochondrial proteins are
synthesized in the cytosol or on the outer membrane of
mitochondria, imported and then assembled into functional
proteins and complexes (Schmidt et al., 2010; Richter-Dennerlein
et al., 2015). Increasing evidence shows that various types
of nucleus-originated RNA species can also translocate to
mitochondria from the cytosol (Leucci et al., 2016; Kim et al.,
2017; Vendramin et al., 2018; Gusic and Prokisch, 2020; Sang
et al., 2021).

Recent studies have also shown that translocation of RNAs
across mitochondrial membranes appears to be bidirectional: the
imported RNAs or mitochondrion-transcribed RNAs can also be
exported to the cytosol to regulate important cellular processes
(Eduardo et al., 2011; Cheng et al., 2018; Dhir et al., 2018; Zheng
et al., 2019).

Although more and more nuclear gene-encoded RNAs have
been found in mitochondria, most of their functions remain
unclear, and their translocation molecular mechanisms are still
to be further uncovered. The first component of the RNA
import machinery, polynucleotide phosphorylase (PNPASE) was
identified in 2010 (Wang et al., 2010). Some progress has since
been made on understanding the molecular mechanisms of
mitochondrial RNA translocation and the functions of some
of these mitochondrial non-coding RNAs, which we have
summarized in this review.

MITOCHONDRIAL RNA IMPORT

Mitochondrial RNA import has been reported in many species,
and the importomes seem to vary between species. Most of
the studied species, however, seem to import one or more
tRNAs. Trypanosomatids (Crausaz Esseiva et al., 2004) and
apicomplexans (Esseiva et al., 2004) of parasitic protozoa
completely lack tRNA genes in their mtDNAs. Therefore, all
the tRNAs within their mitochondria are imported from the
cytosol. The mtDNAs of some land plants and protists lack one
or several tRNA genes, so tRNA import into mitochondria from
the cytosol is also essential for mitochondrial translation (Akashi
et al., 1998). Although yeast and mammalian mitochondria
encode a full set of tRNAs, a few cytosolic tRNAs have been
found within their mitochondria. In yeast, two cytosolic tRNAs,
tRNALys

CUU (Tarassov et al., 1995b) and tRNAGln (Rinehart
et al., 2005), are imported into mitochondria, which may play a
role in stress response. In mammals, mitochondrial localization
of nucleus-encoded tRNAGln

CUG and tRNAGln
UUG has been

reported (Rubio et al., 2008).
In addition to tRNAs, some nuclear or cytosolic non-coding

RNAs have also been found in mammalian mitochondria,
such as 5S rRNA, H1 RNA, RMRP, SAMMSON, TERC, GAS5,

siRNA (Gao et al., 2021), pre-miRNAs (Barrey et al., 2011),
and miRNAs (Table 1). Their individual regulations and
functions have been expertly summarized in previous reviews
(Vendramin et al., 2017; Jeandard et al., 2019). In this review,
we focus mainly on their translocation mechanisms and their
functions in communication between mitochondria and other
cellular compartments.

Based on the existing data on RNA import into mitochondria,
the mechanisms seem to be quite diverse, with different RNAs
require different specific factors.

TABLE 1 | Mammalian mitochondrial RNA importome.

RNA Function outside
mitochondria

Proposed
function in
mitochondria

References

5S rRNA Component of the
cytosolic ribosome;
assisting
rhodanese import

Related to
mitochondrial
translation?

Magalhães et al.,
1998; Smirnov
et al., 2010;
Smirnov et al.,
2011; Wang et al.,
2010; Yoshionari
et al., 1994

H1 RNA Component of the
nuclear RNase P
required for
pre-tRNA
processing

Pre-tRNA
processing?

Ellis and Brown,
2009; Kikovska
et al., 2007;
Puranam and
Attardi, 2001;
Rossmanith et al.,
1995; Turk et al.,
2013; Wang et al.,
2010

RMRP 5.8S rRNA
processing

Involved in
mitochondrial RNA
metabolism?

Chang and Clayton,
1987b; Chang and
Clayton, 1987a; Lu
et al., 2010; Noh
et al., 2016; Wang
et al., 2010

SAMMSON Facilitating p32
targeting to the
mitochondria in
melanoma cells;
regulating rRNA
maturation and
protein synthesis

Unknown Leucci et al., 2016;
Vendramin et al.,
2018

TERC RNA component of
telomerase

Mitochondrion-
cytosol
communication

Cheng et al., 2018;
Zheng et al., 2019

GAS5 Regulating INSR
gene transcription;
functioning as an
RNA sponge

Modulating
mitochondrial
tricarboxylic acid
flux

Mourtada-
Maarabouni et al.,
2010; Sang et al.,
2021

Various
miRNAs
(including
miR-1,
miR-181c,
miR-378)
pre-miRNAs,
and siRNAs

Repressing mRNA
translation

Repressing or
activating mRNA
translation;
repressing
transcription

Barrey et al., 2011;
Gan et al., 2019;
Gao et al., 2021;
Jeandard et al.,
2019; Vendramin
et al., 2017; Zhang
et al., 2014

28S rRNA Component of the
cytosolic ribosome

None (degraded in
the mitochondrial
IMS)

Huang et al., 2018
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The mitochondrial RNA import process can be roughly
divided into three steps:

The Step(s) Before Cross-Membrane
Translocation
Cytosolic factors appear to be required for mitochondrial import
of some non-coding RNAs but not all. In Trypanosoma brucei,
the tRNA T-stem nucleotide pair and its cytosolic binding
partner elongation factor 1a (EF1a) determine the specificity of
tRNA import into mitochondria (Bouzaidi-Tiali et al., 2007).
On the other hand, isolated mitochondria from Leishmania
tarentolae can import in vitro-transcribed tRNAs without any
added cytosolic factors (Rubio et al., 2000). Potato (Solanum
tuberosum) mitochondria can also import cytosolic tRNAAla of
Arabidopsis thaliana in the absence of additional cytosolic protein
fraction (Delage et al., 2003).

In Saccharomyces cerevisiae, one of the two cytoplasmic lysine-
tRNA isoacceptors, tRNALys

CUU (tRK1), is selectively imported
into mitochondria. Mitochondrial outer membrane-attached
glycolytic enzyme enolase binds the aminoacylated tRNALys

CUU
and acts as an RNA chaperone, possibly with the assistance
of additional unidentified cytosolic factors. The interaction
causes a conformational change that increases the affinity of
tRNALys

CUU to another protein factor pre-mitochondrial lysyl-
tRNA synthetase (preMsk1p) (Tarassov et al., 1995b), allowing
tRNALys

CUU to be co-imported into mitochondrial matrix
(Brandina et al., 2006; Entelis et al., 2006; Baleva et al., 2017).
Moreover, in vitro import assays have shown that mitochondria
isolated from HepG2 cells can internalize yeast tRNALys

CUU
(tRK1) in the presence of yeast cytosolic factors, suggesting that
the mitochondrial RNA import machinery might be conserved
in yeast and humans (Kolesnikova et al., 2000). In contrast, yeast
mitochondrial import of tRNAGln does not seem to require any
cytosolic factor (Rinehart et al., 2005), and neither does import of
tRNAGln into mammalian mitochondria (Rubio et al., 2008).

Cytosolic protein factors have also been shown to regulate the
mitochondrial import of 5S rRNA in mammals. Newly translated
mitochondrial ribosomal protein L18 may bind and reshape
the conformation of cytosolic 5S rRNA (Smirnov et al., 2011).
This conformational change allows 5S rRNA to interact with
newly synthesized rhodanese, and subsequently the RNA-protein
complex is imported into mitochondrial matrix (Smirnov et al.,
2010). In vitro import of 5S rRNA into purified mitochondria,
however, does not require any of these protein partners (Wang
et al., 2010), suggesting that these protein factors are dispensable
for mitochondrial import of 5S rRNA.

In addition to co-importing with cytosolic factors, bringing
non-coding RNAs to the close proximity of mitochondrial
outer membrane seems to be another way of assisting their
import. Most of the nucleus-encoded mitochondrial inner
membrane proteins are translated by the ribosomes on the outer
surface of mitochondrial outer membrane, and are imported
co-translationally (Holt and Bullock, 2009; Williams et al.,
2014). A mitochondrial RNA degradation machinery consisting
of RNASET2 as the ribonuclease and PNPASE as an RNA
transportation regulator has recently been identified in the

mitochondrial IMS (Liu et al., 2017). It has been shown
that mitochondrion-associated 28S rRNA can be targeted for
degradation by this RNA degradation machinery (Huang et al.,
2018). How the 28S rRNA is selected for degradation and how it
is extracted from the ribosomes and imported into mitochondrial
IMS remains to be elucidated.

Translocation Across the Mitochondrial
Outer Membrane
Two classes of channels in the mitochondrial outer membrane,
the translocase of the outer membrane (TOM) complex and the
voltage-dependent anion channel (VDAC) have been postulated
as the channels for mitochondrial RNA import.

In yeast S. cerevisiae, mitochondrial uptake of tRNALys
CUU

is inhibited by treatment of mitochondria with proteases,
suggesting that certain outer membrane receptors may have a
role in tRNALys

CUU import (Tarassov et al., 1995a). Furthermore,
the mitochondrial cross-membrane translocation of tRNALys

CUU
is dependent on energy and an intact transmembrane potential,
similar to mitochondrial protein import (Entelis et al., 2001).
Mitochondria from yeast cells carrying mutant mom19 or mim44
alleles show significant defects in tRNALys

CUU import, indicating
that yeast mitochondrial outer membrane translocase MOM19
and inner membrane translocase MIM44 are important for the
import process (Tarassov et al., 1995a).

In plants, cytosolic tRNAAla of A. thaliana has been shown to
interact with S. tuberosum VDAC, and its import into isolated
mitochondria is inhibited by mitochondrial respiration blockers,
such as valinomycin, oligomycin, KCN, and FCCP (Delage et al.,
2003). The import can also be inhibited by anti-VDAC antibodies
and Ruthenium red, indicating the involvement of VDAC in
translocation of tRNAs (Salinas et al., 2006). Moreover, the
import is inhibited by trypsin treatment (Delage et al., 2003)
and subsequent studies show that TOM20 and TOM40 may have
additional roles in regulating tRNA import (Salinas et al., 2006).
It should be noted that all these data only show that these proteins
are somehow involved, but do not tell whether the involvement is
direct or indirect.

Translocation Across the Mitochondrial
Inner Membrane
Some mitochondrial non-coding RNAs may hitchhike the
mitochondrial protein import pathway, especially those RNAs
that have been shown to be co-imported with mitochondrial
proteins such as tRNAs and 5S rRNA. As mentioned above, in
yeast, mitochondrial inner membrane translocase MIM44 has
been implicated in tRNALys

CUU import (Tarassov et al., 1995a).
Even though the inner membrane protein translocons have
channels that can accommodate the size of an RNA molecule,
they do not seem to be compatible with the predominantly
negative charge of the molecule if the RNA is imported in a
naked state. However, co-importing with mitochondria-targeted
precursor proteins may overcome this incompatibility.

The dependence on membrane potential for RNA import
varies between organisms. The membrane potential is required
for the import of tRNAs into plant mitochondria and the import
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of tRNALys
CUU into yeast mitochondria (Kolesnikova et al.,

2000; Delage et al., 2003). However, tRNA import into protozoa
L. tarentolae and mammalian mitochondria does not need a
membrane potential (Rubio et al., 2000, 2008).

In Leishmania tropica, tRNA import across the mitochondrial
inner membrane involves a 600-kDa RNA-import complex
(RIC), and some of the subunits are members of the respiratory
complex (Salinas et al., 2008). Whether this inner membrane
protein complex exists in other species remains to be clarified.

In mammals, translocation of lncRNAs across the
mitochondrial outer and inner membrane is facilitated by
mitochondrial IMS protein PNPASE. Mammalian PNPASE
localizes on the outer surface of mitochondrial inner membrane
(Chen et al., 2006), forming a trimer or a dimer of trimers (Wang
et al., 2010). It is unlike most peripheral membrane proteins,
as the association with the inner membrane is much stronger.
PNPASE is a 3′–5′ exoribonuclease in bacteria. PNPASE purified
from mammalian mitochondria, however, has no ribonuclease
activity (Liu et al., 2017). In fact, neither mitochondrial matrix,
nor mitochondrial total membrane that harbors mammalian
PNPASE contains any obvious ribonuclease activity (Liu et al.,
2017). PNPASE has been shown to not only mediate the import of
most lncRNAs and one miRNA miRNA-378 into mitochondrial
matrix, but also the export of mitochondrial RNAs from the
matrix to the IMS to be degraded (Wang et al., 2010; Liu et al.,
2017; Shepherd et al., 2017). In addition, import of cytosolic 28S
rRNA into mitochondrial IMS for degradation (Huang et al.,
2018) and export of TERC-53 are also mediated by PNPASE
(Cheng et al., 2018).

Identifying the RNA channel in the mitochondrial inner
membrane remains one of the biggest hurdles of the field.
Research done on mtDNA import and export may provide some
clues. DNA import into plant mitochondria has been shown
to be inhibited by the adenine nucleotide translocase (ANT)
inhibitor atractyloside, suggesting the involvement of ANT in
DNA import (Koulintchenko et al., 2003). ANT proteins are the
main components of the mitochondrial permeability transition
pore (mPTP). The effectors of mPTP, however, have opposite
effects on DNA import (Koulintchenko et al., 2003), suggesting
that ANT itself but not mPTP is involved in DNA import
into plant mitochondria. It should be noted that these are all
indirect proofs.

Mitochondrial permeability transition pores, however, have
been shown to be involved in the release of mtDNA into the
cytosol under stress conditions (Oka et al., 2012; Jeonghan
et al., 2019). Whether ANTs or mPTPs directly function in
mitochondrial RNA translocation across the inner membrane
remains to be investigated.

The mitochondrial translocation mechanisms of other
mammalian non-coding RNAs, such as SAMMSON, GAS5, and
mecciRNAs, remain largely unclear.

MITOCHONDRIAL RNA EXPORT

Studies have shown that mitochondria also export non-codings
RNAs and mtDNA (Table 2). Under stress, mitochondria release
mtDNA into the cytosol, which can trigger the immune response

TABLE 2 | Mammalian mitochondrial RNA exportome.

Name Mitochondrial
function

Proposed
function outside
mitochondria

References

mtDNA Mitochondrial
genome

Initiating immune
response

Jeonghan et al.,
2019; Oka et al.,
2012

SncmtRNA Unknown Related to cell
proliferation and
cell cycle?

Birgit et al., 2007;
Burzio et al., 2009;
Dietrich et al.,
2015; Vidaurre
et al., 2014

ASncmtRNA-1/2 Unknown Functioning as
tumor
suppressors?

Birgit et al., 2007;
Burzio et al., 2009;
Dietrich et al.,
2015; Vidaurre
et al., 2014

LIPCAR Unknown Biomarker of
cardiac
remodeling?

Dietrich et al.,
2015; Kai-Chien
et al., 2018;
Kumarswamy et al.,
2014

mecciRNA Unknown Functioning as
mitochondrial
protein folding
chaperones,
facilitating
mitochondrial
protein import

Liu et al., 2020

TERC-53 Unknown Initiating
mitochondrial
stress response?

Cheng et al., 2018;
Zheng et al., 2019

by activating the cGAS-STING pathway (Oka et al., 2012;
Jeonghan et al., 2019). The mPTP and the outer membrane
pore formed by VDAC oligomerization have been shown to be
involved in the release of mtDNA (Oka et al., 2012; Jeonghan
et al., 2019). Recent studies have shown that mitochondria
also release double-stranded RNAs (dsRNAs) into the cytosol
in a PNPASE-dependent manner (Dhir et al., 2018). It was
proposed that PNPASE was the ribonuclease that degrades
mitochondrial RNAs in the mitochondrial IMS but not in the
matrix, and that defects in mitochondrial RNA degradation led
to accumulation of mitochondrial dsRNAs in the cytosol (Chen
et al., 2006). PNPASE localizes mainly in the mitochondrial
IMS, and so do most mitochondrial nuclease activities such
as RNASET2, REXO2 and Endonuclease G (Cote and Ruiz-
Carrillo, 1993; Francesco et al., 2013; Huang et al., 2018). It
should be noted that mammalian PNPASE has no ribonuclease
activity, and neither does mitochondrial total membrane that
harbors PNPASE (Liu et al., 2017). Therefore, it is more logical
to conclude that PNPASE is involved in the substrate delivering
step of mtRNA degradation.

In addition to dsRNAs, other mtDNA-encoded non-coding
RNAs have been detected outside of mitochondria. One
example is SncmtRNA, a 2374-nucleotide chimeric transcript
composed of mitochondrial 16S rRNA covalently linked
to an 815-nucleotide 5′-leader fragment derived from the
complementary strand (Birgit et al., 2007). SncmtRNA is
polyadenylated and forms an 820 bp double-stranded structure
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with a 40-nucleotide loop (Dietrich et al., 2015). SncmtRNA
is preferentially expressed in highly proliferating normal and
cancer cells (Birgit et al., 2007). Two antisense lncRNAs of
SncmtRNA (ASncmtRNA-1 and ASncmtRNA-2) have also been
identified in normal proliferating cells (Burzio et al., 2009).
All three RNAs are present both in mitochondria and in the
nucleus (Eduardo et al., 2011), suggesting a mitochondrial
export process. ASncmtRNAs are downregulated in tumor
cells, and a role as tumor suppressors has been postulated
(Vidaurre et al., 2014).

Another mitochondrion-encoded lncRNA LIPCAR is also a
chimeric transcript, formed between the 5′-end of COX2 and 3′-
end of CYTB. It was identified in the plasmas from patients with
chronic heart failure (Kumarswamy et al., 2014; Kai-Chien et al.,
2018). The function of LIPCAR remains unclear.

In addition to lncRNAs, mitochondrial genome also
produces a set of miRNAs. These miRNAs, however, appear
to remain within mitochondria (Ro et al., 2013). Recently,
RNA-sequencing has identified hundreds of circular RNAs
(mecciRNAs) that are also encoded by the mitochondrial
genome (Liu et al., 2020). Unlike mitochondrial genome-
encoded miRNA, mecciRNAs have been shown to shuttle
in and out of mitochondria (Liu et al., 2020). While in
the cytosol, mecciRNAs function as chaperones in the
folding of mitochondrial proteins, facilitating their import
(Liu et al., 2020).

Finally, one of the imported RNAs TERC has been shown to
be processed within mitochondria, and the processing product
TERC-53 is exported to the cytosol, where it functions as a
downstream indicator of mitochondrial stress (Cheng et al.,
2018). Cytosolic TERC-53 has been shown to be involved in
cellular senescence and organismal aging (Zheng et al., 2019).

THE FUNCTIONS OF MITOCHONDRIAL
NON-CODING RNAS IN
COMMUNICATION BETWEEN
MITOCHONDRIA AND OTHER
CELLULAR COMPARTMENTS

The known functions of mitochondrial non-coding RNAs in
communication between cellular compartments can be roughly
categorized into following groups (Figure 1):

Rescuing Mitochondrial Defects Under
Stress
Yeast tRNALys

CUU (tRK1) is one of the tRNAs that has been
shown to be imported into mitochondria (Martin et al., 1979).
Yeast mitochondrial genome already encodes a functional
tRNALys (tRK3). The wobble uridine of the tRK3 anticodon has
a 2-thio modification, which cannot be formed efficiently at
37◦C. Consequently, codon recognition by tRK3 is compromised
under heat-shock conditions, and the normally dispensable
tRK1 becomes essential for the translation of AAG codon
(Martin et al., 1979).

Assisting Import of Mitochondrial
Proteins
For a long time, it was believed that the imported 5S rRNA
was incorporated into mitochondrial ribosomes. However, recent
cryo-EM studies show that mammalian mitochondrial ribosomes
do not stably integrate 5S rRNA, but contain a mitochondrion-
encoded tRNA instead (Brown et al., 2014; Greber et al., 2015;
Rorbach et al., 2016). The function of mitochondrial 5S rRNA
may lie in the import itself. It has been shown that 5S rRNA
is co-imported with rhodanese, acting as a molecular chaperone
by interacting with newly-translated rhodanese and maintaining
it in an enzymatically inactive state (Smirnov et al., 2010). The
interaction facilitates the mitochondrial import of both 5S rRNA
and rhodanese (Smirnov et al., 2010).

Another example of non-coding RNA assisting mitochondrial
protein import is SAMMSON. SAMMSON is predominantly
expressed in aggressive melanomas (Leucci et al., 2016).
Mitochondrial association of SAMMSON has been confirmed
with multiplex RNA FISH. Whether SAMMSON is imported
into mitochondria, however, remains to be confirmed. One
of the SAMMSON-interacting protein is p32 (Leucci et al.,
2016; Vendramin et al., 2018), a well-established regulator of
mitochondrial ribosome assembly and mitochondrial protein
synthesis (Fogal et al., 2010). Knockdown of SAMMSON in
melanoma cells impairs mitochondrial targeting of p32, leading
to mitochondrial translation defects and subsequently triggering
apoptotic cell death (Leucci et al., 2016).

mecciRNAs are the last known group of mitochondrial RNAs
that fall into this category (Liu et al., 2020). These circular RNAs
can be imported into mitochondria by themselves (Liu et al.,
2020). Linearization abolishes their import. mecciRNAs show
certain degrees of specificity with the proteins that they assist.
The import of the target proteins is most efficient when the RNAs
are added co-translationally (Liu et al., 2020). Interaction of the
RNAs with known components of mitochondrial protein and
RNA import pathways such as TOM40 and PNPASE has also
been observed (Liu et al., 2020). One of the mecciRNAs that have
been further studied is mecciDN1. It has been shown to facilitate
the mitochondrial import of RPA32 and RPA70, both of which
are components of mtDNA replication and repair machineries
(Liu et al., 2020). Under stress conditions such as UV and
hydrogen peroxide treatments, mecciDN1 levels are upregulated
and mitochondrial RPA32 and RPA70 levels increase even though
the total protein levels remain the same (Yue et al., 2006; Liu
et al., 2020). Upregulation of mecciDN1 levels was also observed
in tumor samples.

Co-regulating Cytosolic and
Mitochondrial Translation Programs
Mitochondrial biosynthesis requires coordination of nuclear and
mitochondrial genomes. The subunits of OXPHOS complexes
are encoded in both genomes, and synchronization of the
cytosolic translation and mitochondrial translation programs has
been shown to be critical for the assembly of these complexes and
their functions (Couvillion et al., 2016). SAMMSON-interacting
protein p32 in cancer cells is a well-established regulator of
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FIGURE 1 | The functions of mitochondrial non-coding RNAs in communication between mitochondria and other cellular compartments. The black arrows indicate
the directions of trafficking. The red arrows indicate positive regulations of cellular processes. FH stands for fumarate hydratase and CS stands for citrate synthase.

mitochondrial ribosome assembly and mitochondrial protein
synthesis (Fogal et al., 2010). Knockdown of SAMMSON in
melanoma cells decreases mitochondrial p32 levels and induces
mitochondrial protein synthesis defects (Leucci et al., 2016).
Recent studies have shown that SAMMSON also regulates
rRNA maturation and protein synthesis in the cytosol by
interacting with CARF (Vendramin et al., 2018). CARF is
normally a nucleoplasm protein that interacts with XRN2 (5′–3′
exoribonuclease 2) (Shigeko et al., 2015). XRN2 has a crucial role
in maturation of virtually all RNAs and in nuclear RNA turnover.
In the nucleoli, it is vital for maturation of 5.8S rRNA and 28S
rRNA (Shigeko et al., 2015). Interaction of CARF with XRN2
in the nucleoplasm thus limits entry of XRN2 into the nucleoli.
SAMMSON promotes p32 binding to CARF in the cytosol, which
limits CARF localization in the nucleoplasm, interferes with its
binding to XRN2, and favors localization of XRN2 to the nucleoli
(Vendramin et al., 2018). Therefore, SAMMSON stimulates
protein synthesis both in the cytosol and mitochondria, hence
conferring a growth advantage to the cancer cells.

A recently discovered RNA degradation machinery in the
mitochondrial IMS consisting of RNASET2 as the ribonuclease
and PNPASE as an RNA transportation regulator has also been
shown to co-regulate cytosolic translation and mitochondrial
translation, but in a different fashion (Liu et al., 2017; Huang
et al., 2018). Most of the nucleus-encoded mitochondrial
inner membrane proteins have been shown to be translated
by mitochondrion-associated ribosomes at the outer surface
of mitochondrial outer membrane (Holt and Bullock, 2009;
Williams et al., 2014). The IMS RNA degradation machinery
not only functions in degradation of mitochondrial rRNAs
and mRNAs, but also selectively degrades 28S rRNA from
the ribosomes on the outer surface of mitochondrial outer
membrane (Liu et al., 2017; Huang et al., 2018). The ribonuclease

activity responds sensitively to a series of cellular conditions,
such as pH, ATP and divalent metal ions (Liu et al., 2017;
Huang et al., 2018), providing an elegant mechanism for co-
regulating translation programs in and out of mitochondria,
as well as coordinating mitochondrial biosynthesis to these
cellular conditions. Moreover, the ribonuclease activity regulates
both nuclear rRNA transcription and mitochondrial rRNA
transcription through a yet uncharacterized compensatory
feedback signaling pathway (Liu et al., 2017; Huang et al.,
2018). How the rRNAs are delivered across mitochondrial
inner membrane and outer membrane also remains to
be investigated.

What we have described are two cases where general
translation programs are regulated by mitochondrial non-coding
RNAs. There are also mitochondrial non-coding RNAs that
regulate expression of individual proteins both inside and outside
mitochondria. One example is miR-1, a microRNA specially
induced during myogenesis (Zhang et al., 2014). miR-1 is
imported into mitochondria, where it recruits ND1 and COX1
mRNAs to mitochondrial ribosomes in an AGO2-dependent
manner (Zhang et al., 2014). Instead of acting as a suppressor of
protein expression, miR-1 activates expression of ND1 and COX1
in the mitochondria during muscle differentiation (Zhang et al.,
2014). miR-1 has also been shown to target IGF1 and CCND1
mRNAs in the cytosol, where it functions as an inhibitor of
the expression of these two proteins (Gan et al., 2019). CCND1
is an important cell cycle regulator and IGF1 has functions in
many aspects of cell metabolism and proliferation (Montalto and
Amicis, 2020). By inhibiting their expression, miR-1 thus has
a negative impact on G1/S phase transition, proliferation and
viability of cardiomyocytes. By coordination its functions in and
out of mitochondria, miR-1 thereby fine-tunes the switch of cell
types and metabolism programs.
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Functioning as Retrograde Signals
Mitochondria have to change their functional states in response
to cellular needs and environmental cues. One of the vital
steps is reporting their functional states to the nucleus and
other cellular compartments, so mitochondrial biosynthesis,
and mitochondrial repair or recycling programs such as
mitochondrial unfolded protein responses can be upregulated
or inhibited (Li et al., 2021). Mitochondrial non-coding
RNAs have also been shown to function in mitochondrial
retrograde signaling. One example is the dsRNAs exported from
mitochondria. In the cytosol, these RNAs engage a MDA5-driven
immune signaling pathway that activates a type I interferon
response (Dhir et al., 2018). The mitochondrial IMS degradation
machinery that restricts the release of mitochondrial dsRNAs
could therefore play a vital role in restricting this auto immune
response (Liu et al., 2017; Huang et al., 2018; Maciej et al., 2020).
Whether it is also involved in defense against the invasion of RNA
viruses remains to be investigated.

Another example of mitochondrial RNAs initiating
downstream signals outside of mitochondria is TERC-53.
TERC-53 is a cleavage product of telomerase RNA TERC by the
above-mentioned ribonuclease RNASET2 in the mitochondrial
IMS (Cheng et al., 2018; Zheng et al., 2019). After its processing,
TERC-53 is exported and localizes mainly in the cytosol. The
cytosolic TERC-53 engages different downstream effectors in
different cell types (Cheng et al., 2018; Zheng et al., 2019). We
have shown that in cancer cells and in neuronal cells, cytosolic
TERC-53 has very different binding partners (Unpublished data)
(Cheng et al., 2018; Zheng et al., 2019). TERC-53 levels respond
to mitochondrial functional states and one of the downstream
events is reprogramming the expression of a subset of genes that
are involved in stress responses, which eventually manifests in
cellular senescence and organismal aging (Cheng et al., 2018;
Zheng et al., 2019).

SncmtRNA and its antisense lncRNAs (ASncmtRNA-1 and
ASncmtRNA-2) have been found both in mitochondria and in
the nucleus (Birgit et al., 2007; Burzio et al., 2009; Vidaurre
et al., 2014; Dietrich et al., 2015; Figure 1). Both ASncmtRNAs
are downregulated in cancer cells, and further knockdown of
ASncmtRNAs in cancer cells induces cell death by apoptosis.
In endothelial cells, ASncmtRNA-2 is upregulated in aging and
replicative senescence (Bianchessi et al., 2015). Even though their
exact functions remain unknown, their localization in the nucleus
suggests a role in mitochondrial retrograde signaling.

Co-regulating Metabolic Pathways in
Mitochondria and the Cytosol
Most of the functions summarized so far may eventually lead to
co-regulation of the cytosolic and the mitochondrial metabolic
programs, but some mitochondrial non-coding RNAs appear
to directly regulate the activities of the components of these
metabolic pathways. GAS5 is a lncRNA that contains a 5′-
terminal oligo pyrimidine (TOP) stretch (Mourtada-Maarabouni
et al., 2010). The 5′-TOP sequence is normally found in mRNAs
under the control of mTOR (Kahan and Meyuhas, 2015). Recent
studies have shown that GAS5 is translocated to mitochondria

under nutrient stress, where it disrupts metabolic enzyme tandem
association of fumarate hydratase, malate dehydrogenase, and
citrate synthase (Sang et al., 2021). Downregulation of the
interaction between GAS5 and these enzymes has been observed
in cancer cells (Sang et al., 2021). Even though the mechanistic
details linking GAS5 and mTOR are still to be elucidated, given
the importance of mTOR in nutrient sensing and metabolism,
these data suggest a co-regulation of the metabolic pathways in
and out of mitochondria by GAS5.

DISCUSSION

There have been some doubts about the validity of the
mitochondrial RNA import field, partially due to the technical
challenge of truly separating isolated mitochondria and cytosolic
contaminants. Other concerns came from the findings that some
of the imported RNAs do not share the same functions as their
cytosolic counterparts. Opposing evidence has been expertly
summarized by Gammage et al. (2018). Most of the arguments
have been focused on three non-coding RNAs: RMRP, H1 RNA
and 5S rRNA.

Mitochondrial RNA processing ribonuclease (RNase MRP)
was originally identified as a site-specific endoribonuclease that
generates primer RNA for mtDNA replication (Chang and
Clayton, 1987b). It contains an RNA subunit, RMRP (Chang
and Clayton, 1987a; Lu et al., 2010). Mitochondrial G-rich RNA
sequence-binding factor 1 (GRSF1) has been shown to bind
RMRP and thus enhance its retention in the mitochondrial
matrix (Noh et al., 2016). However, it has also been shown
that after micrococcal nuclease treatment of Percoll gradient-
purified HeLa mitochondria, the amount of full-length RMRP
associated with the mitochondria is about 1 RNA molecule
per 100 mitochondria (Kiss and Filipowicz, 1992), suggesting
that the detected mitochondrial RMRP might come from outer
membrane-associated contaminants. On the other hand, Topper
and colleagues argued that the very low level of RMRP should
be sufficient for its function (Topper et al., 1992). In addition,
in situ hybridization and biochemical analysis has also supported
mitochondrial localization of RMRP in mouse cardiomyocytes
(Li et al., 1994). More recently, the necessity of RMRP in
mitochondria was again brought into question, as it has been
reported that the primer RNA required for mtDNA synthesis
can be formed by transcription termination stimulated by the
G-quadruplex structure of nascent RNA (Wanrooij et al., 2010),
independent of RNase MRP. It, however, should be noted that the
imported RMRP is cleaved and processed (Chang and Clayton,
1987a; Noh et al., 2016), so the quantification of the levels of the
RNA within mitochondria might not be accurate and the function
is most likely different from its nuclear counterpart.

The controversy on mitochondrial import of H1 RNA is
mostly based on two findings that could easily coexit. Nuclear
H1 RNA is the RNA subunit of RNase P. It forms the
catalytic core of the enzyme, and can mediate the cleavage
of tRNA precursors at the 5′ end in the absence of protein
subunits (Kikovska et al., 2007). The secondary structures
of bacterial, archaeal and eukaryotic nuclear H1 RNAs are

Frontiers in Cell and Developmental Biology | www.frontiersin.org 7 August 2021 | Volume 9 | Article 688523

https://www.frontiersin.org/journals/cell-and-developmental-biology
https://www.frontiersin.org/
https://www.frontiersin.org/journals/cell-and-developmental-biology#articles


fcell-09-688523 July 28, 2021 Time: 13:37 # 8

Huang et al. Mitochondrial Non-coding RNAs

conserved (Ellis and Brown, 2009). In yeast mitochondria, H1
RNA is encoded by mitochondrial gene RPM1 (Turk et al., 2013),
but in mammalian mitochondria, a nucleus-encoded RNA has
been shown to be a part of the RNase P activity. The RNA
sequence of mitochondrial H1 RNA appears to be identical
with its nuclear counterpart (Puranam and Attardi, 2001), even
though the substrate specificities are different (Rossmanith et al.,
1995). The controversy arose when a protein-only RNase P
complex, comprising of MRPP1, MRPP2, and MRPP3, has been
identified in human mitochondria. In vitro assays showed that the
complex reconstituted with the proteins purified from bacteria
is capable of processing single tRNA procursors (Holzmann
et al., 2008). Again, it should be noted that some mitochondrial
tRNA genes are grouped together and lack an intervening
presequence. Removing the RNA component of mitochondrial
RNase P activities results in inefficient processing of these
tRNA precursors (Wang et al., 2010), suggesting that the two
mitochondrial RNase P complexes may coexist and have different
substrate specificities.

The debate on 5S rRNA import into mitochondria mainly
stems from a lack of clear mitochondrial function. Even though
mammalian mitochondrial genomes encode two ribosomal
RNAs (16S and 12S rRNA), nucleus-encoded 5S rRNA has
also been detected in highly purified mammalian mitochondria
(Yoshionari et al., 1994; Magalhães et al., 1998). 5S rRNA is
an integral component of ribosomes in nearly all organisms.
In plant, 5S rRNA is encoded by the mitochondrial genome
and is a component of plant mitochondrial ribosomes (Waltz
et al., 2020). Therefore, it was naturally assumed to be a subunit
of the mammalian mitochondrial ribosome. Unexpectedly, 5S
rRNA is absent in the structures of mammalian mitoribosomes.
The putative position of 5S rRNA is occupied by a L-shaped
mitochondrial tRNA (Brown et al., 2014; Greber and Ban, 2016).
Therefore, the molecular function of mitochondrial 5S rRNA
remains to be identified. Non-coding RNAs having different
functions in different locations, however, has been proven to be
more of a common theme than an exception (Noh et al., 2016;
Zheng et al., 2019).

A few concepts also need to be clarified. Mitochondrion-
association means colocalization of these RNAs with
mitochondria. These RNAs could be on the outer surface of
mitochondrial outer membrane or within the outer membrane.
FISH assay is a good approach to verify the association but does
not distinguish the two possibilities. Biochemical assays such as
ribonuclease treatment and mitoplasting (striping mitochondria
of their outer membrane) are usually required to determine
whether an RNA is indeed imported into mitochondria.
However, nuclease treatment and mitoplasting only enriches
those RNAs that are imported into mitochondrial matrix.
Biochemically, mitochondrial IMS localization of a certain
RNA can only be confirmed if the RNA levels are higher in the
mitochondrial IMS than in all the other cellular compartments
such as ER, lysosomes and the mitochondrial matrix. Otherwise,
it is very hard to prove that it is not from contamination. The
same argument goes against the matrix localization of a very
small fraction of PNPASE as claimed (Borowski et al., 2013).
Combined FISH cryo-EM is the only technique with high enough

resolution to directly examine mitochondrial IMS localization of
an RNA. However, this technique also works best when the RNA
levels are relatively high.

Therefore, the current mitochondrial RNA importome
encompasses mostly RNAs imported into mitochondrial matrix.
The real mitochondrial RNA importome is likely much bigger.
As mentioned above, the trafficking appears to be bi-directional
and there are at least three destinations. Some cytosolic RNAs
are transported into the matrix, while some mitochondrial RNAs
are exported to the cytosol. And some RNAs are imported
to mitochondrial IMS. It has been shown that neither the
mitochondrial matrix nor the mitochondrial total membrane
contains any ribonuclease or nuclease activity under normal
conditions (Liu et al., 2017). Mitochondrial IMS is where all the
ribonucleases and nucleases reside (Liu et al., 2017; Huang et al.,
2018). Therefore, most of the RNAs targeted into mitochondrial
IMS are quickly degraded and their transportation has to be
examined with indirect approaches.

Mitochondrion-associated 28S rRNA and some other non-
coding RNAs are selectively degraded by the RNASET2 in the
mitochondrial IMS (Huang et al., 2018), suggesting the import
of these RNAs into the mitochondrial IMS. Degradation of
these RNAs responses to conditions such as pH, ATP and
divalent metal ions both in vitro with purified ribonuclease
and in organello (Huang et al., 2018), which should be a
criterion for deducing whether an enzyme directly functions
in a mitochondrial process. Most of the enzymes that have
been postulated to directly function in mitochondrial RNA
degradation do not meet this criterion and are most likely
indirectly involved. Interestingly, this machinery seems to share
some similarities with a newly discovered proteolytic pathway
that degrades cytosolic protein aggregates (Jin et al., 2017).

In addition, we have performed the import assay of RNAs into
isolated mitochondria and mitoplasts. Some RNAs are imported
into mitochondria with higher efficiency than into mitoplasts,
while some prefer mitoplasts to mitochondria, suggesting that
the former group of RNAs may be mostly imported into
mitochondrial IMS (unpublished data). Moreover, most of these
imported RNAs are cleaved (unpublished data) (Chang and
Clayton, 1987a; Noh et al., 2016; Cheng et al., 2018). Therefore,
they are unlikely to perform similar functions in mitochondria as
their full-length counterparts.

Up until now, few attempts have been made at understanding
the RNA export processes, except that PNPASE has been shown
to be involved in the export of mitochondrial dsRNAs (Dhir et al.,
2018). Most of the studies have been conducted on the import
processes. Based on the limited knowledge, import and export
pathways may share most of their components. One of the biggest
questions is about substrate selection. Because of the complete
lack of evidence, we can only speculate that maybe interaction
with other proteins might determine which RNAs remain in the
matrix.

CONCLUSION

Nucleic acid translocation in and out of mitochondria has
become an exciting field with lots of challenges. There are
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still many important questions to be answered. How are these
RNAs selected for import and export? Why are some destined
for degradation in the mitochondrial IMS but not the other?
How do RNAs cross mitochondrial inner membrane? What are
the functions of these RNAs? With the recent development of
sequencing and imaging technology, more mitochondrial non-
coding RNAs are sure to be identified. Caution, however, should
be taken when interpreting the results. It is important not to
have pre-assumptions. Most of the time, we tend to look for
similar functions for a biological molecule in a different location.
No similar function found should never be a direct argument
against the localization. Given the fact that most of the imported
lncRNAs are processed, their functions in mitochondria are
most likely different from those of the full-length cytosolic
counterparts. On the other hand, a simple correlation study
should not be used as the full proof of a direct function.

It has also become increasingly clear that most of these
import and export events happen under specific conditions
such as nutrient stress and only in certain cell types. Non-
coding RNAs normally are involved in fine-tuning of cellular
processes. The study on functions sometimes proves to be
difficult given the lack of strong phenotypes. Finding the right

conditions and right model systems is essential. Finally, it
is always important to keep an open mind. It used to be
believed by most that mitochondrial RNA degradation could
only happen in the matrix, but with more evidence emerging,
mitochondrial RNA degradation in the IMS has become more
widely accepted even though the identity of the ribonuclease is
still under debate.

AUTHOR CONTRIBUTIONS

JH and GW contributed in writing and revision of the
manuscript. SW and PW contributed in preparing the tables and
figure.

FUNDING

This review paper was supported by the Priority Research
Program of the Ministry of Science and Technology of the
People’s Republic of China (2017YFA0504600) and National
Natural Science Foundation of the People’s Republic of China
(grants 91649103 and 32091159).

REFERENCES
Akashi, K., Takenaka, M., Yamaoka, S., Suyama, Y., Fukuzawa, H., and

Ohyama, K. (1998). Coexistence of nuclear DNA-encoded tRNAVal(AAC) and
mitochondrial DNA-encoded tRNAVal(UAC) in mitochondria of a liverwort
Marchantia polymorpha. Nucleic Acids Res. 26, 2168–2172. doi: 10.1093/nar/
26.9.2168

Anderson, S., Bankier, A. T., Barrell, B. G., Bruijn, M., Coulson, A. R., Eperon, I. C.,
et al. (1981). Sequence and organization of the human mitochondrial genome.
Nature 290, 457–465.

Baleva, M. V., Meyer, M., Entelis, N., Tarassov, I., Kamenski, P., and Masquida,
B. (2017). Factors beyond enolase 2 and mitochondrial lysyl-tRNA synthetase
precursor are required for tRNA import into yeast mitochondria. Biochemistry
82, 1324–1335. doi: 10.1134/s0006297917110104

Barrey, E., Saint-Auret, G., Bonnamy, B., Damas, D., Boyer, O., and
Gidrol, X. (2011). Pre-microRNA and mature microRNA in human
mitochondria. PloS One 6:e20220. doi: 10.1371/journal.pone.00
20220

Bianchessi, V., Badi, I., Bertolotti, M., Nigro, P., and Lauri, A. (2015). The
mitochondrial lncRNA ASncmtRNA-2 is induced in aging and replicative
senescence in Endothelial Cells. J. Mol. Cell. Cardiol. 81, 62–70. doi: 10.1016/j.
yjmcc.2015.01.012

Birgit, L., Anja, Z., Madej, M. J., Markus, S., Sandra, T., Stephanie, R., et al. (2007).
Identification of small non-coding RNAs from mitochondria and chloroplasts.
Nucleic Acids Res. 34, 3842–3852. doi: 10.1093/nar/gkl448

Borowski, L. S., Dziembowski, A., Hejnowicz, M. S., Stepien, P. P., and Szczesny,
R. J. (2013). Human mitochondrial RNA decay mediated by PNPase-hSuv3
complex takes place in distinct foci. Nucleic Acids Res. 41, 1223–1240. doi:
10.1093/nar/gks1130

Bouzaidi-Tiali, N., Aeby, E., Charrière, F., Pusnik, M., and Schneider, A. (2007).
Elongation factor 1a mediates the specificity of mitochondrial tRNA import in
T. brucei. EMBO J. 26, 4302–4312. doi: 10.1038/sj.emboj.7601857

Brandina, I., Graham, J., Lemaitre-Guillier, C., Entelis, N., Krasheninnikov, I.,
Sweetlove, L., et al. (2006). Enolase takes part in a macromolecular complex
associated to mitochondria in yeast. Biochim. Biophys. Acta Bioenerg. 1757,
1217–1228. doi: 10.1016/j.bbabio.2006.07.001

Brown, A., Amunts, A., Bai, X. C., Sugimoto, Y., Edwards, P. C., Murshudov,
G., et al. (2014). Structure of the large ribosomal subunit from human
mitochondria. Science 346, 718–722.

Burzio, V. A., Villota, C., Villegas, J., Landerer, E., Boccardo, E., Villa, L. L., et al.
(2009). Expression of a family of noncoding mitochondrial RNAs distinguishes
normal from cancer cells. Proc. Natl. Acad. Sci. U.S.A. 106, 9430–9434. doi:
10.1073/pnas.0903086106

Calvo, S. E., Clauser, K. R., and Mootha, V. K. (2016). MitoCarta2. 0: an updated
inventory of mammalian mitochondrial proteins. Nucleic Acids Res. 44, D1251–
D1257.

Chang, D. D., and Clayton, D. A. (1987a). A mammalian mitochondrial RNA
processing activity contains nucleus-encoded RNA. Science 235, 1178–1184.
doi: 10.1126/science.2434997

Chang, D. D., and Clayton, D. A. (1987b). A novel endoribonuclease cleaves at a
priming site of mouse mitochondrial DNA replication. EMBO J. 6, 409–417.
doi: 10.1002/j.1460-2075.1987.tb04770.x

Chen, H. W., Rainey, R. N., Balatoni, C. E., Dawson, D. W., Troke, J. J., Wasiak, S.,
et al. (2006). Mammalian polynucleotide phosphorylase is an intermembrane
space RNase that maintains mitochondrial homeostasis. Mol. Cell. Biol. 26,
8475–8487. doi: 10.1128/mcb.01002-06

Cheng, Y., Liu, P., Zheng, Q., Gao, G., Yuan, J., Wang, P., et al. (2018).
Mitochondrial trafficking and processing of telomerase RNA TERC. Cell Rep.
24, 2589–2595. doi: 10.1016/j.celrep.2018.08.003

Cote, J., and Ruiz-Carrillo, A. (1993). Primers for mitochondrial DNA replication
generated by endonuclease G. Science 261, 765–769. doi: 10.1126/science.
7688144

Couvillion, M. T., Soto, I. C., Shipkovenska, G., and Churchman, L. S. (2016).
Synchronized mitochondrial and cytosolic translation programs. Nature 533,
499–503. doi: 10.1038/nature18015

Crausaz Esseiva, A., Marechal-Drouard, L., Cosset, A., and Schneider, A.
(2004). The T-stem determines the cytosolic or mitochondrial localization of
trypanosomal tRNAsMet. Mol. Biol. Cell 15, 2750–2757. doi: 10.1091/mbc.e03-
11-0821

Delage, L., Dietrich, A., Cosset, A., and Maréchal-Drouard, L. (2003). In vitro
import of a nuclearly encoded tRNA into mitochondria of Solanum tuberosum.
Mol. Cell. Biol. 23, 4000–4012. doi: 10.1128/mcb.23.11.4000-4012.2003

Dhir, A., Dhir, S., Borowski, L. S., Jimenez, L., Teitell, M., Rotig, A., et al. (2018).
Mitochondrial double-stranded RNA triggers antiviral signalling in humans.
Nature 560, 238–242. doi: 10.1038/s41586-018-0363-0

Dietrich, A., Wallet, C., Iqbal, R. K., Gualberto, J. M., and Lotfi, F. (2015).
Organellar non-coding RNAs: emerging regulation mechanisms sciencedirect.
Biochimie 117, 48–62. doi: 10.1016/j.biochi.2015.06.027

Frontiers in Cell and Developmental Biology | www.frontiersin.org 9 August 2021 | Volume 9 | Article 688523

https://doi.org/10.1093/nar/26.9.2168
https://doi.org/10.1093/nar/26.9.2168
https://doi.org/10.1134/s0006297917110104
https://doi.org/10.1371/journal.pone.0020220
https://doi.org/10.1371/journal.pone.0020220
https://doi.org/10.1016/j.yjmcc.2015.01.012
https://doi.org/10.1016/j.yjmcc.2015.01.012
https://doi.org/10.1093/nar/gkl448
https://doi.org/10.1093/nar/gks1130
https://doi.org/10.1093/nar/gks1130
https://doi.org/10.1038/sj.emboj.7601857
https://doi.org/10.1016/j.bbabio.2006.07.001
https://doi.org/10.1073/pnas.0903086106
https://doi.org/10.1073/pnas.0903086106
https://doi.org/10.1126/science.2434997
https://doi.org/10.1002/j.1460-2075.1987.tb04770.x
https://doi.org/10.1128/mcb.01002-06
https://doi.org/10.1016/j.celrep.2018.08.003
https://doi.org/10.1126/science.7688144
https://doi.org/10.1126/science.7688144
https://doi.org/10.1038/nature18015
https://doi.org/10.1091/mbc.e03-11-0821
https://doi.org/10.1091/mbc.e03-11-0821
https://doi.org/10.1128/mcb.23.11.4000-4012.2003
https://doi.org/10.1038/s41586-018-0363-0
https://doi.org/10.1016/j.biochi.2015.06.027
https://www.frontiersin.org/journals/cell-and-developmental-biology
https://www.frontiersin.org/
https://www.frontiersin.org/journals/cell-and-developmental-biology#articles


fcell-09-688523 July 28, 2021 Time: 13:37 # 10

Huang et al. Mitochondrial Non-coding RNAs

Eduardo, L., Jaime, V., Veronica, A., Burzio, L., and Oliveira, C. (2011). Nuclear
localization of the mitochondrial ncRNAs in normal and cancer cells. Cell.
Oncol. 34, 297–305. doi: 10.1007/s13402-011-0018-8

Ellis, J. C., and Brown, J. W. (2009). The RNase P family. RNA Biol. 6, 362–369.
doi: 10.4161/rna.6.4.9241

Entelis, N., Brandina, I., Kamenski, P., Krasheninnikov, I. A., Martin, R. P., and
Tarassov, I. (2006). A glycolytic enzyme, enolase, is recruited as a cofactor of
tRNA targeting toward mitochondria in Saccharomyces cerevisiae. Genes Dev.
20, 1609–1620. doi: 10.1101/gad.385706

Entelis, N. S., Kolesnikova, O. A., Martin, R. P., and Tarassov, I. A. (2001). RNA
delivery into mitochondria. Adv. Drug Deliv. Rev. 49, 199–215.

Esseiva, A. C., Naguleswaran, A., Hemphill, A., and Schneider, A. (2004).
Mitochondrial tRNA import in Toxoplasma gondii. J. Biol. Chem. 279, 42363–
42368. doi: 10.1074/jbc.m404519200

Fogal, V., Richardson, A. D., Karmali, P. P., Scheffler, I. E., Smith, J. W., and
Ruoslahti, E. (2010). Mitochondrial p32 protein is a critical regulator of tumor
metabolism via maintenance of oxidative phosphorylation. Mol. Cell. Biol.
30:1303. doi: 10.1128/mcb.01101-09

Francesco, B., Pasqua, G., Oliveira, J., Lightowlers, R. N., Chrzanowska-
Lightowlers, Z., and Cobine, P. A. (2013). REXO2 is an oligoribonuclease
active in human mitochondria. PloS One 8:e64670. doi: 10.1371/journal.pone.
0064670

Friedman, J. R., and Nunnari, J. (2014). Mitochondrial form and function. Nature
505, 335–343. doi: 10.1038/nature12985

Gammage, P. A., Moraes, C. T., and Minczuk, M. (2018). Mitochondrial genome
engineering: the revolution may not be CRISPR-Ized. Trends Genet. 34, 101–
110. doi: 10.1016/j.tig.2017.11.001

Gan, J., Tang, F. M. K., Su, X., Lu, G., Xu, J., Lee, H. S. S., et al. (2019). microRNA-
1 inhibits cardiomyocyte proliferation in mouse neonatal hearts by repressing
CCND1 expression. Ann. Transl. Med. 7, 455–455. doi: 10.21037/atm.
2019.08.68

Gao, K., Cheng, M., Zuo, X., Lin, J., Hoogewijs, K., Murphy, M. P., et al. (2021).
Active RNA interference in mitochondria. Cell Res. 31, 219–228. doi: 10.1038/
s41422-020-00394-5

Greber, B. J., and Ban, N. (2016). Structure and function of the mitochondrial
ribosome. Annu. Rev. Biochem. 85, 103–132.

Greber, B. J., Bieri, P., Leibundgut, M., Leitner, A., Aebersold, R., Boehringer, D.,
et al. (2015). The complete structure of the 55S mammalian mitochondrial
ribosome. Science 348, 303–308. doi: 10.1126/science.aaa3872

Gusic, M., and Prokisch, H. (2020). ncRNAs: new players in mitochondrial health
and disease? Front. Genet. 11:95. doi: 10.3389/fgene.2020.00095

Holt, C. E., and Bullock, S. L. (2009). Subcellular mRNA localization in animal cells
and why it matters. Science 326, 1212–1216. doi: 10.1126/science.1176488

Holzmann, J., Frank, P., Loffler, E., Bennett, K. L., Gerner, C., and Rossmanith, W.
(2008). RNase P without RNA: identification and functional reconstitution of
the human mitochondrial tRNA processing enzyme. Cell 135, 462–474. doi:
10.1016/j.cell.2008.09.013

Huang, J., Liu, P., and Wang, G. (2018). Regulation of mitochondrion-
associated cytosolic ribosomes by mammalian mitochondrial ribonuclease T2
(RNASET2). J. Biol. Chem. 293, 19633–19644. doi: 10.1074/jbc.ra118.005433

Jeandard, D., Smirnova, A., Tarassov, I., Barrey, E., Smirnov, A., and Entelis, N.
(2019). Import of non-coding RNAs into human mitochondria: a critical review
and emerging approaches. Cells 8:286. doi: 10.3390/cells8030286

Jeonghan, K., Rajeev, G., Blanco, L. P., Shutong, Y., Anna, S. K., Kening, W.,
et al. (2019). VDAC oligomers form mitochondrial pores to release mtDNA
fragments and promote lupus-like disease. Science 366:1531. doi: 10.1126/
science.aav4011

Jin, E., Zhang, Y., Florens, L., Ruan, L., and Zhou, C. (2017). Cytosolic proteostasis
through importing of misfolded proteins into mitochondria. Nature 543, 443–
446. doi: 10.1038/nature21695

Kahan, T., and Meyuhas, O. (2015). The race to decipher the top secrets of TOP
mRNAs. Biochim. Biophys. Acta 1849, 801–811. doi: 10.1016/j.bbagrm.2014.08.
015

Kai-Chien, Y., Yamada, K. A., Patel, A. Y., Topkara, V. K., Isaac, G., Cheema, F. H.,
et al. (2018). Deep RNA sequencing reveals dynamic regulation of myocardial
noncoding RNAs in failing human heart and remodeling with mechanical
circulatory support. Circulation 129, 1009–1021. doi: 10.1161/circulationaha.
113.003863

Kikovska, E., Svard, S. G., and Kirsebom, L. A. (2007). Eukaryotic RNase P RNA
mediates cleavage in the absence of protein. Proc. Natl. Acad. Sci. U.S.A. 104,
2062–2067. doi: 10.1073/pnas.0607326104

Kim, K. M., Noh, J. H., Abdelmohsen, K., and Gorospe, M. (2017). Mitochondrial
noncoding RNA transport. BMB Rep. 50, 164–174. doi: 10.5483/bmbrep.2017.
50.4.013

Kiss, T., and Filipowicz, W. (1992). Evidence against a mitochondrial location of
the 7-2/MRP RNA in mammalian cells. Cell 70, 11–16. doi: 10.1016/0092-
8674(92)90528-k

Kolesnikova, O. A., Entelis, N. S., Mireau, H., Fox, T. D., Martin, R. P., and
Tarassov, I. A. (2000). Suppression of mutations in mitochondrial DNA by
tRNAs imported from the cytoplasm. Science 289, 1931–1933. doi: 10.1126/
science.289.5486.1931

Koulintchenko, M., Konstantinov, Y., and Dietrich, A. (2003). Plant mitochondria
actively import DNA via the permeability transition pore complex. EMBO J. 22,
1245–1254. doi: 10.1093/emboj/cdg128

Kumarswamy, R., Bauters, C., Volkmann, I., Maury, F., Fetisch, J., Holzmann, A.,
et al. (2014). Circulating long noncoding RNA, LIPCAR, predicts survival in
patients with heart failure. Circ. Res. 114, 1569–1575. doi: 10.1161/circresaha.
114.303915

Leucci, E., Vendramin, R., Spinazzi, M., Laurette, P., Fiers, M., Wouters, J.,
et al. (2016). Melanoma addiction to the long non-coding RNA. Nature 531,
518–522.

Li, K., Smagula, C. S., Parsons, W. J., Richardson, J. A., Gonzalez, M., Hagler, H. K.,
et al. (1994). Subcellular partitioning of MRP RNA assessed by ultrastructural
and biochemical analysis. J. Cell Biol. 124, 871–882. doi: 10.1083/jcb.124.6.871

Li, Z. A., Qz, A., Lu, H. B., and Lc, A. (2021). Mitochondrial unfolded protein
response: an emerging pathway in human diseases. Free Radic. Biol. Med. 163,
125–134. doi: 10.1016/j.freeradbiomed.2020.12.013

Liu, P., Huang, J., Zheng, Q., Xie, L., Lu, X., Jin, J., et al. (2017). Mammalian
mitochondrial RNAs are degraded in the mitochondrial intermembrane space
by RNASET2. Protein Cell 8, 735–749. doi: 10.1007/s13238-017-0448-9

Liu, X., Wang, X., Li, J., Hu, S., Deng, Y., Yin, H., et al. (2020). Identification of
mecciRNAs and their roles in the mitochondrial entry of proteins. Sci. China
Life Sci. 63, 1429–1449. doi: 10.1007/s11427-020-1631-9

Lu, Q., Wierzbicki, S., Krasilnikov, A. S., and Schmitt, M. E. (2010). Comparison
of mitochondrial and nucleolar RNase MRP reveals identical RNA components
with distinct enzymatic activities and protein components. RNA 16, 529–537.
doi: 10.1261/rna.1893710

Maciej, S., Deepshikha, M., Borowski, L. S., Sylwiad, C., Kotrys, A. V., Kamila, K. K.,
et al. (2020). Human REXO2 controls short mitochondrial RNAs generated by
mtRNA processing and decay machinery to prevent accumulation of double-
stranded RNA. Nucleic Acids Res. 48, 5572–5590. doi: 10.1093/nar/gkaa302

Magalhães, P. J., Andreu, A. L., and Schon, E. A. (1998). Evidence for the presence
of 5S rRNA in mammalian mitochondria. Mol. Biol. Cell 9, 2375–2382. doi:
10.1091/mbc.9.9.2375

Martin, R. P., Schneller, J. M., Stahl, A., and Dirheimer, G. (1979). Import of
nuclear deoxyribonucleic acid coded lysine-accepting transfer ribonucleic acid
(anticodon C-U-U) into yeast mitochondria. Biochemistry 18, 4600–4605. doi:
10.1021/bi00588a021

Masters, B. S., Stohl, L. L., and Clayton, D. A. (1987). Yeast mitochondrial RNA
polymerase is homologous to those encoded by bacteriophages T3 and T7. Cell
51, 89–99. doi: 10.1016/0092-8674(87)90013-4

Montalto, F. I., and Amicis, F. D. (2020). Cyclin D1 in cancer: a molecular
connection for cell cycle control, adhesion and invasion in tumor and stroma.
Cells 9:2648. doi: 10.3390/cells9122648

Mourtada-Maarabouni, M., Hasan, A. M., Farzaneh, F., and Williams, G. T. (2010).
Inhibition of human T-cell proliferation by mammalian target of rapamycin
(mTOR) antagonists requires noncoding RNA growth-arrest-specific transcript
5 (GAS5). Mol. Pharmacol. 78:19. doi: 10.1124/mol.110.064055

Noh, J. H., Kim, K. M., Abdelmohsen, K., Yoon, J. H., Panda, A. C., Munk, R.,
et al. (2016). HuR and GRSF1 modulate the nuclear export and mitochondrial
localization of the lncRNA RMRP. Genes Dev. 30, 1224–1239.

Oka, T., Hikoso, S., Yamaguchi, O., Taneike, M., Takeda, T., Tamai, T., et al. (2012).
Mitochondrial DNA that escapes from autophagy causes inflammation and
heart failure. Nature 490:292. doi: 10.1038/nature11515

Puranam, R. S., and Attardi, G. (2001). The RNase P associated with heLa cell
mitochondria contains an essential RNA component identical in sequence to

Frontiers in Cell and Developmental Biology | www.frontiersin.org 10 August 2021 | Volume 9 | Article 688523

https://doi.org/10.1007/s13402-011-0018-8
https://doi.org/10.4161/rna.6.4.9241
https://doi.org/10.1101/gad.385706
https://doi.org/10.1074/jbc.m404519200
https://doi.org/10.1128/mcb.01101-09
https://doi.org/10.1371/journal.pone.0064670
https://doi.org/10.1371/journal.pone.0064670
https://doi.org/10.1038/nature12985
https://doi.org/10.1016/j.tig.2017.11.001
https://doi.org/10.21037/atm.2019.08.68
https://doi.org/10.21037/atm.2019.08.68
https://doi.org/10.1038/s41422-020-00394-5
https://doi.org/10.1038/s41422-020-00394-5
https://doi.org/10.1126/science.aaa3872
https://doi.org/10.3389/fgene.2020.00095
https://doi.org/10.1126/science.1176488
https://doi.org/10.1016/j.cell.2008.09.013
https://doi.org/10.1016/j.cell.2008.09.013
https://doi.org/10.1074/jbc.ra118.005433
https://doi.org/10.3390/cells8030286
https://doi.org/10.1126/science.aav4011
https://doi.org/10.1126/science.aav4011
https://doi.org/10.1038/nature21695
https://doi.org/10.1016/j.bbagrm.2014.08.015
https://doi.org/10.1016/j.bbagrm.2014.08.015
https://doi.org/10.1161/circulationaha.113.003863
https://doi.org/10.1161/circulationaha.113.003863
https://doi.org/10.1073/pnas.0607326104
https://doi.org/10.5483/bmbrep.2017.50.4.013
https://doi.org/10.5483/bmbrep.2017.50.4.013
https://doi.org/10.1016/0092-8674(92)90528-k
https://doi.org/10.1016/0092-8674(92)90528-k
https://doi.org/10.1126/science.289.5486.1931
https://doi.org/10.1126/science.289.5486.1931
https://doi.org/10.1093/emboj/cdg128
https://doi.org/10.1161/circresaha.114.303915
https://doi.org/10.1161/circresaha.114.303915
https://doi.org/10.1083/jcb.124.6.871
https://doi.org/10.1016/j.freeradbiomed.2020.12.013
https://doi.org/10.1007/s13238-017-0448-9
https://doi.org/10.1007/s11427-020-1631-9
https://doi.org/10.1261/rna.1893710
https://doi.org/10.1093/nar/gkaa302
https://doi.org/10.1091/mbc.9.9.2375
https://doi.org/10.1091/mbc.9.9.2375
https://doi.org/10.1021/bi00588a021
https://doi.org/10.1021/bi00588a021
https://doi.org/10.1016/0092-8674(87)90013-4
https://doi.org/10.3390/cells9122648
https://doi.org/10.1124/mol.110.064055
https://doi.org/10.1038/nature11515
https://www.frontiersin.org/journals/cell-and-developmental-biology
https://www.frontiersin.org/
https://www.frontiersin.org/journals/cell-and-developmental-biology#articles


fcell-09-688523 July 28, 2021 Time: 13:37 # 11

Huang et al. Mitochondrial Non-coding RNAs

that of the nuclear RNase P. Mol. Cell. Biol. 21:548. doi: 10.1128/mcb.21.2.548-
561.2001

Richter-Dennerlein, R., Dennerlein, S., and Rehling, P. (2015). Integrating
mitochondrial translation into the cellular context. Nat. Rev. Mol. Cell Biol. 16,
586–592. doi: 10.1038/nrm4051

Rinehart, J., Krett, B., Rubio, M. A., Alfonzo, J. D., and Soll, D. (2005).
Saccharomyces cerevisiae imports the cytosolic pathway for Gln-tRNA
synthesis into the mitochondrion. Genes Dev. 19, 583–592. doi: 10.1101/gad.
1269305

Ro, S., Ma, H. Y., Park, C., Ortogero, N., Song, R., Hennig, G. W., et al. (2013). The
mitochondrial genome encodes abundant small noncoding RNAs. Cell Res. 23,
759–774. doi: 10.1038/cr.2013.37

Rorbach, J., Fei, G., Powell, C. A., D’Souza, A., and Chrzanowska-Lightowlers,
Z. M. (2016). Human mitochondrial ribosomes can switch their structural RNA
composition. Proc. Natl. Acad. Sci. U.S.A. 113, 12198–12201. doi: 10.1073/pnas.
1609338113

Rossmanith, W., Tullo, A., Potuschak, T., Karwan, R., and Sbisà, E. (1995). Human
mitochondrial tRNA processing. J. Biol. Chem. 270, 12885–12891.

Rubio, M. A., Liu, X., Yuzawa, H., Alfonzo, J. D., and Simpson, L. (2000). Selective
importation of RNA into isolated mitochondria from Leishmania tarentolae.
RNA 6, 988–1003. doi: 10.1017/s1355838200991519

Rubio, M. A., Rinehart, J. J., Krett, B., Duvezin-Caubet, S., Reichert, A. S., Soll, D.,
et al. (2008). Mammalian mitochondria have the innate ability to import tRNAs
by a mechanism distinct from protein import. Proc. Natl. Acad. Sci. U.S.A. 105,
9186–9191. doi: 10.1073/pnas.0804283105

Salinas, T., Duchene, A. M., Delage, L., Nilsson, S., Glaser, E., Zaepfel, M., et al.
(2006). The voltage-dependent anion channel, a major component of the tRNA
import machinery in plant mitochondria. Proc. Natl. Acad. Sci. U.S.A. 103,
18362–18367. doi: 10.1073/pnas.0606449103

Salinas, T., Duchene, A. M., and Marechal-Drouard, L. (2008). Recent advances in
tRNA mitochondrial import. Trends Biochem. Sci. 33, 320–329. doi: 10.1016/j.
tibs.2008.04.010

Sang, L., Ju, H. Q., Yang, Z., Ge, Q., Zhang, Z., Liu, F., et al. (2021). Mitochondrial
long non-coding RNA GAS5 tunes TCA metabolism in response to nutrient
stress. Nat. Metab. 3, 90–106. doi: 10.1038/s42255-020-00325-z

Schmidt, O., Pfanner, N., and Meisinger, C. (2010). Mitochondrial protein import:
from proteomics to functional mechanisms. Nat. Rev. Mol. Cell Biol. 11, 655–
667. doi: 10.1038/nrm2959

Shepherd, D. L., Hathaway, Q. A., Pinti, M. V., Nichols, C. E., Durr, A. J.,
Sreekumar, S., et al. (2017). Exploring the mitochondrial microRNA import
pathway through polynucleotide phosphorylase (PNPase). J. Mol. Cell. Cardiol.
110, 15–25. doi: 10.1016/j.yjmcc.2017.06.012

Shigeko, S., Hideaki, I., Harunori, Y., Keiichi, I., Simpson, R. J., and Nobuhiro,
T. (2015). Collaborator of alternative reading frame protein (CARF)
regulates early processing of pre-ribosomal RNA by retaining XRN2 (5′-3′

exoribonuclease) in the nucleoplasm. Nucleic Acids Res. 43, 10397–10410.
Smirnov, A., Comte, C., Mager-Heckel, A. M., Addis, V., Krasheninnikov, I. A.,

Martin, R. P., et al. (2010). Mitochondrial enzyme rhodanese is essential for
5S ribosomal RNA import into human mitochondria. J. Biol. Chem. 285,
30792–30803. doi: 10.1074/jbc.m110.151183

Smirnov, A., Entelis, N., Martin, R. P., and Tarassov, I. (2011). Biological
significance of 5S rRNA import into human mitochondria: role of ribosomal
protein MRP-L18. Genes Dev.25, 1289–1305. doi: 10.1101/gad.624711

Tarassov, I., Entelis, N., and Martin, R. P. (1995a). An intact protein translocating
machinery is required for mitochondrial import of a yeast cytoplasmic tRNA.
J. Mol. Biol. 245, 315–323. doi: 10.1006/jmbi.1994.0026

Tarassov, I., Entelis, N., and Martin, R. P. (1995b). Mitochondrial import of a
cytoplasmic lysine-tRNA in yeast is mediated by cooperation of cytoplasmic
and mitochondrial lysyl-tRNA synthetases. EMBO J. 14, 3461–3471. doi: 10.
1002/j.1460-2075.1995.tb07352.x

Topper, J. N., Bennett, J. L., and Clayton, D. A. (1992). A role for RNAase MRP
in mitochondrial RNA processing. Cell 70, 16–20. doi: 10.1016/0092-8674(92)
90529-l

Turk, E. M., Das, V., Seibert, R. D., and Andrulis, E. D. (2013). The mitochondrial
RNA landscape of Saccharomyces cerevisiae. PloS One. 8:e78105. doi: 10.1371/
journal.pone.0078105

Vendramin, R., Marine, J., and Leu, E. (2017). Non−coding RNAs: the dark side
of nuclear–mitochondrial communication. EMBO J. 36, 1123–1133. doi: 10.
15252/embj.201695546

Vendramin, R., Verheyden, Y., Ishikawa, H., Goedert, L., Nicolas, E., Saraf, K.,
et al. (2018). SAMMSON fosters cancer cell fitness by concertedly enhancing
mitochondrial and cytosolic translation. Nat. Struct. Mol. Biol. 25, 1035–1046.
doi: 10.1038/s41594-018-0143-4

Vidaurre, S., Fitzpatrick, C., Burzio, V. A., Briones, M., Villota, C., Villegas, J.,
et al. (2014). Down-regulation of the antisense mitochondrial non-coding RNAs
(ncRNAs) is a unique vulnerability of cancer cells and a potential target for
cancer therapy. J.Biol. Chem. 289, 27182–27198. doi: 10.1074/jbc.m114.558841

Waltz, F., Soufari, H., Bochler, A., Giegé, P., and Hashem, Y. (2020). Cryo-
EM structure of the RNA-rich plant mitochondrial ribosome. Nat. Plants 6,
377–383. doi: 10.1038/s41477-020-0631-5

Wang, G., Chen, H. W., Oktay, Y., Jin, Z., Allen, E. L., Smith, G. M., et al.
(2010). PNPASE regulates RNA import into mitochondria. Cell 142, 456–467.
doi: 10.1016/j.cell.2010.06.035

Wanrooij, P. H., Uhler, J. P., Simonsson, T., Falkenberg, M., and Gustafsson, C. M.
(2010). G-quadruplex structures in RNA stimulate mitochondrial transcription
termination and primer formation. Proc. Natl. Acad. Sci. U.S.A. 107, 16072–
16077. doi: 10.1073/pnas.1006026107

Williams, C. C., Jan, C. H., and Weissman, J. S. (2014). Targeting and plasticity
of mitochondrial proteins revealed by proximity-specific ribosome profiling.
Science 346, 748–751. doi: 10.1126/science.1257522

Yoshionari, S., Koike, T., Yokogawa, T., Nishikawa, K., Ueda, T., Miura, K., et al.
(1994). Existence of nuclear-encoded 5S-rRNA in bovine mitochondria. FEBS
Lett. 338, 137–142. doi: 10.1016/0014-5793(94)80351-x

Yue, Z., Liu, Y., Wu, X., and Shell, S. M. (2006). Functions of human replication
protein A (RPA): from DNA replication to DNA damage and stress responses.
J. Cell. Physiol. 208, 267–273. doi: 10.1002/jcp.20622

Zhang, X., Zuo, X., Yang, B., Li, Z., Xue, Y., Zhou, Y., et al. (2014). MicroRNA
directly enhances mitochondrial translation during muscle differentiation. Cell
158, 607–619. doi: 10.1016/j.cell.2014.05.047

Zheng, Q., Liu, P., Gao, G., Yuan, J., Wang, P., and Wang, G. (2019).
Mitochondrion-processed TERC regulates senescence without affecting
telomerase activities. Protein Cell 10, 631–648. doi: 10.1007/s13238-019-
0612-5

Conflict of Interest: The authors declare that the research was conducted in the
absence of any commercial or financial relationships that could be construed as a
potential conflict of interest.

Publisher’s Note: All claims expressed in this article are solely those of the authors
and do not necessarily represent those of their affiliated organizations, or those of
the publisher, the editors and the reviewers. Any product that may be evaluated in
this article, or claim that may be made by its manufacturer, is not guaranteed or
endorsed by the publisher.

Copyright © 2021 Huang, Wu, Wang and Wang. This is an open-access article
distributed under the terms of the Creative Commons Attribution License (CC BY).
The use, distribution or reproduction in other forums is permitted, provided the
original author(s) and the copyright owner(s) are credited and that the original
publication in this journal is cited, in accordance with accepted academic practice. No
use, distribution or reproduction is permitted which does not comply with these terms.

Frontiers in Cell and Developmental Biology | www.frontiersin.org 11 August 2021 | Volume 9 | Article 688523

https://doi.org/10.1128/mcb.21.2.548-561.2001
https://doi.org/10.1128/mcb.21.2.548-561.2001
https://doi.org/10.1038/nrm4051
https://doi.org/10.1101/gad.1269305
https://doi.org/10.1101/gad.1269305
https://doi.org/10.1038/cr.2013.37
https://doi.org/10.1073/pnas.1609338113
https://doi.org/10.1073/pnas.1609338113
https://doi.org/10.1017/s1355838200991519
https://doi.org/10.1073/pnas.0804283105
https://doi.org/10.1073/pnas.0606449103
https://doi.org/10.1016/j.tibs.2008.04.010
https://doi.org/10.1016/j.tibs.2008.04.010
https://doi.org/10.1038/s42255-020-00325-z
https://doi.org/10.1038/nrm2959
https://doi.org/10.1016/j.yjmcc.2017.06.012
https://doi.org/10.1074/jbc.m110.151183
https://doi.org/10.1101/gad.624711
https://doi.org/10.1006/jmbi.1994.0026
https://doi.org/10.1002/j.1460-2075.1995.tb07352.x
https://doi.org/10.1002/j.1460-2075.1995.tb07352.x
https://doi.org/10.1016/0092-8674(92)90529-l
https://doi.org/10.1016/0092-8674(92)90529-l
https://doi.org/10.1371/journal.pone.0078105
https://doi.org/10.1371/journal.pone.0078105
https://doi.org/10.15252/embj.201695546
https://doi.org/10.15252/embj.201695546
https://doi.org/10.1038/s41594-018-0143-4
https://doi.org/10.1074/jbc.m114.558841
https://doi.org/10.1038/s41477-020-0631-5
https://doi.org/10.1016/j.cell.2010.06.035
https://doi.org/10.1073/pnas.1006026107
https://doi.org/10.1126/science.1257522
https://doi.org/10.1016/0014-5793(94)80351-x
https://doi.org/10.1002/jcp.20622
https://doi.org/10.1016/j.cell.2014.05.047
https://doi.org/10.1007/s13238-019-0612-5
https://doi.org/10.1007/s13238-019-0612-5
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/cell-and-developmental-biology
https://www.frontiersin.org/
https://www.frontiersin.org/journals/cell-and-developmental-biology#articles

	Non-coding RNA Regulated Cross-Talk Between Mitochondria and Other Cellular Compartments
	Introduction
	Mitochondrial Rna Import
	The Step(s) Before Cross-Membrane Translocation
	Translocation Across the Mitochondrial Outer Membrane
	Translocation Across the Mitochondrial Inner Membrane

	Mitochondrial Rna Export
	The Functions of Mitochondrial Non-Coding Rnas in Communication Between Mitochondria and Other Cellular Compartments
	Rescuing Mitochondrial Defects Under Stress
	Assisting Import of Mitochondrial Proteins
	Co-regulating Cytosolic and Mitochondrial Translation Programs
	Functioning as Retrograde Signals
	Co-regulating Metabolic Pathways in Mitochondria and the Cytosol

	Discussion
	Conclusion
	Author Contributions
	Funding
	References


