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According to the endosymbiotic hypothesis, the precursor of mitochondria invaded the precursor of eukaryo-
tic cells, a process that began roughly 2 billion years ago. Since then, the majority of the genetic material
translocated from the mitochondria to the nucleus, where now almost all mitochondrial proteins are expressed.
Only a tiny amount of DNA remained in the mitochondria, known as mitochondrial DNA (mtDNA). In this
study, we report that the transfer of mtDNA fragments to the nucleus of pluripotent stem cells is still ongoing.
We show by in situ hybridization and agarose DNA two-dimensional gel technique that induced pluripotent
stem (iPS) cells contain high levels of mtDNA in the nucleus. We found that a large proportion of the
accumulated mtDNA sequences appear to be extrachromosomal. Accumulation of mtDNA in the nucleus is
present not only in the iPS cells, but also in embryonic stem (ES) cells. However upon differentiation, the level
of mtDNA in the nuclei of iPS and ES cells is substantially reduced. This reversible accumulation of mtDNA in
the nucleus supports the notion that the nuclear copy number of mtDNA sequences may provide a novel

mechanism by which chromosomal DNA is dynamically regulated in pluripotent stem cells.

Introduction

UCLEAR DNA SEQUENCES of mitochondrial origin

(NUMTSs) are believed to act as molecular fossils, which
indicate the evolutionary flow of genetic information from
the mitochondria to the nucleus [1]. However, a few yeast
studies demonstrate that this flow of genetic information is
still ongoing. For example, plasmid DNA, which can be
maintained in both the mitochondria and the nucleus, can
translocate from the mitochondria to the nucleus, but is not
believed to migrate in the opposite direction [2]. Further,
mitochondrial DNA (mtDNA) fragments can be captured
during the repair of induced double-stranded (ds) DNA
breaks in yeast chromosomes [3—6]. There are also some
reports that de novo disruptions of specific nuclear genes by
mtDNA insertions are likely implicated in the initiation of a
few human diseases [1,7-12]. For example, the de novo
disruption of the human GLI3 gene by a short mtDNA frag-
ment was able to induce Pallister-Hall syndrome in a patient
[7]. mtDNA was also detected in the nucleus of tumor cells
(eg, gliomas), however, the significance of nuclear-localized
mtDNA in tumorigenesis is unknown [13,14]. The rate of
mtDNA fragments migrating to the nucleus increases during
aging in both yeast and mammals suggesting that mtDNA
fragments in the nucleus affect aging [15-17].

Although the method of reprogramming somatic cells
to induced pluripotent stem (iPS) cells by using the SKOM
factors (ie, Sox2, Klf4, Oct3/4, c-Myc) is very convenient,
most somatic cells expressing these factors fail to complete
reprogramming and remain as precursors of stem cells,
which often undergo apoptosis, senescence or cell cycle
arrest [18-20]. Many current reprogramming methods have
low efficiencies [18,19,21-23]. Although various reasons
for the low reprogramming efficiency have been discussed
[20,21], one possibility is that frequent nuclear DNA
damage during reprogramming lowers the reprogramming
efficiency [20,21,24—41]. The effect of the oncogenes c-Myc
and KlIf4 may contribute to this observation [42,43]. De-
spite these significant changes in the genomic DNA, nu-
clear trafficking and/or amplification of mtDNA has never
been considered as a potential player in the process of
reprogramming.

We wanted to test the hypothesis that during repro-
gramming, fragments of mtDNA migrate to the nucleus and
accumulate, which may eventually affect nuclear genomic
stability and reprogramming efficiency. In this study, we
demonstrate that pluripotent stem cells contain amplified
mtDNA sequences in their nuclei, mainly in an extrachro-
mosomal form, and that this accumulation is reversible in
pluripotent stem cells subjected to differentiation.
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Materials and Methods

Cell lines, generation of iPS cells, differentiation
of pluripotent stem cells

Two and three independent mouse iPS and embryonic stem
(ES) cell lines were used, respectively. We used mouse em-
bryonic fibroblasts (MEFs) derived from C57BL/10 mice for
reprogramming. This iPS cell line was generated by expres-
sing Sox2, KlIf4, and Oct3/4 (SKO factors) on a single plas-
mid, which was then introduced into fibroblasts by lentivirus
transduction [44]. Expression of c-Myc was omitted in this
cell line. iPS cell colonies were identified essentially as pre-
viously described by the Yamanaka laboratory [18,19]. The
second iPS cell line was originally generated by express-
ing all four reprogramming factors Sox2, KlIf4, Oct3/4, and
c-Myc (SKOM factors) individually on plasmids, which were
introduced into MEFs by retrovirus transduction (generously
provided by Dr. Rudolf Jaenisch, Whitehead Institute, Cam-
bridge) [45]. This iPS cell line expresses a GFP gene driven
by the Oct4-promoter. The MEFs were passaged three times
and the iPS cells about 15 times before analysis. The Rosa 26
ES cell line, which was generously provided by Dr. Philippe
Soriano at the Mount Sinai School of Medicine, NY, was
passaged multiple times (Fig. 3) [46]. A second cell line
(MUBES-01201; Cyagen Biosciences), which was passaged
25 times, expressed a red fluorescent protein (Supplementary
Fig. S5; Supplementary Data are available online at www
liebertpub.com/scd) and a third ES cell line, which was pas-
saged about ten times, which was generously provided by
Dr. Eun Jung Lee, NJIT, NJ, expressed a GFP reporter under
the cardiac troponin T promoter (Fig. 4). Induction of dif-
ferentiation to iPS and ES cells was carried out according
to the hanging drop method as described by Dr. Elizabeth
Lacy’s lab at Memorial Sloan Kettering Cancer Center, NY
[47]. Overall, the passage number did not appear to affect the
amount of nuclear mtDNA in the pluripotent stem cells.
mtDNA was depleted from mitochondria by growing the iPS
cells (reprogrammed using the SKO factors) for 24h in a
medium containing 500 ng/mL ethidium bromide and sup-
plemented with uridine and pyruvate [48,49].

Fluorescence in situ hybridization

To visualize mtDNA in mammalian cells, we applied a
protocol for fluorescence in situ hybridization (FISH) similar
to one described in Caro et al. [17]. In some experiments
mitochondria were labeled with the live cell stain Mito-
Tracker Red® (Invitrogen) before fixation of the cells in 4%
paraformaldehyde. Cells were permeabilized with 0.2% Tri-
ton X-100 for 20min at room temperature (RT) and RNA
was digested using 1 pg/mL RNaseA for 1h at 37°C. Cells
were blocked (prehybridization) with 4% bovine serum al-
bumin (BSA) for 1h and then dehydrated in 70%, 90%, and
100% ethanol. The hybridization solution consisted of 70%
deionized formamide (Sigma), 12mM Tris-HCl (pH 8),
5SmM KCl, 1 mM MgCl,, 0.001% Triton X-100, and 0.25%
acetylated BSA (Sigma). Cells attached to a coverslip were
put upside down on a slide having a drop (25puL) of hy-
bridization liquid containing the labeled DNA probes at an
approximate concentration of 2ng/mL. DNA was denatured
by putting the slide on a heat block (80°C) for 5 min followed
by cooling down on the bench. The hybridization was con-
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tinued in a moist chamber at RT overnight. The cells on the
coverslips were washed with 70% formamide and 2x SSC
four times for 10min each, and then covered with the
mounting medium containing DAPI (Fluoroshield™; Sigma).
Cells were analyzed using an epifluorescence microscope
(Nikon Eclipse 80i) equipped with a CCD camera (DS-Qil).

DNA two-dimensional gel electrophoresis

We purified nuclear and mtDNA as previously described
[50]. We used the mild detergent NP-40 to remove mtDNA
molecules, which are present in mitochondria attached to
the purified nuclei. Nuclear and mtDNA were then analyzed
by two-dimensional (2D) agarose gel electrophoresis tech-
nique as previously applied [51]. DNA samples were sepa-
rated on a 0.31% agarose gel for 24h at 1 V/cm in the first
dimension and on a 0.8% agarose gel for 48h at 1.5 V/cm in
the second dimension. Both agarose gels contained 0.5 pg/mL
ethidium bromide. The 2D gel membranes were hybridized
to a **P-labeled mtDNA probe containing fragments #1 to
#5 (see below).

Sequences of primers used in PCR
and in preparing the DNA probes

mtDNA fragment #1 (12S rRNA) (Primer 69 F mouse
mtDNA: 5-CAAAGGTTTGGTCCTGGCCT; primer 790 R
mouse mtDNA: 5-TGTAGCCCATTTCTTCCCA)

mtDNA fragment #2 (16S rRNA) (Primer 2100 F mouse
mtDNA:  5-CTTTAATCAGTGAAATTGACCTTTCAG;
primer 2650 R mouse mtDNA: 5-CGTATATATTTTATT
TAGATTTTATTCATAAATTAAG)

mtDNA fragment #3 (Cox1) (Primer 5215 F mouse
mtDNA: 5-CACCTTCGAATTTGCATTCG; primer 5709
R mouse mtDNA: 5-CTGTTCATCCTGTTCCTGCT)

mtDNA fragment #4 (ATPase 6) (Primer 8032 F mouse
mtDNA: 5-CGCCTAATCAACAACCGTCT; primer 8497
R mouse mtDNA: 5-TGGTAGCTGTTGGTGGGCTA)

mtDNA fragment #5 (NDS5) (Primer 12777 F mouse
mtDNA: 5'-CATAGCCTGGCAGACGAACA; primer 13435
R mouse mtDNA: 5-GAGGTGGATTTTGGGATGGT)

DNA fragment GAPDH (Primer 135961 mouse GAPDH-
F: 5-ATCACGCCACAGCTTTCCAGAG; primer 136700
mouse GAPDH-R: 5-GCAAAGTGGAGATTGTTGCCA
TCAA)

To amplify the ~ 12 kb mtDNA fragment we used the Takara
LA Taq® polymerase and primers 12777 F mouse mtDNA and
8497 R mouse mtDNA (see above for the sequence).

Cy3-labeled PNA mammalian telomere probe (gener-
ously provided by Dr. Utz Herbig, Rutgers Biomedical and
Health Sciences, Newark).

For the FISH PCR-generated DNA fragments were labeled
directly with Alexa Fluor® 488 or Alexa Fluor® 546 using the
ULYSIS® nucleic acid labeling kit (Molecular Probes).

The PCR fragments amplified from nuclear MEF and iPS
cell genomic DNA were sequenced at the company Mac-
rogen USA Corp. For the sequence alignment we used
BLASTN (Basic Local Alignment Search Tool).

Statistical analysis

We repeated each experiment at least three times and we
used the Student’s #-test to calculate P values.
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Results and Discussion

The number of mtDNA sequences with nuclear locali-
zation, which were visualized by FISH, increase during
aging in rat liver and brain [17]. Given that mtDNA frag-
ments may translocate from mitochondria to the nucleus and
potentially disrupt specific nuclear genes by insertion mu-
tagenesis, we investigated whether mtDNA fragments also
accumulate in the nucleus during reprogramming [1]. We
used the same FISH protocol that was used to detect mtDNA
insertions in nuclear DNA of brain and liver tissues of rats
[17]. The mtDNA probes were amplified by PCR using
mtDNA purified from cardiac mouse mitochondria, and la-
beled by covalently linking fluorophores (see Materials and

FIG. 1. mtDNA sequences
accumulate in the nucleus of
iPS cells. (A) MEFs and iPS
cells (reprogrammed by us-
ing the SKO factors) were
processed for in situ hybrid-
ization. Nuclear staining for
mtDNA  superimposes with
nuclear DAPI staining. Green:
mtDNA (Alexa Fluor® 488-
labeled mtDNA fragments);
blue: DNA (DAPI); red: mito-
chondria (MitoTracker Red).
A low exposure for DAPI was
chosen, therefore mtDNA in
the cytoplasm is not visible.
The staining of mtDNA in the
cytoplasm is very light because
the cells were treated with
RNase before the hybridiza-
tion (see Materials and Meth-
ods section). Scale bar: 5 um.
(B) The intensities of the
mtDNA staining in the nu-
cleus of MEFs, iPS, and ES
(see Fig. 3) cells in the immu-
nofluorescence images were
determined using the program
ImageJ and expressed as ar-
bitrary numbers. Standard er-
rors are displayed regarding C
the indicated number of ana-
lyzed cells. (C) Colocaliza-

tion of mtDNA and telomere
sequences in MEFs and iPS
cells. Green: mtDNA (Alexa
Fluor 488-labeled mtDNA
fragments); red: telomere
DNA (Cy3-labeled telomere
DNA); blue: DNA (DAPI).
Scale bar: 5pm. ES, embry-

onic stem; MEFs, mouse em-
bryonic fibroblasts; mtDNA,
mitochondrial DNA. Color
images available online at
www.liebertpub.com/scd
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Methods section). All five mtDNA probes (#1— #5) together
were used in the hybridization experiments. General cellular
DNA was stained with DAPI, and the mitochondria were
visualized using the dye MitoTracker Red (Invitrogen) be-
fore fixation of the cells with formaldehyde.

We used mouse embryonic fibroblasts (MEFs) and iPS
cells derived from MEF cells expressing the three repro-
gramming factors Sox2, KIf4, and Oct3/4 (SKO) [19,52]. In
fibroblasts, the cytosolic mtDNA signals, which were likely
derived from mtDNA within the mitochondria, were hazy
most likely because the cells were treated with RNase before
hybridization (Fig. 1A and Supplementary Fig. S1). Several
discrete signals indicating mtDNA-like sequences were
observed in the nucleus, which colocalized with the nuclear
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DAPI staining and looked also similar as previously de-
scribed by Caro et al. [17]. The amount of mtDNA in the
nucleus was clearly elevated in iPS cells as determined
by densitometric scanning of the fluorescence images using
the program NIH ImageJ. Similar results were obtained
with iPS cells derived from MEFs expressing all four repro-
gramming factors Sox2, Klif4, Oct3/4, and c-Myc (SKOM)
(Supplementary Fig. S2) [19,52]. Although there were only
one or two strong focal sites visible in iPS cells instead of
several spots in fibroblasts, measurements of the intensi-
ties of the nuclear signals derived from the mtDNA-Alexa
Fluor 488 stained regions demonstrated that iPS cells (SKO,
Fig. 1A) contain ~4.7-fold (P<0.005) more mtDNA with
nuclear localization compared to fibroblasts (Fig. 1B). The
nuclear mtDNA signals in both fibroblasts and iPS cells
appeared to occupy rather large areas in the nucleus com-
pared to single chromosomal sequences. For comparison, we

ES cells

Mito Tracker Red

composite

(monomer: 16 kbp) Probe: GAPDH

detected mtDNA and telomeric sequences in the same cells
(Fig. 1C). Normal diploid mouse cells contain 40 chromo-
somes which equals to 80 telomeric signals. Telomeric se-
quence was detected with a Cy3-labeled telomere probe;
mtDNA was visualized using Alexa Fluor 488-labeled mtDNA
fragments. Given that the average length of telomeres in lab-
oratory mice is between 50 to 100kb, the telomere signals
(Fig. 1C, red signals) were overall considerably smaller than
many of the nuclear mtDNA signals (Fig. 1C, green signals).
In addition, we detected the single nuclear GAPDH gene in
fibroblasts and iPS cells using Alexa Fluor 488-labeled
GAPDH-encoding DNA fragments. The GAPDH/FISH signals
had comparable intensities in fibroblasts and iPS cells, but
were also considerably smaller than the nuclear mtDNA sig-
nals shown in Figure 1 (Supplementary Fig. S3).

Previous analyses of genome sequences of iPS cells did
not predict any de novo insertions of mtDNA fragments into

FIG. 3. mtDNA sequences accu-
mulate in the nucleus of ES cells.
Mouse ES cells (Rosa 26) were
processed for in situ hybridization.
Nuclear staining for mtDNA super-
imposes with nuclear DAPI stain-
ing. Green: mtDNA (Alexa Fluor
488-labeled mtDNA fragments);
blue: DNA (DAPI); red mitochon-
dria (MltoTracker Red® ). Scale bar:
5 um. Color images available online
at www.liebertpub.com/scd
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nuclear DNA during reprogramming or that extensive am-
plification of mtDNA sequences within the chromosomal
DNA sequence occurs [26,27,39,53]. To investigate whether
some of the mtDNA sequences in the nucleus of iPS cells
are present in extrachromosomal form, we analyzed fibro-
blasts and iPS cells using the 2D agarose gel electrophoresis,
which allows the separation of the circular form from linear
DNA molecules (Fig. 2A, cartoon in left panel) [51]. We
isolated nuclei from fibroblasts and iPS cells as previously

A

FIG. 4. The accumulation of nuclear
mtDNA sequences is reversible after induc-
ing differentiation of iPS and ES cells. (A)
The differentiation process in iPS cells
(SKOM; Oct4-eGFP) was induced using the
hanging drop method. A representative im-
age of an iPS cell with adjacent differenti-
ating somatic cells is shown. Cells were
processed for in situ hybridization. Nuclear
staining for mtDNA superimposes with nu-
clear DAPI staining. Green: Oct4-eGFP;
blue: DNA (DAPI); red: mtDNA (Cy3-
labeled mtDNA fragments). Two different
Cy3-mtDNA staining intensities are dis-
played in the left two panels. Note that the
eGFP signal is lost upon differentiation.
Green arrows indicate the pluripotent stem
cell, the yellow arrows depict a differenti-
ated cell. Scale bar: 5pum. (B) The differ-
entiation process in ES cells was induced
using the hanging drop method. A repre-
sentative image of an ES cell with adjacent
differentiating somatic cells is shown. Cells
were processed for in situ hybridization.
Nuclear staining for mtDNA superimposes
with nuclear DAPI staining. red: mtDNA
(Cy3-labeled mtDNA fragments); blue:
DNA (DAPI). Green arrows indicate the
pluripotent stem cell, the yellow arrows de-
pict a differentiated cell. (C) The intensities
of the mtDNA staining in the nuclei of iPS,
ES, and differentiated cells in the immuno-
fluorescence images were determined using
the program Image]. The intensities of the
nuclear mtDNA signals were set to 100% in
iPS and in ES cells. They decreased to
34% +15% in differentiating cells derived
from iPS cells and to 26% £ 12% in differ-

mtDNA (long exposure)

w
entiating cells derived from ES cells. Fifty c é @
cells each were scored. Standard errors are o ;—:1
displayed. Color images available online at S
www.liebertpub.com/scd L 2

© =
L
o=
S o
£.c
gl =
o =
e

w

SCHNEIDER ET AL.

described [50]. Since crude nuclei still have some mito-
chondria attached to their surface, we removed the mtDNA,
which is present in these mitochondria, from the nuclei
by treatment with the mild detergent NP-40 (Fig. 2A,
right panel). We analyzed the undigested nuclear DNA by
2D gel electrophoresis and hybridized the membrane to a
radioactive-labeled mtDNA probe. The majority of the
mtDNA probe is hybridizing to linear nuclear DNA of both
fibroblasts and iPS cells (Fig. 2B, left four panels). We

Differentiation of iPS cells
mtDNA (short exposure)
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propose that these sequences are not extrachromosomal,
but are rather part of chromosomal DNA, for example in
the form of NUMTs which are mtDNA sequences dis-
persed throughout chromosomal DNA [1]. In the nuclear
DNA of iPS cells, we observed an approximate sixfold
increase compared to fibroblasts (determined by phos-
phorimager) of a DNA species, which does not appear to
enter the gel (top left side). It is possible that these mole-
cules are mtDNA circles linked to each other in the form of
concatemers as previously described [54,55]. In the iPS gel
there is a further arc above the arc of linear DNA frag-
ments, which may also indicate circular mtDNA species of
various sizes. As a control, we also analyzed mtDNA de-
rived from the mitochondrial fraction by 2D gel electro-
phoresis (Fig. 2B). mtDNA has a size of about 16 kb and is
mainly present in circular form as a monomer in mito-
chondria. The full-length circular DNA appears as a ho-
mogenous DNA species (visualized as a spot) in the 2D
gel, thus mtDNA in mitochondria is mainly present in
monomeric, circular form. The weak signal on the arc of
linear DNA fragments indicates likely contamination from
nuclear DNA. The mtDNA gels also clearly indicate that
the nuclear DNA samples are mostly free of full-length
mtDNA molecules, which derive from mitochondria at-
tached to the nucleus. As another control, we reprobed the
nuclear DNA gels with a probe against the single-copy
gene GAPDH. No extrachromosomal GAPDH DNA circles
are visible in the iPS gel. To determine further, the size of
the highly abundant mtDNA sequences, we amplified short
(0.5-0.8 kb) and long (~ 12 kb) mtDNA sequences by PCR
(Supplementary Fig. S4). Whereas there was an approxi-
mately two- to fivefold higher number of short mtDNA
fragments in the nuclei of iPS cells compared to fibroblasts,
large mtDNA fragments (~ 12kb) were not enriched in the
nuclei of iPS cells suggesting that large or even full-length
mtDNA molecules are not amplified during reprogramming in
the nuclei of iPS cells. We determined the sequences of the
short mtDNA fragments (see Supplementary Fig. S4), which
were amplified by PCR from MEF and iPS cell nuclear ge-
nomic DNA. All sequences of the amplified PCR fragments
are identical to mtDNA sequences (Supplementary Sequence).
We conclude that in the nuclei of iPS cells a high number
of short mtDNA sequences are mainly present as extrachro-
mosomal circles, although we cannot exclude that nuclear
mtDNA insertions occur during reprogramming as well.

Like iPS cells, ES cells also exhibit culture-induced copy
number variations in chromosomal DNA [53]. Therefore,
we investigated whether mtDNA sequences with nuclear
localization are present in elevated numbers in two different
ES cell lines. We demonstrated that there was a significant
increase (3.2-fold; P <0.005) in nuclear mtDNA sequences
in ES cells compared to fibroblast cells (Fig. 3 and Sup-
plementary Fig. S5; Fig. 1B for quantification).

Given that the number of mtDNA sequences in the nu-
cleus increases during reprogramming, we were interested in
ascertaining whether these accumulated sequences remain at
similar levels when the stem cells initiate differentiation into
somatic cells. When we induced differentiation in pluripo-
tent stem cells (iPS and ES cells) to somatic cells using the
hanging drop method [47], the accumulated mtDNA species
in nuclei of this heterogeneous population of differentiating
cells decreased to similar levels as observed in fibroblasts
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(Fig. 4). Thus, the process of the accumulation of mtDNA
sequences in nuclei is reversible.

In summary, we demonstrate that mtDNA sequences with
nuclear localization are present in elevated numbers in both
iPS and ES cells, but decreases when the pluripotent stem cells
undergo differentiation to somatic cells. Most of the nuclear-
amplified mtDNA sequences appear to be present in the ex-
trachromosomal form. We envisage three possible mechanisms
by which mtDNA enters into the nucleus and/or amplifies: (1)
Fragmented mtDNA may translocate to the nucleus. If the
mtDNA fragments enter the nucleus in the linear form they
may either insert into the chromosomal DNA, which may
occur during the repair of a dsDNA break in chromosomal
DNA, or be converted to circular DNA molecules with the
help of a DNA ligase (eg, Lig4 of the non-homologous end-
joining pathway). (2) Alternatively, a few circles with mtDNA
sequences may already be present in the nucleus and those
may amplify during reprogramming. This is a likely possibility
since in fibroblasts mtDNA sequences are already present in
the nucleus (see Figs. 1 and 2), and some of these appear to be
extrachromosomal (Fig. 2). Further support for this scenario
comes from our observation, if mtDNA is removed from mi-
tochondria using ethidium bromide, the accumulated mtDNA
fragments still remain in about the similar amount in the nu-
cleus suggesting that the translocation of mtDNA fragments to
the nucleus appears rather not to be a requirement for the
amplification of nuclear mtDNA fragments (Supplementary
Fig. S6). The extrachromosomal mtDNA circles may be main-
tained and inherited in the nucleus by break-induced repli-
cation mechanisms [56,57]. (3) Another possible scenario is
that a few single fibroblasts with already highly amplified
mtDNA molecules in the nucleus may be the preferential
source for the reprogramming to iPS cells.

The number and variety of extrachromosomal circular DNA
in the nucleus increase enormously in tumor tissues and in cells
exposed to carcinogens [58—61]. Overrepresentation of these
circular DNAs may disturb chromosomal DNA replication
and/or repair of damage in chromosomal DNA. A similar
scenario might be linked to the amplification of mtDNA se-
quences in iPS cells. Expression of the reprogramming factors
and oncogenes Klf4 and c-Myc may initiate the amplifications
of mtDNA sequences in the nucleus and potentially contribute
in this way to an increase in nuclear genomic instability. This
is a possibility since deregulated c-Myc expression itself con-
tributes to genomic instability, including the formation of ex-
trachromosomal DNA circles [61].

Conclusions

We demonstrate in this study that pluripotent stem cells
contain high numbers of mtDNA sequences in the nucleus,
which decrease upon differentiation to somatic cells. This
unexpected observation during reprogramming highlights a
new feature of pluripotent stem cells, and may represent
another level of chromosomal regulation. It is however un-
clear, whether high levels of mtDNA circles in the nucleus
inhibit or improve reprogramming, which will be tested in
future experiments.
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