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ABSTRACT

5-hydroxymethylcytosine (5hmC) has been sug-
gested to be involved in various nucleic acid trans-
actions and cellular processes, including transcrip-
tional regulation, demethylation of 5-methylcytosine
and stem cell pluripotency. We have identified an
activity that preferentially catalyzes the cleavage
of double-stranded 5hmC-modified DNA. Using bio-
chemical methods we purified this activity from
mouse liver extracts and demonstrate that the en-
zyme responsible for the cleavage of 5hmC-modified
DNA is Endonuclease G (EndoG). We show that
recombinant EndoG preferentially recognizes and
cleaves a core sequence when one specific cyto-
sine within that core sequence is hydroxymethy-
lated. Additionally, we provide in vivo evidence that
EndoG catalyzes the formation of double-stranded
DNA breaks and that this cleavage is dependent
upon the core sequence, EndoG and 5hmC. Finally,
we demonstrate that the 5hmC modification can
promote conservative recombination in an EndoG-
dependent manner.

INTRODUCTION

The existence of 5-hydroxymethylcytosine (5hmC) in mam-
malian DNA was shown in 1972 (1). At that time the func-
tion of 5hmC was relegated to the status of a non-mutagenic
DNA lesion (2). The significance of the 5hmC modification
was realized more than 30 years later, when 5hmC was iden-
tified in specialized Purkinje neurons (3) and this modifi-
cation was implicated in the oxidative demethylation of 5-
methylcytosine (5meC) (4).

Tet1 was described as the founding member of a class
of iron-dependent dioxygenases that catalyzed the forma-
tion of 5hmC from 5meC (4). Later it was shown that
all three known Tet enzymes––Tet1, Tet2 and Tet3––could

catalyze this reaction (5). Further research demonstrated
the importance of 5hmC and the Tet enzymes in cancer
development when it was shown that deficiencies in Tet2
cause aberrant genomic 5hmC patterns; this led to cer-
tain myeloid cancers (6–8). Other research has shown that
5hmC is present in stem cells (9) and has suggested that
5hmC is necessary for stem cell renewal (10), transcrip-
tional regulation (11–14) and is an intermediate in the ox-
idative demethylation of 5meC. This demethylation is ac-
complished either by using the base excision repair machin-
ery (15,16) or by successive oxidation steps leading to 5-
carboxycytosine (17). 5-carboxycytosine can be removed by
the thymine DNA glycosylase (18,19) or an, as yet, uniden-
tified 5-carboxycytosine decarboxylase (20).

Recent genome-wide mapping of the positions of 5hmC
have demonstrated that 5hmC is present at the highest
amounts in gene bodies and to a lesser extent at the promot-
ers of genes (21–25). The functional significance of the posi-
tioning of 5hmC remains unclear. Early models suggest that
5hmC at gene promoters could alleviate transcriptional re-
pression by 5meC (26); however, this model is not consistent
with several current studies that demonstrate that 5hmC at
gene promoters reduces gene expression (11–13,22). 5hmC
within gene bodies has a limited effect on gene expression
(12) and it has been suggested that 5hmC within gene bodies
may be involved in RNA splicing.

Endonuclease G (EndoG) was initially purified from the
mitochondria of bovine heart (27) and calf thymus nuclear
extracts (28). It gained its name for its ability to preferen-
tially cleave guanosine (G)-rich DNA regions (29). Later
it was reported that EndoG localizes primarily to the mi-
tochondria (30); however, more recent reports suggest that
EndoG also resides in the nucleus (31–33). EndoG was
shown to be involved in the removal of RNA primers cre-
ated during mitochondrial DNA replication (30). After this
finding, it was also demonstrated that EndoG could be a nu-
clease involved in the execution of apoptosis (34). However,
two EndoG knockout mice failed to show any apoptotic de-
fects or mtDNA replication errors (35,36). Several recent re-
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ports implicate EndoG in specialized DNA recombination
events (31–33,37).

In this report, we identify and purify an activity in mouse
liver extracts that preferentially cleaves 5hmC-modified
DNA. We show that EndoG is required for this 5hmC
cleavage activity. We characterize a preferred sequence of
EndoG-mediated cleavage and demonstrate that this cleav-
age is greatly increased in the presence of cytosine hydrox-
ymethylation. We show that EndoG is necessary and suffi-
cient for 5hmC-mediated cleavage both in vitro and in vivo.
Finally, we demonstrate that 5hmC-modified DNA under-
goes conservative recombination more frequently than un-
modified DNA and that this increase in recombination is
dependent on EndoG.

MATERIALS AND METHODS

Ethics statement

The mouse studies were approved by Folkehelseinstituttet;
and as such comply with Norwegian National and Local
Regulations. Mice were euthanized by cervical dislocation
under isoflurane anesthesia.

Antibodies

The following antibodies were used for this study: �-actin
(western blot 1:1000, Enzo Life Science, ADI-905–733),
CoxIV (western blot 1 �g/ml, Invitrogen, 459600), EndoG
(western blot 1:200, Santa Cruz Biotechnology, sc-26923),
Histone H3 (western blot 1:250, Diagenode, cs-135–100),
� -H2AX (immunofluorescence 0.2 �g/ml, Millipore, 05–
636), 53BP1 (immunoflourescence 1:100, Abcam, ab36823).

Organ nuclear extract preparation

Organs were harvested from euthanized 3-month-old
C57bl/6J or C57bl/6J Endog−/− mice. Endog−/− mice were
a gift from Esther Dupont-Versteegden; their creation was
described previously (36). Organ extracts were prepared as
previously described (3,38). The purity of liver nuclear ex-
tracts (LiNE) was evaluated by western analysis followed by
probing with mitochondrial complex IV, Histone H3 and
EndoG antiserum (Supplementary Figure S1). Wild-type
and EndoG−/− extracts were blotted and probed with actin
antiserum to show equal loading (Supplementary Figure
S2A). Adenosine triphosphate (ATP) hydrolysis assays were
used to demonstrate enzymatically active extracts (Supple-
mentary Figure S2B).

ATP hydrolysis reactions

Reactions (20 �l) containing 1.2 �g of wild-type or
Endog−/− LiNE, 3 mM � -[32P]-ATP (10 mCi/mmol), 25
mM Tris (pH 7.5), 3 mM MgCl2, 20 mM NaCl and 5 mM �-
mercaptoethanol were incubated at 37◦C for 120 min. Reac-
tions were terminated by the addition of 10 �l of a solution
containing 33 mM ethylenediaminetetraacetic acid (EDTA)
(pH 8.0), 6 mM ATP and 6 mM K2PO4. Two microliters of
each reaction was spotted on PEI cellulose F plates (Milli-
pore) and allowed to dry. The plates were resolved in a TLC
chamber containing 1 M formic acid and 0.8 M LiCl. The

plates were dried and placed on a phosphor screen (Molecu-
lar Dynamics) overnight. The phosphor screen was imaged
with a Typhoon Scanner (Molecular Dynamics) and quan-
tified using ImageQuant Software (GE Healthcare).

Stable cell lines

Note that 1.5 × 105 HeLa cells were plated in a 6-well dish
and allowed to attach for 24 h. Cells were then transfected
with 1 �g EndoG shRNA (Santa Cruz) or pcDNA3 Tet2
catalytic domain (Tet2 CD) (a generous gift from Yi Zhang,
construction described in previously (5)). After 48 h, cells
were split and selected with 2 �g/ml Puromycin for cells
transfected with EndoG shRNA, or the relevant control
empty vector or 200 �g/ml Neomycin for cells transfected
with pcDNA3 Tet2 CD. After selection for 10–14 days 40 in-
dividual colonies were picked and evaluated for expression.
Cells expressing the lowest EndoG and/or the highest Tet2
CD, as determined by quantitative polymerase chain reac-
tion (qPCR), were used for future experiments. The dou-
bly transfected cell lines were created as above except the
HeLa cells expressing the EndoG shRNA or the empty vec-
tor shRNA were seeded and pcDNA3 Tet2 CD was trans-
fected into these cell lines.

siRNA

Note that 15 000 HeLa cells were transfected using Lipo-
fectamine RNAiMax (Invitrogen) with either control (In-
vitrogen cat nr. AM4611), EndoG siRNA 1 (Invitrogen cat
nr. 4390824 id s707) or EndoG siRNA 2 (Invitrogen cat nr.
4390824 id s708) at a concentration of 30 nM. At the appro-
priate time point total RNA was harvested and reverse tran-
scribed using a High capacity cDNA synthesis kit (Applied
Biosystems). Alternatively, cells were subject to immunoflu-
orescence (described below). EndoG and Tet2 CD-specific
RNAs were quantified using a Taqman probe designed to
detect EndoG or Tet2 CD. Knockdown efficiency was cal-
culated as the specific transcript in the treated sample di-
vided by the RNA present in the control sample multiplied
by 100%.

5hmC quantification

DNA was purified from each HeLa cell line using or-
ganic extraction, followed by an ethanol precipitation. The
amount of 5hmC present in each DNA sample was quan-
tified using a Quest 5hmC detection kit (Zymo Research)
according to the manufacturer’s instructions.

DNA substrates

Note that 2.7 kbp substrates were created by PCR ampli-
fying the derivatives of the pUC19 vector (Sequence and
PCR primers in Supplementary Tables S1 and S2). Sub-
strates containing 5hmC were amplified in the presence of
d5hmCTP (Bioline) instead of dCTP.

The short substrates were created by annealing oligonu-
cleotides (Supplementary Table S2). The annealed oligonu-
cleotides were cloned into pCR2.1-Topo according to the
manufacturer’s instructions. The short substrates were PCR
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amplified using primers that amplify the region of interest
(Supplemental Table S1). Substrates containing all 5meC
were synthesized using d5mCTP (Fermentas) instead of
dCTP and Phusion Polymerase (Finnzymes) instead of Pfu
Turbo Polymerase. Substrates containing 5hmC were am-
plified in the presence of d5hmCTP (Bioline) instead of
dCTP. The in vivo cut and control substrates were created by
PCR amplification of the entire pCR2.1-Topo vector with
the cut or control substrate cloned into the vector.

Recombination substrates were created by PCR amplifi-
cation of Substrate A and Substrate B (Supplementary Ta-
ble S1). Substrates containing 5hmC were amplified in the
presence of d5hmCTP (Bioline) instead of dCTP.

Oligonucleotide annealing reactions (50 �l) contain-
ing 200 pmol of each oligonucleotide were annealed by
heating to 95◦C for 5 min and cooled slowly to room
temperature over 3 h. dsOligonucleotides were resolved
on 15% non-denaturing polyacrylamide gel electrophore-
sis (PAGE), identified using ultraviolet shadowing and ex-
tracted.

Substrates were labeled using � -[32P]ATP (20 �Ci) and
T4 polynucleotide kinase (NEB) according to the manufac-
turer’s instructions. Unincorporated ATP was removed us-
ing a nucleotide clean kit (Qiagen).

EndoG and dEndoGI cloning and purification

Full-length EndoG was reverse transcribed from Mus mus-
culus liver RNA, PCR amplified and cloned into pET28a
(pET28a-EndoG). pET28a-EndoG/H128A was created
using Quickchange (Strategene) site directed mutagene-
sis. dEndoGI was reverse transcribed from Drosophila
melanogaster total RNA, PCR amplified and cloned into
pET28a. Rossetta(DE3) ((F− ompT hsdSB (RB

− mB
−)

gal dcm � (DE3 [lacI lacUV5-T7 gene 1 ind1 sam7
nin5]) pLysSRARE (CamR)) harboring pET28a-EndoG,
pET28a-EndoG/H128A, pET28a-dEndoGI were grown in
Studier Autoinducing Media (39) at 37◦C until the culture
reached an A600 of 0.8. The culture was then shifted to 18◦C
for 16 h. The cells were harvested by centrifugation and sus-
pended in 10 ml EndoG wash buffer (25 mM Hepes pH 7.9,
500 mM NaCl, 5 mM Imidazole and 10% (v/v) glycerol) for
every 500 ml cells grown. All further steps were carried out
at 4◦C unless otherwise stated. The cells were incubated for
60 min with lysozyme added to a final concentration of 200
ng/�l. TritionX-100 was added to a final concentration of
0.1% (v/v) and the cells were heated briefly to 20◦C. The
cell lysate was then sonicated three times for 30 s with a
2-min rest on ice between each sonication. The cell lysate
was cleared by centrifugation at 10 000 × g for 30 min.
The supernatant was applied to a 2.5 ml talon resin (BD
Biosciences) and washed with EndoG wash buffer until the
flow-through contained no detectable proteins. EndoG was
eluted from the talon column using EndoG elution buffer
(25 mM Hepes pH 7.9, 500 mM NaCl, 200 mM Imidazole
and 10% (v/v) glycerol). The resulting purified EndoG or
EndoGI was dialyzed against 100 volumes of EndoG stor-
age buffer (250 mM NaCl, 25 mM Hepes pH 7.9, 1 mM
EDTA pH 8.0 and 50% (v/v) glycerol).

Cleavage assays

Reactions (20 �l) containing 4.5 ng DNA substrate or
the indicated amount of dsoligonucleotide, 20 mM Hepes
(pH 7.9), 1 mM EDTA pH 8.0, 3 mM MgCl2, 10 mM 2-
mercaptoethanol, 4% (v/v) glycerol, 1% (v/v) Triton X-100,
0.2 ng poly(dIdC) (unless otherwise stated) and a titration
of the nuclear extracts from 25 to 100 ng or the indicated
amount of purified EndoG or EndoG/H128A were incu-
bated at 37◦C for 30 min. Reactions were stopped by the
addition of 4 �l stop solution (50 mM Tris (pH 8.0), 2%
(w/v) sodium dodecyl sulphate (SDS), 100 mM EDTA (pH
8.0) and 1 �g Proteinase K). The stop solution was allowed
to incubate with the reaction at 42◦C for at least 30 min.
After incubation the entire reaction mixtures were resolved
on a 0.8% or a 1.2% agarose or 15% non-denaturing PAGE.
The agarose gels were incubated with 40% (v/v) methanol,
10% (v/v) acetic acid and 3% (v/v) glycerol for at least 60
min. The gels were then dried and were imaged on a phos-
phor screen.

Kinetic parameters

Cleavage assays were performed as described above with a
decreasing titration of the indicated dsDNA substrate (19,
6.3, 2.1 and 0.70 nM) with 1.3 pmol EndoG. Reaction ve-
locities were plotted against substrate concentration. Km
and Vmax were computed using a Lineweaver–Burk plot.
Kcat values were computed as Vmax divided by the EndoG
concentration. The specificity constant (Kcat/Km) was com-
puted by dividing the Kcat by the Km.

Competition assays

Reactions (20 �l) containing 4.5 ng DNA substrate, 40 ng
LiNE, 20 mM HEPES (pH 7.9), 1 mM EDTA (pH 8.0), 3
mM MgCl2, 10 mM 2-mercaptoethanol, 4% (v/v) glycerol,
1% (v/v) Triton X-100 and a titration of poly(dIdC) from
0.1-fold molar excess to a 10-fold molar excess was incu-
bated at 37◦C for 30 min. Reactions were stopped by the
addition of 4 �l stop solution (50 mM Tris (pH 8.0), 2%
(w/v) SDS, 100 mM EDTA (pH 8.0) and 1 �g Proteinase
K). The stop solution was allowed to incubate with the reac-
tion at 42◦C for at least 30 min. After incubation the entire
reaction mixtures were resolved on either a 0.8% or a 1.2%
agarose gel. The agarose gel was incubated with 40% (v/v)
methanol, 10% (v/v) acetic acid and 3% (v/v) glycerol for
at least 60 min. The gels were then dried and were imaged
on a phosphor screen.

Gel shift assays

Reactions (10 �l) containing 4.5 ng each short (130 bp) cy-
tosine, fully 5meC and fully 5hmC substrates (5hmC), 20
mM HEPES (pH 7.9), 5 mM EDTA pH 8.0, 10 mM 2-
mercaptolethanol, 4% (v/v) glycerol, 1% (v/v) Triton X-
100, the indicated concentration of EndoG were incubated
on ice (4◦C). After 5 min, 5 �l of 75% glycerol was added
to each reaction. Reactions were resolved on 6% Native-
PAGE at 4◦C for 16 h. Gels were incubated with 40% (v/v)
methanol, 10% (v/v) acetic acid and 3% (v/v) glycerol for
at least 60 min. The gels were then dried and were imaged
on a phosphor screen.

D
ow

nloaded from
 https://academ

ic.oup.com
/nar/article/42/21/13280/2902637 by guest on 09 April 2024



Nucleic Acids Research, 2014, Vol. 42, No. 21 13283

Cleavage activity purification

Mouse LiNE were prepared from 54 mice as described
above. All steps were carried out at 4◦C. Pooled nuclear ex-
tracts were dialyzed twice against 100 volumes of Buffer A
(40 mM KCl, 0.2 mM EDTA (pH 8.0), 20 mM Hepes (pH
7.9) and 20% (v/v) glycerol). The dialyzed fraction was cen-
trifuged at 13 000 × g for 15 min and the soluble fraction
was applied to a 4 ml heparin agarose column equilibrated
with buffer A. The heparin column was eluted with a 40
ml linear gradient from 0.04 to 1.0 M KCl. Fractions were
assayed for 5hmC cleavage activity and relevant fractions
(eluting at 50–120 mM KCl) were pooled and dialyzed twice
against 100 volumes of Buffer A. The dialyzed fraction was
applied to 4 × 1 ml HiTrapQ columns (Amersham Bio-
sciences) equilibrated with buffer A. The HiTrapQ column
was eluted with a 40 ml linear gradient from 0.04 to 0.75
M KCl. Fractions were assayed for 5hmC cleavage activ-
ity and relevant fractions (eluting at 50–100 mM KCl) were
pooled and dialyzed twice against 100 volumes of Buffer A.
The dialyzed fraction was applied to 3 × 1 ml HiTrap SP
columns (Amersham Biosciences) equilibrated with buffer
A. The HiTrap SP column was eluted with a 30 ml linear
gradient from 0.04 to 1.0 M KCl. Fractions were assayed
for 5hmC cleavage activity and relevant fractions (eluting at
60–80 mM KCl) were pooled and dialyzed twice against 100
volumes of Buffer B (250 mM KCl, 0.2 mM EDTA (pH 8.0),
20 mM Hepes (pH 7.9) and 20% (v/v) glycerol). The pool
was concentrated to 500 �l using a centricon MWCO 10
000 (Millipore) and applied to a Superdex 75 column equi-
librated in Buffer B. The Superdex 75 column was eluted
with 35 ml buffer B. Fractions containing the highest 5hmC-
specific cleavage activity (between 80 and 100 kDa) were
resolved using 4–16% SDS-PAGE. The entire gel lane was
subjected to nanoLC-ESI-MS/MS analysis.

Protein identification

Protein identification using nanoLC-ESI-MS/MS was per-
formed by Proteome Factory (Proteome Factory AG,
Berlin, Germany). The mass spectrometry (MS) system
consisted of an Agilent 1100 nanoLC system (Agilent,
Waldbronn, Germany), NanoMate 100 (Advion, Ithaca,
USA) and a Finnigan LTQ-FT mass spectrometer (Ther-
moFisher, Bremen, Germany). Proteins were in-gel digested
by trypsin (Promega, Mannheim, Germany) and applied to
nanoLC-ESI-MS/MS. Peptides were trapped and desalted
on an enrichment column (Zorbax SB C18, 0.3 mm × 5
mm, Agilent) for 5 min using 1% acetonitrile/0.5% formic
acid as eluent. The peptides were separated on a Zorbax
300 SB C18, 75 �m × 150 mm column (Agilent) using
an acetonitrile/0.1% formic acid gradient from 5% to 40%
acetonitrile over 40 min. MS spectra were automatically
recorded by the mass spectrometer according to manufac-
turer’s instrument settings for nanoLC-ESI-MS/MS analy-
ses. Proteins were identified using MS/MS ion search of the
Mascot search engine (Matrix Science, London, England)
and nr protein database (National Center for Biotechnol-
ogy Information, Bethesda, USA).

In vivo cleavage assays

HeLa cells were transfected with the appropriate siRNA
as described above. After incubation for 48 h HeLa cells
were transfected using FuGene (Invitrogen) with 500 ng of
the appropriate substrate. After a 20-h incubation the total
RNA and DNA was isolated from the HeLa cells. qPCR
was performed on 5 ng DNA using the cut primer set and
the control region primer set. The fraction cut is represented
as the quantity of the cut primer set as a fraction of the con-
trol primer set.

�-H2AX and 53BP1 foci assays

Twenty thousand cells of each stably transfected HeLa
cell line or transiently siRNA knocked down cells were
plated in a single well of a Lab-Tek II 8-well chamber slide
(Thermo Scientific) and allowed to settle overnight at 37◦C
in a humidified 5% CO2 incubator. Cells were washed with
phosphate-buffered saline and fixed with ice cold 100%
(v/v) methanol and placed at −20◦C for 10 min. Cells were
washed once with 300 �l Tris buffered saline (TBS). Cells
were permeabilized with 300 ml TBST (TBS and 0.5% (v/v)
TritonX-100) for 10 min at 25◦C. Slides were blocked with
blocking solution (300 �l TBS, 0.05% (v/v) Tween20 and
5% (w/v) bovine serum albumin) for 1 h at 25◦C. One hun-
dred microliters � -H2AX antiserum in blocking solution
was added to the slides and incubated at 25◦C for 1 h.
Slides were washed three times in TBST for 10 min. One
hundred microliters of Alexa Fluor 594 goat anti-mouse
immunoglobulin G (IgG; Invitrogen) at a titer of 1:500 in
blocking solution was added to the cells for 1 h at 25◦C.
When relevant one hundred microliters of 53BP1 antiserum
in blocking solution was added to the slides and incubated
at 25◦C for 1 h. Slides were washed three times in TBST for
10 min. One hundred microliters of Alexa Fluor 488 goat
anti-rabbit IgG (Invitrogen) at a titer of 1:500 in blocking
solution was added to the cells for 1 h at 25◦C. Slides were
washed with 300 �l TBST for 10 min, 300 �l TBST and
5 mg/ml DAPI for 10 min and 300 �l TBST for 10 min.
Slides were mounted with Mowiol (Calbiochem) and dried
at 25◦C in the dark for at least 2 h. Slides were visualized
with an Axio Observer.Z1 Axio inverted microscope (Carl
Zeiss) and quantified using AxioVision Software Release
4.8 (Carl Zeiss). � -H2AX foci were counted from 180 to 220
cells of each cell line in duplicate. � -H2AX and 53BP1 foci
were counted in 40–60 cells of EndoG siRNA knockdowns.

Irradiation of HeLa cells

Twenty thousand HeLa cells were plated in each well of a
Lab-Tek II 8-well chamber slide (Thermo Scientific) and al-
lowed to settle overnight at 37◦C in a humidified 5% CO2
incubator. Cells were irradiated in a Gammacell 3000 Elan
(MDS Nordicon) with a dose of either 1 or 3 Gy. Cells
were shifted to a 37◦C humidified 5% CO2 incubator for
30 min. Cells were washed with phosphate-buffered saline
and fixed with ice cold 100% (v/v) methanol and placed at
−20◦C for 10 min. Cells were washed once with 300 �l TBS.
Cells were permeabilized with 300 ml TBST (TBS and 0.5%
(v/v) TritonX-100) for 10 min at 25◦C. Slides were blocked
with blocking solution (300 �l TBS, 0.05% (v/v) Tween20
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and 5% (w/v) bovine serum albumin) for 1 h at 25◦C. One
hundred microliters � -H2AX antiserum and 53BP1 anti-
serum in blocking solution was added to the slides and in-
cubated at 25◦C for 1 h. Slides were washed three times in
TBST for 10 min. One hundred microliters of Alexa Fluor
594 goat anti-mouse IgG (Invitrogen) and Alexa Fluor 488
donkey anti-rabbit IgG, both at a titer of 1:500, in block-
ing solution was added to the cells for 1 h at 25◦C. Slides
were washed with 300 �l TBST for 10 min, 300 �l TBST
and 5 mg/ml DAPI for 10 min and 300 �l TBST for 10
min. Slides were mounted with Mowiol (Calbiochem) and
dried at 25◦C in the dark for at least 2 h. Slides were visu-
alized with an Axio Observer.Z1 Axio inverted microscope
(Carl Zeiss) and quantified using AxioVision Software Re-
lease 4.8 (Carl Zeiss).

Growth curves and viability measurements of stable cell lines

Each cell line was plated in a 6-well dish at a density of 105

cells per well. At the time point indicated cells were har-
vested and mixed with an equivalent volume of 0.4% Try-
pan blue. Cell counts and viability was measured using a
countess cell counter (Invitrogen).

Apoptosis assays

Twenty thousand cells of each stably transfected HeLa cell
line per well were plated in an Lab-Tek II 8-well chamber
slide (Thermo Scientific) and allowed to attach overnight
at 37◦C in a humidified 5% CO2 incubator. The Click-iT
TUNEL Alexa Fluor 594 Imaging Assay Kit (Life Tech-
nologies) was used according to the manufacturer’s instruc-
tions. Slides were mounted with Mowiol (Calbiochem) and
dried at 25◦C in the dark for at least 2 h. Slides were vi-
sualized with an Axio Observer.Z1 Axio inverted micro-
scope (Carl Zeiss) and quantified using AxioVision Soft-
ware Release 4.8 (Carl Zeiss). Data presented are the results
of counting between 200 and 250 cells from each cell line in
duplicate.

Recombination assays

Reactions (50 �l) containing 100 ng of Substrate A and 100
ng Substrate B, either unmodified or fully 5hmC-modified,
15.4 �g LiNE, 20 mM HEPES (pH 7.9), 1 mM EDTA pH
8.0, 3 mM MgCl2, 10 mM KCl, 10 mM 2-mercaptoethanol,
4% (v/v) glycerol, were incubated for 15 min at 37◦C. Reac-
tions were terminated by the addition of 10 �l stop solution
(50 mM Tris (pH 8.0), 2% (w/v) SDS, 100 mM EDTA (pH
8.0) and 1 �g Proteinase K) and incubated at 42◦C for at
least 30 min. DNA was purified using a Qiagen PCR clean
kit. Two qPCR reactions were run on each reaction: con-
trol region and recombined region (primers in Supplemen-
tary Table S2) were completed as previously described (40).
The percent recombinant was computed using the formula:
((recombined region quantity)/(control region recovered))
× 100%. The value recorded for the reaction incubated in
the absence of LiNE was subtracted from the result of this
calculation.

Sequencing of recombinant qPCR reactions

qPCR amplification reactions were resolved on 1.4%
agarose gel. The only band present in the gel at 420 bp was
excised and the agarose was removed using a gel extraction
kit (Qiagen). This band was PCR amplified and cloned into
pCR4-Topo (Invitrogen) according to the manufacture’s in-
structions. Twelve colonies from each cloning reaction (48
in total) were grown and the resulting plasmids were puri-
fied using a miniprep kit (Qiagen). Isolated plasmid clones
were sequenced using Sanger sequencing.

Statistical analysis

A two-tailed Student’s t-test was used to evaluate statistical
significance. P-values less than 0.05 were considered statis-
tically different.

RESULTS

Identification of an activity from mammalian nuclear extracts
that produces specific cleavage products from 5hmC-modified
DNA

We were interested in determining the effect that mouse
LiNE would have on 5hmC-modified DNA. With this idea
in mind, we designed two substrates that were PCR prod-
ucts derived from pUC19 (see Supplementary Tables S1
and S2 for substrate and primer sequences; the GC and
G5hmC densities of the substrates, averaged over a 20-bp
window, are shown in Figure 1A). The first substrate con-
tained unmodified cytosines and the other substrate con-
tained 5hmC in place of all the cytosines. Each of these sub-
strates was incubated with increasing concentrations of pu-
rified LiNE (Supplementary Figure S1) and the DNA prod-
ucts were resolved on an agarose gel (Supplementary Fig-
ure S3). Surprisingly, in the lanes that contained the 5hmC-
modified substrate we observed the appearance of several
distinct bands after the incubation with LiNE (Supplemen-
tary Figure S3, lanes 6–8). These distinct bands were not
present in the reactions that contained the unmodified cyto-
sine substrate incubated with LiNE (Supplementary Figure
S3, lanes 2–4).

In addition to the products liberated when the 5hmC-
modified substrate was incubated with LiNE, we noted an
apparent non-specific nuclease activity present in LiNEs
that degraded both cytosine and 5hmC substrates (Supple-
mentary Figure S3, lanes 2 and 6). We titrated increasing
concentrations of poly(dIdC) into the cleavage reactions to
demonstrate that the endonuclease activity observed prefer-
entially cleaved 5hmC-modified DNA (Figure 1B). We ob-
served that as the amount of poly(dIdC) increased, the non-
specific nuclease activity decreased in the cleavage reactions
involving both the cytosine and 5hmC substrates. The spe-
cific cleavage products created by incubating LiNE with the
5hmC-modified substrate appeared to increase with incre-
menting amounts of poly(dIdC) (Figure 1B, lanes 8–10).
This result suggests that an activity from the LiNE was
preferentially catalyzing the formation of sequence-specific
double-stranded DNA breaks provided the DNA was cyto-
sine hydroxymethylated.
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Figure 1. A component of LiNE preferentially cleaves 5hmC-modified DNA. 4.5 ng (2.6 fmol DNA molecules) of either cytosine or the fully 5hmC-
modified 2.7 kbp substrates (A) were incubated with 25 ng LiNE with an increasing molar excess (0.1- to 10-fold) of poly(dIdC) (B). *, radioactive label;
S, substrate; P, products.

Identification of the enzyme that catalyzes the formation of
specific cleavage products from 5hmC-modified DNA

We endeavored to identify the protein or protein complex
responsible for the cleavage activity observed in Figure 1B.
Nuclear extracts from the livers of 54 mice were prepared
and fractionated according to the scheme shown in Fig-
ure 2A. After each purification step the fractions were as-
sayed for double-stranded 5hmC-modified DNA cleavage
activity (Supplementary Figures S4–S7). Fractions from
each purification step that contained the greatest double-
stranded 5hmC-specific cleavage activity were pooled and
subjected to further fractionation (Figure 2B). During pu-
rification of the cleavage activity we noted a reduced cleav-
age specificity; however, we note that at high enzyme con-
centrations many endonucleases display reduced specificity
(41), indeed at the end of the purification we were able to
recover the specific cleavage products after incubation with
5hmC-modified DNA (Figure 2B). After the final purifica-
tion step, proteins were resolved using SDS-PAGE. The en-
tire gel lane was subjected to nanoLC-ESI-MS/MS analysis
to identify proteins of interest. The nanoLC-ESI-MS/MS
analysis identified 259 proteins (Supplementary Table S3
and Supplementary Figure S8). Several of these proteins
contained putative nuclease domains; however, EndoG be-
came a primary candidate because EndoG was the only
protein that has been previously demonstrated to function
as an endonuclease (42). Therefore, we tested LiNE from

Endog−/− mice for cleavage activity on both the cytosine
and 5hmC-modified substrates. Supplementary Figure S2A
and B demonstrate that wild-type and Endog−/− LiNE both
contain equivalent amounts of protein, measured by west-
ern blot, and are equally active, as measured by ATP hydrol-
ysis assays. Interestingly, LiNE lacking EndoG, when incu-
bated with a 5hmC-modified substrate, did not catalyze the
formation of specific cleavage products (Figure 2C). This
result strongly supports the hypothesis that EndoG is nec-
essary for the observed 5hmC cleavage activity.

Recombinant EndoG preferentially cleaves 5hmC-modified
DNA

We expressed and partially purified recombinant mouse
EndoG and a catalytically inactive mutant of EndoG–
EndoG/H128A––from Escherichia coli (Supplementary
Figure S9). The cytosine or the 5hmC-modified sub-
strate was incubated with LiNE, recombinant EndoG or
EndoG/H128A. Intriguingly, we noted that recombinant
EndoG produced the same cleavage pattern as the LiNE
(Figure 2D, lanes 4 and 6 and Supplementary Figure S10).
Furthermore, the catalytically inactive EndoG/H128A was
unable to cleave the cytosine or the 5hmC-modified sub-
strate (Figure 2D, lanes 7 and 8). The production of spe-
cific cleavage products was dependent on EndoG concen-
tration (Figure 2E and Supplementary Figure S10). Ele-
vated EndoG concentrations and long incubation times re-
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Figure 2. Purification and identification of EndoG that preferentially cleaves 5hmC-modified DNA. Purification scheme, using mouse livers as a starting
material, for the endonuclease that preferentially cleaves 5hmC-modified DNA (A). 4.5 ng (2.6 fmol DNA molecules) of either unmodified or 5hmC-
modified DNA substrates were incubated with each successive column pool (B). Full column activity fractions are shown in Supplementary Figures
S4–S7. 4.5 ng (2.6 fmol DNA molecules) of either cytosine or 5hmC-modified substrates were incubated with 50 ng LiNE from wild-type mice or 50 ng
LiNE derived from Endog−/− mice (C). 50 ng LiNE, 6.5 nM Purified EndoG or 6.5 nM Purified EndoG/H128A were incubated with 4.5 ng (2.6 fmol
DNA molecules) unmodified or 5hmC-modified 2.7 kbp DNA substrates (D). Quantification of the specific cleavage products resulting from a titration of
EndoG and EndoG/H128A (E). S, substrate; P, products.
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sulted in non-specific DNA degradation (data not shown).
We show that recombinant EndoG does not preferentially
shift 5hmC-modified DNA (Supplementary Figure S11).
While we cannot rule out the possibility that proteins cop-
urifying with EndoG can shift DNA, this result indicates
that EndoG recognizes and binds equally well to the DNA
backbone; the catalytic activity is dependent on the recog-
nition of 5hmC-modified DNA. This data, taken together,
strongly suggests that EndoG is responsible for the prefer-
ential cleavage of 5hmC-modified DNA seen in our LiNE
cleavage assays.

EndoG preferentially cleaves 5hmC-modified DNA within the
core sequence 5′-GGGG5hmCCAG-3′

Next, we attempted to develop a better understanding of the
cleavage specificity of EndoG for 5hmC-modified DNA. We
hypothesized that the bands produced from the 5hmC cleav-
age activity observed in Figure 1B were the result of differ-
ently sized bands produced from the cleavage of the 2.7 kbp
substrate. Therefore, we cloned and sequenced the larger,
∼1.3 kbp band. The resulting sequence suggested that the
preferred EndoG cleavage sequence was 5′-GGGGCCAG-
3′/5′-CTGGCCCC-3′. Indeed, mutating all cytosines to
thymines in this core sequence resulted in a substrate that
could not be cleaved in this region by EndoG (data not
shown). Additionally, we were interested in determining if
5meC in the same context would be a substrate for this spe-
cific cleavage activity. Therefore, we created shorter unmod-
ified, fully 5meC-modified (100% of cytosines are 5meC) or
fully 5hmC-modified (100% of cytosines are 5hmC) sub-
strates and performed an EndoG cleavage assay (Supple-
mentary Figure S12; sequences in Supplementary Table S1).
After incubation with LiNE, substrates that were unmodi-
fied or fully cytosine methylated did not produce the specific
cleavage products that were observed in the fully cytosine
hydroxymethylated substrates (Figure 3A, compare lanes 5,
8 and 11 with lanes 6, 9 and 12). This result suggests that
the DNA sequence 5′-GGGGCCAG-3′/5′-CTGGCCCC-
3′ is preferred by EndoG for cleavage if the cytosines are hy-
droxymethylated and that cytosine methylation in the same
sequence is not preferentially cleaved by EndoG.

We endeavored to determine if a single cytosine within
the 5′-GGGGCCAG-3′/5′-CTGGCCCC-3′ sequence, if
hydroxymethylated, would be sufficient for preferential
cleavage by EndoG. Therefore, we produced six double-
stranded oligonucleotide substrates that contained a
single 5hmC modification at each of the cytosines in the
5′-CTGGC1C2C3C4–3′/5′-GGGGC5C6AG-3′ sequence,
where the superscripted number represents the cytosine
that is cytosine hydroxymethylated, and a negative control
substrate that contained no cytosine hydroxymethylation
(see Figure 3B for schematic). After incubating each
of these substrates with EndoG, we observed that the
presence of 5hmC in either the fifth or the sixth position
is sufficient for recognition and cleavage by EndoG. This
EndoG-mediated cleavage produces two specific products
(P1 and P2) of the expected size if the cleavage occurs at
the 5′-GGGGCCAG-3′/5′-CTGGCCCC-3′ (Figure 3B,
lanes 6 and 7). The substrate that contains a 5hmC at
the fifth position appears to be most efficiently cleaved

Figure 3. The 5hmC-cleavage activity cannot cleave 5meC modified DNA
and EndoG preferentially cleaves the sequence 5′-GGGG5hmCCAG-3′.
4.5 ng each short (130 bp) cytosine, fully 5meC and fully 5hmC substrates
(5hmC), 32P labeled at both ends, were incubated with a titration of LiNE
ranging from 37.0 to 333 ng (A). dsOligonucleotides (45 bp) that were
singly 5hmC-modified at the indicated position were incubated with pu-
rified 12.5 nM EndoG (B). S, substrate; P, products; P1, product 1; P2,
product 2.

when incubated with EndoG. Indeed, the kinetics of the
EndoG- and 5hmC-mediated cleavage suggest that 5hmC
at position 5 is strongly preferred as compared with an
unmodified substrate (Table 1). Interestingly, when a 5hmC
is added at both positions 1 and 5 the cleavage specificity
returns to that of unmodified DNA. We then evaluated the
cleavage products to determine the type of end produced
by EndoG-mediated cleavage––blunt, 5′ overhang or 3′
overhang. This was accomplished by resolving a portion
of EndoG cleavage reactions 5 and 6 on denaturing PAGE
(Supplementary Figure S13). This resulted in product sizes
that are consistent with a 5′-GGCC overhang.

EndoG catalyzes cleavage at 5′-GGGGCCAG-3′ sequences
in HeLa cells only if the cytosines are hydroxymethylated

We wanted to demonstrate that EndoG could catalyze the
cleavage of substrates containing 5hmC within the core
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Table 1. Kinetic parameters of EndoG for various unmodified and 5hmC modified dsDNA oligonucleotide substrates. Error represents the standard
deviation from the mean in three independent experiments. See Figure 3B for substrate schematics.

Substrate Km (nM) Vmax (nmol * s−1) Kcat (s−1) Kcat/Km (nM−1 s−1)

Cytosine 11.2 ± 2.29 0.53 ± 0.08 409.9 ± 64.55 36.9 ± 3.17
5hmC pos 5 2.95 ± 1.14 1.99 ± 0.95 1539 ± 731.3 566 ± 263
5hmC pos 1 and 5 10.6 ± 1.41 0.52 ± 0.19 399.6 ± 143.3 38.1 ± 13.8

sequence context 5′-GGGGCCAG-3′/5′-CTGGCCCC-3′
in vivo. Therefore, we created two 4.1 kbp substrates
to be transfected into HeLa cells (Figure 4A; sequences
in Supplementary Table S1): one substrate contained
the core EndoG recognition sequence––5′-GGGGCCAG-
3′/5′-CTGGCCCC-3′ (core substrate)––and the other sub-
strate (mutated core substrate) contained a mutated variant
of the core sequence––5′-AAAATTAG-3′/5′-CTAATTTT-
3′––that could not be cleaved efficiently by EndoG in
vitro. These substrates contained two amplicons: amplicon
I stretches across the core EndoG cleavage sequence, or the
mutated variant of this core sequence; amplicon II is lo-
cated outside the EndoG core sequence. These substrates
were transfected into HeLa cells, cellular DNA was recov-
ered and the DNA cleaved in amplicon I was computed as
a function of transfection efficiency (amplicon II). In HeLa
cells, the core substrate containing 5hmC showed signifi-
cantly less signal than the unmodified core substrate at am-
plicon I (P < 0.02), indicating that more cleavage had oc-
curred at the 5hmC-modified substrate (Figure 4B). After
EndoG knockdown with siRNA 1 (Supplementary Figure
S14) the amount of the 5hmC-modified amplicon I from
the core substrate that remains after transfection into HeLa
cells is not statistically different from amount of amplicon
I remaining in the mutated core substrates. We were unable
to detect any reduction in amplicon I when HeLa cells were
transfected with the mutated core substrates, which do not
contain the EndoG recognition sequence. This data sug-
gests that the 5hmC cleavage activity observed in vivo is de-
pendent on EndoG, cytosine hydroxymethylation and the
sequence 5′-GGGGCCAG-3′/5′-CTGGCCCC-3′.

Tet2 catalytic domain overexpression results in the formation
of EndoG-dependent �-H2AX and 53BP1 foci

We were interested in determining if the synthesis of 5hmC
would result in an increase in double-stranded breaks in
vivo, and importantly to determine if this postulated in-
crease in DNA breaks was dependent on EndoG. There-
fore, we created four stably transfected HeLa cell lines: a
HeLa cell line containing empty vectors (control), HeLa
cells expressing the Tet2 CD, HeLa cells expressing a sta-
ble shRNA to EndoG and a HeLa cell line overexpressing
both the Tet2 CD and a stable shRNA to EndoG. Tet2 CD
was chosen because it had been previously described as the
most efficient of the Tet enzymes in catalyzing the conver-
sion of 5meC to 5hmC in vivo (5). The relevant gene ex-
pression characteristics of these cell lines are shown in Sup-
plementary Figure S15A. It is well established that histone
H2AX phosphorylated at Serine 139 (� -H2AX) accumu-
lates at double-stranded DNA breaks (43–45). Therefore,
to measure DNA breaks we analyzed the � -H2AX foci con-
tent in each of these modified HeLa cell lines. The control

cell line showed � -H2AX foci (Supplementary Figure S16A
and B) levels similar to previous reports (46,47). Irradiated
HeLa cells also showed � -H2AX and 53BP1 foci that were
similar to already published data (48) (Supplementary Fig-
ure S17). The cell line overexpressing the Tet2 CD displays
a dramatic increase in the number of cells with � -H2AX
foci and the number of foci per cell (Supplementary Figure
S16A and B). Indicating that these foci are bona fide double-
stranded DNA breaks, in an independent experiment these
� -H2AX foci co-localize with 53BP1 foci (Figure 4C and D,
cell properties shown in Supplementary Figure S18A–C).
Interestingly, the number of cells with � -H2AX foci and the
number of foci per cell returned to the control level when the
cells are additionally deficient for EndoG (Figure 4C and
D and Supplementary Figure S16A and B). These modified
stable cell lines grew at similar rates (Supplementary Figure
S15B) and similar doubling times (Supplementary Figure
S15C), with the Tet2 CD overexpressing HeLa cell grow-
ing slightly more slowly and therefore have the longest dou-
bling time. The stable cell lines had similar levels of apop-
totic cells (Supplementary Figure S19A and B) and the vi-
ability of each of the cell lines was consistently above 95%
(data not shown), indicating that these EndoG- and 5hmC-
dependent DNA breaks do not kill the cells but are repaired
at the expense of doubling time. These results, taken to-
gether, suggest that an increase in 5hmC in vivo results in ds-
DNA breaks that are formed in an EndoG-dependent man-
ner.

EndoG promotes conservative recombination

We observed that the in vivo and in vitro cleavage of 5hmC-
modified DNA catalyzed by EndoG resulted in the forma-
tion of double-stranded DNA breaks. We speculated that
these double-stranded DNA breaks would be processed
by recombination. We tested this hypothesis by modifying
a previously described recombination assay (40). Briefly,
two recombination substrates were created. These two sub-
strates are identical, except that Substrate A lacks the 3′
region of a well-defined amplicon and Substrate B lacks
the 5′ region of this same amplicon (see Figure 5A for
Schematic; Supplementary Table S1 for sequences). The
substrates when combined in a qPCR reaction will not pro-
duce a product; however, if recombination occurs a qPCR
product will be produced (40). We modified this assay such
that the substrates were either unmodified or each substrate
had every cytosine replaced with 5hmC (100% of cytosines
were 5hmC). We incubated substrate A and substrate B with
LiNE and in the presence or absence of a specific inhibitor
of EndoG (dEndoGI) from Drosophila melanogaster. In-
hibition of EndoG-mediated cleavage activity is shown in
Supplementary Figure S20 and as previously described (49).
Unmodified DNA substrates incubated with LiNE produce
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Figure 4. EndoG both cleaves cytosine hydroxymethylated DNA within the sequence context 5′-GGGGCCAG-3′ and promotes the formation of � -
H2AX foci in vivo. Schematic (not to scale) of the substrate design for the assay, each 4.1 kbp substrate contained either cytosine or 5hmC in place of all
the cytosines. The core substrate contains the EndoG recognition sequence while the core mutated substrate has the EndoG recognition sequence mutated
(A). 0.5 �g of each of the four DNA substrates was transfected into HeLa cells that were treated with a control or EndoG siRNA 1. The total DNA was
recovered 20 h after transfection. Bars on the graph represent the total amount of the core EndoG recognition region remaining (amplicon I) as a fraction
of DNA transfected (amplicon II) quantified by qPCR (B). Data are presented as the mean ± standard deviation, n = 7; statistical significance was assigned
using a two-tailed Student’s t-test. Representative images of � -H2AX foci and 53BP1 foci observed in HeLa cells stably transfected with either a control
plasmid or a plasmid that overexpresses the Tet2 CD. Two different siRNAs targeting EndoG were transfected into both the control and the Tet2 CD cell
line and incubated for 48 h (C). � -H2AX foci were counted and grouped according to the number of foci per cell in each of the six combinations of cell
lines evaluated (D).
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Figure 5. EndoG promotes conservative recombination when the DNA is 5hmC-modified. Substrate A lacks the 3′ region of an amplicon containing the
EndoG recognition sequence (blue primers) and Substrate B lacks the 5′ region of this same amplicon. If recombination occurs the complete amplicon
is restored resulting in a quantifiable product. Recombination is quantified as the recombination amplicon quantity (blue primers) as a percent of the
total DNA quantity recovered (orange amplicon). Substrates A and B were either unmodified or 5hmC-modified at every cytosine residues (A). 100 ng
of Substrate A and 100 ng of Substrate B were incubated with 15.3 �g LiNE or �g LiNE and 3.2 nM of a specific inhibitor of EndoG (EndoGI) from
Drosophila melanogaster as described in the ‘Materials and Methods’ section (B). Data are presented as the mean ± standard deviation, n = 3; statistical
significance was assigned using a two-tailed Student’s t-test. Recombinant amplicons from the recombination assays in panel B were cloned and sequenced,
representative sequences are shown aligned to the expected sequence for a conservative recombinant molecule (top sequence), the relevant sequence of
substrate A (sequence second from top) and the relevant sequence of substrate B (sequence third from top) (C). Full sequences are shown in Supplementary
Figure S21. Model for the initiation of recombination at 5′-GGGGCCAG-3′ sequences mediated by EndoG and cytosine hydroxymethylation (D).
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a low level of recombinant molecules as a percentage of to-
tal DNA (Figure 5B). In contrast, 5hmC-modified DNA
substrates incubated with LiNE produced 4-fold more re-
combinant molecules under the same conditions, a statis-
tically significant increase (P < 0.05) over the unmodified
DNA. Both unmodified and 5hmC-modified DNA incu-
bated with LiNE and dEndoGI result in the formation of
a level of recombinant molecules that is not statistically dif-
ferent from the cytosine substrates incubated with LiNE
alone. This result shows that (i) the 5hmC-modified DNA
is more prone to recombination under the conditions eval-
uated and (ii) this increase in recombination is dependent
on EndoG. Finally, we were interested in determining if the
recombinant molecules formed from this assay were conser-
vative recombinant molecules or if these molecules were the
result of non-conservative recombination. To address this
question we cloned and sequenced each of the qPCR ampli-
cons from the recombination assay performed in Figure 5B.
Twelve replicates from each recombination reaction were
cloned and sequenced, representative sequences are shown
in Figure 5C and in Supplementary Figure S21. In all cases,
we observed that the sequence of all 12 replicates result-
ing recombinant molecules were identical to the expected
sequence for a conservative recombinant molecule. These
results, taken together, suggest that the LiNE supports con-
servative recombination and EndoG promotes this type of
recombination if the DNA is 5hmC-modified.

DISCUSSION

Several studies have implicated cytosine hyper-methylation
as a driving force for the initiation of endogenous double-
stranded breaks (50,51). Interestingly, the techniques used
to identify cytosine methylation in these reports––bisulfite
sequencing––cannot distinguish between cytosine methy-
lation and cytosine hydroxymethylation (52). Therefore, it
is plausible that the endogenous double-stranded breaks
correlating with hyper-methylation are to some extent
endogenous double-stranded breaks induced by hyper-
hydroxymethylation. The presence of an endonuclease that
preferentially cleaves 5hmC-modified DNA provides a ra-
tionale for the increased amount of double-stranded breaks
with increasing cytosine methylation or hydroxymethyla-
tion seen previously (32).

When the Tet2 CD is overexpressed in HeLa cells we ob-
served a significant increase in the number of � -H2AX pos-
itive cells and the quantity of � -H2AX foci per cell, signi-
fying an increase in the number of dsDNA breaks. Impor-
tantly, the quantity of � -H2AX foci returns to near control
levels when EndoG is knocked down. The Tet2 CD over-
expressing HeLa cell line shows a reduction in growth rate,
which was overcome by the additional knockdown of En-
doG. This slowed growth rate may be a response to the sig-
nificant increase in dsDNA breaks. We suggest these breaks
must be repaired as apoptosis is not increased and cell via-
bility is not reduced.

Our results suggest that the 5′-GGGG5hmCCAG-3′ se-
quence is preferentially cleaved by EndoG. Although we
show that the 5′-GGGG5hmCCAG-3′ sequence can be
cleaved by EndoG both in vitro and in vivo, we cannot rule
out the possibility that EndoG can catalyze the cleavage

of other 5hmC-modified sequences. The characterization
of all the EndoG cleavage sequences will certainly be of
importance in future studies given that this modification
and EndoG appears to initiate recombination. Addition-
ally, this hydroxymethylated cytosine is not in a CpG con-
text; however, we note that this 5hmC at this position is
within the CHH (H = A, C or T) sequence context, which
is a known target of cytosine methylation (21,53). The cy-
tosine in this sequence context is likely to be hydroxymethy-
lated at some developmental stage in vivo and is, therefore, a
biologically relevant sequence context. Interestingly, the po-
sitioning and number of 5hmC modifications within the 5′-
GGGGCCAG-3′ sequence context appear to be important
for cleavage by EndoG; substrates modified at the 5 posi-
tion are cleaved over 15 times more specifically than unmod-
ified substrates, while substrates modified at positions 1 and
5 are cleaved similar to cytosine alone. Our recombination
assay substrates shown in Figure 5A contain a fully 5hmC-
modified 5′-GGGGCCAG-3′ sequence outside the recom-
bination amplicon. Therefore, the recombination observed
within this region is likely the result of (i) cleavage mediated
by EndoG at an alternative sequence or (ii) cleavage cat-
alyzed by EndoG at the 5′-GGGGCCAG-3′ sequence out-
side the recombination amplicon followed by branch migra-
tion into and across the recombination amplicon resulting
in the conservative recombination products observed.

We (11,12) and others (13,22) have envisaged a role for
5hmC in transcriptional regulation. Others have demon-
strated that 5hmC has a role in stem cell pluripotency (54)
and in the oxidative demethylation of 5meC (15–17). We do
not believe that these studies conflict with the presence of
an endonuclease that preferentially cleaves 5hmC-modified
DNA. Indeed, cytosine methylation has been demonstrated
to have several cellular functions, likewise cytosine hydrox-
ymethylation potentially has multiple functions, including
the initiation of recombination.

Previous reports (28,32,34) demonstrate that EndoG cre-
ates double-stranded breaks at CG-rich regions; however,
cytosine hydroxymethylation has not been implicated as
a requirement for this cleavage. While we see EndoG-
mediated cleavage at CG-rich regions, EndoG cleaves
5hmC-modified DNA much more efficiently. EndoG re-
sides primarily in the mitochondrial inner membrane space
(30) and in the nucleus at a lower concentration (37). Im-
portantly, the LiNE used for this study were free of any de-
tectable mitochondrial contaminants (Supplementary Fig-
ure S1). EndoG is thought to induce apoptosis in a caspase-
independent manner (34,55–56). It has also been shown that
EndoG can generate primers necessary for mitochondrial
DNA replication (57). Nevertheless, an Endog-deficient
(Endog−/−) mouse did not show apoptotic defects and did
not show any deficiencies consistent with ineffective or in-
efficient mitochondrial DNA replication (35,36). The ab-
sence of these defects in the Endog−/- mice suggests an alter-
native role for EndoG in nucleic acid metabolism. Indeed,
several studies have shown that EndoG is necessary for
the initiation of recombination by the creation of double-
stranded breaks (31,32). Interestingly, in addition to initi-
ating homologous recombination, EndoG appears to initi-
ate class switch recombination in specialized immune cells
(37). A more recent report indicates that nuclear EndoG
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initiates recombination at the MLL breakpoint (33). Taken
together, these reports and the data in our study, showing
that EndoG prefers to cleave 5hmC-modified DNA and
can promote recombination, strongly suggest that EndoG
can initiate recombination at hydroxymethylated cytosine
residues. Furthermore, a recent report demonstrates that
5hmC is located at recombinational hotspots, suggesting a
role for 5hmC-modified DNA in recombination (23). Sev-
eral reports also suggest that regions of high GC content
are recombinational hotspots (25,58). Therefore, we suggest
that EndoG may be responsible for the initiation of an un-
characterized mode of recombination (Figure 5D). In this
model EndoG would preferentially initiate recombination
by creating double-stranded breaks at specific DNA sites
that are cytosine hydroxymethylated. The 5hmC-specific en-
donuclease activity catalyzed by EndoG is likely to have at
least two levels of regulation preventing unintended double-
stranded breaks within cells. The first level of EndoG reg-
ulation would be accomplished by regulating the cytosine
hydroxymethylation status of the sequence to be cleaved,
regulated by the Tet1–3 enzymes. The second level of regu-
lation, by a protein or protein complex or by exclusion from
the nucleus, would directly modulate the ability of EndoG
to access 5hmC-modified DNA.

SUPPLEMENTARY DATA

Supplementary Data are available at NAR Online.

ACKNOWLEDGEMENT

We would like to thank Alex Rowe for bioinformatics anal-
ysis and Ida Jonson, Miriam Landfors and Daniel Cortazar
for careful review of this manuscript.

FUNDING

The Norwegian Research Council and Health South East
Region Norway provided finding for this project. Fund-
ing for open access charge: Norwegian Research Council;
specifically, the Research Programme of the EEA/Norway
Grants (grant numer POL/NOR/196258/2013).
Conflict of interest statement. None declared.

REFERENCES
1. Penn,N.W., Suwalski,R., O’Riley,C., Bojanowski,K. and Yura,R.

(1972) The presence of 5-hydroxymethylcytosine in animal
deoxyribonucleic acid. Biochem. J., 126, 781–790.

2. Cannon-Carlson,S.V., Gokhale,H. and Teebor,G.W. (1989)
Purification and characterization of 5-hydroxymethyluracil-DNA
glycosylase from calf thymus. Its possible role in the maintenance of
methylated cytosine residues. J. Biol. Chem., 264, 13306–13312.

3. Kriaucionis,S. and Heintz,N. (2009) The nuclear DNA base
5-hydroxymethylcytosine is present in Purkinje neurons and the
brain. Science, 324, 929–930.

4. Tahiliani,M., Koh,K.P., Shen,Y., Pastor,W.A., Bandukwala,H.,
Brudno,Y., Agarwal,S., Iyer,L.M., Liu,D.R., Aravind,L. et al. (2009)
Conversion of 5-methylcytosine to 5-hydroxymethylcytosine in
mammalian DNA by MLL partner TET1. Science, 324, 930–935.

5. Ito,S., D’Alessio,A.C., Taranova,O.V., Hong,K., Sowers,L.C. and
Zhang,Y. (2010) Role of Tet proteins in 5mC to 5hmC conversion,
ES-cell self-renewal and inner cell mass specification. Nature, 466,
1129–1133.

6. Langemeijer,S.M., Aslanyan,M.G. and Jansen,J.H. (2009) TET
proteins in malignant hematopoiesis. Cell Cycle (Georgetown, TX), 8,
4044–4048.

7. Ko,M., Huang,Y., Jankowska,A.M., Pape,U.J., Tahiliani,M.,
Bandukwala,H.S., An,J., Lamperti,E.D., Koh,K.P., Ganetzky,R.
et al. (2010) Impaired hydroxylation of 5-methylcytosine in myeloid
cancers with mutant TET2. Nature, 468, 839–843.

8. Kim,Y.H., Pierscianek,D., Mittelbronn,M., Vital,A., Mariani,L.,
Hasselblatt,M. and Ohgaki,H. (2011) TET2 promoter methylation in
low-grade diffuse gliomas lacking IDH1/2 mutations. J. Clin. Pathol,
64, 850–852.

9. Koh,K.P., Yabuuchi,A., Rao,S., Huang,Y., Cunniff,K., Nardone,J.,
Laiho,A., Tahiliani,M., Sommer,C.A., Mostoslavsky,G. et al. (2011)
Tet1 and Tet2 regulate 5-hydroxymethylcytosine production and cell
lineage specification in mouse embryonic stem cells. Cell Stem Cell, 8,
200–213.

10. Ficz,G., Branco,M.R., Seisenberger,S., Santos,F., Krueger,F.,
Hore,T.A., Marques,C.J., Andrews,S. and Reik,W. (2011) Dynamic
regulation of 5-hydroxymethylcytosine in mouse ES cells and during
differentiation. Nature, 473, 398–402.

11. Robertson,A.B., Dahl,J.A., Vagbo,C.B., Tripathi,P., Krokan,H.E.
and Klungland,A. (2011) A novel method for the efficient and
selective identification of 5-hydroxymethylcytosine in genomic DNA.
Nucleic Acids Res., 39, e55.

12. Robertson,J., Robertson,A.B. and Klungland,A. (2011) The presence
of 5-hydroxymethylcytosine at the gene promotor and not in the gene
body negatively regulates gene expression. Biochem. Biophys. Res.
Comm, 411, 40–43.

13. Williams,K., Christensen,J., Pedersen,M.T., Johansen,J.V.,
Cloos,P.A., Rappsilber,J. and Helin,K. (2011) TET1 and
hydroxymethylcytosine in transcription and DNA methylation
fidelity. Nature, 473, 343–348.

14. Xu,Y., Wu,F., Tan,L., Kong,L., Xiong,L., Deng,J., Barbera,A.J.,
Zheng,L., Zhang,H., Huang,S. et al. (2011) Genome-wide regulation
of 5hmC, 5mC, and gene expression by Tet1 hydroxylase in mouse
embryonic stem cells. Mol. Cell, 42, 451–464.

15. Cortellino,S., Xu,J., Sannai,M., Moore,R., Caretti,E., Cigliano,A.,
Le Coz,M., Devarajan,K., Wessels,A., Soprano,D. et al. (2011)
Thymine DNA glycosylase is essential for active DNA demethylation
by linked deamination-base excision repair. Cell, 146, 67–79.

16. Guo,J.U., Su,Y., Zhong,C., Ming,G.L. and Song,H. (2011)
Hydroxylation of 5-methylcytosine by TET1 promotes active DNA
demethylation in the adult brain. Cell, 145, 423–434.

17. Ito,S., Shen,L., Dai,Q., Wu,S.C., Collins,L.B., Swenberg,J.A., He,C.
and Zhang,Y. (2011) Tet proteins can convert 5-methylcytosine to
5-formylcytosine and 5-carboxylcytosine. Science, 333, 1300–1303.

18. He,Y.F., Li,B.Z., Li,Z., Liu,P., Wang,Y., Tang,Q., Ding,J., Jia,Y.,
Chen,Z., Li,L. et al. (2011) Tet-mediated formation of
5-carboxylcytosine and its excision by TDG in mammalian DNA.
Science, 333, 1303–1307.

19. Maiti,A. and Drohat,A.C. (2011) Thymine DNA glycosylase can
rapidly excise 5-formylcytosine and 5-carboxylcytosine: potential
implications for active demethylation of CpG sites. J. Biol. Chem.,
286, 35334–35338.

20. Schiesser,S., Hackner,B., Pfaffeneder,T., Muller,M., Hagemeier,C.,
Truss,M. and Carell,T. (2012) Mechanism and stem-cell activity of
5-carboxycytosine decarboxylation determined by isotope tracing.
Angewandte Chemie (International ed), 51, 6516–6520.

21. Su,Z., Han,L. and Zhao,Z. (2011) Conservation and divergence of
DNA methylation in eukaryotes: new insights from single
base-resolution DNA methylomes. Epigenetics, 6, 134–140.

22. Wu,H., D’Alessio,A.C., Ito,S., Wang,Z., Cui,K., Zhao,K., Sun,Y.E.
and Zhang,Y. (2011) Genome-wide analysis of
5-hydroxymethylcytosine distribution reveals its dual function in
transcriptional regulation in mouse embryonic stem cells. Genes Dev.,
25, 679–684.

23. Stroud,H., Feng,S., Morey Kinney,S., Pradhan,S. and Jacobsen,S.E.
(2011) 5-Hydroxymethylcytosine is associated with enhancers and
gene bodies in human embryonic stem cells. Genome Biol., 12, R54.

24. Song,C.X., Szulwach,K.E., Fu,Y., Dai,Q., Yi,C., Li,X., Li,Y.,
Chen,C.H., Zhang,W., Jian,X. et al. (2011) Selective chemical labeling
reveals the genome-wide distribution of 5-hydroxymethylcytosine.
Nat. Biotechnol., 29, 68–72.

D
ow

nloaded from
 https://academ

ic.oup.com
/nar/article/42/21/13280/2902637 by guest on 09 April 2024

http://nar.oxfordjournals.org/lookup/suppl/doi:10.1093/nar/gku1032/-/DC1


Nucleic Acids Research, 2014, Vol. 42, No. 21 13293

25. Robertson,A.B., Dahl,J.A., Ougland,R. and Klungland,A. (2012)
Pull-down of 5-hydroxymethylcytosine DNA using JBP1-coated
magnetic beads. Nat. Protoc., 7, 340–350.

26. Valinluck,V., Tsai,H.H., Rogstad,D.K., Burdzy,A., Bird,A. and
Sowers,L.C. (2004) Oxidative damage to methyl-CpG sequences
inhibits the binding of the methyl-CpG binding domain (MBD) of
methyl-CpG binding protein 2 (MeCP2). Nucleic Acids Res., 32,
4100–4108.

27. Cummings,O.W., King,T.C., Holden,J.A. and Low,R.L. (1987)
Purification and characterization of the potent endonuclease in
extracts of bovine heart mitochondria. J. Biol. Chem., 262,
2005–2015.

28. Cote,J., Renaud,J. and Ruiz-Carrillo,A. (1989) Recognition of
(dG)n.(dC)n sequences by endonuclease G. Characterization of the
calf thymus nuclease. J. Biol. Chem., 264, 3301–3310.

29. Ruiz-Carrillo,A. and Renaud,J. (1987) Endonuclease G: a (dG)n X
(dC)n-specific DNase from higher eukaryotes. EMBO J., 6, 401–407.

30. Ohsato,T., Ishihara,N., Muta,T., Umeda,S., Ikeda,S., Mihara,K.,
Hamasaki,N. and Kang,D. (2002) Mammalian mitochondrial
endonuclease G. Digestion of R-loops and localization in
intermembrane space. Eur. J. Biochem./�BE�, 962, 0775–5675.

31. Huang,K.J., Zemelman,B.V. and Lehman,I.R. (2002) Endonuclease
G, a candidate human enzyme for the initiation of genomic inversion
in herpes simplex type 1 virus. J. Biol. Chem., 277, 21071–21079.

32. Huang,K.J., Ku,C.C. and Lehman,I.R. (2006) Endonuclease G: a role
for the enzyme in recombination and cellular proliferation. Proc.
Natl. Acad. Sci. U.S.A., 103, 8995–9000.

33. Gole,B., Baumann,C., Mian,E., Ireno,C.I. and Wiesmuller,L. (2014)
Endonuclease G initiates DNA rearrangements at the MLL
breakpoint cluster upon replication stress. Oncogene,
doi:1038/onc.2014.268.

34. Parrish,J., Li,L., Klotz,K., Ledwich,D., Wang,X. and Xue,D. (2001)
Mitochondrial endonuclease G is important for apoptosis in C.
elegans. Nature, 412, 90–94.

35. Irvine,R.A., Adachi,N., Shibata,D.K., Cassell,G.D., Yu,K.,
Karanjawala,Z.E., Hsieh,C.L. and Lieber,M.R. (2005) Generation
and characterization of endonuclease G null mice. Mol. Cell. Biol.,
25, 294–302.

36. David,K.K., Sasaki,M., Yu,S.W., Dawson,T.M. and Dawson,V.L.
(2006) EndoG is dispensable in embryogenesis and apoptosis. Cell
Death Diff., 13, 1147–1155.

37. Zan,H., Zhang,J., Al-Qahtani,A., Pone,E.J., White,C.A., Lee,D.,
Yel,L., Mai,T. and Casali,P. (2011) Endonuclease G plays a role in
immunoglobulin class switch DNA recombination by introducing
double-strand breaks in switch regions. Mol. Immunol., 48, 610–622.

38. Graham,J., Ford,T. and Rickwood,D. (1994) The preparation of
subcellular organelles from mouse liver in self-generated gradients of
iodixanol. Anal. Biochem., 220, 367–373.

39. Studier,F.W. (2005) Protein production by auto-induction in high
density shaking cultures. Protein Expr. Purif., 41, 207–234.

40. Geng,S. (2007) Development of Techniques for Testing the Effect of the
E1 Region on Adenovirus Integration. Brock University, Ontario.

41. Williams,R.J. (2001) In: Schein,CH (ed). Humana Press Inc., Totowa,
NJ, 160.

42. Gerschenson,M., Houmiel,K.L. and Low,R.L. (1995) Endonuclease
G from mammalian nuclei is identical to the major endonuclease of
mitochondria. Nucleic Acids Res., 23, 88–97.

43. Kinner,A., Wu,W., Staudt,C. and Iliakis,G. (2008) Gamma-H2AX in
recognition and signaling of DNA double-strand breaks in the
context of chromatin. Nucleic Acids Res., 36, 5678–5694.

44. Zlobinskaya,O., Dollinger,G., Michalski,D., Hable,V., Greubel,C.,
Du,G., Multhoff,G., Roper,B., Molls,M. and Schmid,T.E. (2012)
Induction and repair of DNA double-strand breaks assessed by
gamma-H2AX foci after irradiation with pulsed or continuous
proton beams. Radiat. Environ. Biophys., 51, 23–32.

45. Paull,T.T., Rogakou,E.P., Yamazaki,V., Kirchgessner,C.U.,
Gellert,M. and Bonner,W.M. (2000) A critical role for histone H2AX
in recruitment of repair factors to nuclear foci after DNA damage.
Curr. Biol., 10, 886–895.

46. Nakamura,A.J., Redon,C.E., Bonner,W.M. and Sedelnikova,O.A.
(2009) Telomere-dependent and telomere-independent origins of
endogenous DNA damage in tumor cells. Aging, 1, 212–218.

47. Banath,J.P., Macphail,S.H. and Olive,P.L. (2004) Radiation
sensitivity, H2AX phosphorylation, and kinetics of repair of DNA
strand breaks in irradiated cervical cancer cell lines. Cancer Res., 64,
7144–7149.

48. Markova,E., Schultz,N. and Belyaev,I.Y. (2007) Kinetics and
dose-response of residual 53BP1/gamma-H2AX foci: co-localization,
relationship with DSB repair and clonogenic survival. Int. J. Radiat.
Biol., 83, 319–329.

49. Temme,C., Weissbach,R., Lilie,H., Wilson,C., Meinhart,A.,
Meyer,S., Golbik,R., Schierhorn,A. and Wahle,E. (2009) The
Drosophila melanogaster gene cg4930 encodes a high affinity
inhibitor for endonuclease G. J. Biol. Chem., 284, 8337–8348.

50. Pornthanakasem,W., Kongruttanachok,N., Phuangphairoj,C.,
Suyarnsestakorn,C., Sanghangthum,T., Oonsiri,S., Ponyeam,W.,
Thanasupawat,T., Matangkasombut,O. and Mutirangura,A. (2008)
LINE-1 methylation status of endogenous DNA double-strand
breaks. Nucleic Acids Res., 36, 3667–3675.

51. Kongruttanachok,N., Phuangphairoj,C., Thongnak,A., Ponyeam,W.,
Rattanatanyong,P., Pornthanakasem,W. and Mutirangura,A. (2011)
Replication independent DNA double-strand break retention may
prevent genomic instability. Mol. Cancer, 9, 70.

52. Nestor,C., Ruzov,A., Meehan,R. and Dunican,D. (2010) Enzymatic
approaches and bisulfite sequencing cannot distinguish between
5-methylcytosine and 5-hydroxymethylcytosine in DNA.
Biotechniques, 48, 317–319.

53. Lister,R., Pelizzola,M., Dowen,R.H., Hawkins,R.D., Hon,G.,
Tonti-Filippini,J., Nery,J.R., Lee,L., Ye,Z., Ngo,Q.M. et al. (2009)
Human DNA methylomes at base resolution show widespread
epigenomic differences. Nature, 462, 315–322.

54. Ficz,G., Branco,M.R., Seisenberger,S., Santos,F., Krueger,F.,
Hore,T.A., Marques,C.J., Andrews,S. and Reik,W. (2011) Dynamic
regulation of 5-hydroxymethylcytosine in mouse ES cells and during
differentiation. Nature, 473, 398–402.

55. Li,L.Y., Luo,X. and Wang,X. (2001) Endonuclease G is an apoptotic
DNase when released from mitochondria. Nature, 412, 95–99.

56. van Loo,G., Schotte,P., van Gurp,M., Demol,H., Hoorelbeke,B.,
Gevaert,K., Rodriguez,I., Ruiz-Carrillo,A., Vandekerckhove,J.,
Declercq,W. et al. (2001) Endonuclease G: a mitochondrial protein
released in apoptosis and involved in caspase-independent DNA
degradation. Cell Death Diff., 8, 1136–1142.

57. Cote,J. and Ruiz-Carrillo,A. (1993) Primers for mitochondrial DNA
replication generated by endonuclease G. Science, 261, 765–769.

58. El-Osta,A. and Wolffe,A.P. (2000) DNA methylation and histone
deacetylation in the control of gene expression: basic biochemistry to
human development and disease. Gene Exp., 9, 63–75.

D
ow

nloaded from
 https://academ

ic.oup.com
/nar/article/42/21/13280/2902637 by guest on 09 April 2024


