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REPORTS
The studies reported here indicate that the human THAP9 gene encodes an active DNA transposase that can mobilize Drosophila P-element
transposons in Drosophila and human cells. It
will be interesting to investigate the physiological
relevance of THAP9’s transposition function and
to find out if any THAP9 recombination signal
DNA elements can be found in the human genome. This is the first report, beyond the V(D)J
recombination system, of an active DNA transposase in the human genome. P element–like
transposons and THAP9-related genes are not
restricted to Drosophila or related insect species
but are widely distributed in eukaryotic genomes
like Ciona (sea squirt), zebrafish, chicken, and
Trichomonas vaginalis (a parasitic protozoan)
(7, 19). The THAP9 gene is absent and has apparently been lost from sequenced rodent genomes
(6). Although many of the human transposase–
related genes are derived from DNA transposons
(43 of 47) (2), most have not been characterized,
with the exception of the V(D)J recombinase
RAG1 and RAG2 (10, 11) and the SETMAR
(Metnase) protein (8). It is possible that other human genes of this class, besides THAP9, may also
encode active DNA transposases.
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Germline DNA Demethylation
Dynamics and Imprint Erasure Through
5-Hydroxymethylcytosine
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Mouse primordial germ cells (PGCs) undergo sequential epigenetic changes and genome-wide
DNA demethylation to reset the epigenome for totipotency. Here, we demonstrate that erasure
of CpG methylation (5mC) in PGCs occurs via conversion to 5-hydroxymethylcytosine (5hmC),
driven by high levels of TET1 and TET2. Global conversion to 5hmC initiates asynchronously among
PGCs at embryonic day (E) 9.5 to E10.5 and accounts for the unique process of imprint erasure.
Mechanistically, 5hmC enrichment is followed by its protracted decline thereafter at a rate consistent
with replication-coupled dilution. The conversion to 5hmC is an important component of parallel
redundant systems that drive comprehensive reprogramming in PGCs. Nonetheless, we identify rare
regulatory elements that escape systematic DNA demethylation in PGCs, providing a potential
mechanistic basis for transgenerational epigenetic inheritance.
pecification of primordial germ cells (PGCs)
from epiblast cells at ~embryonic day (E)
6.25 is linked with extensive epigenetic
reprogramming—including global DNA demeth-
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ylation, chromatin reorganization, and imprint
erasure—that is vital for generating totipotency
(1, 2). The erasure of CpG methylation (5mC) is
a key component of this program, but the dynamics
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and underlying mechanisms of the process remain
unclear (3). Here, we report a comprehensive analysis of PGCs by combining immunofluorescence,
genome-wide 5-(hydroxy)methylcytosine DNA
immunoprecipitation sequencing [(h)meDIP-seq],
single-cell RNA sequencing (RNA-seq), bisulfite
sequencing, and functional analyses to address
the mechanistic basis of epigenetic reprogramming
in PGCs.
We investigated Tet expression by using singlecell RNA-seq, which revealed that Tet1 and Tet2
are expressed in PGCs and peak between E10.5
and E11.5 but that Tet3 is undetectable (Fig. 1A).
Immunofluorescence (IF) showed that TET1 and
TET2 are nuclear and expressed at significantly
higher levels in PGCs than in neighboring somatic cells between E9.5 and E11.5 (Fig. 1B and figs.
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performed with P-element–transposon–containing
Cg4-neo and DmTNP or hTh9 (Fig. 2, B and C,
and fig. S7). These observations imply that the
DmTNP and hTh9 proteins can nick DNA, independent of having P-element termini, which
would lead to elevated gene transfer via DNA
linearization. A similar observation was made for
the SET domain and mariner transposase fusion
gene–containing protein (SETMAR or Metnase
protein), but this protein is inactive for transposition of HsMAR transposons (8, 9). However,
most important, the presence of P-element termini
on Cg4-neo enhanced the DNA integration activity of both DmTNP and hTh9 3 to 5 times
above background, which suggested transpositional DNA integration. Many G418-resistant colonies were also obtained (fig. S7) when Cg4-neo
was transfected into a stable HEK293 cell line
induced to express a tetracycline-inducible human THAP9 gene (Fig. 2B).
To analyze the nature of the DNA integration
events in the G418-resistant colonies, genomic
DNA was isolated from individual colonies obtained from DmTNP or hTh9 cotransfections with
Cg4-neo, and the sites of P-element insertion were
characterized by splinkerette polymerase chain
reaction (PCR) (17, 18) followed by DNA sequencing. DNA sequence analysis of PCR integration sites identified distinct integration sites
with novel 8–base pair (bp) target-site duplications (TSDs) for individual integration events
into the human genome that had occurred with
both DmTNP and hTh9 (Table 1 and tables S1
and S2). Taken together, these data indicate that
human THAP9 actively integrates genetically
marked Drosophila P-element vectors into human cells by transposition.

REPORTS
12

C DAPI/Stella

8

Tet1
Tet2
Tet3

6
4

5mC

D DAPI/TG1

Merge

5hmC

Merge

E9.5

Log2 (RPM)

10

E9.5

A

2

TET2

Merge
E12.5

E12.5
Fig. 1. Global dynamics of 5mC, 5hmC, and TETs in PGCs. (A) Single-cell
RNA-seq analysis of Tet1, Tet2, and Tet3 expression. Shown is log2 reads per
million (RPM). (B) Expression of TET1 and TET2 in E10.5 PGCs (arrowheads)

0.30
0.25

0.15
0.10

0.05

0.05

0

0

-250bp

Exon

+250bp

5mC

-250bp

E10.5
E11.5
E12.5
E13.5

50%

TES

5mC

1kb

0
+5kb TSS

-5kb

2

50%

TES

5hmC

E10.5

-5kb

80

20

60

15

40

10

20

5

0
E10.5 E11.5 E12.5 E13.5 -5
-20 E10.5
soma PGC PGC PGC PGC
0

90
80
70
60
50
40
30
20
10
0

1kb

F

Dazl

Sycp3

50

EpiLC NT Tet1/2
miR miR
PGCLC

IAP

40

30

30

20

20

10

10

0

EpiLC NT Tet1/2
miR miR
PGCLC

LINE-1

E11.5

E11.5

E12.5

E12.5

EpiSC E13.5

EpiSC E13.5

2

1

Dazl

EpiLC NT Tet1/2
miR miR
PGCLC

EmptyVec
WT Tet1CD/Tet2
Mut Tet1CD/Tet2

40

2

1

0

-DOX
+DOX

G

EpiLC

2

1

Mael

50

40

2

1

Tet1/2 miR PGCLC

0
+5kb TSS

E10.5
E11.5
E12.5
E13.5

0.05

30
5mC
5hmC 25

E

0.10

0.05

100

+250bp

5hmC

0.15

0.10

Exon

Dazl

120

% Methylation (bisulfite)

0.10

E10.5

Normalised tag density
Normalised tag density

0.20

0.15

1

D
EpiSC
E10.5
E11.5
E12.5
E13.5

0.25

0.20

B 0.15

C

5hmC

0.30

EpiSC
E10.5
E11.5
E12.5
E13.5

% 5mC (Glu-qPCR)

5mC

0.35

% 5hmC (Glu-qPCR)

Normalised tag density

A

and soma. (C) Dynamics of DNA methylation (5mC) in PGCs shows 5mC erasure between E9.5 and E11.5. (D) Kinetics of 5hmC in PGCs. TG1/STELLA mark
PGCs. Scale bars indicate 10 mm.

92%

-DOX
74%

www.sciencemag.org

35
30
25
20
15
10
5
0

88%

SCIENCE

51%

+DOX

Dazl

Fig. 2. Erasure of 5mC is coupled to 5hmC conversion. (A) Enrichment of 5mC
and 5hmC in E10.5 to E13.5 PGCs and EpiSCs over internal exons. (B) Distributions of 5mC and 5hmC relative to a metagene. TSS, transcription start site; TES,
transcription end site. (C) Profiles of 5mC (blue) and 5hmC (red) at the Dazl
promoter. (D) Glu-qPCR showing quantitative levels of 5mC and 5hmC at a CCGG
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a progressive depletion during PGC development, which is delayed relative to loss of 5mC
(Fig. 2, A and B).
Next, we examined methylation-dependent
genes such as Dazl, which are activated by promoter demethylation in PGCs (8, 9), and observed strong 5hmC enrichment coincident with
loss of 5mC at their promoters (Fig. 2C and fig.
S14). We confirmed that 5mC erasure is coupled to 5hmC enrichment at the Dazl promoter
quantitatively, by using the glucosyltransferase–
quantitative polymerase chain reaction (Glu-qPCR)
assay (Fig. 2D). RNA-seq revealed that transcriptional activation of Dazl and other methylationdependent germline genes initiates at E9.5 and
increases progressively until ~E11.5 (fig. S15).
This represents an important functional readout
of the timing of DNA demethylation in PGCs.
To functionally link 5hmC to DNA demethylation, we used in vitro PGC-like cells (PGCLC).
PGCLCs are specified from epiblast-like cells
(EpiLCs) and exhibit the fundamental properties of migratory PGCs in vivo, including global
DNA demethylation and chromatin reorganization (fig. S10) (10). TET1 and TET2 are both active
in PGCs, so we generated PGCLCs carrying a doxycycline (DOX)–inducible compound microRNA
(miR) knockdown of Tet1 and Tet2 (T-KD). We
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to 5-formylcytosine or 5-carboxycytosine but found
no detectable enrichment of these derivatives in
PGCs (fig. S8) (7).
To gain further insight into the dynamics of
5mC to 5hmC conversion, we performed meDIPseq and hmeDIP-seq in E10.5 to E13.5 PGCs
(fig. S9). Because before E10.5 PGCs were highly limiting, we also profiled epiblast stem cells
(EpiSCs), which are derived from the same postimplantation epiblast as nascent PGCs, and embryonic soma (E10.5) as references (fig. S10).
Unlike bisulfite sequencing, our approach distinguishes between 5mC and 5hmC but generates
a relative rather than a quantitative measure of
modifications (6). We therefore initially examined exonic sequences, which are highly methylated and thus exhibit an informative dynamic
range of relative (h)meDIP signal when they become demethylated. We found significantly reduced 5mC in E10.5 PGCs relative to EpiSC
and soma and erasure by E11.5 (Fig. 2A and
figs. S11 to S13). The loss of 5mC in PGCs is
paralleled by a strong exonic enrichment of 5hmC,
indicating 5mC-to-5hmC conversion (Fig. 2A
and fig. S11). Once 5mC is converted to 5hmC, it
is set on a pathway toward demethylation, because there are no 5hmC maintenance mechanisms (6). Consistent with this, 5hmC undergoes

% DNA modification (Glu-qPCR)

S1 and S2). This suggests that erasure of 5mC in
PGCs could occur through conversion to 5hmC
by TET1 and TET2 together (4, 5).
We pursued this possibility by IF and found
a progressive reduction of 5mC in PGCs between
E9.5 and E10.5, until it became undetectable by E11.5 (Fig. 1C). The loss of 5mC occurs concurrently with a global enrichment of
5-hydroxymethylcytosine (5hmC) in PGCs between E9.5 and E10.5, suggesting a genomescale conversion of 5mC to 5hmC (Fig. 1D). The
global conversion to 5hmC initiates asynchronously among PGCs from E9.5, perhaps reflecting developmental heterogeneity (figs. S3 to S5).
Indeed, TET1 up-regulation also initially occurs
in a subset of PGCs from E9.5, which apparently
also exhibit lower 5mC signal (fig. S6). In contrast to soma and embryonic stem (ES) cells (6),
we observed that 5hmC exhibited a distinct localization in PGCs that coincided with 4´,6-diamidino2-phenylindole (DAPI)–dense chromocenters,
indicating that the conversion of 5mC to 5hmC
includes heterochromatic satellite regions (fig. S7).
The enrichment of 5hmC in PGCs at E10.5 is followed by its progressive reduction, suggesting
that 5hmC is an intermediate toward demethylation to unmodified cytosine (C) (Fig. 1D). We
checked whether 5hmC is subsequently converted
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found that genes known to be demethylated in
PGCs in vivo (8) also underwent DNA demethylation upon specification of control uninduced
(–DOX) T-KD PGCLCs and in nontargeting
(NT) miR PGCLCs (+/−DOX). In contrast, induction of Tet1/Tet2 miR (+DOX) resulted in a
substantial inhibition of DNA demethylation in
PGCLCs but did not reduce the efficiency of
their specification (Fig. 2E and fig. S16).
Knockdown of Tet1/Tet2 also inhibited DNA
demethylation at long interspersed nuclear element 1 (LINE-1) sites and prevented the limited
erasure of 5mC that occurs at intracisternal-Aparticles (IAP) (Fig. 2F). These findings are important considering that both the maintenance
and de novo DNA methylation systems are repressed in PGCs and PGCLCs (10), which likely
accounts for some direct passive demethylation.
Moreover, constitutive overexpression of catalytically active, but not catalytic mutant, TET1 and
TET2 in PGCLCs promoted 5mC erasure to a
greater extent (Fig. 2G). Thus, TET-mediated
5hmC conversion is a key event toward DNA demethylation in PGCs.
The reprogramming of gonadal PGCs in vivo
uniquely entails the complete erasure of genomic
imprints (11). Analysis of imprinted gametic differentially methylated regions (gDMRs) (n = 21)
in PGCs revealed that erasure of 5mC is coupled
to a significant increase of 5hmC enrichment
(Fig. 3A). However, the precise timing of 5mC
erasure is imprinted locus-specific. For example, the DMRs at Kcnq1ot1 and Igf2r exhibit loss
of 5mC by E10.5 relative to EpiSC (which
represent ~50% allelic 5mC) and erasure by

A

Vmn2r29

E11.5 (Fig. 3B), whereas Peg10 and Peg3 remain
methylated until E11.5 (Fig. 3C and fig. S17).
Moreover, Kcnq1ot1 and Ig f2r are enriched in
5hmC by E10.5, whereas 5hmC enrichment at
Peg10 and Peg3 is delayed until E11.5, suggesting that conversion to 5hmC follows a defined
temporal order at imprinted DMRs, which dictates the timing of demethylation in PGCs. Indeed, we observed that other genomic regions
also exhibited differential onset of 5mC erasure
(compare Peg10 DMR versus exon, Fig. 3C).
Glu-qPCR analysis confirmed that the Peg10
and Peg3 DMRs maintained 5mC levels of 50%
and 34%, respectively, in E10.5 PGCs, whereas
Kcnq1ot1 and Igf2r DMRs were already reduced
to 21% and 25%, respectively (Fig. 3D). Glu-qPCR
also established the quantitative enrichment of
5hmC at imprinted DMRs in PGCs. The cumulative data suggest that conversion of 5mC to 5hmC
by TET1 and TET2 is a general mechanism for
the erasure of imprints in PGCs.
Conversion of 5mC to 5hmC at exons, promoters, and gDMRs in PGCs was followed by a
protracted period of progressive 5hmC depletion
between E11.5 and E13.5 (Figs. 2, A to D, and 3),
suggesting a replication-coupled process (12).
This prompted us to examine the rate of DNA
demethylation between E10.5 and E13.5 quantitatively by using Glu-qPCR. Because demethylation commences asynchronously in PGCs, it is
necessary to examine loci that have not initiated
substantial 5mC erasure by E10.5, such as Peg10
and Peg3. Because PGCs have an estimated cell
cycle of ~16 hours between E10.5 and E13.5
(13), we would predict a reduction of DNA mod-

Sfi1

Srrm2

Dazl

E10.5
PGC

E11.5
PGC

E12.5
PGC

B

Zygote

PGC

Passive 5mC depletion

Paternal

BER

Maternal

Passive 5hmC depletion
(Tet1/Tet2)
Passive 5mC depletion
Active BER

Passive 5hmC depletion (Tet3)

Fig. 4. Inheritance of 5mC through reprogramming. (A) The Vmn2r29, Sfi1, and Srrm2 CGIs escape
reprogramming in PGCs. Open and solid circles represent unmethylated and methylated CpGs, respectively. Dazl is representative of demethylation at most loci. (B) Model for the mechanisms and dynamics of
DNA demethylation in PGCs.
www.sciencemag.org

SCIENCE

VOL 339

ification of ~ threefold per 24 hours (1.5 population doublings) if the process is coupled to
DNA replication. We observed that the rate of
demethylation at Peg10 (P = 0.0022) and Peg3
(P = 0.0019) fits highly significantly with the
predicted rate (Fig. 3E), suggesting that 5hmC
may be removed from these loci by replicationcoupled dilution. We obtained similar results for
the Dazl promoter (P = 0.0014).
We next asked whether any promoters or
regulatory elements can escape the comprehensive 5mC reprogramming in PGCs. We screened
for CpG islands (CGI) that remain methylated in
female PGCs at E13.5, because these cells represent the lowest point of global demethylation
(fig. S18) (14). We identified 11 CGIs with significant 5mC enrichment in E13.5 PGCs (figs.
S19 and S20). Validation by bisulfite sequencing
showed that the promoter CGIs of Vmn2r29 and
Sfi1 and the exonic CGI of Srrm2 were all methylated in PGCs at E10.5 and maintained CpG
methylation throughout reprogramming (Fig. 4A).
To define the extent of 5mC erasure at singlebase resolution, we performed whole-genome bisulfite sequencing (WGBS), which revealed that
global CpG methylation is reduced to 2.2% in
female E13.5 PGCs (fig. S21). However, we identified 4730 loci that escape demethylation (>40%
5mC) in PGCs, which are predominately repeat
associated (>95%). Resistant loci predominantly
correspond to IAP elements, but the IAPLTR1
subclass is significantly more methylated than
any other (fig. S22). IAPLTR1 is the most active
and hence hazardous IAP subclass to genomic integrity, suggesting specific systems are mobilized
to maintain 5mC at IAPLTR1 during reprogramming to protect genome stability (15). We were
unable to determine any unique sequence characteristics of the 233 single-copy loci with >40%
5mC, suggesting that positional context or chromatin structure may contribute to their escape
from reprogramming. Indeed, “escapees” were
often adjacent to IAP elements or telomeric regions. Considered with the recent observations
that many regulatory elements can evade zygotic
5mC erasure (16, 17), our data suggest that rare
but potentially functionally relevant 5mC epialleles
could be inherited over multiple generations by
evading erasure during both zygotic and PGC
reprogramming.
We demonstrate here that comprehensive
DNA demethylation in PGCs, including imprint
erasure, entails conversion of 5mC to 5hmC, likely redundantly by TET1 and TET2. In vivo 5hmC
conversion initiates asynchronously in PGCs between E9.5 and E10.5 and is largely complete by
E11.5. The rate of progressive decline of 5hmC
thereafter, both globally and at single-copy loci,
is consistent with a replication-dependent mechanism of demethylation toward unmodified cytosines (Fig. 4B). In parallel to 5hmC conversion,
repression of the de novo (Dnmt3a/b) and maintenance (Uhrf1) DNA methylation systems in
PGCs prevents cyclical remethylation and simultaneously renders PGCs permissive for direct
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vide mechanistic avenues for investigations into
transgenerational epigenetic inheritance.
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Actin, Spectrin, and Associated
Proteins Form a Periodic
Cytoskeletal Structure in Axons
Ke Xu,1* Guisheng Zhong,1* Xiaowei Zhuang1,2†
Actin and spectrin play important roles in neurons, but their organization in axons and
dendrites remains unclear. We used stochastic optical reconstruction microscopy to study the
organization of actin, spectrin, and associated proteins in neurons. Actin formed ringlike structures
that wrapped around the circumference of axons and were evenly spaced along axonal shafts
with a periodicity of ~180 to 190 nanometers. This periodic structure was not observed in
dendrites, which instead contained long actin filaments running along dendritic shafts. Adducin,
an actin-capping protein, colocalized with the actin rings. Spectrin exhibited periodic structures
alternating with those of actin and adducin, and the distance between adjacent actin-adducin
rings was comparable to the length of a spectrin tetramer. Sodium channels in axons were distributed
in a periodic pattern coordinated with the underlying actin-spectrin–based cytoskeleton.
ctin plays critical roles in shaping and
maintaining cell morphology, as well as
in supporting various cellular functions,
including cell motility, cell division, and intracellular transport (1). In neurons, actin is essential for the establishment of neuronal polarity,
cargo transport, neurite growth, and stabilization
of synaptic structures (2–4). Despite its importance, our understanding of actin structures in
neurons remains incomplete. Electron microscopy has shown detailed actin ultrastructure in
growth cones and dendritic spines (5, 6), in which
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actin is the dominant cytoskeletal protein, but
little is known about the organization of actin
in the axonal and dendritic shafts (4). These
neurites contain a high density of different types
of cytoskeletal filaments, such as microtubules
and neurofilaments (6–8). Hence, the challenge
of resolving the organization of actin in axons
and dendrites requires imaging tools with both
high spatial resolution and molecular specificity.
A prototypical actin-spectrin–based cytoskeleton structure is found in red blood cells (erythrocytes) (9, 10), where actin, spectrin, and associated
proteins form a two-dimensional (2D) polygonal
network (mostly composed of hexagons and
pentagons) underneath the erythrocyte membrane (11, 12). Spectrin analogs have been found
in many other animal cells (9, 10), including
neurons (13, 14). These analogs play important
roles, ranging from regulation of the heartbeat
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to stabilization of axons, formation of axon initial segments and nodes of Ranvier, and stabilization of synapses in neurons (9, 10, 15). An
erythrocyte-like, polygonal lattice structure has
been observed for spectrin in the Drosophila
neuromuscular junction (16), and models similar
to the erythrocyte cytoskeleton have also been
proposed for other systems (10). However, the
ultrastructural organization of spectrin in nonerythrocyte cells is largely unknown due to similar challenges in imaging.
Recent advances in superresolution fluorescence microscopy (17, 18) allow resolutions down
to ~10 nm to be achieved with molecular specificity, providing a promising solution to the
above challenges. In particular, superresolution
studies of neurons have provided valuable structural and dynamic information of actin in dendritic spines (19–22). In this work, we used a
superresolution fluorescence imaging method,
stochastic optical reconstruction microscopy
(STORM) (23–27), to study the 3D ultrastructural
organization of actin and spectrin in neurons.
To image actin in neurons, we fixed cultured
rat hippocampal neurons at various days in vitro
(DIV) and labeled actin filaments with phalloidin conjugated to a photoswitchable dye, Alexa
Fluor 647 (Invitrogen, Carlsbad, CA) (Fig. 1) (28).
To identify axons and dendrites, we immunolabeled MAP2, a microtubule-associated protein
enriched in dendrites, or NrCAM, a cell adhesion molecule found in the initial segments of
axons (15), using a dye of a different color
(Fig. 1) (28). In the conventional fluorescence
images (Fig. 1, A, D, and F), MAP2 specifically
stained dendrites, and NrCAM specifically labeled the initial segments of axons, whereas actin
was found in both dendrites and axons.
Next, we used 3D STORM (27) with a dualobjective astigmatism-imaging scheme (28, 29)
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passive 5mC depletion (fig. S23) (18), which may
contribute to the partial demethylation observed in
Tet1 and Tet2 knockdown PGCLCs. Thus, whereas in zygotes 5mC reprogramming is mechanistically compartmentalized into TET3-mediated
5hmC conversion of the paternal genome and direct passive 5mC depletion on the maternal genome (12, 19–21), both of these mechanisms
operate together in PGCs (Fig. 4B). In addition,
up-regulation of the base excision repair (BER)
pathway in PGCs may both protect against cumulative genetic damage and act as an auxiliary
active demethylation mechanism, perhaps for
specific loci (22, 23). Reprogramming in PGCs
therefore involves multiple redundant mechanisms
to reset the epigenome for totipotency, which accounts for the apparent fertility (albeit subfertile)
of mice lacking individual components, such as
Tet1 (24). The existence of multiple mechanisms
may also underpin the comprehensive nature of
DNA demethylation in PGCs (3). Nonetheless,
some rare single-copy sites of CpG methylation
escape from 5mC erasure (25), which may pro-
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Xist recruits the X chromosome to the
nuclear lamina to enable
chromosome-wide silencing
Chun-Kan Chen,1 Mario Blanco,1 Constanza Jackson,1 Erik Aznauryan,1
Noah Ollikainen,1 Christine Surka,1 Amy Chow,1 Andrea Cerase,2
Patrick McDonel,3 Mitchell Guttman1*
The Xist long noncoding RNA orchestrates X chromosome inactivation, a process that entails
chromosome-wide silencing and remodeling of the three-dimensional (3D) structure of the
X chromosome. Yet, it remains unclear whether these changes in nuclear structure are
mediated by Xist and whether they are required for silencing. Here, we show that Xist directly
interacts with the Lamin B receptor, an integral component of the nuclear lamina, and that
this interaction is required for Xist-mediated silencing by recruiting the inactive X to the
nuclear lamina and by doing so enables Xist to spread to actively transcribed genes across
the X. Our results demonstrate that lamina recruitment changes the 3D structure of DNA,
enabling Xist and its silencing proteins to spread across the X to silence transcription.

T

he Xist long noncoding RNA (lncRNA) initiates X chromosome inactivation (XCI), a
process that entails chromosome-wide transcriptional silencing (1) and large-scale remodeling of the three-dimensional (3D)
structure of the X chromosome (2–4), by spreading across the future inactive X chromosome
and excluding RNA polymerase II (PolII) (1, 5).
Xist initially localizes to genomic DNA regions
on the X chromosome that are not actively transcribed (6–8), before spreading to actively transcribed genes (7–9). Deletion of a highly conserved
region of Xist that is required for transcrip-

tional silencing, called the A-repeat (10), leads to
a defect in Xist spreading (7) and spatial exclusion of active genes from the Xist-coated nuclear compartment (9). Whether these structural
changes are required for, or merely a consequence of, transcriptional silencing mediated
by the A-repeat of Xist remains unclear (7, 9).
Recently, we and others identified by means
of mass spectrometry the proteins that interact with Xist (11–13). One of these proteins is
the Lamin B receptor (LBR) (11, 13), a transmembrane protein that is anchored in the
inner nuclear membrane, binds to Lamin B,
sciencemag.org SCIENCE
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southern Spain turns into desert, deciduous
forests invade most of the mountains, and Mediterranean vegetation replaces most of the
deciduous forests in a large part of the Mediterranean basin. Figure 3H illustrates the variation
from areas without any changes, regardless of
scenario (stable white areas), to areas in which
changes from scenario RCP2.6 already appear
(red areas). As expected, the most-sensitive areas
are those located at the limit between two biomes—
for example, in the mountains at the transition
between temperate and montane forest or in the
southern Mediterranean at the transition between
forest and desert biomes. The map for 4700 yr
B.P., in which the past changes were among the
highest (Fig. 3B), has the largest changes in the
southwest, eastern steppe areas, and the mountains, but these changes are relatively sparse.
Our analysis shows that, in approximately one
century, anthropogenic climate change without
ambitious mitigation policies will likely alter
ecosystems in the Mediterranean in a way that
is without precedent during the past 10 millennia. Despite known uncertainties in climate
models, GHG emission scenarios at the level
of country commitments before the UNFCCC
Paris Agreement will likely lead to the substantial expansion of deserts in much of southern Europe and northern Africa. The highly
ambitious RCP2.6 scenario seems to be the only
possible pathway toward more limited impacts.
Only the coldest RCP2.6L simulations, which
correspond broadly to the 1.5°C target of the
Paris Agreement, allow ecosystem shifts to remain inside the limits experienced during the
Holocene.
This analysis does not account for other human impacts on ecosystems, in addition to climate change (i.e., land-use change, urbanization,
soil degradation, etc.), which have grown in
importance after the mid-Holocene and have
become dominant during the past centuries.
Many of these effects are likely to become even
stronger in the future because of the expanding human population and economic activity.
Most land change processes reduce natural vegetation or they seal or degrade the soils, representing additional effects on ecosystems, which
will enhance, rather than dampen, the biome
shifts toward a drier state than estimated by
this analysis. This assessment shows that, without ambitious climate targets, the potential for
future managed or unmanaged ecosystems to
host biodiversity or deliver services to society is
likely to be greatly reduced by climate change
and direct local effects.

Division of Biology and Biological Engineering, California
Institute of Technology, Pasadena, CA 91125, USA.
European Molecular Biology Laboratory–Monterotondo, Via
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Fig. 1. LBR requires its RS motif to interact with Xist and silence transcription. (A) Atrx mRNA levels after Xist induction (+dox) relative to preXist (–dox) levels upon knockdown of various nuclear lamina proteins. WT,
scrambled small interfering RNA (siRNA) control; siEMD, Emerin knockdown; siLMNB1, Lamin B1 knockdown; sgLBR, knockdown of LBR by using
dCas9-KRAB (materials and methods). (B) Xist enrichment after immunoprecipitation of a 3x-FLAG–tagged full-length LBR (WT), DRS-LBR, or DTM-LBR
(materials and methods). Error bars indicate SEM from three independent IP
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the observed silencing defect by reestablishing
the DLBS-LBR interaction. To do this, we generated an endogenous DLBS-BoxB Xist RNA (materials and methods) and confirmed that expression
of LBR-lN, but not LBR fused to a different
RNA-binding domain (MS2-coat protein) (19), was
able to rescue the silencing defect observed in
DLBS-BoxB cells (Fig. 2D, fig. S10, and materials
and methods). In contrast, expression of other
silencing proteins fused to lN, such as SHARP
and embryonic ectoderm development (EED),
did not rescue the observed silencing defect (Fig.
2D and fig. S11), demonstrating that the LBRbinding site that overlaps the DA-repeat region
of Xist is required for silencing.
We hypothesized that the Xist-LBR interaction
might be required for recruiting the inactive X
chromosome to the nuclear lamina (4). To test
this, we measured the distance between the Xistcoated nuclear compartment and Lamin B1 in
the nucleus using RNA fluorescence in situ hybridization (FISH), X chromosome paint, and
immunofluorescence (fig. S12A and materials
and methods). Upon Xist induction in wild-type
cells, we found that the Xist compartment overlaps Lamin B1 signal (~90% of cells) (Fig. 3A,
figs. S12 and S13, and note 8). In contrast, upon
LBR knockdown or knockout, DLBS-Xist, or D AXist cells, there was a clear separation between
the Xist-coated compartment and Lamin B1, demonstrating a >20-fold increase in distance relative to wild-type Xist (Fig. 3 and figs. S12 and
S13). Thus, recruitment of the inactive X chromosome to the nuclear lamina is directly mediated by the Xist RNA through its interaction
with LBR.
To determine whether LBR-mediated recruitment of the X chromosome to the nuclear lamina
leads to Xist-mediated transcriptional silencing,
we replaced the Xist-LBR interaction with another protein that interacts with the nuclear
lamina; specifically, we used our endogenous
DLBS-BoxB Xist, which fails to interact with LBR,
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+∆RS
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1

membrane domains (DTM-LBR) (fig. S5) did not
affect Xist binding (Fig. 1B) and was able to
rescue the silencing defect upon knockdown of
LBR (Fig. 1C, figs. S1B and S6, and note 4). To
ensure that DRS-LBR fails to silence X chromosome genes because of its RNA binding ability,
we fused three copies of the viral BoxB RNA
aptamer, which binds tightly to the viral lN coat
protein (17), to the 3′ end of the endogenous
Xist RNA (Xist-BoxB) (fig. S7). Expression of
DRS-LBR-lN in Xist-BoxB cells rescued the silencing defect observed upon LBR knockdown
(Fig. 1D). Together, these results demonstrate
that the Xist-LBR interaction is required for
Xist-mediated transcriptional silencing.
We identified three discrete LBR binding sites
(LBSs) that are spread across >10,000 nucleotides of the Xist RNA (Fig. 2A and materials and
methods, note 5). One LBR binding site (LBS-1)
overlaps the ~900 nucleotide region of Xist required for silencing (DA-repeat region) (Fig. 2A)
(10). We tested LBR binding within a DA-repeat
cell line (10) and found that LBR binding is disrupted across the entire Xist RNA (Fig. 2B), including the LBR binding sites that do not overlap
the DA-repeat region (fig. S8). Because the Xistbinding protein SMRT/HDAC1–associated repressor protein (SHARP, also called Spen) also
binds within the DA-repeat region (Fig. 2A) (12, 18)
and its binding is also disrupted in DA-Xist (Fig.
2B) (12), we generated a mutant Xist that precisely deletes a region within the LBR binding
site that is not within the SHARP binding site
(DLBS-Xist) (Fig. 2A). In DLBS-Xist, LBR binding
was lost across the entire Xist RNA without affecting SHARP binding (Fig. 2B and fig. S8). DLBSXist fails to silence X chromosome transcription
to a similar level, as observed in the DA-Xist (Fig.
2C, figs. S1 and S9, and notes 6 and 7).
To ensure that the observed silencing defect
in DLBS-Xist cells is due to LBR-binding alone
and not disruption of another unknown protein
interaction, we tested whether we could rescue

Atrx Expression (+Dox/-Dox)

and is required for anchoring chromatin to the
nuclear lamina (14)—a nuclear compartment that
helps shape the 3D structure of DNA (15) and
is enriched for silencing proteins (14, 16). Because induction of XCI leads to recruitment of
the inactive X-chromosome to the nuclear lamina
(4), we hypothesized that the Xist-LBR interaction
might be required to shape nuclear structure and
regulate gene expression during XCI.
To test this, we knocked down LBR and measured the expression of five X chromosome genes
and two autosomal genes before and after Xist
induction (supplementary materials, materials
and methods, note 1). Knockdown of LBR led
to a defect in Xist-mediated silencing of these
X chromosome genes but showed no effect
on autosomal genes (Fig. 1A and figs. S1 and
S2). We observed a similar silencing defect upon
knockdown or knockout of LBR in differentiating female embryonic stem cells (fig. S3
and note 2). This silencing defect is not merely
caused by disruption of the nuclear lamina because knockdown of Lamin B1 or Emerin, additional components of the nuclear lamina (14),
had no effect on Xist-mediated silencing (Fig. 1A
and fig. S4).
We hypothesized that the arginine-serine (RS)
motif of LBR might be required for interacting
with Xist (fig. S4A and note 3). A truncated LBR
protein containing a deletion of the RS motif
(DRS-LBR) (fig. S5 and materials and methods)
did not interact with Xist (~97% reduced binding) (Fig. 1B and materials and methods) and
failed to rescue the silencing defect upon knockdown of LBR (Fig. 1C and figs. S1B and S6). In
contrast, deletion of seven of the eight trans-
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experiments. (C) Relative Atrx mRNA expression upon knockdown of the endogenous LBR and expression of full length LBR (WT ), DTM-LBR, or DRS-LBR.
(D) Relative Atrx mRNA expression in Xist-BoxB cells after knockdown of
the endogenous LBR and expression of green fluorescent protein (GFP)–lN
(control), LBR-lN, or DRS-LBR-lN. NS, not significant. ****P < 0.001 relative
to [(A) and (B)] wild-type cells, (C) cells transfected with siRNAs alone [shown
in (A)], or (D) cells transfected with GFP-lN by means of an unpaired twosample t test. Error bars indicate SEM across 50 individual cells.
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Fig. 3. Xist-mediated recruitment of DNA to the
nuclear lamina is required for transcriptional silencing. (A) Images of Xist (red), Lamin B1 (green), and
4′,6-diamidino-2-phenylindole (DAPI) (blue) across different conditions. Scale bars, 5 mm. (B) The cumulative
frequency distribution of normalized distances between
Xist and Lamin B1 across 40 individual cells across
different conditions. Dashed lines represents a second
independent experiment. (C) Relative Atrx mRNA expression in DLBS-BoxB cells along with expression of
LBR-MCP (control), LBR-lN, or LaminB1-lN. Error bars
indicate SEM across 50 individual cells. NS, not significant. ****P < 0.001 relative to cells transfected with
LBR-MCP by means of an unpaired two-sample t test.

470

28 OCTOBER 2016 • VOL 354 ISSUE 6311

∆A

siLBR

∆LBS-BoxB +
Lamin B1-λN

siSHARP

1.0

Cumulative frequency

Wild type

0.8

Wild type
∆LBS
siLBR
∆A
siSHARP
∆LBS-BoxB +
Lamin B1-λN

0.6
0.4
0.2
0.0
0.0

0.1

0.2

0.3

0.4

Normalized distance Xist-Lamin B1
(d/nuclear radius)

0.5

Atrx Expression (+Dox/-Dox)

0
15

to create an interaction between Xist and Lamin
B1 (fig. S14A). We expressed a Lamin B1-lN fusion
protein and confirmed that in cells expressing
DLBS-BoxB Xist, the Xist-compartment was recruited to the nuclear lamina to a similar extent
as that observed in wild-type conditions (Fig. 3,
A and B, and fig. S12). Tethering Xist to the nuclear lamina rescues the Xist-silencing defect
observed in DLBS cells to the same extent as
that observed after rescuing directly with LBRlN (Fig. 3C and fig. S14). Thus, Xist-mediated
recruitment of the X chromosome to the nuclear
lamina is required for Xist-mediated transcriptional silencing, and the function of LBR in Xistmediated silencing is to recruit the X chromosome
to the nuclear lamina.
We considered the possibility that recruitment
to the nuclear lamina, a nuclear territory enriched
for silenced DNA and repressive chromatin regulators (14, 16), may act to directly silence transcription on the X chromosome (20, 21). To test
this, we knocked down SHARP, which fails
to silence transcription on the X chromosome
(11, 12, 18, 22), and observed that the Xist-coated
compartment was still localized at the nuclear
lamina, demonstrating a comparable distance
distribution between Xist and Lamin B1 to that
observed for wild-type Xist (Fig. 3, A and B, and
fig. S12). Therefore, Xist-mediated recruitment of
the X chromosome to the nuclear lamina does
not directly lead to transcriptional silencing because the X chromosome can still be transcribed
even when localized at the nuclear lamina.
Instead, we considered the possibility that
LBR-mediated recruitment of the X chromosome
to the nuclear lamina could reposition active
genes into the Xist-coated nuclear compartment,
allowing Xist to spread across the X chromosome.
Indeed, the Xist RNA gradually localizes to genes
that are actively transcribed before initiation of
XCI (7), but deletion of the A-repeat leads to a
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defect in Xist spreading to these actively transcribed regions (7, 9). In DLBS-Xist cells or upon
knockdown of LBR, we observed a strong depletion of Xist RNA localization across regions of
actively transcribed genes, comparable with the
defect observed in DA-Xist cells (Fig. 4, A and B,
and figs. S15 and S16) (7). We found that Xist
RNA localization is even more strongly depleted
over more highly transcribed genes (Fig. 4B).
Knockdown of SHARP, which also binds the Arepeat, did not affect Xist localization (Fig. 4B
and fig. S15). Synthetically tethering DLBS-BoxB
to the nuclear lamina by using a Lamin B1-lN
fusion enables Xist to spread to active genes to
a similar level as that observed in wild-type conditions (Fig. 4B and figs. S15 and S16).
To determine whether this spreading defect
is due to a failure to reposition actively transcribed genes into the Xist-coated compartment,

clusion of RNA PolII are independent functions
that are both required for chromosome-wide
transcriptional silencing.
Our results suggest a model for how Xist
shapes the 3D nuclear structure of the inactive
X chromosome to spread to active genes and
silence chromosome-wide transcription (Fig. 4F
and fig. S19). Xist initially localizes to the core of
the X chromosome territory by localizing at
DNA sites that are in close 3D proximity to its
transcriptional locus (7). These initial Xist localization sites are generally inactive before Xist
induction (6, 7, 9). The Xist-coated DNA, like
other chromosomal DNA regions, will dynamically sample different nuclear locations (23)
and, because Xist binds LBR, will become
tethered at the nuclear lamina when it comes
into spatial proximity. This lamina association
is known to constrain chromosomal mobility

we measured the position of the genomic loci of
three actively transcribed genes relative to the
Xist-coated compartment (Fig. 4C and materials
and methods, note 9). In DLBS cells or upon
knockdown or knockout of LBR, the distance
between the Xist compartment and the loci of
these actively transcribed X chromosome genes
(Gpc4, Mecp2, and Pgk1 loci) were comparable
with the distance between Xist and an autosomal gene (Notch2 locus) (Fig. 4, D and E, and
figs. S17 and S18). Upon knockdown of SHARP,
we found that these actively transcribed loci overlapped the Xist compartment (~80% of cells)
(fig. S17), comparable with the Xist genomic
locus itself (~90% of cells) (fig. S17). Because Xist
can still spread to active genes upon knockdown
of SHARP, which is known to be required for
the exclusion of RNA PolII (11), our results demonstrate that spreading to active genes and ex-
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(24) and by doing so would position the Xistcoated DNA away from the actively transcribed
Xist transcription locus. This would enable other
DNA regions on the X chromosome, which are
physically linked to these tethered regions, to
be brought into closer spatial proximity of the
Xist transcription locus. In this way, Xist and its
silencing factors can spread to these newly
accessible DNA regions on the X chromosome.
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Advanced atherosclerotic lesions contain senescent cells, but the role of these cells
in atherogenesis remains unclear. Using transgenic and pharmacological approaches
to eliminate senescent cells in atherosclerosis-prone low-density lipoprotein
receptor–deficient (Ldlr–/–) mice, we show that these cells are detrimental throughout
disease pathogenesis. We find that foamy macrophages with senescence markers
accumulate in the subendothelial space at the onset of atherosclerosis, where they drive
pathology by increasing expression of key atherogenic and inflammatory cytokines
and chemokines. In advanced lesions, senescent cells promote features of plaque
instability, including elastic fiber degradation and fibrous cap thinning, by heightening
metalloprotease production. Together, these results demonstrate that senescent cells are
key drivers of atheroma formation and maturation and suggest that selective clearance
of these cells by senolytic agents holds promise for the treatment of atherosclerosis.

A

therosclerosis initiates when oxidized lipoprotein infiltrates the subendothelial space
of arteries, often due to aberrantly elevated
levels of apolipoprotein B–containing lipoproteins in the blood (1). Chemotactic signals
arising from activated endothelium and vascular smooth muscle attract circulating monocytes
that develop into lipid-loaded foamy macrophages,
a subset of which adopt a proinflammatory phenotype through a mechanism that is not fully understood. The proinflammatory signals lead to
additional rounds of monocyte recruitment and
accumulation of other inflammatory cells (including T and B cells, dendritic cells, and mast
cells), allowing initial lesions, often termed “fatty
streaks,” to increase in size and develop into
plaques (2). Plaque stability, rather than absolute size, determines whether atherosclerosis
is clinically silent or pathogenic because unstable plaques can rupture and produce vesseloccluding thrombosis and end-organ damage.
Stable plaques have a relatively thick fibrous
cap, which largely consists of vascular smooth
muscle cells (VSMCs) and extracellular matrix
components, partitioning soluble clotting factors in the blood from thrombogenic molecules
in the plaque (3). In advanced disease, plaques
destabilize when elevated local matrix metalloprotease production degrades the fibrous cap,
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increasing the risk of lesion rupture and subsequent thrombosis.
Advanced plaques contain cells with markers
of senescence, a stress response that entails a permanent growth arrest coupled to the robust secretion of numerous biologically active molecules
and is referred to as the senescence-associated
secretory phenotype (SASP). The senescence
markers include elevated senescence-associated
b-galactosidase (SA b-Gal) activity and p16Ink4a,
p53, and p21 expression (4, 5). However, whether
and how senescent cells contribute to atherogenesis remains unclear (6, 7). Human plaques
contain cells with shortened telomeres, which
predispose cells to undergo senescence (8). Consistent with a proatherogenic role of senescence
is the observation that expression of a loss-offunction telomere-binding protein (Trf2) in VSMCs
accelerates plaque growth in the ApoE–/– mouse
model of atherosclerosis, although in vivo evidence for increased senescence in plaques was
not provided. On the other hand, mice lacking
core components of senescence pathways, such
as p53, p21, or p19Arf (7, 9–11), show accelerated
atherosclerosis, implying a protective role for senescence. Studies showing that human and mouse
polymorphisms that reduce expression of p16Ink4a
and p14Arf (p19Arf in mice) correlate with increased atheroma risk support this conclusion
(7, 12, 13). Thus, whether senescent cells accelerate or retard atherogenesis is unclear.
We used genetic and pharmacological methods of eliminating senescent cells to examine the
role of naturally occurring senescent cells at different stages of atherogenesis. First, we verified
that senescent cells accumulate in low-density
lipoprotein receptor–deficient (Ldlr–/–) mice,
a model of atherogenesis. We fed 10-week-old
Ldlr–/– mice a high-fat diet (HFD) for 88 days.
We then performed SA b-Gal staining, which
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Senescent intimal foam cells
are deleterious at all stages
of atherosclerosis
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The DNA methyltransferase DNMT3C
protects male germ cells from
transposon activity
Joan Barau,1 Aurélie Teissandier,1,2 Natasha Zamudio,1* Stéphanie Roy,3
Valérie Nalesso,4,5,6 Yann Hérault,4,5,6 Florian Guillou,3 Déborah Bourc’his1†
DNA methylation is prevalent in mammalian genomes and plays a central role in the
epigenetic control of development. The mammalian DNA methylation machinery is thought
to be composed of three DNA methyltransferase enzymes (DNMT1, DNMT3A, and DNMT3B)
and one cofactor (DNMT3L). Here, we describe the discovery of Dnmt3C, a de novo DNA
methyltransferase gene that evolved via a duplication of Dnmt3B in rodent genomes and was
previously annotated as a pseudogene. We show that DNMT3C is the enzyme responsible for
methylating the promoters of evolutionarily young retrotransposons in the male germ line
and that this specialized activity is required for mouse fertility. DNMT3C reveals the plasticity
of the mammalian DNA methylation system and expands the scope of the mechanisms involved
in the epigenetic control of retrotransposons.

G

enome defense via transcriptional silencing of transposable elements has been
proposed to be a driving force for the
evolution of DNA methylation (1). Retrotransposons occupy half of mammalian
genomic space, and their control is of paramount
importance in the germ line: Their activity can
damage the hereditary material with an impact

tion to the promoters of these elements through
homology recognition (4, 5). Mammals have specifically evolved a catalytically inactive DNA methyltransferase (DNMT) cofactor, DNMT3L, which acts
downstream of the piRNA pathway (6, 7). The
inactivation of DNMT3L or PIWI-pathway proteins invariably results in hypomethylation and
reactivation of retrotransposons, meiotic failure,
azoospermia, and male sterility marked by small
testis size (hypogonadism) (8).
To gain insights into the biology of retrotransposon silencing in the germ line, we screened a
collection of hypogonadal male mice generated
through N-ethyl-N-nitrosourea (ENU) mutagenesis
for ectopic retrotransposon activity (fig. S1, A and
B). Five independent positive lines were obtained,
but all showed linkage to the same genomic
interval on chromosome 2 (fig. S1C), suggesting
that they shared a spontaneous, ENU-independent
mutation. Whole-genome sequencing revealed a
de novo insertion of an IAPEz element, a subclass
of inracisternal A-particle (IAP) retrotransposon, in
the last intron of the Gm14490 gene (Fig. 1A and
fig. S1, D to F). Gm14490 maps 9 kilobases (kb)
1

on fertility and the fitness of subsequent generations (2). In mammals, after germline epigenetic reprogramming, small RNA-directed DNA
methylation establishes life-long epigenetic silencing of retrotransposons during the perinatal
period of spermatogenesis (3). Piwi-interacting
RNAs (piRNAs) are the cleavage products of retrotransposon transcripts and guide DNA methyla-
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Fig. 1. Gm14490 encodes a male germ cell–
specific de novo DNA methyltransferase, DNMT3C.
(A) Structure of Gm14490 (Ensembl 2011) and position of the IAPEz insertion (antisense orientation). RACE and RNA-seq analysis of E16.5 and
P10 testis identifies a long isoform with coding
potential (ATG, green triangle). (B) Gm14490 is detected in testis by reverse transcription–quantitative
polymerase chain reaction (RT-qPCR), but not in
germ cell–depleted testis from Dnmt3LKO/KO animals. Tissues from 10-week-old mice, unless otherwise specified. (C) RT-qPCR of the two Gm14490
isoforms during testis development. Predominant
germ cell populations are represented. Primordial
germ cells (PGC), spermatogonial stem cells (SSC),
and spermatogonia (Spg). (D) DNMT3C shows
characteristics of DNMT3 proteins—conserved
methyltransferase (MTase) motifs and an ADD domain, but no PWWP domain. (E) RNA-seq supporting wild-type and mutant Dnmt3C IAP splicing
events in E16.5 testis. (F) LUminometric methylation assay (LUMA) of global CpG methylation in
Dnmt-tKO ESCs that transiently express Dnmt3Cand Dnmt3B-3XFLAG alleles. Data are mean ±
SD from three technical replicates in (B) and (C)
and from three biological replicates in (F). nd, not
detectable.
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Fig. 2. Phenotype of Dnmt3C IAP/IAP males. (A) Hypogonadism (6-week-old mice). Scale bars, 5 mm.
(B) Severe germ cell loss in testis sections (11-week-old mice). Scale bars, 100 mm. (C) Impaired chromosome synapsis at meiosis as detected by immunofluorescence against synaptonemal complex
proteins (SYCP1 and SYCP3). Scale bars, 4 mm. (D) RNA-seq heatmap shows overexpression of young L1
and specific ERVK types in Dnmt3C IAP/IAP compared to Dnmt3C IAP/WT testis at P20. Annotations from
RepeatMasker. (E) Aberrant expression of L1-ORF1 proteins in Dnmt3C IAP/IAP germ cells (TRA98-positive)
at P20. Scale bars, 50 mm. (F) L1A-5′UTR and IAPEz-5′LTR are hypomethylated in Dnmt3C IAP/IAP testis
DNA at P20, as in Dnmt3LKO/KO testis. Southern blot analysis after methyl-sensitive Hpa II digestion. Msp I
is used as a digestion control.

downstream of the Dnmt3B gene and was annotated as a nonfunctional tandem duplication of
Dnmt3B, based on lack of transcription and recognizable open reading frames (ORFs) (9).
We found that Gm14490 was exclusively expressed in male germ cells (Fig. 1B and fig. S2A).
Using RNA sequencing (RNA-seq) and rapid amplification of cDNA ends (RACE), we annotated
two transcript isoforms, whose expression was
tightly regulated during spermatogenesis (Fig. 1,
A and C). The short, noncoding isoform was expressed in postnatal testes. However, the long isoform (2.8 kb) possessed a 709-codon ORF, and its
expression sharply peaked around embryonic
day 16.5 (E16.5), coinciding with male germline
de novo DNA methylation (5, 10). In comparison,
Dnmt3B is expressed in germ cells, early embryos,
and somatic tissues of both sexes (11, 12). Using
discriminating primers, we showed independent
regulation of Dnmt3B and Gm14490 during spermatogenesis (fig. S2B). The coding potential and
910
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specific developmental regulation of Gm14490
led us to reconsider it as a functional paralog of
Dnmt3B rather than a pseudogene, and thus we
renamed it Dnmt3C.
The long Dnmt3C isoform encodes a protein
with an organization characteristic of DNMT3
enzymes: six methyltransferase motifs (I, IV, VI,
VIII, IX, and X) in C-terminal position and an
N-terminal ATRX-DNMT3L-DNMT3A (ADD) domain, which binds unmethylated lysine 4 residues of histone H3 (H3K4) (Fig. 1D and fig. S2C)
(13). However, DNMT3C lacks the Pro-Trp-TrpPro (PWWP) domain, which targets DNMT3 proteins to gene bodies through recognition of
H3K36 trimethylation (H3K36me3) (14, 15). Overall, DNMT3C exhibits 70% identity with DNMT3B,
while DNMT3A and DNMT3B are 46% identical.
In hypogonadal mutants, the IAP insertion did not
affect Dnmt3C transcript levels but provided an
alternative splice acceptor site, which led to the
exclusion of Dnmt3C last exon in favor of the

retrotransposon sequence in a chimeric Dnmt3CIAP mRNA (Fig. 1E and fig. S2, D and E). Its predicted translation product lacks motifs IX and X
(fig. S2C), which are essential for the AdoMetdependent methyltransferase fold and for the
binding of the methyl donor S-adenosyl methionine, respectively (16).
To demonstrate that DNMT3C is catalytically
active, we performed an in vivo DNA methylation assay. Dnmt3C is not expressed in mouse
embryonic stem cells (ESCs) (Fig. 1B). By transfecting constructs driving Dnmt3C expression
in DNA methylation-free ESCs (Dnmt1, Dnmt3A,
and Dnmt3B triple-knockout; Dnmt-tKO) (17), we
observed a gain of CpG methylation (10 to 20%),
similar to that observed upon Dnmt3B transfection (Fig. 1F and fig. S2, F and G). The mutant
Dnmt3C IAP allele failed to raise CpG methylation
levels, as did Dnmt3C and Dnmt3B mutant alleles
with a missense mutation in the catalytic site
(DNMT3C C507A and DNMT3B C658A, in which
cysteine at position 507 and 658 is replaced by
alanine). An in vitro DNA methylation assay using
the DNMT3C methyltransferase domain showed
concordant results (fig. S2, H and I). These findings
demonstrate that DNMT3C is an enzymatically
active member of the DNMT3 family of de novo
DNA methyltransferases.
Dnmt3C IAP/IAP animals were somatically normal,
and only males were sterile (fig. S3A). Hypogonadism was linked to azoospermia with interruption of spermatogenesis at the pachytene stage
of meiosis I, in the context of impaired chromosome synapsis (Fig. 2, A to C). The developmental
phenotype of Dnmt3C mutant mice was similar to
that observed in Dnmt3LKO/KO males (7, 18), suggesting that DNMT3C could be involved in transposon silencing during spermatogenesis. Indeed,
the same set of retrotransposons were up-regulated
in Dnmt3C IAP/IAP and Dnmt3LKO/KO testes at P20
(postnatal day 20) (Fig. 2D and fig. S3B) (18). Long
interspersed nuclear elements (LINEs or L1s)
showed the strongest reactivation, and more
specifically evolutionarily young subfamilies: type
A, T, and Gf transcripts were increased by 10-fold
in Dnmt3C IAP/IAP testes, in association with accumulation of L1-encoded ORF1 proteins (Fig. 2E).
Among endogenous retroviruses (ERVs), reactivation was specific to some ERVK families
(MMERVK10C, IAPEz, and IAPEy). As in the
case of the Dnmt3L mutation, L1 and IAPEz derepression was linked to a DNA methylation
defect in Dnmt3C IAP/IAP testes (Fig. 2F), despite
normal expression of piRNA/DNA methylation
genes and piRNA production during fetal spermatogenesis (fig. S3, C to F). Finally, we confirmed DNMT3C function by generating a Dnmt3C
knockout mouse through CRISPR-Cas9–mediated
deletion (fig. S4A). The Dnmt3C KO allele recapitulated
the Dnmt3C IAP/IAP developmental and molecular
phenotypes in homozygous Dnmt3C KO/KO males
and failed to complement the Dnmt3C IAP allele
in Dnmt3C IAP/KO compound heterozygous males
(fig. S4, B to E).
To assess the contribution of DNMT3C to
male germline methylation, we performed wholegenome bisulfite sequencing (WGBS) in sorted
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Fig. 3. DNMT3C methylates evolutionarily young retrotransposon promoters. (A and B) Tukey box-plot
representation of CpG methylation content as determined by WGBS over
different (A) genomic compartments
and (B) retrotransposon classes in control Dnmt3C IAP/WT (purple) and mutant
Dnmt3C IAP/IAP (yellow) germ cells at
P10. (C) Percentage of DNA methylation
loss within individual retrotransposon
families in Dnmt3C IAP/IAP samples.
(D and E) As in (A) and (B) but for
Dnmt3LKO/WT (green) and Dnmt3LKO/KO
(red) germ cells. (F) Plotting of DNA
methylation loss over individual copies
of L1 families according to genetic distance from consensus sequences.
(G and H) Metaplots of DNA methylation
over full-length L1s (>5 kb) comparing
(G) Dnmt3C IAP/IAP and (H) Dnmt3LKO/KO
versus control samples. (I) Left: Heatmap of Dnmt3C IAP/IAP and control DNA
methylation levels across paternally
imprinted loci. Right: Methylation maps
at the Rasgrf1 locus.

germ cells from testes at P10, when de novo DNA
methylation is completed. Overall CpG methylation levels of Dnmt3C IAP/IAP mutant cells were not
markedly different from the Dnmt3C IAP/WT control (77.7 versus 78.5%). A slight decrease was only
apparent when focusing on transposons (81.5
versus 84.2%), and more specifically on LINEs,
ERVK, and ERV1 (Fig. 3, A and B). Accordingly,
there was only a limited number (264) of differentially methylated regions (DMRs) in Dnmt3C IAP/IAP
versus Dnmt3C IAP/WT germ cells (fig. S5A); all
reflected hypomethylation in the mutant, and
most overlapped with LINEs (34%) and ERVs
(48%). RepeatMasker annotations further highlighted that the same families that were transcriptionally derepressed were hypomethylated
in Dnmt3C IAP/IAP testes; namely, young L1s and
SCIENCE sciencemag.org

specific ERVKs (Fig. 2D and Fig. 3C). By comparison, deletion of DNMT3L had a stronger
and broader impact: Dnmt3LKO/KO germ cells
exhibited only 39% of global CpG methylation,
and all genomic compartments and retrotransposon classes were affected (Fig. 3, D and E, and
fig. S5B).
The DNA methylation defect in Dnmt3C mutants only reached 30% at the most for young L1s
(Fig. 3C). We reasoned that DNMT3C selectively
affects transcriptionally active retrotransposon
copies, as these are targets of piRNA-dependent
DNA methylation during fetal spermatogenesis
(4, 5). Indeed, individual L1-A and -T elements
with a 5′ promoter (length >5 kb) and the highest
similarity toward the consensus sequence showed
the greatest DNA methylation loss in Dnmt3C IAP/IAP

cells (Fig. 3F and fig. S4C). Additionally, DNMT3Cdependent DNA methylation was not evenly distributed across the length of these transcriptionally
competent elements, but rather focalized to their
promoters [5′ untranslated region (UTR)] (Fig.
3G), in a pattern previously observed in piRNAdeficient Mili KO/KO males (fig. S5D) (4). Older L1-F
elements did not show such trends (Fig. 3F and
fig. S5C). By contrast, Dnmt3L deficiency caused
demethylation of L1s independently of their age
and throughout their sequence (Fig. 3H).
ERVKs exhibited milder methylation loss
(10%) than LINEs in Dnmt3C IAP/IAP cells (Fig.
3C), and this was not related to the size or the
sequence conservation of individual copies (fig.
S5, C and E). ERVKs partially resist the genomewide erasure of methylation that occurs in the
18 NOVEMBER 2016 • VOL 354 ISSUE 6314
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Fig. 4. Phylogenetic distribution of Dnmt3C.
(A) Locus organization and
synteny around the Dnmt3B
(blue) and Dnmt3C (red)
genes in human, rabbit,
mouse, and rat genomes.
(B) Dnmt3C distribution in
the mammalian phylogenetic tree with a focus on the
Rodentia order. Species in
detail have available
sequenced genomes. Red
branches: Muroidea families
in which Dnmt3C was identified; dashed branches:
Muroidea families without
available genome sequence.
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additions are linked to reproduction: The eutherian DNMT3L cofactor stimulates germline methylation genome-wide, and the muroid DNMT3C
enzyme methylates young retrotransposons during spermatogenesis. Future research should resolve the biochemical mechanism that designates
specific sequences for DNMT3C-dependent DNA
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fetal germ line (19, 20); this likely explains their
limited dependency toward DNMT3C remethylation activity. Nevertheless, DNMT3C dependency
was still greatest over regulatory long-terminal
repeat (LTR) sequences of MMERVK10C (fig. S5F)
and IAPEz elements when highly conserved copies
were analyzed by bisulfite pyrosequencing (fig.
S4E). Finally, among paternally methylated imprinted loci, only the Rasgfr1 imprinting control
region (ICR) was hypomethylated in Dnmt3C IAP/IAP
germ cells (Fig. 3I). This ICR includes an ERVK
LTR fragment, which acquires DNA methylation
in a piRNA-dependent manner during spermatogenesis (21). This highlights again the genomic
convergence between piRNA and DNMT3C targeting in fetal male germ cells.
DNMT3C is highly specialized at methylating
young retrotransposon promoters in the male
germ line. In comparison, DNMT3B is not involved
in germ cell development but establishes somatic
methylation patterns genome-wide in the early
embryo (11, 22, 23). DNMT3C has therefore evolved
its own regulatory pattern and genomic targets,
which have diverged from the ancestral DNMT3B
copy. Despite the strict requirement of DNMT3C
in the mouse, the Dnmt3C duplication is not universal among mammals but occurred ~46 million
years ago in the last common ancestor of the
muroid rodents (Fig. 4, A and B, and fig. S6, A
and B). These represent the largest mammalian
superfamily, with 1518 species accounting for

ferases, the regulation of the de novo methylation process, and its tight links with the selective
pressure to epigenetically control transposons in
the germ line.

