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Retrotransposition of endogenous retroviruses (ERVs) poses a substantial threat to genome stability. Transcriptional silencing of a subset of these parasitic elements in early
mouse embryonic and germ cell development is dependent upon the lysine methyltransferase SETDB1, which deposits H3K9 trimethylation (H3K9me3) and the co-repressor KAP1,
which binds SETDB1 when SUMOylated. Here we identified the transcription co-factor
hnRNP K as a novel binding partner of the SETDB1/KAP1 complex in mouse embryonic
stem cells (mESCs) and show that hnRNP K is required for ERV silencing. RNAi-mediated
knockdown of hnRNP K led to depletion of H3K9me3 at ERVs, concomitant with de-repression of proviral reporter constructs and specific ERV subfamilies, as well as a cohort of
germline-specific genes directly targeted by SETDB1. While hnRNP K recruitment to ERVs
is dependent upon KAP1, SETDB1 binding at these elements requires hnRNP
K. Furthermore, an intact SUMO conjugation pathway is necessary for SETDB1 recruitment
to proviral chromatin and depletion of hnRNP K resulted in reduced SUMOylation at ERVs.
Taken together, these findings reveal a novel regulatory hierarchy governing SETDB1 recruitment and in turn, transcriptional silencing in mESCs.

Author Summary
Retroelements, including endogenous retroviruses (ERVs), pose a significant threat to genome stability. In mouse embryonic stem (ES) cells, the enzyme SETDB1 safeguards the
genome against transcription of specific ERVs by depositing a repressive mark H3K9 trimethylation (H3K9me3). Although SETDB1 is recruited to ERVs by its binding partner
KAP1, the molecular basis of this silencing pathway is not clear. Using biochemical and
genetic approaches, we identified hnRNP K as a novel component of this silencing pathway that facilitates the recruitment of SETDB1 to ERVs to promote their repression.
HnRNP K binds to ERV sequences via KAP1 and subsequently promotes SETDB1 binding. Together, our results reveal a novel function for hnRNP K in transcriptional silencing
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Introduction
Long terminal repeat (LTR) retrotransposons, also called endogenous retroviruses (ERVs), are
the relics of ancient and more recent germline retroviral integrations, comprising ~8–10% of
the mouse and human genomes, respectively [1]. De novo retrotransposition of these parasitic
elements is responsible for ~10% of spontaneous mutations in mice [2]. Among the remaining
transcriptionally competent ERVs in the mouse genome, many class I Moloney murine leukemia virus (MLV) and class II intracisternal A-type particle (IAP) and MusD elements are transiently expressed and subsequently silenced in the early embryo [3]. Distinct epigenetic
mechanisms cooperate to maintain ERV silencing including DNA methylation, covalent histone modifications, chromatin remodelling and non-coding RNAs [4].
Although DNA methylation suppresses ERV transcription in differentiated somatic cells
[5], pluripotent stem cell lines derived from the inner cell mass of the blastocyst, such as murine embryonic stem cells (mESCs) utilize a DNA methylation-independent pathway to maintain ERV silencing [6]. Key effectors in this silencing pathway are the conserved Krüppelassociated box zinc finger proteins (KRAB-ZFPs), the largest family of C2H2 zinc finger transcription factors in vertebrate genomes [7]. Earlier experiments utilizing the MLV-based retroviral vectors harbouring a proline tRNA primer binding site (PBSPro) revealed that KRABZFPs bind to specific proviral sequences such as the PBS, to direct the recruitment of a large silencing complex that includes the obligate co-repressor KAP1 (also called TRIM28/TIF1β)
[8, 9] and the lysine methyltransferase SETDB1 (also called ESET/KMT1E), which deposits
H3K9me3 to maintain a repressive chromatin state [10, 11]. Interestingly, the KRAB-ZFP/
KAP1 pathway also functions to protect the human genome against retroviral activity [12], indicating that this silencing pathway is conserved in primates. Although prototypical KRABZFP candidates for this pathway have been identified, such as ZFP809 and ZFP819 [9, 13], it
remains unclear whether PBS binding is a general property of most KRAB-ZFPs or only a select
few. Consistent with observations that PBS sequences alone are insufficient to confer SETDB1/
KAP1-mediated silencing [14], the transcription factor YY1 was shown to be required for silencing of the newly integrated MLV-based retroviruses in F9 embryonal carcinoma cells and
mESCs [13], revealing that additional sequence-specific factors may collaborate with KRABZFPs. In addition, KAP1 is apparently recruited to IAP elements via sequences in the 5’UTR
downstream of the PBS [14].
In mESCs but not embryonic fibroblasts, both class I and II ERVs and newly integrated
MLV-based retroviral vectors are marked with H3K9me3 by a SETDB1/KAP1-containing
complex [11]. During DNA methylation reprogramming in E13.5 primordial germ cells
(PGCs) ERVs are also marked by H3K9me3 and are silenced in a SETDB1-dependent manner
[15]. Conditional knockout of Setdb1 in undifferentiated mESCs or E13.5 PGCs abolishes
H3K9me3 at ERVs and leads to reduced levels of DNA methylation and increased
5-hydroxymethylation [16], concomitant with pervasive de-repression of distinct class I and II
ERV families including MLV, IAP, MMERVK10C and MusD elements [11, 15, 17]. A similar
phenotype is apparent upon deletion of Kap1 in mESCs [14]. Indeed, KAP1 is required for
SETDB1 recruitment, since depletion of KAP1 leads to a loss of SETDB1 binding and
H3K9me3 at ERVs and newly integrated MLV-based vectors [11, 14]. The Small ubiquitin-like
modifier (SUMO) paralogue SUMO1 is conjugated to KAP1 via the autocatalytic SUMO E3
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ligase activity of the plant homeodomain (PHD) zinc finger towards the bromodomain at the
major lysine acceptor sites K554, K779 and K804 to direct SETDB1 recruitment and H3K9
methylation [18, 19]. However, the role of SUMOylation in SETDB1-mediated repression of
ERVs and the involvement of additional factors in SUMO-dependent SETDB1 targeting have
not been addressed.
Here, we identified the RNA-binding protein and transcription co-factor heterogeneous nuclear ribonucleoprotein K (hnRNP K) as a novel binding partner of the SETDB1/KAP1 complex in mESCs. Depletion of hnRNP K in these cells leads to a reduction of H3K9me3 and derepression of class I and II ERVs, proviral reporter constructs and a cohort of germline-specific
genes targeted by SETDB1. Strikingly, hnRNP K is required for SETDB1 but not KAP1 recruitment through its influence on SUMOylation levels at ERV chromatin. Taken together, our
data reveal a novel RNA-independent role for hnRNP K in regulating recruitment of SETDB1
to KAP1-bound targets and in turn H3K9me3-dependent transcriptional repression in mESCs.

Results
hnRNP K interacts with the SETDB1/KAP1 complex in mESCs
To identify novel factors involved in SETDB1-dependent transcriptional repression, we characterized endogenous SETDB1-containing complexes from mESCs by immunoprecipitation (IP)
and mass spectrometry (MS), utilizing conditions that minimize de-SUMOylation of proteins
given the SUMO-dependent interactions between SETDB1 and KAP1 [18]. Indeed, the Sentrin/SUMO-specific proteases SENP1 and SENP7 can de-SUMOylate KAP1 [20, 21] and are
expressed in mESCs [22]. To enrich for candidate SUMO-dependent binding partners of
SETDB1, we performed an anionic exchange step which efficiently depleted SENP1 followed
by IP of endogenous SETDB1 with a specific N-terminal antibody [23] (Fig. 1A and 1B). MS
analysis revealed the specific enrichment of KAP1 along with the previously described
SETDB1 co-factor MCAF1 (also called mAM/ATF7IP) (Table 1), which directly interacts with
SETDB1 independent of SUMOylation [18, 24]. Detection of MCAF1 and KAP1 supports the
validity of this approach to identify candidate SUMO-independent and SUMO-dependent
binding partners. MS analysis of a SETDB1 IP without prior SENP depletion identified a different set of polypeptides associated with SETDB1 (S1A Fig.). While MCAF1 was identified in
this direct IP approach, KAP1 was not (S1A Fig.), indicating that the presence of SENPs in
mESC nuclear extracts precludes the association of SETDB1 with its SUMO-dependent binding partners, including KAP1. Among the novel SETDB1-associated proteins detected in the
SENP-depleted but not the direct IP, we chose to focus on hnRNP K (Table 1), a ubiquitously
expressed protein that functions as a DNA/RNA-binding transcriptional co-activator or co-repressor [25]. Notably, Hnrnpk is highly expressed in the inner cell mass and in mESCs relative
to earlier stages of development in the preimplantation embryo [22] and was previously reported to directly interact with the KRAB-ZFPs Zik1 and Kid1 [25, 26].
We further validated the interaction between hnRNP K and SETDB1 in mESCs using a
combination of co-IP, immunostaining and co-sedimentation assays. Both KAP1 and hnRNP
K were detected in FLAG-tagged SETDB1 complexes immunopurified from mESCs in the
presence of the cysteine protease inhibitor N-ethylmaleimide (NEM), which blocks SENP activity [27] (Fig. 1C). Moreover, using a specific antibody raised against an internal epitope of
SETDB1 [28], both KAP1 and hnRNP K co-precipitated with SETDB1 from mESC nuclear extract only in the presence of NEM (Fig. 1D). The association of hnRNP K and SETDB1 was
also apparent by immunostaining, which revealed that hnRNP K and SETDB1 colocalize in the
nucleus and to a lesser extent the cytoplasm of mESCs upon a short incubation with NEM
(S1B Fig.). Reciprocally, SETDB1 co-precipitated with both KAP1 and hnRNP K in the
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Figure 1. hnRNP K is associated with SETDB1 and KAP1 in mESCs. (A) IP scheme to identify SUMO-dependent binding partners of SETDB1 and silver
stained gel showing protein content of the indicated fractions. The nuclear extract input (NE), negative control IP (IgG), SETDB1 IP (α-SETDB1), and the
flow-through (FT), 0.25 M KCl and 0.5 M KCl fractions from the anionic column are shown. (B) Western blot of SETDB1 and SENP1 in the indicated fractions
and IP. (C) Silver stained gel of FLAG-SETDB1 IP and western blot of FLAG-SETDB1, KAP1 and hnRNP K in immunopurified FLAG-SETDB1 complexes
isolated from tamoxifen-induced Setdb1 KO mESCs stably expressing 3XFLAG-Setdb1 (KO+FLAG-Setdb1) or negative control uninduced Setdb1
conditional KO cells (cKO). Complexes were immunoprecipitated with FLAG antibodies and specifically eluted with 3XFLAG peptide. Asterisk marks a nonspecific band. Cropped band at bottom of hnRNP K blot is IgG heavy chain (~55 kDa). (D) Co-IP assay of endogenous KAP1 and hnRNP K with SETDB1
from mESC nuclear extracts in the absence or presence of 10 mM SENP inhibitor (NEM). Note that hnRNP K is detected in mESCs as two bands at ~65 kDa
and ~60 kDa, the larger of which represents full-length hnRNP K and the smaller is a splicing isoform hnRNP J, also produced from the Hnrnpk gene [77].
The hnRNP K isoform is associated with SETDB1. ‘NE’ represents ~10% of nuclear extract input and ‘IgG’ is the negative control IP. (E) Co-IP assay of
endogenous SETDB1 with KAP1 or hnRNP K from mESC nuclear extracts in the presence or absence of NEM, as in (D).
doi:10.1371/journal.pgen.1004933.g001
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Table 1. Mass spectrometric analysis of SETDB1 (medium) versus IgG (light) IPs from the 0.5 M anionic column fraction.
Protein

% Coverage

# Peptide Spectral Matches

# Unique Peptides

Medium/Light Ratio

SETDB1

13.54

17

14

22.05

MCAF1

10.03

10

8

41.27

9.59

7

6

2.92

KAP1
hnRNP K

17.31

7

5

2.87

BAF155

3.78

3

3

2.74

TRIP12

1.19

2

2

2.37

Nup155

2.01

2

2

2.82

MCM5

3.68

2

2

3.45

ZFP161

4.23

2

2

44.46

PRMT1

7.23

2

2

3.01

doi:10.1371/journal.pgen.1004933.t001

presence of NEM and hnRNP K and KAP1 also co-precipitated with each other (Fig. 1E), indicating that these proteins are present in a single complex. Notably, the IP of KAP1 was clearly
more efficient in the presence of NEM (Fig. 1E), revealing that SENP inhibition may stabilize
KAP1 oligomeric state, as KAP1 is known to form oligomers [29]. In addition, although
hnRNP K binds to both DNA and RNA sequences [30, 31], the interaction between SETDB1
and hnRNP K was not perturbed in the presence of RNAse A and DNase I (S1C Fig.) indicating
that it is not dependent upon nucleic acid. Consistent with the finding that the KAP1 IP was
more efficient in the presence of NEM (Fig. 1E), sucrose gradient ultracentrifugation of mESC
nuclear extracts revealed that SENP inhibition promotes the stability of SETDB1/KAP1/
hnRNP K complexes, which migrated at higher density compared with the profile of purified
GST-KAP1 and GST-hnRNP K (S1D–S1E Fig.). Although most of the hnRNP K remained
uncomplexed with SETDB1/KAP1, a fraction of total nuclear hnRNP K clearly co-sedimented
with SETDB1 and KAP1 at a higher density in fractions 9–11 in the presence of NEM
(S1E Fig), compared with GST-hnRNP K in fraction 5 (S1D Fig.). Together these results confirm that hnRNP K is associated with the SETDB1/KAP1 complex in mESCs.

hnRNP K directly interacts with KAP1
To determine whether hnRNP K directly binds to SETDB1, we performed GST pulldown assays with recombinant SETDB1 or Ubc9 as a positive control protein for hnRNP K [32, 33]. Although KAP1 is SUMOylated in the SETDB1 complex under standard tissue culture
conditions [18], hnRNP K was also reported to be SUMOylated but only following DNA damage [32, 33]. Indeed, whereas SETDB1 complexes from mESCs contained both SUMOylated
and unmodified KAP1, we found no evidence of SUMOylated hnRNP K (S2A Fig.) and thus
used unmodified hnRNP K in subsequent pulldown assays. In contrast with Ubc9, which
bound to SUMO2 and hnRNP K, SETDB1 bound to SUMO2 but not hnRNP K (Fig. 2A). In
addition, no interaction was detected between FLAG-tagged SETDB1 and T7-tagged hnRNP K
upon co-expression and FLAG IP from 293T cells (S2B Fig.). Together these data indicated
that hnRNP K does not directly interact with SETDB1.
To determine whether hnRNP K directly binds SUMOylated and/or unmodified KAP1, we
prepared in vitro SUMO1-conjugated GST-tagged KAP1, GST-p53 as a positive control binding partner of hnRNP K [33], or a GST-tagged fragment of RanGAP1 as a model SUMO1 substrate for GST pulldown assays with recombinant SETDB1 or hnRNP K baits. Using purified
SUMOylation cascade components, we achieved efficient mono-SUMOylation of RanGAP1 at
K526 [34] and mono-, di-, tri- and tetra-SUMOylation of KAP1 (Fig. 2B) at its major SUMO
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Figure 2. hnRNP K directly interacts with unmodified KAP1 in a region containing the RBCC domain. (A) GST pulldown assays using purified GST,
GST-SUMO2 or GST-hnRNP K as baits with recombinant FLAG-SETDB1 or Ubc9 as prey proteins. ‘IN’ represents ~20% of pulldown prey protein input.
(B) Western blot analysis of in vitro SUMOylation reactions performed on GST-tagged RanGAP1 C-terminal fragment (residues 419–587), full-length wt
GST-KAP1 or GST-p53. + or—indicates presence or absence of SUMO1 in the reaction. (C) GST pulldown assays using SUMOylated or unmodified GSTtagged baits from (B) with purified recombinant FLAG-tagged SETDB1 as prey protein. ‘IN’ represents 10% of input SETDB1 prey protein. (D) GST pulldown
assay as in (C) except using purified recombinant 6X-His-tagged hnRNP K as prey protein. (E) Schematic of wt KAP1 domain structure and KAP1 mutants
used in GST pulldown assays. Unmodified GST-tagged wt KAP1, deletion mutants KAP1PxVxL and KAP1PB or GST alone were used as baits to pull down
purified recombinant 6X-His-tagged hnRNP K. ‘IN’ represents 15% of the input hnRNP K protein.
doi:10.1371/journal.pgen.1004933.g002
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acceptor lysines including K554, K676, K779 and K804 [18, 19]. p53 was mono-SUMOylated
at K386 [35] although this was less efficient in the absence of a SUMO E3 ligase (Fig. 2B).
While SETDB1 directly bound to p53 independently of SUMOylation, it bound to KAP1 in a
SUMO1-dependent manner (Fig. 2C), consistent with previous observations [18]. HnRNP K
binding to p53 was enhanced by SUMOylation but surprisingly, its binding to KAP1 was decreased upon SUMOylation (Fig. 2D).
KAP1 harbours several functional domains that participate in protein-protein interactions,
including an N-terminal RING-B-box-coiled-coil (RBCC) domain, which mediates binding to
KRAB-ZFPs and other proteins [36–38], a proline-x-valine-x-leucine (PxVxL) motif, which
binds to HP1 proteins [39] and a C-terminal PHD finger-bromodomain that binds to Ubc9
and chromatin-modifying factors, including SETDB1 and CHD3 upon SUMOylation [10, 18,
40]. While hnRNP K bound to wt full-length KAP1, it failed to bind to the deletion fragments
containing only the PxVxL motif or only the PHD finger-bromodomain (Fig. 2E), revealing
that hnRNP K binding requires the N-terminal RBCC domain. Taken together, these observations indicate that hnRNP K and SETDB1 indirectly interact with each other via their binding
to unmodified or SUMOylated KAP1 subunits. Consistent with this model, SETDB1 complexes in mESCs contain both unmodified and SUMOylated KAP1 (S2A Fig.), despite
SETDB1 exhibiting binding affinity for only SUMOylated KAP1 (Fig. 2C). Furthermore, the
interactions between hnRNP K and KAP1 in mESCs were unperturbed upon depletion of
SETDB1 (S2C Fig), confirming that they interact in a SETDB1-independent manner. In addition, endogenous KAP1 also co-precipitated with hnRNP K from 293T cell extracts (S2D Fig.),
indicating that this interaction is not limited to mESCs. Finally, the observation that hnRNP K
colocalized with KAP1 throughout the nucleus in mESCs in the absence of SENP inhibitor
(S2E Fig.) is consistent with the model that they form complexes in the absence of KAP1
SUMOylation in cells.

Depletion of hnRNP K disrupts SETDB1-dependent proviral silencing
We next investigated whether loss of hnRNP K compromises SETDB1-dependent transcriptional silencing of ERVs in mESCs. Using siRNA-mediated knockdown (KD), hnRNP K was
efficiently depleted at the protein level by 24 h post-transfection (S3A Fig.). Notably, KD of
hnRNP K in mESCs significantly reduced their proliferation by 72 h post-transfection
(S3B Fig). However, there was no gross effect on cell cycle distribution at this time-point and
only minimal effects on expression of the pluripotency marker SSEA1 (S3C–S3D Fig.). Furthermore, reduced proliferation was not associated with induction of apoptosis, as determined
by Annexin V staining (S3D Fig.). Thus hnRNP K KD does not result in overt differentiation
or apoptosis at this time-point.
To determine the influence of hnRNP K depletion on proviral silencing, we used previously
established proviral GFP reporter mESC lines, including the murine stem cell virus bearing a
glutamine tRNA PBS (MSCV-PBSGln) GFP line [11] and the HA36 mESC line, which harbours
a silent IAP LTR-PBS-5’UTR region driving GFP transgene integrated into a defined genomic
locus [41] (Fig. 3A). In both lines, proviral silencing is dependent upon H3K9me3 deposited by
the SETDB1/KAP1 complex [11, 41]. Transfection of siRNAs specific for Setdb1 or Hnrnpk effectively reduced expression of the relevant mRNAs to ~10–25% of the control siRNAtransfected cells (Fig. 3B). While only ~2–3% of SSEA1+ cells were also GFP+ in the untransfected (MSCV and IAP) and siRNA transfected controls, KD of Setdb1 de-repressed both reporters, resulting in ~37% and ~20% SSEA1+; GFP+ cells, respectively (Fig. 3C). Strikingly, KD
of Hnrnpk also consistently de-repressed both the MSCV and IAP reporters, resulting in an average of ~29% and ~20% SSEA1+; GFP+ cells, respectively (Fig. 3C). We also interrogated the
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Figure 3. siRNA knockdown of hnRNP K results in de-repression of proviral reporters and ERVs. (A) Schematics of the MSCV (PBSGln)-GFP retroviral
vector in the Setdb1lox/-mESC line and the IAP LTR-PBS GFP reporter in the HA36 wt mESC line. (B) qRT-PCR analysis of Setdb1 and Hnrnpk mRNA in
Setdb1lox/- 33#6 MSCV-GFP cells transfected with control (siCtrl), Setdb1 or Hnrnpk siRNAs at 24 h post-transfection. Data are mean expression level
relative to Gapdh mRNA and normalized to siCtrl. Data are means (+ s.d.) of three technical replicates. (C) Flow cytometry analysis on untransfected (-) cells
and cells transfected with indicated siRNAs at 72 h post-transfection. Data represent mean percentage of SSEA1+, GFP+ (double-positive) cells from three
biological replicates of 10,000 propidium iodide-negative (PI-) cells per sample. Error bars are s.d. (D) qRT-PCR analysis of Setdb1, Hnrnpk and Mcaf1
mRNA in J1 wt or Dnmt3a-/-; Dmnt3b-/-; Dnmt1-/-(Dnmt TKO) cells transfected with indicated siRNAs at 24 h post-transfection. Data are mean expression
level (+ s.d.) normalized to expression levels in control siRNA transfected J1 wt mESCs, relative to level of Gapdh mRNA. (E) qRT-PCR analysis as in (D) of
except for intact class I and II ERVs in J1 wt or Dnmt TKO mESCs transfected with the indicated siRNAs at 96 h post-transfection. *p < 0.01, **p < 0.001,
Student’s two-tailed T-test, relative to siCtrl.
doi:10.1371/journal.pgen.1004933.g003
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role of the SETDB1 co-factor MCAF1, which facilitates conversion of H3K9me2 to H3K9me3
by SETDB1 [24]. Interestingly, Setdb1 KD cells showed a ~4-fold upregulation of Mcaf1 expression (S4A Fig.), indicating that the level of Mcaf1 expression is sensitive to the level of
SETDB1. The MSCV proviral reporter was also de-repressed in Mcaf1 KD cells, (S4A–S4B
Fig.), revealing that this catalytic co-factor of SETDB1 also plays a role in proviral silencing.
We next determined whether KD of hnRNP K disrupts silencing of ERVs. In contrast to the
proviral reporter lines, KD of SETDB1 or hnRNP K in TT2 wt mESCs resulted in only modest
de-repression (~2-fold) of class I and II ERVs by 72 h post-transfection (S4C–S4D Fig.), with
the exception of robust induction of MMERVK10C elements in SETDB1 KD cells, despite efficient depletion of the protein (S4C Fig.). Surprisingly, class III MERVL elements, which are repressed by KAP1 in a SETDB1-independent manner [42], were strongly induced in hnRNP K
KD cells (S4D Fig.).
We have shown previously that DNA methylation also plays a role in transcriptional repression of ERVs, particularly of IAP elements, in mESCs cultured in serum [17]. To preclude the
influence of DNA methylation, we knocked down Setdb1 or Hnrnpk in Dnmt3a; Dnmt3b;
Dnmt1 triple KO (Dnmt TKO) mESCs [43] (Fig. 3D), which are devoid of DNA methylation
but maintain SETDB1 binding and H3K9me3 at ERVs [11] and thus solely rely on the
SETDB1/H3K9me3 pathway for silencing of these elements. The absence of DNA methylation
alone did not perturb silencing of MLV, MMERVK10C and MusD elements, but yielded a
~6-fold upregulation of IAP elements (Fig. 3E), consistent with the finding that IAP elements
are modestly upregulated in Dnmt TKO cells [11]. In contrast, KD of Setdb1 expression resulted in a substantial induction of ERVs in these cells (Fig. 3E). These ERVs were also
de-repressed upon Hnrnpk KD, with IAP elements showing an increase in expression of
~18-fold, ~3-fold greater than the control KD in the Dnmt TKO line (Fig. 3E). Depletion of
Mcaf1 in the Dnmt TKO cells (Fig. 3D) also resulted in upregulation of class I and II ERVs beyond what was observed in the Dnmt TKO line alone (S4E Fig.). Importantly, although
IAP elements are strongly induced in DNA methylation-deficient, differentiated Dnmt1-/-;
Oct4-negative mESCs [6], levels of Oct4 mRNA was not appreciably reduced in any of these
KD cultures compared to the control siRNA Dnmt TKO cells (S4F Fig.), indicating that ERVs
were not induced as a secondary consequence of an increase in the number of differentiated
cells in culture. Taken together, these results reveal that depletion of hnRNP K disrupts
SETDB1/H3K9me3-mediated silencing of ERVs in mESCs.

hnRNP K is required for repression of a cohort of male germline genes
by SETDB1
To investigate whether depletion of hnRNP K disrupts SETDB1-dependent repression of
genes, we performed mRNA-seq from two biological replicates of TT2 mESCs transfected with
control or Hnrnpk siRNA (S4C Fig.). A total of 290 genes were consistently misregulated upon
hnRNP K KD, 264 genes were upregulated  2-fold in both KD lines while only 26 were downregulated by 50% (Fig. 4A and S1 Table). Gene ontology (GO) analysis revealed that the
upregulated genes were enriched for “apoptosis” (S5A Fig.) indicating that although these KD
cells do not show high levels of Annexin V staining at this time-point, their progressive proliferation block (S3B Fig.) may coincide with induction of the apoptotic pathway. Although
hnRNP K regulates the expression of pro-apoptotic genes Bcl-Xs and Bik under certain conditions [44], these genes were not upregulated in hnRNP K KD mESCs. Nevertheless, Btg2,
Anxa8, Perp, Trp73, Cdkn1a and Casp14 were among the 16 apoptosis-associated genes identified by GO analysis. In addition there was an enrichment of genes involved in “lung and respiratory system development” (S5A Fig.) including the primitive endoderm and mesoderm
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Figure 4. hnRNP K plays a role in repression of SETDB1 target genes. (A) RNA-seq 2D scatterplots of gene expression (reads per kilobase per million
mapped reads; log(RPKM) from two biological replicates of TT2 cells transfected with control or Hnrnpk siRNAs at 72 h post-transfection. Genes upregulated
2-fold (‘UP’) in hnRNP K KD cells are labelled in red, whereas genes downregulated 50% (‘DN’) are shown in blue. Data points correspond to n = 22,138
ENSEMBL annotated genes. (B) qRT-PCR analysis of selected lineage-specific genes identified as upregulated from the RNA-seq of hnRNP K KD cells.
Fkbp6, Dazl, Mael, Taf7l are direct SETDB1/H3K9me3 target genes. Data are relative mean expression level (+ s.d.) for three technical replicates. (C) UCSC
genome browser screenshot including tracks for SETDB1 ChIP-seq in wt [28] and H3K9me3 ChIP-seq in wt and Setdb1 KO mESCs and RNA-seq for wt and
Setdb1 KO mESCs [17] along with total coverage tracks for hnRNP K KD replicates RNA-seq at the Dazl gene. Numbers on the right indicate y-axis scale.
(D) Venn diagram showing overlap of genes upregulated in hnRNP K KD cells (264) and genes upregulated in SETDB1 KO cells that are either bound by
SETDB1 and/or marked by SETDB1-dependent H3K9me3 (134) according to [17]. p = 8.7×10-30, Fisher’s exact test (n = 22,138 ENSEMBL-annotated
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genes). (E) Native ChIP for H3K9me3 at the core promoters/TSS of the indicated genes on TT2 cells transfected with control, Setdb1 or Hnrnpk siRNAs at 72
h post-transfection. Data are mean enrichment relative to input from three technical replicates, error bars are s.d. *p < 0.05, **p < 0.005, Student’s twotailed T-test, relative to siCtrl.
doi:10.1371/journal.pgen.1004933.g004

lineage transcription factors Gata6, Gata3, Tbx3, Tbx20, Foxa1, Nkx2–9 and Nkx2–2
(S1 Table). Previous ChIP-seq data indicates that these transcription factor genes harbour the
bivalent chromatin state of H3K4me3 and H3K27me3 [45–47] and are subject to polycomb repressive complex 2 (PRC2)-mediated silencing [48]. The de-repression of Gata6 and Gata3,
which were upregulated ~15-fold and ~10-fold in hnRNP K KD cells, respectively (Fig. 4B), indicates that hnRNP K KD could eventually lead to a loss of pluripotency, since the overexpression of these transcription factors is sufficient to drive endoderm lineage differentiation
[49, 50]. RNA-seq analysis of ERVs in the TT2 hnRNP K KD cells (S1 Table) generally confirmed our qRT-PCR analysis from the same cells (S4D Fig.) in that class I and II elements
were only modestly de-repressed (2-fold) while MERVL elements were strongly de-repressed
(14-fold).
We next compared the list of genes upregulated in hnRNP K KD mESCs to our list of upregulated genes in Setdb1 KO mESCs [17], which revealed 54 genes in common (S2 Table). We
previously identified a cohort of 33 germline lineage genes that are directly repressed by
SETDB1-dependent H3K9me3 and DNA methylation [17]. Notably, many of these direct
SETDB1 target genes were consistently upregulated >2-fold in hnRNP K KD cells (15 of these
genes are shown in S5B Fig.) For example, the promoter of the male germline gene Dazl harbours a peak of SETDB1 binding and SETDB1-dependent H3K9me3 and is upregulated in
both Setdb1 KO and hnRNP K KD cells (Fig. 4C). In addition, of the 134 SETDB1-bound
genes that are upregulated in Setdb1 KO mESCs [17], 30 were consistently de-repressed in
hnRNP K KD cells (Fig. 4D and S2 Table). Quantitative RT-PCR analysis of a subset of these
genes, including the male germline-specific genes Dazl, Fkbp6, Mael and Taf7l confirmed that
they are indeed upregulated in hnRNP K KD cells (Fig. 4B). Furthermore, levels of H3K9me3
at the promoters of these genes were reduced in hnRNP K KD cells to a similar extent as in
SETDB1 KD cells (Fig. 4E). A comparison of the genes upregulated in hnRNP K KD and Kap1
KO cells [14] also revealed a significant overlap (S5C Fig.) and included lineage-restricted
genes such as Gata6, Arg2 and Dkk1(S2 Table). We identified 33 genes that are commonly derepressed in Setdb1 KO, Kap1 KO and hnRNP K KD mESCs, several of which were direct
SETDB1 targets and were expressed in a lineage-dependent fashion, including the imprinted
gene Igf2 and liver-specific gene Cml2(S2 Table). The promoter of Cml2 lies immediately
downstream of an intact ETn family retroelement that is bound by SETDB1 and marked by
SETDB1-dependent H3K9me3, which spreads into the Cml2 promoter (S5D Fig.) indicating
that this gene is silenced by the spreading of H3K9me3 from the intact ERV. In conclusion,
these results support a role for hnRNP K in transcriptional repression of genes regulated by
SETDB1 and KAP1 as well as PRC2, the latter via an undefined pathway.

H3K9me3 enrichment on proviral chromatin is reduced following
knockdown of hnRNP K
We next determined whether hnRNP K is bound at de-repressed ERVs. Since the presence of
NEM increased the sensitivity of KAP1 and SUMO1 chromatin immunoprecipitation (ChIP),
improving the enrichment of both at MLV and IAP 5’ LTRs where KAP1 binding is high, but
not at MERVL 5’ LTRs where KAP1 binding is low [42] (S6A Fig.), we performed subsequent
ChIP assays in the presence of NEM to preclude a refractory effect of SENP activity on the
binding of these factors at ERV 5’LTRs and other loci (Fig. 5A). Under these conditions,
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Figure 5. hnRNP K is bound at ERVs and is required for H3K9me3 deposition at proviral chromatin. (A) Schematic of intact ERV structure and 5’LTRinternal sequence amplified (primers shown as arrows). (B) Crosslinked ChIP of hnRNP K in TT2 cells transfected with control or Hnrnpk siRNAs at 24 h
post-transfection. Egr1 core promoter and TSS (-50 to +50) was amplified as a negative control locus. Data shown are mean enrichment levels relative to
input material from three technical replicates, error bars show s.d. (C) Native ChIP for H3K9me3 at the indicated ERV 5’LTR-internal regions in TT2 wt
mESCs transfected with control, Setdb1, or Hnrnpk siRNAs at 72 h post-transfection with the same primers as in (A). The Myc core promoter and TSS
(-50 to +50) was amplified as a negative control. (D) Schematic of the MSCV (PBSGln)-GFP vector with black bars showing the positions of ChIP amplicons
for the MSCV 5’LTR-PBS region and Gfp internal sequence. (E) Native ChIP for H3K9me3 as in (C) except on siRNA KD of Hnrnpkin unsorted (GFP+ and
GFP-) MSCV-GFP cells at 24 h post-transfection. (F) Native ChIP from the same KD cells as in (E) except for H4K20me3. *p < 0.001, **p < 0.0001,
Student’s two-tailed T-test, relative to siCtrl.
doi:10.1371/journal.pgen.1004933.g005
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hnRNP K was enriched at the promoters of the SETDB1-bound, H3K9me3-marked germline
genes Fkbp6, Dazl, Mael and Taf7l, with the highest level of enrichment detected at Mael
(Fig. 5B), indicating that these loci are direct targets of hnRNP K in mESCs. Relative to the
germline gene promoters, the 5’LTRs of class I and II ERVs showed lower enrichment of
hnRNP K, with ETn/MusD and MLV elements showing the highest and lowest levels, respectively (Fig. 5B). Importantly, the signal at ERVs and the germline gene promoters was specific,
since it was reduced upon hnRNP K KD. In contrast, there was no enrichment of hnRNP K at
the Egr1 promoter (Fig. 5B), which is active in mESCs and was shown to be bound by hnRNP
K only upon serum stimulation in the HCT116 colon cancer cell line [51, 52]. Furthermore,
RNAse did not perturb hnRNP K enrichment at ERVs (S6B Fig.), indicating that hnRNP K is
recruited to class I and II ERVs in an RNA-independent manner.
We next determined whether hnRNP K is required for SETDB1-dependent H3K9me3 deposition at ERVs. As shown previously [11], SETDB1 KD resulted in depletion of H3K9me3 at
MLV, IAP, MMERVK10C and ETn/MusD 5’LTRs (Fig. 5C). Strikingly, this effect was phenocopied upon KD of hnRNP K (Fig. 5C). Importantly, the reduction of H3K9me3 at ERVs
was apparent in hnRNP K KD cells as early as 48 h post-transfection, similar to the kinetics of
H3K9me3 perturbation in SETDB1 KD cells (S6C Fig.), indicating that this phenotype is not a
secondary consequence of the loss of proliferation that commences at ~72 h post-transfection
in hnRNP K KD cells (S3B Fig.). Furthermore, as early as 24 h after hnRNP K KD, there was a
clear reduction of H3K9me3 at the MSCV 5’LTR-PBS and Gfp regions (Fig. 5D and 5E). The
levels of H4K20me3, a mark deposited by SUV420H1/2 enzymes in a SETDB1/H3K9me3dependent manner [11], were also reduced at the MSCV provirus in hnRNP K-depleted cells
(Fig. 5F). H3K9me3 was dramatically reduced at both ERVs and the MSCV proviral reporter
in MCAF1 KD cells (S6C–S6D Fig.), consistent with its role as a catalytic co-factor of SETDB1
[24]. Importantly, siRNA-mediated depletion of hnRNP K or SETDB1 did not affect global
H3K9me2 or H3K9me3 levels (S6E Fig.), indicating that the effect of hnRNP K depletion on
H3K9me3 at ERVs is not the result of a general reduction of H3K9me2/3. Thus we concluded
that hnRNP K is required for SETDB1-dependent H3K9me3 deposition at proviral chromatin.

hnRNP K is required for SETDB1 recruitment to ERVs
To determine whether hnRNP K is required for SETDB1 recruitment, we next conducted ChIP
analysis of SETDB1 in cells depleted of hnRNP K (Fig. 6A and 6B. A reduction of SETDB1 enrichment was apparent at all class I and II ERV LTRs in SETDB1 KD cells, confirming the
specificity of our antibody (Fig. 6B). Strikingly, KD of hnRNP K also reduced the level of
SETDB1 enrichment at ERVs (Fig. 6B), likely explaining the reduction of H3K9me3 observed
at these loci following hnRNP K KD (Fig. 5C). SETDB1 enrichment was also reduced at the
MSCV 5’LTR-PBS and Gfp internal region upon depletion of hnRNP K (S7A Fig.), revealing a
link between loss of H3K9me3, de-repression of the MSCV proviral reporter and reduced
SETDB1 recruitment. In contrast, KD of MCAF1 did not perturb SETDB1 enrichment at
ERVs or the MSCV provirus (S7B Fig.). Importantly, neither SETDB1 nor KAP1 protein levels
were reduced in hnRNP K KD cells (Fig. 6A) and SETDB1 was still localized to the nucleus in
hnRNP K-depleted cells (S7C Fig.).
KAP1 is the only factor known to be required for SETDB1 recruitment to proviral chromatin [11, 14]. While KAP1-depleted cells showed reduced levels of KAP1 enrichment at ERVs
confirming antibody specificity, KD of hnRNP K did not affect KAP1 enrichment levels
(Fig. 6C and 6D). In contrast, KD of KAP1 substantially reduced hnRNP K enrichment at
ERVs (Fig. 6E). Taken together, these data reveal that hnRNP K is recruited in a KAP1dependent manner and facilitates subsequent SETDB1 binding at proviral chromatin.
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Figure 6. hnRNP K is required for SETDB1 but not KAP1 recruitment to ERVs. (A) Western blot analysis of SETDB1, KAP1 and hnRNP K in TT2 cells
transfected with control, Setdb1 or Hnrnpk siRNAs at 24 h post-transfection. GAPDH was detected as a loading control. (B) Crosslinked ChIP of SETDB1 in
the same cells as in (B) except at 72 h post-transfection. All qPCR data are mean enrichment relative to input of three technical replicates, error bars are s.d.
The Ifna5 core promoter and TSS (-50 to +50) was amplified as a negative control locus. (C) Western blot analysis of KAP1 and hnRNP K in TT2 cells
transfected with control, Kap1 or Hnrnpk siRNAs at 24 h post-transfection. (D) Crosslinked ChIP of KAP1 in the same cells as in (C) except at 72 h
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post-transfection. (E) Crosslinked ChIP as in (B) and (D) except of hnRNP K in TT2 cells transfected with control or Kap1 siRNAs at 72 h post-transfection. *p
< 0.001, **p < 0.0001, Student’s two-tailed T-test relative to siCtrl.
doi:10.1371/journal.pgen.1004933.g006

SUMOylation on proviral chromatin is required for SETDB1 recruitment
and is reduced upon hnRNP K knockdown
Previous studies have shown that KAP1 SUMOylation is necessary for recruitment of SETDB1
and H3K9 methylation to promote silencing of heterologous promoters in transformed cell lines
[18, 19, 53]. To determine whether a functional SUMOylation pathway is also necessary for
SETDB1 recruitment to ERVs in pluripotent stem cells, we used either anacardic acid to inhibit
SUMO E1 activating enzyme [54] or siRNAs to KD Ubc9 (also called Ube2i) in the MSCV-GFP
cell line and assayed for de-repression of the proviral LTR by flow cytometry (Fig. 7A). In accord
with the inhibitory effect of anacardic acid on the activity of SUMO E1 activating enzyme Aos1/
Uba2 and histone H3 acetyltransferases such as p300 [55], this compound blocked both KAP1
SUMOylation and bulk histone H3 acetylation (Fig. 7B). While, anacardic acid treatment did
not affect bulk H3K9me3 (Fig. 7B), it consistently de-repressed the proviral reporter in a dosedependent manner, resulting in ~15% GFP+ cells at 100 μM (Fig. 7C).
Using siRNAs, we depleted Ubc9 mRNA to ~35% of the control (Fig. 7D, inset graph). As
Ubc9 is essential for early embryogenesis [56], we monitored changes in MSCV expression at
48 h post siRNA transfection. KD of Ubc9 expression consistently de-repressed the proviral reporter resulting in an average of 23% GFP+ cells (Fig. 7D). Notably, ChIP analysis revealed that
SUMO1 levels at the MSCV 5’ LTR were dramatically reduced in Ubc9-depleted cells (S8A
Fig.) indicating that the loss of SUMOylation on proviral chromatin correlates with derepression. Furthermore, there was a reduction of SETDB1 enrichment at the MSCV provirus
in Ubc9 KD cells (Fig. 7E), confirming that SUMOylation of chromatin proteins associated
with ERVs enhances SETDB1 recruitment. Strikingly, SUMO1 levels were greatly reduced at
the 5’ LTRs of MLV, IAP, MMERVK10C and ETn/MusD elements by 24 h post-transfection
of hnRNP K siRNAs (Fig. 7F). Moreover, this effect persisted in hnRNP K KD cells at 72 h
post-transfection both at ERVs and the MSCV provirus (S8B–S8C Fig.), coinciding with the
timeframe in which SETDB1 recruitment to proviral chromatin was compromised (Fig. 6B).
Although the loss of SUMOylation at ERV chromatin upon hnRNP K KD could be a consequence rather than a cause of reduced SETDB1 recruitment, KD of SETDB1, which was sufficient to de-repress the MSCV LTR (S8D Fig.), did not concomitantly attenuate SUMOylation
on proviral chromatin (S8E Fig.). Taken together these results are consistent with the model
that hnRNP K is necessary for SUMOylation of proteins such as KAP1 on ERV chromatin,
which is required for SETDB1 recruitment and in turn proviral silencing.

Discussion
KRAB-ZFP/KAP1 complexes [9, 57] are thought to play a central role in repression of ERV
transcription in pluripotent stem cells via SETDB1 recruitment [11, 14]. In this work, we have
identified hnRNP K as a novel co-factor, which is required for recruitment of SETDB1 to proviral chromatin and in turn for efficient proviral silencing. HnRNP K is a highly conserved,
multi-functional protein involved in transcription regulation, mRNA splicing and translation
[25]. Studies in flies, yeast and in mammalian cell lines reveal that hnRNP K plays important
roles in development and gene regulation [58, 59]. HnRNP K was reported to directly interact
with chromatin regulatory proteins, such as the PRC2 subunit EED [60] and KRAB-ZFPs Zik1
and Kid1 [25, 26], indicating that it may regulate Polycomb and/or KRAB-ZFP/
KAP1 complexes.
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Figure 7. SUMOylation on proviral chromatin is required for SETDB1 recruitment and is compromised upon hnRNP K knockdown. (A) Illustration of
the SUMO conjugation pathway including the activities of SUMO E1 activating heterodimer enzyme Aos1/Uba2 and SUMO E2 conjugating enzyme Ubc9.
Anacardic acid was used to inhibit E1 activity while siRNAs were used to deplete Ubc9 transcripts to disrupt SUMO conjugation in the MSCV-GFP cell line.
(B) Western blot analysis of KAP1, GAPDH, pan Histone H3 acetylation or H3K9me3 in MSCV-GFP cells incubated in varying concentrations of anacardic
acid for 18 h prior to harvest. A mono-SUMOylated KAP1 band is detected at ~130 kDa (arrow). (C) Flow cytometry for GFP+ cells in the MSCV-GFP line
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alone (-), vehicle (DMSO) treated, or treated with 40 or 100 μM anacardic acid for 18 h. Data are mean of three biological replicates for 10,000 PI- cells per
sample, error bars are s.d. (D) Flow cytometry data as in (B) except on cells untransfected (-) or transfected with control or Ubc9 siRNAs at 48 h posttransfection. Inset, qRT-PCR analysis of Ubc9 expression in cells transfected with control or Ubc9 siRNAs at 24 h post-transfection. Data are mean relative
expression levels determined from three technical replicates, normalized to the level of β-actin (Actb) transcripts, error bars are s.d. (E) Crosslinked ChIP of
SETDB1 on unsorted (GFP+ and GFP-) MSCV-GFP cells transfected with control or Ubc9 siRNAs at 48 h post-transfection. Data are mean enrichment as a
percent of input chromatin from three technical replicates, error bars are s.d. (F) Crosslinked ChIP as in (E) except for SUMO1 on TT2 cells transfected with
control or Hnrnpk siRNAs at 24 h post-transfection. *p < 0.01, **p < 0.001, Student’s two-tailed T-test relative to vehicle or siCtrl.
doi:10.1371/journal.pgen.1004933.g007

Our results reveal a role for hnRNP K in the KRAB-ZFP/KAP1-based silencing pathway
acting on ERVs and retroviral vectors in pluripotent stem cells. Based on these findings, we
propose a novel model for the SETDB1/KAP1 proviral silencing pathway incorporating
hnRNP K (Fig. 8). In wt mESCs, KRAB-ZFPs recruit KAP1 in an oligomeric state, possibly as a
homotrimer [29, 36], to proviral chromatin and unmodified KAP1 may recruit hnRNP
K. HnRNP K may promote KAP1 SUMOylation on chromatin, which then serves as a ligand
for the SETDB1/MCAF1 complex [18, 61], eliciting SETDB1-dependent H3K9me3 deposition
at SUMOylated KAP1-bound regions (Fig. 8A). In hnRNP K-deficient cells, SUMOylation of
KAP1 on chromatin may be compromised, leading to reduced SETDB1 recruitment at ERVs,
diminution of H3K9me3 and eventual transcriptional de-repression (Fig. 8B). This model is
consistent with recent ChIP-seq analyses of SUMO1, SUMO2 and Ubc9 in human fibroblasts
[62], which show co-occupancy with sites of KAP1, SETDB1 and H3K9me3 at the 3’ ends of
KRAB-ZFP genes [63] indicating that these SETDB1/KAP1-bound, SUMOylated loci are sites
of active KAP1 SUMOylation on chromatin [62]. Although a possible contraindication to this
model is our observation of the differing binding affinities of SETDB1 and hnRNP K for
SUMOylated KAP1 in vitro (Fig. 2C and 2D), this could be rationalized by: 1) the existence of
multiple KAP1 subunits in each complex such that some are SUMOylated while others are unmodified, providing binding sites for both SETDB1 and hnRNP K simultaneously, and/or 2)
the observation that hnRNP K directly binds to certain KRAB-ZFPs [25, 26] and therefore may
still indirectly interact with SUMOylated KAP1. Indeed, consistent with the former possibility,
rather than solely containing SUMOylated KAP1, we found that SETDB1 complexes contained
predominantly unmodified KAP1 with only a minority SUMOylated KAP1 under conditions
where we could preserve mono- and di-SUMOylated KAP1 in mESC nuclear extracts (S2A
Fig.). This observation indicates that SETDB1 binding to KRAB-ZFP/KAP1 complexes in vivo
may only require a small proportion of the total KAP1 in the complex to be SUMOylated.
KAP1 SUMOylation is highly dynamic and previous investigations have relied on overexpression of SUMO paralogues to detect it [19, 20, 38, 64]. Therefore, it is also possible that hnRNP
K facilitates transient KAP1 SUMOylation events in a cell cycle-dependent manner, such as
during S-phase when chromatin modifications must be re-established. How hnRNP K promotes the SUMOylation of KAP1 remains to be determined, although given that hnRNP K is a
SUMO target itself and can directly interact with Ubc9 [32, 33], it may facilitate recruitment of
this SUMO E2 enzyme to KAP1-bound loci. Alternatively, hnRNP K might also counteract
SENP activity toward KAP1 providing an additional layer of regulation over KAP1de-SUMOylation. Since KAP1 is constitutively phosphorylated at Ser824 in pluripotent stem cells [65], another intriguing possibility is that hnRNP K counteracts the activity of the SUMO-targeted
ubiquitin ligase RNF4, which conjugates ubiquitin to Lys676 SUMOylated, Ser824 phosphorylated KAP1 promoting its degradation [64].
Similar to SETDB1 KD mESCs [17], KD of hnRNP K only resulted in modest upregulation
of class I and II ERVs in wt mESCs cultured in serum. A likely explanation for this observation
is the relatively high level of DNA methylation in mESCs cultured in serum relative to twoinhibitor (2i) media. Under the latter conditions, mESCs adopt a “naïve” hypomethylated
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Figure 8. Model for SETDB1/KAP1-mediated proviral silencing pathway. (A) In wt mESCs, KRAB-ZFPs recruit KAP1 subunits and unmodified KAP1
recruits hnRNP K. SUMOylation of KAP1 and/or other proteins on chromatin is promoted by hnRNP K, resulting in recruitment of SETDB1/MCAF1 and
deposition of H3K9me3. (B) In hnRNP K-deficient cells, the SUMOylation of KAP1 on chromatin is compromised, leading to loss of SETDB1 recruitment, loss
of H3K9me3 and induction of proviral expression. (C) In MCAF1-deficient cells, SETDB1 recruitment is maintained but H3K9me3 is no longer deposited
efficiently, leading to proviral de-repression.
doi:10.1371/journal.pgen.1004933.g008
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state, more reflective of the inner cell mass of the E3.5 blastocyst [46]. Consistent with this
model, depletion of hnRNP K in DNA methylation-deficient cells led to a more robust upregulation of class I and II ERVs as compared with wt cells and previous work has shown that IAP
elements are synergistically upregulated upon KD of both SETDB1 and DNMT1 in serumcultured mESCs [17]. Thus siRNA KDs in serum-cultured mESCs are likely not robust enough
to elicit loss of DNA methylation at ERVs controlled by SETDB1, despite losses of H3K9me3.
In contrast with ERVs, for reasons that are not entirely clear, knocking down SETDB1 in
serum-cultured mESCs harbouring a newly integrated silent MSCV provirus results in losses
of both H3K9me3 and DNA methylation at the 5’LTR and subsequent de-repression [11, 41].
In addition to hnRNP K, we also identified a crucial role for MCAF1 in SETDB1-mediated
proviral silencing, consistent with its role in enhancing SETDB1 catalytic activity towards
H3K9me2 to generate H3K9me3 [24]. In contrast to hnRNP K- and KAP1-depleted cells,
SETDB1 recruitment is maintained but H3K9me3 is no longer efficiently deposited at proviral
chromatin in MCAF1-deficient mESCs (Fig. 8C). This phenotype is consistent with the observation that the catalytic activity of SETDB1 is crucial for full ERV repression [11, 41] and a previous report showing that the MCAF1 orthologue Windei is necessary for dSETDB1/Eggless
function in the Drosophila germline [66].
Intriguingly, class III MERVL elements, which are silenced by H3K9me2 deposited by the
lysine methyltransferases G9a/GLP [42], were strongly induced in hnRNP K KD cells. Since
these elements are also de-repressed in Kap1 KO but not Setdb1 KO mESCs [14, 42], hnRNP K
may play a role in SETDB1-independent chromatin regulatory pathways with KAP1 and G9a/
GLP. Further experiments are required to address whether hnRNP K has direct role in MERVL
silencing in mESCs.
In addition to ERVs, a cohort of SETDB1/H3K9me3-repressed male germline-specific
genes [17] are bound at their promoters by hnRNP K, show reduced H3K9me3 and increased
expression upon hnRNP K KD, indicating a role for hnRNP K in SETDB1/H3K9me3mediated gene repression. How SETDB1 may be targeted to these promoters by hnRNP K remains unclear, since these genes are not upregulated in Kap1 KO cells [14]. One possibility is
that hnRNP K promotes SUMOylation of proteins other than KAP1 on chromatin, leading to
SETDB1 binding and transcriptional silencing. In addition to SETDB1/H3K9me3, hnRNP K
may also promote PRC2/H3K27me3-mediated gene repression in mESCs, since a cohort of
PRC2 target genes, including Gata6 and Nkx2–9were strongly upregulated in hnRNP K KD
cells. This is consistent with a previous report showing that hnRNP K can promote PRC2dependent repression via recruitment of the subunit EED to a heterologous promoter [60].
Further studies will be necessary to clarify the contribution of hnRNP K to SETDB1- and
PRC2-mediated transcriptional silencing at specific genes in mESCs.
In conclusion, our results reveal novel mechanistic insights into the transcriptional silencing
of class I and II LTR retrotransposons and genes by SETDB1/H3K9me3 in pluripotent stem
cells. Notably, both hnRNP K and SETDB1 have been identified as bona fide oncogenes and
are aberrantly overexpressed in a variety of human cancers including melanoma [67, 68], prostate carcinoma [69, 70] and lung carcinoma [71, 72]. A greater understanding of how hnRNP
K regulates the recruitment of SETDB1 to promoters may ultimately provide new targets for
anti-oncogenic therapeutics.

Materials and Methods
Cell culture, RNAi and plasmid transfection
Mouse ES cell lines used in this study included: TT2 wt, TT2 33#6 Setdb1lox/-harbouring the
randomly integrated silent MSCV (PBSGln)-GFP [11], TT2 33#6 Setdb1lox/-expressing
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3XFLAG-Setdb1 [11], HA36 harboring the silent IAP LTR-GFP construct [41], J1 wt and
Dnmt3a-/-; Dnmt3b-/-; Dnmt1-/-[43]. All ES cell lines were cultured under standard feeder-free
conditions on gelatinized tissue culture dishes in standard mESC media: DMEM high glucose
containing 15% fetal bovine serum, 20 mM HEPES, 1 mM L-glutamine, 100 U/ml penicillinstreptomycin, 1 mM nonessential amino acids, 1 mM sodium pyruvate, recombinant LIF and
0.1 mM β-mercaptoethanol. HEK293T cells were cultured in DMEM high glucose containing
10% fetal bovine serum and 100 U/ml penicillin-streptomycin. All cell lines were cultured at
37°C with 5% CO2. RNAi was performed essentially as described [41] using predesigned
siRNA SMARTpools from Dharmacon (ThermoFisher). Briefly, cells were seeded in ES media
lacking antibiotics to achieve 70–80% confluence and 24 h later were transfected with 100 nM
of SMARTpools for Setdb1, Hnrnpk, Mcaf1 (also called Atf7ip), Kap1, Ubc9 or non-targeting
siRNA #2 (control siRNA) using DharmaFECT Reagent #1. A second round of transfection
was performed 48 h later using 100 or 50 nM siRNAs. Plasmids were transfected into
HEK293T cells in antibiotic-free media using lipofectamine 2000 (Life Technologies) and harvested 48 h post-transfection. For blocking SUMO E1 activity, anacardic acid (Sigma-Aldrich)
diluted to 5–100 μM in DMSO was incubated with cells in complete ES media for 18 h prior
to harvest.

Immunofluorescence and flow cytometry
Indirect immunofluorescence staining was performed using standard methods. Cells were
grown on coverslips or harvested by trypsinization were crosslinked with 4% formaldehyde,
permeabilized with 0.25% triton-X-100 and blocked with 1% bovine serum albumin (SigmaAldrich). Cells were then incubated with anti-SETDB1 H300 (Santa Cruz Biotechnology sc66884), anti-hnRNP K 3C2 (Abcam 39975), anti-hnRNP K (Abcam 70492) or anti-KAP1
20C1 (Abcam 22553) at 37°C for 1 h or overnight at 4°C and subsequently incubated with
Alexa Fluor 488 and 594-labeled secondary antibodies (Life Technologies). DNA was counterstained with Hoescht 33342 (Sigma-Aldrich). Flow cytometry analysis of GFP-fluorescing cells
was performed as previously described [41]. Briefly, cells were resuspended in 0.5 μg/ml propidium iodide (Sigma-Aldrich) in FACS buffer (phosphate buffered saline containing 3% fetal
bovine serum) and analyzed on a BD LSRII flow cytometer using BD FACS Diva software.
Cells were successively gated on forward and side scatter, then PI- (live cells) and lastly GFP+
cells, using the untransfected mESC line (either MSCV-GFP or IAP-GFP) as a GFP- population to set the gates. SSEA1 and Annexin V staining were detected on mESCs using 1:400 antiSSEA1 PE-conjugate (BD Pharmigen) or 1:1000 anti-Annexin V Alexa Fluor 488-conjugate
(Life Technologies). Where indicated, cells were gated for the SSEA1+ population prior to GFP
gating to identify the SSEA1+; GFP+ (double-positive) population. Cell cycle analysis was
performed according to standard methods where cells were harvested and fixed for >2 h in
ice-cold 70% ethanol, permeabilized with 0.25% triton-X-100 and stained with 10 μg/ml propidium iodide (Sigma-Aldrich). Cell cycle profiles were analyzed by the Dean-Jett-Fox Model
using FlowJo software (Tree Star).

Mass spectrometry of SETDB1 complexes
Nuclear extracts were prepared from mESCs as previously described [42] with or without 10 or
20 mM NEM and clarified by centrifugation. For immunoprecipitation of SETDB1 complexes
after anionic column fractionation, approximately 12–15 mg of TT2 mESC nuclear extract
(4 ml) was prepared without NEM, diluted with 2 volumes with 56 mM HEPES pH 7.9, 5%
glycerol and passed over a 2 ml column of Macro HiQ anionic exchange media (BioRad) in an
equilibration buffer (50 mM HEPES pH 7.9, 100 mM KCl, 10% glycerol). Bound proteins were
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washed with 5 column volumes of equilibration buffer and then eluted stepwise in 2 volumes
of buffer containing 250 mM KCl, then 2 volumes of buffer containing 500 mM KCl. The
500 mM KCl fraction containing SETDB1 and depleted of SENP1 (4 ml) was then diluted with
2 volumes IP dilution buffer (20 mM HEPES pH 7.9, 0.5% NP-40, 10% glycerol containing
2 mM PMSF) and divided into two equal aliquots and immunoprecipitated overnight at 4°C
with protein G sepharose beads crosslinked with ~100 μg of rabbit IgG (Sigma Aldrich) or
rabbit anti-SETDB1 H300 (Santa Cruz Biotechnology) using dimethylpimelimidate. Beads
were washed extensively with a wash buffer (20 mM HEPES pH 7.9, 200 mM KCl, 1%
NP-40, 0.1% sodium deoxycholate, 10% glycerol) and eluted by boiling in SDS-PAGE
loading buffer. For direct SETDB1 IP from mESC nuclear extract, ~7–8 mg of nuclear
extract (1.5 ml) was diluted with 2 volumes of IP dilution buffer as above and incubated
with 30 μg rabbit IgG or anti-SETDB1 H300 overnight at 4°C. Immunocomplexes were captured on protein G dynabeads, washed extensively with wash buffer as described above except
omitting deoxycholate, eluted with 0.1 M glycine pH 2.5 and neutralized with 1.5 M Tris pH
8.8. Immunoprecipitated samples were analyzed by SDS-PAGE, western blot and
silver staining.
For mass spectrometry, IgG and SETDB1 IP samples were resolved by SDS-PAGE and
stained with colloidal coomassie. The IgG heavy and light chain bands were removed first and
discarded then the rest of each gel lane was excised and subjected to in-gel digestion [73]. Extracted peptides were then analyzed by nano-flow liquid chromatography-tandem mass spectrometry (LC-MS/MS) on a LTQ-Orbitrap Velos Pro mass spectrometer (ThermoFisher) [74].
Tandem mass spectra were searched against the UniProt mouse database using Mascot (v2.4,
Matrix Science). Each IP sample was analyzed independently twice. The final refined hit list
of proteins was filtered for nuclear proteins with enrichment ratios of SETDB1 IP/IgG IP
(medium/light) of >2, >2 unique peptides and >2 independent spectra.

Protein extraction, immunoprecipitation and western blotting
Native whole-cell extracts for immunoprecipitation were prepared from mESCs and 293T cells
by lysing cells in 20 mM HEPES, 200 mM KCl, 1% NP-40, 1 mM EDTA, 10% glycerol, containing 1 mM DTT, 10 or 20 mM NEM, complete EDTA-free protease inhibitor cocktail (Roche)
and PhosStop phosphatase inhibitor cocktail (Roche). For preparing cell extracts for western
blotting, cells were lysed in RIPA buffer (50 mM Tris pH 8.0, 150 mM NaCl, 1% NP-40, 0.25%
deoxycholate, 0.1% SDS). Histones were isolated from mESCs for westerns by acid-extraction
of nuclei with 0.2 M HCl or by boiling cells in SDS-PAGE loading buffer. For IP, nuclear extract (100 μl) was diluted with 2 volumes of IP dilution buffer (20 mM HEPES pH 7.9, 1.5 mM
MgCl2, 0.5% NP-40, 10% glycerol). Protein samples were immunoprecipitated overnight at
4°C with anti-SETDB1 (kind gift from H.H. Ng reported previously [28]), anti-hnRNP K 3C2
(Abcam), anti-KAP1 20C1 (Abcam), anti-DYKDDDDK (FLAG, GenScript A00187–200), or
rabbit or mouse IgG (Sigma-Aldrich I8140 and I8765). Whole-cell extracts were immunoprecipitated by adding antibodies and incubating overnight. Immunocomplexes were captured on
protein A or protein G dynabeads (Life Technologies), washed three times in IP wash/
whole-cell extraction buffer and eluted by boiling in SDS-PAGE loading buffer. For IP of
FLAG-SETDB1 complexes from mESCs, Setdb1 deletion was induced with tamoxifen in the
33#6 cell line expressing 3XFLAG-Setdb1, as previously [11]. As a negative control, the 33#6
line lacking the Setdb1 transgene was used without inducing Setdb1 deletion. Nuclear extracts
were prepared as above with 10 mM NEM and immunoprecipitated overnight with antiDYKDDDDK (FLAG) antibodies (GenScript). Immunocomplexes were captured on
protein G dynabeads, washed with IP wash buffer containing 0.1% NP-40 and eluted with
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phosphate-buffered saline (Dulbecco) containing 0.1% Tween-20 and 500 μg/ml 3XFLAG peptide (Sigma Aldrich).
Western blotting was performed as previously described [42] using anti-SETDB1 H300
(Santa Cruz Biotechnology), anti-hnRNP K 3C2 (Abcam), anti-KAP1 20C1 (Abcam), antiGAPDH (Millipore AB2302), anti-Ubc9 (Santa Cruz sc-5231), anti-SUMO1 (Santa Cruz
sc-9060), anti-SENP1 (Novus Biologicals NB100–92101), anti-H3K9me2 (Abcam ab1221),
anti-H3K9me3 (Active Motif 39161), anti-pan H3ac (Millipore 06–599), anti-H4 (Millipore
04–858), anti-GST (GenScript A00097–100), anti-DYKDDDDK (FLAG, GenScript) and
anti-T7 (Millipore 59622). Primary antibodies were detected using IRDYE-conjugated secondary antibodies and scanning on the Odyssey imager (LiCOR Biosciences).

Expression plasmids and recombinant proteins
The pSG5 plasmid harbouring FLAG-tagged mouse Setdb1 cDNA [75] was a kind gift from
L. Yang. The pcDNA3.3-T7-HNRNPK plasmid [32] was kindly provided by A. Srebrow. The
pET16b-HNRNPK plasmid expressing 6X-His-tagged human hnRNP K was a kind gift from
A. Ostareck-Lederer and was expressed and purified from the BL21 (DE3) E.coli strain as previously [76]. GST-tagged hnRNP K and GST-tagged KAP1 and KAP1PxVxL (residues 379–524)
were purchased from Novus Biologicals. GST-KAP1PB (residues 624–811) was from Cayman
Chemical. Purified GST was from Sigma-Aldrich, the C-terminal GST-RanGAP1 fragment
(residues 419–587) was from Enzo Life Sciences and GST-p53 was from Millipore. Purified
FLAG-tagged SETDB1 protein was from Active Motif.

In vitro SUMOylation and GST pulldown assays
In vitro SUMOylation assays were performed according to previous methods [27] with minor
modifications. Approximately 500 ng of GST-fused proteins were mixed with 125 ng Aos1/
Uba2 heterodimer (Enzo Life Sciences BML-UW9330–0025), 500 ng Ubc9 (Enzo Life Sciences
BML-UW9320–0100) and 2 μg 6X-His-tagged SUMO1 (Enzo Life Sciences ALX-201–
045-C500) and incubated in 20 μl of 1X SUMOylation buffer (50 mM Tris pH 8.0, 50 mM KCl,
5 mM MgCl2, 1 mM DTT, 1 mM ATP) for 90 minutes at 30°C. Negative control reactions
were performed by omitting SUMO1. Following this, reactions were stopped either by addition
of SDS-PAGE loading buffer for western blotting or prepared for pulldown assays. For pulldown assays, GST-tagged proteins were immobilized on glutathione magnetic beads (GenScript), washed twice with pulldown buffer (50 mM Tris pH 8.0, 100 mM NaCl, 0.1 mM
EDTA, 1 mM DTT, 0.01% Tween-20, 10% glycerol) incubated with 0.5–5 μg recombinant prey
proteins (SETDB1, Ubc9 or hnRNP K) in 150 μl pulldown buffer for 1.5 h at 4°C. For pulldowns with GST-tagged KAP1 mutant baits and 6X-His-tagged hnRNP K prey, BSA was included in the binding reaction at 1 mg/ml. Beads were washed again three times pulldown buffer for SETDB1 and Ubc9 or in pulldown buffer containing 300 mM NaCl for hnRNP K and
subsequently eluted with SDS-PAGE loading buffer for western blotting. Alternatively, glutathione elution buffer was used to elute bound proteins (50 mM Tris pH 8.0, 20 mM reduced
L-glutathione, 1 mM DTT).

Sucrose gradient sedimentation
Ultracentrifugation of proteins over sucrose gradients was performed according to previous
methods [77, 78]. Approximately ~2 mg of mESC nuclear extract or ~4 μg of recombinant proteins in 500 μl was layered onto a 5 ml linear 5–50% gradient and centrifuged in parallel with
identical gradients containing purified molecular weight standards (blue dextran 52.6S/~2
MDa, thyroglobulin 19.4S/670 kDa, catalase 11.4S/250 kDa, BSA 4.3S/67 kDa all from
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Sigma-Aldrich) at 27,500 rpm (~91,900 g) in a SW-55Ti rotor (Beckman Coulter) at 4°C for
18.5 h. Fractions of 200 μl were collected from top to bottom including the pellet fraction and
20 μl samples were assayed by western blot. Peaks for migration of the molecular weight standards were determined by absorbance at 280 nm.

Chromatin immunoprecipitation
For native ChIP, mESCs were harvested by trypsinization and lysed in NChIP lysis buffer
(20 mM HEPES pH 7.9, 50 mM KCl, 1 mM MgCl2, 3 mM CaCl2, 1 mM DTT, 0.5% NP-40,
10% glycerol) containing protease inhibitors on ice. Chromatin was digested with MNase
(Worthington Biochemicals) to produce predominantly mono and di-nucleosomes and
stopped by addition of EDTA and EGTA to 5 mM each, respectively. Salt concentration was
adjusted to 150 mM KCl and native chromatin was immunoprecipitated overnight with antiH3K9me3 (Active Motif 39161) or anti-H4K20me3 (Active motif 39180). Immunocomplexes
were captured on protein A and G dynabeads (Life Technologies) washed extensively in RIPA
buffer and eluted with 100 mM sodium bicarbonate buffer containing 1% SDS, 20 mM DTT.
DNA was RNAse A-treated and purified over spin columns and analyzed by qPCR using primers indicated in S3 Table.
Crosslinked ChIP of SETDB1, KAP1 and SUMO1 was performed according to a previously
described method [42] with or without 10 mM NEM. Chromatin was immunoprecipitated
overnight at 4°C using anti-SETDB1 H300, anti-KAP1 20C1 or anti-SUMO1 (Santa Cruz sc9060). ChIP for hnRNP K was performed according to a previous method with minor changes
[51]. Briefly, cells were crosslinked in 1.45% formaldehyde for 15 minutes at room temperature, quenched with glycine and collected by centrifugation. Cells were lysed in modified RIPA
(50 mM Tris pH 8.0, 150 mM NaCl, 1% NP-40, 0.5% triton-X-100, 5 mM EDTA, 1 mM DTT,
10 mM NEM, 10% glycerol containing protease inhibitors) and sonicated to yield predominantly 150–600 bp fragments. Chromatin lysate was precipitated overnight with 10 μg/ml antihnRNP K (Abcam ab70492). RNAse treatment of sonicated chromatin prior to ChIP was performed according to a previous method [79]. Samples were washed and eluted as described
above and purified DNA was analyzed by quantitative PCR using ChIP primers indicated in
S3 Table.

Quantitative reverse-transcriptase PCR and RNA-seq analysis
Total RNA was extracted from mESCs with the GenElute RNA kit (Sigma-Aldrich) and reverse
transcribed with SuperScript III (Life Technologies). Quantitative RT-PCR was performed
as previously [42]. Expression levels were normalized to endogenous control genes Gapdh or
β-actin (Actb). Primers used for qRT-PCR are listed in S3 Table. Strand-specific, paired-end
mRNA-seq on poly(A) RNA was performed as previously described [42]. Libraries were sequenced on the Illumina HiSeq 2000. Reads per kilobase per million mapped reads (RPKM)
was calculated and genes up- or downregulated relative to control siRNA KD cells were determined by applying fold-change threshold of 2 and minimum read count of 25 for genes up
(down) regulated in hnRNP K KD (control) cell lines. Gene ontology analysis was performed
with DAVID bioinformatic resource version 6.7 at http://david.abcc.ncifcrf.gov/home.jsp.

Supporting Information
S1 Fig. Identification of hnRNP K as a novel binding partner of SETDB1. (A) Silver stained
gel and western blot of IgG and SETDB1 IP directly from TT2 mESC nuclear extract. Shown
on right is the list of the top 10 nuclear proteins enriched >2-fold, with >2 unique peptides in
the SETDB1 IP versus IgG IP detected by mass spectrometry. SETDB1 and known SETDB1-
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interacting protein MCAF1 are shown in red. “>10” for Medium/Light ratio indicates that
there were no peptides detected in the Light (IgG IP) sample. (B) Co-IP assay of KAP1 and
hnRNP K with SETDB1 from TT2 mESC nuclear extract in the presence of NEM, with or without 50 U/ml DNase I and 50 μg/ml RNase A. ‘NE’ represents ~10% of nuclear extract input.
(C) Immunofluorescence staining of SETDB1 and hnRNP K in TT2 mESCs either untreated
(-NEM) or incubated in 5 mM NEM for 30 min to block SENP activity in the cells prior to harvest. DNA is counterstained with Hoescht 33342. Merge is taken from all three stained images.
Scale bar = 10 μm. (D) Western blot of sucrose gradient sedimentation (linear 5–50%) fractions
for purified GST-KAP1 and GST-hnRNP K. Size standards were run in parallel: BSA = 4.3S/67
kDa, Thyroglobulin = 19.2S/670 kDa, Blue Dextran = 52.6S/2 MDa. (E) 5–50% linear sucrose
gradient sedimentation as in (D) except of native mESC nuclear extracts prepared with or without NEM and analysed by western blot for SETDB1, KAP1 and hnRNP K. Density markers indicate peak positions of purified protein standards run in parallel, BSA = 4.3S/67 kDa, Catalase
= 11.3S/250 kDa, Thyroglobulin = 19.2S/670 kDa, Blue Dextran = 52.6S/2 MDa. ‘P’ is the
pellet fraction.
(TIF)
S2 Fig. Analysis of interactions between SETDB1, KAP1 and hnRNP K. (A) Western blot
analysis of KAP1 and hnRNP K in mESC nuclear extract where nuclei were isolated in 10 mM
NEM and extracted with buffer containing 20 mM NEM (NE) and in a SETDB1 IP from the
same extract. Slower migrating bands indicating SUMO-KAP1 were detected with KAP1 antibodies. Under these conditions, the majority of KAP1 proteins that are associated with
SETDB1 are non-SUMOylated. (B) Co-IP assay of T7-tagged hnRNP K with FLAG-tagged
SETDB1 upon in 293T cells either mock transfected (-) or transfected with the indicated expression constructs and subject to FLAG antibody IP at 48 h post-transfection. ‘IN’ represents
10% input whole-cell extract. Protein extract and IP were performed with 20 mM NEM.
(C) Co-IP assay of KAP1 and SETDB1 with hnRNP K from TT2 whole-cell protein extracts either untransfected (Mock) or transfected with Setdb1 siRNA at 24 h post-transfection. ‘Input’
represents 10% of whole-cell extract, GAPDH was a loading control. (D) Co-IP assay of endogenous KAP1 with hnRNP K from 293T whole-cell extracts prepared with 20 mM NEM. ‘IN’
represents 10% of whole cell extract, ‘IgG’ is the non-specific control IP. (E) Immunofluorescence staining of hnRNP K and KAP1 in mESCs. DNA is counterstained with Hoescht 33342.
Merge is taken from the hnRNP K and KAP1 images only. Scale bar = 10 μm.
(TIF)
S3 Fig. Knockdown of hnRNP K abolishes mESC proliferation, but minimally affects
SSEA1 and Annexin V staining. (A) Western blot of hnRNP K in TT2 mESCs transfected
with control or hnRNP K siRNA at 24 h post-transfection. GAPDH served as a loading control.
(B) Growth curve of TT2 cells treated with control or Hnrnpk siRNA. Twenty-four hours after
siRNA treatment, cells were seeded at 30,000 cells/well in a 24-well plate and viable (trypan
blue-excluding) cells were counted every 24 h. Data are means (± s.d.) of three biological replicates. p < 0.001, p < 0.01, Student’s two-tailed T-test. (C) Cell cycle distributions in control
and Hnrnpk siRNA transfected cells determined by flow cytometry at 72 h post-transfection.
Approximately 10,000 cells were analyzed in each. (D) Percentages of SSEA1+ or Annexin
V- cells in PI- populations of control or Hnrnpk siRNA-transfected cells at 72 h posttransfection. Approximately 10,000 PI- cells were sampled in each.
(TIF)
S4 Fig. Analysis of proviral de-repression upon KD of SETDB1, MCAF1 and hnRNP K. (A)
qRT-PCR validation of Setdb1 and Mcaf1 mRNA knockdowns at 24 h post-transfection in
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Setdb1lox/-(33#6) MSCV-GFP cells. (B) Flow cytometry analysis of GFP+ cells of in the untransfected MSCV-GFP cells (-) or cells transfected with indicated siRNAs, at 72 h post-transfection.
Data represent the percent of GFP+ of cells from a population of 10,000 viable PI- cells.
(C) Western blot analysis of SETDB1, hnRNP K and KAP1 in TT2 wt mESCs transfected with
indicated siRNAs in two biological replicates per siRNA, at 24 h post-transfection. GAPDH
was a loading control. (D) qRT-PCR analysis of intact class I MLV, class II IAP, MusD and
MMERVK10C and class III MERVL and MTA ERVs in TT2 cells transfected with control,
Setdb1 or Hnrnpk siRNAs in two biological replicates each at 72 h post-transfection. Data are
means of three technical replicates, error bars are s.d. (E) qRT-PCR analysis as in (D) except of
class I and II ERV expression in J1 wt or Dnmt TKO cells transfected with indicated control or
Mcaf1 siRNA at 96 h post-transfection. (F) qRT-PCR analysis as in (E) except of Oct4 expression at 96 h post-transfection in the indicated KD cultures from Fig. 3D.
(TIF)
S5 Fig. RNA-seq analysis of Hnrnpk KD mESCs. (A) GO analysis from DAVID v6.7 of upregulated genes (264 total) in common between Hnrnpk KD biological replicates. (B) Table of 15
of the top 33 genes marked with SETDB1-dependent H3K9me3 (from Karimi et al. 2011) upregulated in both Hnrnpk KD and Setdb1 KO cells. Fold-change data are derived from genic
reads per kilobase per million mapped reads (RPKM) values and are ordered by magnitude of
fold-change in Setdb1 KO relative to corresponding control siRNA or TT2 wt cells for KD and
KO, respectively. Highlighted in yellow are genes validated by qRT-PCR for upregulated expression and native ChIP for H3K9me3 in Hnrnpk KD cells, see also Fig. 4B and 4E. (C) Venn
diagrams of the overlap between Hnrnpk KD RNA-seq upregulated genes (264) and Kap1 KO
(1300) RNA-seq from Rowe et al. (2010). p = 1.3×10-36, Fisher’s exact test (n = 22,138
ENSEMBL-annotated genes). (D) UCSC genome browser screenshot of the Cml2 gene showing
tracks from SETDB1 ChIP-seq in wt (Yuan et al. 2009) and H3K9me3 ChIP-seq from TT2 wt
and Setdb1 KO mESCs (Karimi et al. 2011) along with total coverage control siRNA and
Hnrnpk siRNA RNA-seq and Setdb1 wt and KO RNA-seq (Karimi et al. 2011). The Cml2 promoter is downstream of an ETn family retroelement (ETnERV-int) that is marked by
SETDB1-dependent H3K9me3. Numbers on the right indicate y-axis scale for each track.
(TIF)
S6 Fig. hnRNP K and MCAF1 are required for H3K9me3 on proviral chromatin. (A) Crosslinked ChIP of TT2 chromatin +/- SENP inhibitor NEM with IgG, KAP1 or SUMO1 antibodies. Data are mean enrichment relative to input of three technical replicates, error bars are s.d.
(B) Crosslinked ChIP of hnRNP K from TT2 chromatin extracts untreated or treated with
RNase A/T1 mix (see Methods). Although less efficient, there was no change in hnRNP K enrichment at these ERVs upon RNase treatment. (C) Native ChIP for H3K9me3 in TT2 wt
mESCs transfected with the indicated siRNAs at 48 h post-transfection. (D) Native ChIP for
H3K9me3 at ERV 5’LTRs, MSCV 5’ LTR and the Myc core promoter and TSS (-50 to +50) on
unsorted (GFP+ and GFP-) MSCV-GFP cells transfected with the indicated siRNAs at 72 h
post-transfection. (E) Western blot of H3K9me3, H3K9me2 and total H4 on acid-extracted
histones from TT2 wt cells transfected with indicated siRNAs, the same cells as in Fig. 5C.
(TIF)
S7 Fig. hnRNP K but not MCAF1 is required for SETDB1 recruitment to proviral chromatin. (A) Crosslinked ChIP for SETDB1 on unsorted (GFP+ and GFP-) MSCV-GFP cells transfected with control or Hnrnpk siRNAs at 72 h post-transfection. All data are mean enrichment
relative to input of three technical replicates, error bars are s.d. Ifna5 core promoter and TSS
(-50 to +50) was a negative control locus. (B) Crosslinked ChIP for SETDB1 on unsorted
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MSCV-GFP cells as in (A), except transfected with control, Setdb1 or Mcaf1 siRNAs at 72 h
post-transfection.(C)Immunofluorescence staining of hnRNP K and SETDB1 in TT2 cells at
transfected with control or Hnrnpk siRNAs at 72 h post-transfection. DNA was counterstained
with Hoescht 33342. Scale bar = 20 μm.
(TIF)
S8 Fig. SUMO1 ChIP analysis in Ubc9, hnRNP K and SETDB1 KD cells. (A) Crosslinked
ChIP of SUMO1 from unsorted (GFP+ and GFP-) MSCV-GFP cells transfected with control
and Ubc9 siRNAs at 48 h post-transfection. N.D. = not detected in 40 cycles. Data are mean enrichment as a percent of input chromatin from three technical replicates, error bars are s.d.
(B) Crosslinked ChIP as in (A) except on unsorted MSCV-GFP cells transfected with control
or Hnrnpk siRNAs at 72 h post-transfection. (C) Crosslinked ChIP as in (A) except on TT2
cells transfected with control or Hnrnpk siRNAs at 72 h post-transfection. (D) Flow cytometry
of MSCV-GFP cells transfected with control or Setdb1 siRNAs at 72 h post-transfection. Data
are percent of GFP+ cells in a population of 10,000 PI-negative viable cells for each. Inset,
qRT-PCR of Setdb1 transcripts in MSCV-GFP cells transfected with control or Setdb1 siRNAs
at 24 h post-transfection. Data are mean fold-change from three technical replicates, normalized siCtrl, relative to level of Gapdh transcripts. Error bars are s.d. (E) Crosslinked SUMO1
ChIP as in (A) except in the control or Setdb1 KD MSCV-GFP cells at 72 h post-transfection.
(TIF)
S1 Table. Genes misregulated (2-fold upregulated or 50% downregulated) in common
between hnRNP K KD biological replicates and expression of ERVs in hnRNP K KD cells.
(PDF)
S2 Table. Genes upregulated (2-fold) in common among hnRNP K KD, Setdb1 KO and
Kap1 KO mESCs.
(PDF)
S3 Table. List of PCR primers used in this study.
(PDF)

Acknowledgments
We would like to thank A. Ostareck-Lederer (University Hospital RWTH Aachen) and
A. Srebrow (Universidad de Buenos Aires) for the hnRNP K expression plasmids. We would
like to thank L. Yang (University of Washington) for the SETDB1 expression plasmid and
H.H. Ng (Genome Institute of Singapore) for the SETDB1 antibody. Thanks also to members
of the Lorincz lab for helpful discussions and insights.

Author Contributions
Conceived and designed the experiments: PJT VD KMM LJF MCL. Performed the experiments: PJT VD KMM CC MMK. Analyzed the data: PJT KMM LJF MMK MCL. Contributed
reagents/materials/analysis tools: LJF MMK. Wrote the paper: PJT MCL.

References
1.

Stocking C, Kozak C a (2008) Murine endogenous retroviruses. Cell Mol Life Sci 65: 3383–3398. Available: http://www.ncbi.nlm.nih.gov/pubmed/18818872. Accessed 26 May 2014. doi: 10.1007/s00018008-8497-0 PMID: 18818872

2.

Maksakova I a, Romanish MT, Gagnier L, Dunn C a, van de Lagemaat LN, et al. (2006) Retroviral elements and their hosts: insertional mutagenesis in the mouse germ line. PLoS Genet 2: e2. Available:

PLOS Genetics | DOI:10.1371/journal.pgen.1004933

January 22, 2015

26 / 32

hnRNP K Regulates SETDB1-mediated Transcriptional Repression

http://www.pubmedcentral.nih.gov/articlerender.fcgi?artid=1331978&tool = pmcentrez&rendertype =
abstract. Accessed 10 June 2014. doi: 10.1371/journal.pgen.0020002 PMID: 16440055
3.

Peaston AE, Evsikov A V, Graber JH, de Vries WN, Holbrook AE, et al. (2004) Retrotransposons regulate host genes in mouse oocytes and preimplantation embryos. Dev Cell 7: 597–606. Available: http://
www.ncbi.nlm.nih.gov/pubmed/15469847. doi: 10.1016/j.devcel.2004.09.004 PMID: 15469847

4.

Leung DC, Lorincz MC (2012) Silencing of endogenous retroviruses: when and why do histone marks
predominate? Trends Biochem Sci 37: 127–133. Available: http://www.ncbi.nlm.nih.gov/pubmed/
22178137. Accessed 30 May 2014. doi: 10.1016/j.tibs.2011.11.006 PMID: 22178137

5.

Walsh CP, Chaillet JR, Bestor TH (1998) Transcription of IAP endogenous retroviruses is constrained
by cytosine methylation. Nat Genet 20: 116–117. Available: http://www.ncbi.nlm.nih.gov/pubmed/
9771701. doi: 10.1038/2413 PMID: 9771701

6.

Hutnick LK, Huang X, Loo T-C, Ma Z, Fan G (2010) Repression of retrotransposal elements in mouse
embryonic stem cells is primarily mediated by a DNA methylation-independent mechanism. J Biol
Chem 285: 21082–21091. Available: http://www.pubmedcentral.nih.gov/articlerender.fcgi?artid=
2898347&tool = pmcentrez&rendertype = abstract. Accessed 31 May 2014. doi: 10.1074/jbc.M110.
125674 PMID: 20404320

7.

Lupo A, Cesaro E, Montano G, Zurlo D, Izzo P, et al. (2013) KRAB-Zinc Finger Proteins : A Repressor
Family Displaying Multiple Bio- logical Functions: 268–278.

8.

Friedman JR, Fredericks WJ, Jensen DE, Speicher DW, Huang XP, et al. (1996) KAP-1, a novel corepressor for the highly conserved KRAB repression domain. Genes Dev 10: 2067–2078. Available:
http://www.genesdev.org/cgi/doi/10.1101/gad.10.16.2067. Accessed 24 May 2014. doi: 10.1101/gad.
10.16.2067 PMID: 8769649

9.

Wolf D, Goff SP (2009) Embryonic stem cells use ZFP809 to silence retroviral DNAs. Nature 458:
1201–1204. Available: http://www.pubmedcentral.nih.gov/articlerender.fcgi?artid=2676211&tool =
pmcentrez&rendertype = abstract. Accessed 10 June 2014. doi: 10.1038/nature07844 PMID:
19270682

10.

Schultz DC, Ayyanathan K, Negorev D, Maul GG, Rauscher FJ (2002) SETDB1: a novel KAP-1-associated histone H3, lysine 9-specific methyltransferase that contributes to HP1-mediated silencing of
euchromatic genes by KRAB zinc-finger proteins. Genes Dev 16: 919–932. Available: http://www.
pubmedcentral.nih.gov/articlerender.fcgi?artid=152359&tool = pmcentrez&rendertype = abstract. Accessed 10 June 2014. doi: 10.1101/gad.973302 PMID: 11959841

11.

Matsui T, Leung D, Miyashita H, Maksakova I a, Miyachi H, et al. (2010) Proviral silencing in embryonic
stem cells requires the histone methyltransferase ESET. Nature 464: 927–931. Available: http://www.
ncbi.nlm.nih.gov/pubmed/20164836. Accessed 30 May 2014. doi: 10.1038/nature08858 PMID:
20164836

12.

Lukic S, Nicolas J-C, Levine a J (2014) The diversity of zinc-finger genes on human chromosome 19
provides an evolutionary mechanism for defense against inherited endogenous retroviruses. Cell
Death Differ 21: 381–387. Available: http://www.pubmedcentral.nih.gov/articlerender.fcgi?artid=
3921586&tool = pmcentrez&rendertype = abstract. Accessed 23 May 2014. doi: 10.1038/cdd.2013.
150 PMID: 24162661

13.

Schlesinger S, Lee AH, Wang GZ, Green L, Goff SP (2013) Proviral silencing in embryonic cells is regulated by Yin Yang 1. Cell Rep 4: 50–58. Available: http://www.pubmedcentral.nih.gov/articlerender.
fcgi?artid=3771693&tool = pmcentrez&rendertype = abstract. Accessed 5 June 2014. doi: 10.1016/j.
celrep.2013.06.003 PMID: 23810560

14.

Rowe HM, Jakobsson J, Mesnard D, Rougemont J, Reynard S, et al. (2010) KAP1 controls endogenous retroviruses in embryonic stem cells. Nature 463: 237–240. Available: http://www.ncbi.nlm.nih.
gov/pubmed/20075919. Accessed 30 May 2014. doi: 10.1038/nature08674 PMID: 20075919

15.

Liu S, Brind’Amour J, Karimi MM, Shirane K, Bogutz A, et al. (2014) Setdb1 is required for germline development and silencing of H3K9me3-marked endogenous retroviruses in primordial germ cells.
Genes Dev 28: 2041–2055. Available: http://www.ncbi.nlm.nih.gov/pubmed/25228647. Accessed 18
September 2014. doi: 10.1101/gad.244848.114 PMID: 25228647

16.

Leung D, Du T, Wagner U, Xie W, Lee AY, et al. (2014) Regulation of DNA methylation turnover at LTR
retrotransposons and imprinted loci by the histone methyltransferase Setdb1. Proc Natl Acad Sci U S A
111: 6690–6695. Available: http://www.ncbi.nlm.nih.gov/pubmed/24757056. Accessed 26 May 2014.
doi: 10.1073/pnas.1322273111 PMID: 24757056

17.

Karimi MM, Goyal P, Maksakova I a, Bilenky M, Leung D, et al. (2011) DNA methylation and SETDB1/
H3K9me3 regulate predominantly distinct sets of genes, retroelements, and chimeric transcripts in
mESCs. Cell Stem Cell 8: 676–687. Available: http://www.pubmedcentral.nih.gov/articlerender.fcgi?
artid=3857791&tool = pmcentrez&rendertype = abstract. Accessed 10 June 2014. doi: 10.1016/j.stem.
2011.04.004 PMID: 21624812

PLOS Genetics | DOI:10.1371/journal.pgen.1004933

January 22, 2015

27 / 32

hnRNP K Regulates SETDB1-mediated Transcriptional Repression

18.

Ivanov A V, Peng H, Yurchenko V, Yap KL, Negorev DG, et al. (2007) PHD domain-mediated E3 ligase
activity directs intramolecular sumoylation of an adjacent bromodomain required for gene silencing.
Mol Cell 28: 823–837. Available: http://www.ncbi.nlm.nih.gov/pubmed/18082607. Accessed 30 May
2014. doi: 10.1016/j.molcel.2007.11.012 PMID: 18082607

19.

Lee Y-K, Thomas SN, Yang AJ, Ann DK (2007) Doxorubicin down-regulates Kruppel-associated
box domain-associated protein 1 sumoylation that relieves its transcription repression on p21WAF1/
CIP1 in breast cancer MCF-7 cells. J Biol Chem 282: 1595–1606. Available: http://www.ncbi.nlm.nih.
gov/pubmed/17079232. Accessed 30 May 2014. doi: 10.1074/jbc.M606306200 PMID: 17079232

20.

Li X, Lee Y-K, Jeng J-C, Yen Y, Schultz DC, et al. (2007) Role for KAP1 serine 824 phosphorylation
and sumoylation/desumoylation switch in regulating KAP1-mediated transcriptional repression. J Biol
Chem 282: 36177–36189. Available: http://www.ncbi.nlm.nih.gov/pubmed/17942393. Accessed 30
May 2014. doi: 10.1074/jbc.M706912200 PMID: 17942393

21.

Garvin AJ, Densham RM, Blair-Reid S a, Pratt KM, Stone HR, et al. (2013) The deSUMOylase SENP7
promotes chromatin relaxation for homologous recombination DNA repair. EMBO Rep 14: 975–983.
Available: http://www.ncbi.nlm.nih.gov/pubmed/24018422. Accessed 10 June 2014. doi: 10.1038/
embor.2013.141 PMID: 24018422

22.

Tang F, Barbacioru C, Nordman E, Bao S, Lee C, et al. (2011) Deterministic and stochastic allele specific gene expression in single mouse blastomeres. PLoS One 6: e21208. Available: http://www.
pubmedcentral.nih.gov/articlerender.fcgi?artid=3121735&tool = pmcentrez&rendertype = abstract. Accessed 22 March 2012. doi: 10.1371/journal.pone.0021208 PMID: 21731673

23.

Bilodeau S, Kagey MH, Frampton GM, Rahl PB, Young R a (2009) SetDB1 contributes to repression of
genes encoding developmental regulators and maintenance of ES cell state. Genes Dev 23: 2484–
2489. Available: http://www.pubmedcentral.nih.gov/articlerender.fcgi?artid=2779743&tool =
pmcentrez&rendertype = abstract. Accessed 26 May 2014. doi: 10.1101/gad.1837309 PMID:
19884255

24.

Wang H, An W, Cao R, Xia L, Erdjument-bromage H, et al. (2003) mAM Facilitates Conversion by
ESET of Dimethyl to Trimethyl Lysine 9 of Histone H3 to Cause Transcriptional Repression University
of North Carolina at Chapel Hill. 12: 475–487.

25.

Bomsztyk K, Denisenko O, Ostrowski J (2004) hnRNP K: one protein multiple processes. Bioessays
26: 629–638. Available: http://www.ncbi.nlm.nih.gov/pubmed/15170860. Accessed 5 June 2014. doi:
10.1002/bies.20048 PMID: 15170860

26.

Denisenko ON, O’Neill B, Ostrowski J, Van Seuningen I, Bomsztyk K (1996) Zik1, a transcriptional repressor that interacts with the heterogeneous nuclear ribonucleoprotein particle K protein. J Biol Chem
271: 27701–27706. Available: http://www.ncbi.nlm.nih.gov/pubmed/8910362. doi: 10.1074/jbc.271.44.
27701 PMID: 8910362

27.

Sarge KD, Park-Sarge O-K (2009) Detection of Proteins sumoylated in vitro and in vivo. In: Park-Sarge
O-K, Curry TE, editors. Molecular Endocrinology: Methods in Molecular Biology. Methods in Molecular
Biology. Totowa, NJ: Humana Press, Vol. 590. pp. 265–277. Available: http://link.springer.com/10.
1007/978–1–60327–378–7. Accessed 28 May 2014.

28.

Yuan P, Han J, Guo G, Orlov YL, Huss M, et al. (2009) Eset partners with Oct4 to restrict extraembryonic trophoblast lineage potential in embryonic stem cells. Genes Dev 23: 2507–2520. Available: http://
www.pubmedcentral.nih.gov/articlerender.fcgi?artid=2779752&tool = pmcentrez&rendertype =
abstract. Accessed 10 June 2014. doi: 10.1101/gad.1831909 PMID: 19884257

29.

Germain-Desprez D, Bazinet M, Bouvier M, Aubry M (2003) Oligomerization of transcriptional intermediary factor 1 regulators and interaction with ZNF74 nuclear matrix protein revealed by bioluminescence resonance energy transfer in living cells. J Biol Chem 278: 22367–22373. Available: http://www.
ncbi.nlm.nih.gov/pubmed/12684500. Accessed 18 September 2014. doi: 10.1074/jbc.M302234200
PMID: 12684500

30.

Dejgaard K, Leffers H (1996) Characterisation of the nucleic-acid-binding activity of KH domains. Different properties of different domains. Eur J Biochem 241: 425–431. Available: http://www.ncbi.nlm.nih.
gov/pubmed/8917439.

31.

Ostrowski J, Seuningens I Van, Segern R, Rauchll T, Sleathll PR, et al. (1994) Purification, Cloning,
and Expression of a Murine Phosphoprotein That Binds the KB Motif in Vitro Identifies It as the Homolog
of the K Protein Human Heterogeneous Nuclear Ribonucleoprotein. J Biol Chem 269: 17626–17634.
PMID: 8021272

32.

Pelisch F, Pozzi B, Risso G, Muñoz MJ, Srebrow A (2012) DNA damage-induced heterogeneous nuclear ribonucleoprotein K sumoylation regulates p53 transcriptional activation. J Biol Chem 287:
30789–30799. Available: http://www.pubmedcentral.nih.gov/articlerender.fcgi?artid=3436322&tool =
pmcentrez&rendertype = abstract. Accessed 10 June 2014. doi: 10.1074/jbc.M112.390120 PMID:
22825850

PLOS Genetics | DOI:10.1371/journal.pgen.1004933

January 22, 2015

28 / 32

hnRNP K Regulates SETDB1-mediated Transcriptional Repression

33.

Lee SW, Lee MH, Park JH, Kang SH, Yoo HM, et al. (2012) SUMOylation of hnRNP-K is required for
p53-mediated cell-cycle arrest in response to DNA damage. EMBO J 31: 4441–4452. Available: http://
www.pubmedcentral.nih.gov/articlerender.fcgi?artid=3512394&tool = pmcentrez&rendertype =
abstract. Accessed 10 June 2014. doi: 10.1038/emboj.2012.293 PMID: 23092970

34.

Mahajan R, Gerace L, Melchior F (1998) Molecular characterization of the SUMO-1 modification of
RanGAP1 and its role in nuclear envelope association. J Cell Biol 140: 259–270. Available: http://www.
pubmedcentral.nih.gov/articlerender.fcgi?artid=2132567&tool = pmcentrez&rendertype = abstract. doi:
10.1083/jcb.140.2.259 PMID: 9442102

35.

Rodriguez MS, Desterro JM, Lain S, Midgley C a, Lane DP, et al. (1999) SUMO-1 modification activates
the transcriptional response of p53. EMBO J 18: 6455–6461. Available: http://www.pubmedcentral.nih.
gov/articlerender.fcgi?artid=1171708&tool = pmcentrez&rendertype = abstract. doi: 10.1093/emboj/18.
22.6455 PMID: 10562557

36.

Peng H, Begg GE, Schultz DC, Friedman JR, Jensen DE, et al. (2000) Reconstitution of the KRABKAP-1 repressor complex: a model system for defining the molecular anatomy of RING-B box-coiledcoil domain-mediated protein-protein interactions. J Mol Biol 295: 1139–1162. Available: http://www.
ncbi.nlm.nih.gov/pubmed/10653693. doi: 10.1006/jmbi.1999.3402 PMID: 10653693

37.

Yang B, O’Herrin SM, Wu J, Reagan-Shaw S, Ma Y, et al. (2007) MAGE-A, mMage-b, and MAGE-C
proteins form complexes with KAP1 and suppress p53-dependent apoptosis in MAGE-positive cell
lines. Cancer Res 67: 9954–9962. Available: http://www.ncbi.nlm.nih.gov/pubmed/17942928. Accessed 2 October 2014. doi: 10.1158/0008-5472.CAN-07-1478 PMID: 17942928

38.

Li X, Lin HH, Chen H, Xu X, Shih H-M, et al. (2010) SUMOylation of the transcriptional co-repressor
KAP1 is regulated by the serine and threonine phosphatase PP1. Sci Signal 3: ra32. Available: http://
www.pubmedcentral.nih.gov/articlerender.fcgi?artid=3302164&tool = pmcentrez&rendertype =
abstract. Accessed 25 September 2014. doi: 10.1126/scisignal.2000781 PMID: 20424263

39.

Ryan RF, Schultz DC, Ayyanathan K, Singh PB, Friedman JR, et al. (1999) KAP-1 corepressor protein
interacts and colocalizes with heterochromatic and euchromatic HP1 proteins: a potential role for Krüppel-associated box-zinc finger proteins in heterochromatin-mediated gene silencing. Mol Cell Biol 19:
4366–4378. Available: http://www.pubmedcentral.nih.gov/articlerender.fcgi?artid=104396&tool =
pmcentrez&rendertype = abstract PMID: 10330177

40.

Schultz DC, Friedman JR, Rauscher FJ (2001) Targeting histone deacetylase complexes via KRABzinc finger proteins: the PHD and bromodomains of KAP-1 form a cooperative unit that recruits a novel
isoform of the Mi-2alpha subunit of NuRD. Genes Dev 15: 428–443. Available: http://www.
pubmedcentral.nih.gov/articlerender.fcgi?artid=312636&tool = pmcentrez&rendertype = abstract. Accessed 10 June 2014. doi: 10.1101/gad.869501 PMID: 11230151

41.

Maksakova I a, Goyal P, Bullwinkel J, Brown JP, Bilenky M, et al. (2011) H3K9me3-binding proteins
are dispensable for SETDB1/H3K9me3-dependent retroviral silencing. Epigenetics Chromatin 4: 12.
Available: http://www.pubmedcentral.nih.gov/articlerender.fcgi?artid=3169442&tool =
pmcentrez&rendertype = abstract. Accessed 10 June 2014. doi: 10.1186/1756-8935-4-12 PMID:
21774827

42.

Maksakova I a, Thompson PJ, Goyal P, Jones SJ, Singh PB, et al. (2013) Distinct roles of KAP1, HP1
and G9a/GLP in silencing of the two-cell-specific retrotransposon MERVL in mouse ES cells. Epigenetics Chromatin 6: 15. Available: http://www.pubmedcentral.nih.gov/articlerender.fcgi?artid=
3682905&tool = pmcentrez&rendertype = abstract. Accessed 10 June 2014. doi: 10.1186/1756-89356-15 PMID: 23735015

43.

Tsumura A, Hayakawa T, Kumaki Y, Takebayashi S, Sakaue M, et al. (2006) Maintenance of selfrenewal ability of mouse embryonic stem cells in the absence of DNA methyltransferases Dnmt1,
Dnmt3a and Dnmt3b. Genes Cells 11: 805–814. Available: http://www.ncbi.nlm.nih.gov/pubmed/
16824199. Accessed 27 May 2014. doi: 10.1111/j.1365-2443.2006.00984.x PMID: 16824199

44.

Dinh PX, Das A, Franco R, Pattnaik AK (2013) Heterogeneous nuclear ribonucleoprotein K supports
vesicular stomatitis virus replication by regulating cell survival and cellular gene expression. J Virol 87:
10059–10069. Available: http://www.pubmedcentral.nih.gov/articlerender.fcgi?artid=3754001&tool =
pmcentrez&rendertype = abstract. Accessed 25 September 2014. doi: 10.1128/JVI.01257-13 PMID:
23843646

45.

Mikkelsen TS, Ku M, Jaffe DB, Issac B, Lieberman E, et al. (2007) Genome-wide maps of chromatin
state in pluripotent and lineage-committed cells. Nature 448: 553–560. Available: http://www.
pubmedcentral.nih.gov/articlerender.fcgi?artid=2921165&tool = pmcentrez&rendertype = abstract. Accessed 1 March 2012. doi: 10.1038/nature06008 PMID: 17603471

46.

Marks H, Kalkan T, Menafra R, Denissov S, Jones K, et al. (2012) The transcriptional and epigenomic
foundations of ground state pluripotency. Cell 149: 590–604. Available: http://www.pubmedcentral.nih.
gov/articlerender.fcgi?artid=3398752&tool = pmcentrez&rendertype = abstract. Accessed 26 May
2014. doi: 10.1016/j.cell.2012.03.026 PMID: 22541430

PLOS Genetics | DOI:10.1371/journal.pgen.1004933

January 22, 2015

29 / 32

hnRNP K Regulates SETDB1-mediated Transcriptional Repression

47.

Bernstein BE, Mikkelsen TS, Xie X, Kamal M, Huebert DJ, et al. (2006) A bivalent chromatin structure
marks key developmental genes in embryonic stem cells. Cell 125: 315–326. Available: http://www.
ncbi.nlm.nih.gov/pubmed/16630819. Accessed 13 March 2012. doi: 10.1016/j.cell.2006.02.041 PMID:
16630819

48.

Boyer L a, Plath K, Zeitlinger J, Brambrink T, Medeiros L a, et al. (2006) Polycomb complexes repress
developmental regulators in murine embryonic stem cells. Nature 441: 349–353. Available: http://www.
ncbi.nlm.nih.gov/pubmed/16625203. Accessed 23 May 2014. doi: 10.1038/nature04733 PMID:
16625203

49.

Fujikura J, Yamato E, Yonemura S, Hosoda K, Masui S, et al. (2002) Differentiation of embryonic stem
cells is induced by GATA factors. Genes Dev 16: 784–789. Available: http://www.pubmedcentral.nih.
gov/articlerender.fcgi?artid=186328&tool = pmcentrez&rendertype = abstract. Accessed 23 May 2014.
doi: 10.1101/gad.968802 PMID: 11937486

50.

Zhang C, Ye X, Zhang H, Ding M, Deng H (2007) GATA factors induce mouse embryonic stem cell differentiation toward extraembryonic endoderm. Stem Cells Dev 16: 605–613. Available: http://www.
ncbi.nlm.nih.gov/pubmed/17784834. Accessed 10 June 2014. doi: 10.1089/scd.2006.0077 PMID:
17784834

51.

Mikula M, Bomsztyk K (2011) Direct recruitment of ERK cascade components to inducible genes is regulated by heterogeneous nuclear ribonucleoprotein (hnRNP) K. J Biol Chem 286: 9763–9775. Available: http://www.pubmedcentral.nih.gov/articlerender.fcgi?artid=3058954&tool =
pmcentrez&rendertype = abstract. Accessed 10 June 2014. doi: 10.1074/jbc.M110.213330 PMID:
21233203

52.

Mikula M, Bomsztyk K, Goryca K, Chojnowski K, Ostrowski J (2013) Heterogeneous nuclear ribonucleoprotein (HnRNP) K genome-wide binding survey reveals its role in regulating 3’-end RNA processing and transcription termination at the early growth response 1 (EGR1) gene through XRN2
exonuclease. J Biol Chem 288: 24788–24798. Available: http://www.pubmedcentral.nih.gov/
articlerender.fcgi?artid=3750174&tool = pmcentrez&rendertype = abstract. Accessed 26 September
2014. doi: 10.1074/jbc.M113.496679 PMID: 23857582

53.

Zeng L, Yap KL, Ivanov A V, Wang X, Mujtaba S, et al. (2008) Structural insights into human KAP1
PHD finger-bromodomain and its role in gene silencing. Nat Struct Mol Biol 15: 626–633. Available:
http://www.pubmedcentral.nih.gov/articlerender.fcgi?artid=3331790&tool = pmcentrez&rendertype =
abstract. Accessed 20 September 2014. doi: 10.1038/nsmb.1416 PMID: 18488044

54.

Fukuda I, Ito A, Hirai G, Nishimura S, Kawasaki H, et al. (2009) Ginkgolic acid inhibits protein SUMOylation by blocking formation of the E1-SUMO intermediate. Chem Biol 16: 133–140. Available: http://
www.ncbi.nlm.nih.gov/pubmed/19246003. Accessed 29 May 2014. doi: 10.1016/j.chembiol.2009.01.
009 PMID: 19246003

55.

Balasubramanyam K, Swaminathan V, Ranganathan A, Kundu TK (2003) Small molecule modulators
of histone acetyltransferase p300. J Biol Chem 278: 19134–19140. Available: http://www.ncbi.nlm.nih.
gov/pubmed/12624111. Accessed 9 June 2014. doi: 10.1074/jbc.M301580200 PMID: 12624111

56.

Nacerddine K, Lehembre F, Bhaumik M, Artus J, Cohen-Tannoudji M, et al. (2005) The SUMO pathway
is essential for nuclear integrity and chromosome segregation in mice. Dev Cell 9: 769–779. Available:
http://www.ncbi.nlm.nih.gov/pubmed/16326389. Accessed 30 May 2014. doi: 10.1016/j.devcel.2005.
10.007 PMID: 16326389

57.

Tan X, Xu X, Elkenani M, Smorag L, Zechner U, et al. (2013) Zfp819, a novel KRAB-zinc finger protein,
interacts with KAP1 and functions in genomic integrity maintenance of mouse embryonic stem cells.
Stem Cell Res 11: 1045–1059. Available: http://www.ncbi.nlm.nih.gov/pubmed/23954693. Accessed
10 June 2014. doi: 10.1016/j.scr.2013.07.006 PMID: 23954693

58.

Charroux B, Angelats C, Fasano L, Kerridge S, Vola C (1999) The levels of the bancal product, a Drosophila homologue of vertebrate hnRNP K protein, affect cell proliferation and apoptosis in imaginal
disc cells. Mol Cell Biol 19: 7846–7856. Available: http://www.pubmedcentral.nih.gov/articlerender.
fcgi?artid=84859&tool = pmcentrez&rendertype = abstract PMID: 10523673

59.

Denisenko O, Bomsztyk K (2002) Yeast hnRNP K-Like Genes Are Involved in Regulation of the Telomeric Position Effect and Telomere Length Yeast hnRNP K-Like Genes Are Involved in Regulation of
the Telomeric Position Effect and Telomere Length. 22.

60.

Denisenko ON, Bomsztyk K (1997) The product of the murine homolog of the Drosophila extra sex
combs gene displays transcriptional repressor activity. The Product of the Murine Homolog of the Drosophila extra sex combs Gene Displays Transcriptional Repressor Activity. Mol Cell Biol 17:
4707–4717.

61.

Ichimura T, Watanabe S, Sakamoto Y, Aoto T, Fujita N, et al. (2005) Transcriptional repression and heterochromatin formation by MBD1 and MCAF/AM family proteins. J Biol Chem 280: 13928–13935.
Available: http://www.ncbi.nlm.nih.gov/pubmed/15691849. Accessed 26 June 2014. doi: 10.1074/jbc.
M413654200 PMID: 15691849

PLOS Genetics | DOI:10.1371/journal.pgen.1004933

January 22, 2015

30 / 32

hnRNP K Regulates SETDB1-mediated Transcriptional Repression

62.

Neyret-Kahn H, Benhamed M, Ye T, Le Gras S, Cossec J-C, et al. (2013) Sumoylation at chromatin
governs coordinated repression of a transcriptional program essential for cell growth and proliferation.
Genome Res 23: 1563–1579. Available: http://www.pubmedcentral.nih.gov/articlerender.fcgi?artid=
3787255&tool = pmcentrez&rendertype = abstract. Accessed 30 May 2014. doi: 10.1101/gr.154872.
113 PMID: 23893515

63.

Iyengar S, Ivanov A V, Jin VX, Rauscher FJ, Farnham PJ (2011) Functional analysis of KAP1 genomic
recruitment. Mol Cell Biol 31: 1833–1847. Available: http://www.pubmedcentral.nih.gov/articlerender.
fcgi?artid=3133220&tool = pmcentrez&rendertype = abstract. Accessed 30 May 2014. doi: 10.1128/
MCB.01331-10 PMID: 21343339

64.

Kuo C-Y, Li X, Kong X-Q, Luo C, Chang C-C, et al. (2014) An Arginine-rich Motif of Ring Finger Protein
4 (RNF4) Oversees the Recruitment and Degradation of the Phosphorylated and SUMOylated Krüppel-associated Box Domain-associated Protein 1 (KAP1)/TRIM28 Protein during Genotoxic Stress. J
Biol Chem 289: 20757–20772. Available: http://www.ncbi.nlm.nih.gov/pubmed/24907272. Accessed
26 September 2014. doi: 10.1074/jbc.M114.555672 PMID: 24907272

65.

Seki Y, Kurisaki A, Watanabe-susaki K, Nakajima Y, Nakanishi M (2010) TIF1 β regulates the pluripotency of embryonic stem cells in a phosphorylation-dependent manner.

66.

Koch CM, Honemann-Capito M, Egger-Adam D, Wodarz A (2009) Windei, the Drosophila homolog of
mAM/MCAF1, is an essential cofactor of the H3K9 methyl transferase dSETDB1/Eggless in germ line
development. PLoS Genet 5: e1000644. Available: http://www.pubmedcentral.nih.gov/articlerender.
fcgi?artid=2730569&tool = pmcentrez&rendertype = abstract. Accessed 10 June 2014. doi: 10.1371/
journal.pgen.1000644 PMID: 19750210

67.

Wen F, Shen A, Shanas R, Bhattacharyya A, Lian F, et al. (2010) Higher expression of the heterogeneous nuclear ribonucleoprotein k in melanoma. Ann Surg Oncol 17: 2619–2627. Available: http://
www.pubmedcentral.nih.gov/articlerender.fcgi?artid=2943057&tool = pmcentrez&rendertype =
abstract. Accessed 10 June 2014. doi: 10.1245/s10434-010-1121-1 PMID: 20499280

68.

Ceol CJ, Houvras Y, Jane-Valbuena J, Bilodeau S, Orlando D a, et al. (2011) The histone methyltransferase SETDB1 is recurrently amplified in melanoma and accelerates its onset. Nature 471: 513–517.
Available: http://www.pubmedcentral.nih.gov/articlerender.fcgi?artid=3348545&tool =
pmcentrez&rendertype = abstract. Accessed 10 June 2014. doi: 10.1038/nature09806 PMID:
21430779

69.

Barboro P, Repaci E, Rubagotti a, Salvi S, Boccardo S, et al. (2009) Heterogeneous nuclear ribonucleoprotein K: altered pattern of expression associated with diagnosis and prognosis of prostate cancer. Br J Cancer 100: 1608–1616. Available: http://www.pubmedcentral.nih.gov/articlerender.fcgi?
artid=2696760&tool = pmcentrez&rendertype = abstract. Accessed 11 June 2014. doi: 10.1038/sj.bjc.
6605057 PMID: 19401687

70.

Sun Y, Wei M, Ren S-C, Chen R, Xu W-D, et al. (2014) Histone methyltransferase SETDB1 is required
for prostate cancer cell proliferation, migration and invasion. Asian J Androl 16: 319–324. Available:
http://www.pubmedcentral.nih.gov/articlerender.fcgi?artid=3955348&tool = pmcentrez&rendertype =
abstract. Accessed 11 June 2014. doi: 10.4103/1008-682X.122812 PMID: 24556744

71.

Tang F, Li W, Chen Y, Wang D, Han J, et al. (2014) Downregulation of hnRNP K by RNAi inhibits
growth of human lung carcinoma cells. Oncol Lett 7: 1073–1077. Available: http://www.ncbi.nlm.nih.
gov/pubmed/24944671. Accessed 20 June 2014. doi: 10.3892/ol.2014.1832 PMID: 24944671

72.

Rodriguez-Paredes M, Martinez de Paz a, Simó-Riudalbas L, Sayols S, Moutinho C, et al. (2014) Gene
amplification of the histone methyltransferase SETDB1 contributes to human lung tumorigenesis. Oncogene 33: 2807–2813. Available: http://www.pubmedcentral.nih.gov/articlerender.fcgi?artid=
4031636&tool = pmcentrez&rendertype = abstract. Accessed 10 June 2014. doi: 10.1038/onc.2013.
239 PMID: 23770855

73.

Chan QWT, Howes CG, Foster LJ (2006) Quantitative comparison of caste differences in honeybee hemolymph. Mol Cell Proteomics 5: 2252–2262. Available: http://www.ncbi.nlm.nih.gov/pubmed/
16920818. Accessed 4 June 2014. doi: 10.1074/mcp.M600197-MCP200 PMID: 16920818

74.

Kristensen AR, Gsponer J, Foster LJ (2013) Protein synthesis rate is the predominant regulator of protein expression during differentiation. Mol Syst Biol 9: 689. Available: http://www.pubmedcentral.nih.
gov/articlerender.fcgi?artid=3792347&tool = pmcentrez&rendertype = abstract. Accessed 24 May
2014. doi: 10.1038/msb.2013.47 PMID: 24045637

75.

Yang L, Xia L, Wu DY, Wang H, Chansky HA, et al. (2002) Molecular cloning of ESET, a novel histone
H3-specific methyltransferase that interacts with ERG transcription factor: 148–152.

76.

Ostareck DH, Ostareck-Lederer a, Wilm M, Thiele BJ, Mann M, et al. (1997) mRNA silencing in erythroid differentiation: hnRNP K and hnRNP E1 regulate 15-lipoxygenase translation from the 3’ end.
Cell 89: 597–606. Available: http://www.ncbi.nlm.nih.gov/pubmed/9160751. doi: 10.1016/S0092-8674
(00)80241-X PMID: 9160751

PLOS Genetics | DOI:10.1371/journal.pgen.1004933

January 22, 2015

31 / 32

hnRNP K Regulates SETDB1-mediated Transcriptional Repression

77.

Han M-H, Lin C, Meng S, Wang X (2010) Proteomics analysis reveals overlapping functions of clustered protocadherins. Mol Cell Proteomics 9: 71–83. Available: http://www.pubmedcentral.nih.gov/
articlerender.fcgi?artid=2808268&tool = pmcentrez&rendertype = abstract. Accessed 11 June 2014.
doi: 10.1074/mcp.M900343-MCP200 PMID: 19843561

78.

Tanese N (1997) Small-scale density gradient sedimentation to separate and analyze multiprotein complexes. Methods 12: 224–234. Available: http://www.ncbi.nlm.nih.gov/pubmed/9237167. doi: 10.1006/
meth.1997.0475 PMID: 9237167

79.

Abruzzi KC, Lacadie S, Rosbash M (2004) Biochemical analysis of TREX complex recruitment to
intronless and intron-containing yeast genes. EMBO J 23: 2620–2631. Available: http://www.
pubmedcentral.nih.gov/articlerender.fcgi?artid=449771&tool = pmcentrez&rendertype = abstract. Accessed 10 June 2014. doi: 10.1038/sj.emboj.7600261 PMID: 15192704

80.

Matunis MJ, Michael WM, Dreyfuss G (1992) Characterization and primary structure of the poly(C)binding heterogeneous nuclear ribonucleoprotein complex K protein. Mol Cell Biol 12: 164–171. Available: http://www.pubmedcentral.nih.gov/articlerender.fcgi?artid=364080&tool =
pmcentrez&rendertype = abstract PMID: 1729596

PLOS Genetics | DOI:10.1371/journal.pgen.1004933

January 22, 2015

32 / 32

