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Abstract
Background: Epigenetic regulation of chromatin states is thought to control the self-renewal and differentiation
of embryonic stem (ES) cells. However, the roles of repressive histone modifications such as trimethylated histone 4
lysine 20 (H4K20me3) in pluripotency and development are largely unknown.
Results: Here, we show that the histone lysine methyltransferase SMYD5 mediates H4K20me3 at heterochromatin
regions. Depletion of SMYD5 leads to compromised self-renewal, including dysregulated expression of OCT4 targets,
and perturbed differentiation. SMYD5-bound regions are enriched with repetitive DNA elements. Knockdown of
SMYD5 results in a global decrease of H4K20me3 levels, a redistribution of heterochromatin constituents including
H3K9me3/2, G9a, and HP1α, and de-repression of endogenous retroelements. A loss of SMYD5-dependent silencing
of heterochromatin nearby genic regions leads to upregulated expression of lineage-specific genes, thus contributing
to the decreased self-renewal and perturbed differentiation of SMYD5-depleted ES cells.
Conclusions: Altogether, these findings implicate a role for SMYD5 in regulating ES cell self-renewal and H4K20me3marked heterochromatin.
Keywords: Embryonic stem cells, SMYD5, H4K20me3, Repetitive DNA, LTR, LINE, Pluripotent, Epigenetics, Chromatin,
Heterochromatin, Genomics, RNA-Seq, ChIP-Seq, Self-renewal, Gene expression, Embryoid body, Differentiation,
Histone methyltransferase
Background
Compared to the extensive studies on active histone
modifications, limited investigations have been performed on heterochromatic markers. Heterochromatic
domains are generally inaccessible to DNA binding factors and transcriptionally silent [1]. Large regions of
heterochromatin can be found around chromosomal
structures such as centromeres and telomeres, while
smaller domains are interspersed throughout the genome
[2]. Heterochromatin plays a critical role in gene expression during development and differentiation [3] and is
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also involved in maintaining genome integrity by stabilizing repetitive DNA sequences throughout the genome
by inhibiting recombination between homologous DNA
repeats [4]. Heterochromatin is associated with H3K9
and H4K20 methylation. ESET/Setdb1 and LSD1, which
control the methylation status of H3 lysine 9, are important for silencing of endogenous retroviruses (ERVs) in
ES cells and during early embryogenesis [5, 6], suggesting
critical roles of H3K9 methylation in ES cells. However,
it remains unclear how H4K20me3 is regulated and how
it contributes to the repression of endogenous retroelements in ES cells.
H4K20 methylation marks, which are evolutionarily conserved from yeast (S. pombe) to humans [7], have
been implicated in having diverse cellular functions
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including the formation of heterochromatin, gene regulation and repression of transcription [8], DNA damage
repair [9, 10], DNA replication [11], chromosome condensation [12], and genome stability [10, 13]. Although
H4K20me1 is found in active genes [14, 15], H4K20me3
is associated with the formation of pericentric hetereochromatin by sequential methylation of H4K20me1 and
H4K20me2 by Suv420h1 or Suv420h2, respectively [10,
16]. H4K20me3 marks repress transcription of repetitive
elements [10, 17, 18]. SMYD5 has recently been shown to
be a histone methyltransferase that mediates H4K20me3
modification in Drosophila and mouse primary macrophage cells [19]. However, the role of SMYD5 in mouse
development, ES cell self-renewal and differentiation,
and regulation of heterochromatin has not been fully
elucidated.
In this study, we show that the H4K20me3 methyltransferase, SMYD5, targets H4K20me3 in heterochromatin regions containing retroelements and facilitates
HP1α binding. Our results suggest that SMYD5 represses
lineage-specific genes and thus contributes to the maintenance of ES cell lineage.

Results
SMYD5 regulates ES cell self‑renewal

Using RNA-Seq assays, we found that SMYD5 is highly
expressed in ES cells and downregulated upon differentiation (see Additional file 1: Figure S1A) [20]. To study
the role of SMYD5 in ES cell function, we knocked down
Smyd5 with lentiviral particles encoding three different short hairpin RNAs (shRNAs) (see Additional file 1:
Figure S1B). Depletion of SMYD5 resulted in a loss of
normal ES cell colony morphology (see Additional file 1:
Figure S1C), where shSmyd5 ES cell colonies became flattened and lost their tight cell–cell contact and became
scattered at the colony periphery. The severity of phenotypes correlated with the knockdown efficiency (see
Additional file 1: Figure S1C). To confirm the specificity
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of the shRNA sequences, we performed a rescue experiment by overexpressing an shRNA-resistant version of
wild-type (WT) SMYD5 or an shRNA-resistant enzymatically mutant version of SMYD5 (H315L and C317A)
[19]. Our results show that control ES cells (short hairpin luciferase—shLuc and shLuc + WT) maintained
their colony morphology and overexpression of wild-type
SMYD5 in short hairpin Smyd5 (shSmyd5) ES cells (shSmyd5 + WT) restored the 3D colony morphology of the
majority of colonies to an ESC-like phenotype (Fig. 1a, b).
While 99% of shLuc ES cell colonies exhibited an ESClike morphology, only 11% of shSmyd5 ES cells remained
intact (Fig. 1a, b). However, 70% of shSmyd5 ES cells
overexpressing wild-type SMYD5 displayed an ESC-like
morphology (Fig. 1b). In addition, while overexpression
of mutant SMYD5 decreased the number of intact ESClike colonies in shLuc ES cells (shLuc + mut) (Fig. 1a, b),
the number of intact shSmyd5 ES cells (shSmyd5 + mut)
did not significantly change, demonstrating that SMYD5
is important for ES cell self-renewal. Moreover, alkaline
phosphatase (AP) staining, a marker of undifferentiated
ES cells, was mostly absent in shSmyd5 ES cells or shSmyd5 ES cell colonies overexpressing mutant SMYD5 relative to control (shLuc) ES cells (Fig. 1c, d). However, AP
staining was restored in 80% of shSmyd5 ES cells overexpressing wild-type SMYD5, further demonstrating that
SMYD5 is important for ES cell self-renewal. In addition, we observed wild-type levels of SMYD5 expression
in shSmyd5 ES cells overexpressing wild-type SMYD5
(Fig. 1e).
By comparing the global gene expression profiles of
shSmyd5 and shLuc ES cells using RNA-Seq, we found
1616 genes differentially expressed (DE) at least twofold,
and 4235 genes differentially expressed (DE) at least 1.5
fold, including the pluripotency regulators Oct4/Pou5f1,
Nanog, and Tbx3 (Fig. 1f ), as exemplified by the UCSC
genome browser tracks (Fig. 1g). Genes differentially
expressed at least 1.5 fold were used for downstream

(See figure on next page.)
Fig. 1 SMYD5 regulates ES cell self-renewal. a Bright-field microscopy of ES cells infected with shLuc or shSmyd5 lentiviral particles and wild-type
(WT) SMYD5 or an enzymatically mutant (mut) version of SMYD5 (H315L and C317A) lentiviral particles and stably selected with puromycin and
G418. b ES cell colonies were scored by morphology. The percentage of colonies with an ES-like morphology (compact and round vs. flattened)
are represented as mean ± SEM. P values were calculated using a t test. c Alkaline phosphatase (AP) staining of ES cells. d ES cells were scored by
AP staining. The percentage of AP positive colonies is represented as mean ± SEM. p values were calculated using a t test. e Quantitative RT-PCR
(Q-RT-PCR) expression of SMYD5 using primers for three different regions of the SMYD5 coding region. f Scatter plot of RNA sequencing (RNA-Seq)
gene expression analysis between shLuc and shSmyd5 ES cells. Log2 adjusted differentially expressed genes are plotted. Genes whose expression
is greater than twofold (shLuc vs shSmyd5) and with an RPKM > 1 (reads per kilo bases of exon model per million reads) and FDR < 0.001 are shown
in black. g UCSC genome browser view of differential expression of self-renewal genes in shSmyd5 and shLuc control ES cells. h Q-RT-PCR analysis
of expression of Smyd5 and self-renewal genes in shLuc and shSmyd5 ES cells. i Gene set enrichment analysis (GSEA) [22] of differentially expressed
genes in Smyd5 knockdown ES cells relative to undifferentiated and differentiated embryoid bodies (EBs). j Gene ontology (GO) functional annotation of differentially expressed genes analyzed using DAVID [23]. k Mouse gene atlas expression analysis evaluated using Network2Canvas [66]
demonstrates that lineage and ES cell genes are misexpressed in shSmyd5 ES cells. Each node (square) represents a gene list (shLuc vs shSmyd5 DE
genes) associated with a gene-set library (mouse gene atlas). The brightness (white) of each node is determined by its p value
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analyses. Moreover, several stem cell genes, including
Esrrb and Tbx3, were downregulated in Smyd5 knockdown ES cells. Because ESRRB and TBX3 occupy promoter regions of other stem cell genes, including Oct4
and Nanog, a reduction in their expression may further
influence the self-renewal state of Smyd5 knockdown ES
cells. We confirmed the expression of several self-renewal
genes using Q-RT-PCR (Fig. 1h). We then compared
these DE genes with global expression data from ES cells
and embryoid body (EB) differentiated cells [20], which
emulates early embryo development [21] (see “Methods”), using gene set enrichment analysis (GSEA) [22].
This analysis shows that differentially expressed genes
are enriched in ES cells (Fig. 1i), suggesting that a loss of
SMYD5 impacts ES cell function. Moreover, DAVID [23]
gene ontology (GO) terms enriched in DE genes include
gene expression, cell cycle, RNA processing, DNA repair,
blastocyst development, trophectoderm differentiation,
and cell development (Fig. 1j). We also found that expression of many of the DE genes between shLuc and shSmyd5 ES cells is not only enriched in ES cells (Fig. 1k),
but expression of many upregulated genes in shSmyd5 ES
cells is also enriched in committed lineages, suggesting
that expression of both lineage genes and ES cell regulators is impacted by depleting SMYD5. These results
implicate a role for SMYD5 in repressing expression of
lineage-specific genes in ES cells.
Because Pou5f1 and Nanog are downregulated in shSmyd5 ES cells, we compared genes bound by OCT4,
SOX2, and NANOG in ES cells [24] and genes misexpressed in shSmyd5 ES cells. We found that 34% of the
DE genes are bound by OCT4 in ES cells (Fig. 2a), and
OCT4, SOX2, and NANOG also co-occupied a number of SMYD5-regulated genes (Fig. 2a), suggesting that
depletion of SMYD5 leads to perturbation of the core ES
cell transcriptional circuitry.
Altered differentiation of SMYD5‑depleted ES cells

To investigate the function of SMYD5 during ES cell
differentiation, we induced EB formation of shLuc and
shSmyd5 ES cells in the absence of leukemia inhibitory
factor (LIF). EB formation, which involves a change in
culture condition from 2D to 3D, is a suitable assay for
evaluating ES cell differentiation because it recapitulates
embryogenesis [21, 25]. shLuc and shSmyd5 ES cells were
cultured in the absence of LIF on low-attachment dishes
to induce EB differentiation over two weeks. While shLuc
ES cells formed mainly circular or globular EB structures
containing a primitive endoderm (PE) layer during early
differentiation (day 6) (Fig. 2b, top), shSmyd5 ES cells
formed complex structures containing bulges lined with
a PE layer (Fig. 2b, top). The PE layer forms in vivo by
differentiation of cells located on the surface of the ICM

Page 4 of 20

facing the blastocoel [25]. This pattern was further pronounced at day 8 of EB differentiation (Fig. 2b, bottom).
We also utilized teratoma formation assays to evaluate
the in vivo differentiation ability of SMYD5-depleted ES
cells into cells of the three germ layers (ectoderm, mesoderm, and endoderm). Hematoxylin and eosin (H&E)
staining confirmed the presence of complex structures
and more advanced differentiation in shSmyd5 EBs
(Fig. 2c). A further evaluation of differentiation using teratoma formation revealed that while shSmyd5 and shLuc
teratomas are both able to give rise to cells of the three
germ layers including ectoderm (keratinized epithelium,
epidermis), mesoderm (mesenchymal cells, muscle, adipocytes), and endoderm (glandular epithelium) (Fig. 2d),
shSmyd5 teratomas had a greater presence of glandular
endodermal cells.
Knockdown of SMYD5 leads to accelerated gene
expression changes during ES cell differentiation

To identify gene expression defects caused by depletion
of SMYD5, we evaluated DE genes during differentiation
of shLuc and shSmyd5 ES cells (Fig. 3a) using RNA-Seq.
K-means clustering (k = 20) was used to identify patterns of gene expression variability (Fig. 3a). These results
highlight clusters of genes such as self-renewal genes,
including Nanog (Fig. 3a, b; see Additional file 1: Figure
S1D), that were rapidly downregulated in shSmyd5 EBs,
and lineage-specific genes, such as Sox17, Afp, Gata6,
and Tbx5 (Fig. 3a, b; see Additional file 1: Figure S1D),
that were differentially expressed between shSmyd5
and shLuc EBs. Because Sox17 is a transcription factor that is expressed in endodermal lineages, a driver of
extraembryonic endoderm transcriptional programs, and
is important in antagonizing expression of Pou5f1 and
Nanog during differentiation [26], its upregulation during
differentiation of SMYD5-depleted ES cells may explain
the presence of complex structures involving primitive
endoderm. To compare the transcriptomes of shSmyd5
EBs relative to shLuc EBs, we used principal component analysis (PCA), which showed that shSmyd5 EBs
progress through the first two components at an altered
trajectory (Fig. 3c), suggesting that knockdown of Smyd5
leads to perturbed differentiation.
To further address the phenomenon of altered differentiation, we built a predictive model to determine
the probability of expression changes due to chance or
altered differentiation following differentiation of shSmyd5 EBs. Expression changes that indicate altered
differentiation include genes that show altered downregulation or upregulation during EB differentiation. Our
findings demonstrate that the percentage of upregulated
or downregulated genes outpaced the expected (Fig. 3d,
see “Methods”), demonstrating that shSmyd5 EBs exhibit
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Fig. 2 Altered differentiation of SMYD5-depleted ES cells. a Venn diagrams showing overlap between differentially expressed genes in shSmyd5
and shLuc ES cells and genes bound by OCT4, OCT4, and NANOG, or OCT4, SOX2, and NANOG. b Embryoid body (EB) formation shows abnormal
differentiation of shSmyd5 ES cells. c Hematoxylin and eosin (H&E) histological sections of shLuc and shSmyd5 day 9 EBs. The arrowheads depict
altered and advanced differentiation of shSmyd5 EBs relative to control (shLuc) EBs. The bottom left panel shows an EB with an atypical internal
epithelial-like structure; the bottom right panel shows a thick epithelial-like layer. d H&E histological sections of teratomas generated from shLuc and
shSmyd5 ES cells injected into SCID–beige mice. Tumors were harvested 4–6 weeks post-injection and evaluated using standard H&E histological
methods. Transmitted white-light microscopy of sectioned teratomas. Heterogeneous differentiation of shLuc and shSmyd5 ES cells into ectoderm
(keratinized epidermal cells), mesoderm (muscle and mesenchymal cells, adipocytes), and endoderm (glandular structures)

altered differentiation. The x-axis represents genes that
are upregulated or downregulated by alpha-fold from ES
cells (d0 of differentiation) to day 6 EBs, or from ES cells
to day 10 EBs.
GSEA was then used to investigate the expression
state of DE genes during differentiation in the absence of

SMYD5. Our results demonstrate that ES cell-enriched
genes are differentially expressed during early differentiation (Fig. 3e, top graphs) while EB-enriched genes are
differentially expressed later in differentiation (Fig. 3e,
bottom graphs). DAVID GO analysis revealed that many
developmental GO terms were overrepresented during

Kidder et al. Epigenetics & Chromatin (2017) 10:8

K-means
clustering (k=20)

shLuc ESC
shSmyd5 ESC
shLuc EB 24h
shSmyd5 EB 24h
shLuc EB d6
shSmyd5 EB d6
shLuc EB d10
shSmyd5 EB d10
shLuc EB d14
shSmyd5 EB d14
NANOG

1

d14

0

0

0

SOX17

0.6

c
PC2
0h
24h
d6
d10
d14
0h
24h
d6
d10
d14

-0.4

d6 observed
d6 expected

40

e

30
20

0h

10
0

1

2

3

4

5

6

7

8

9

% accelerated
(downregulated)

FC of upregulation (EB; d6/0h)
d6g observed
d6 expected

80

24h

60

0hr

0
PC1

shLuc
shSmyd5

1

2

3

4

5

6

7

8

9

d10 observed
d10 expected

60

shSmyd5 diff. expressed genes
(>2-fold, FDR<0.001)
0.25

g

0.15
0.1
0

SUZ12
SUZ12_Marson
RING1B_Ku
SUZ12_Ku
SUZ12_Chen
EZH2_Ku
H3K27me3_Mikkelsen

0.35
0.3
0.2

H3K9me3_Mikkelsen
H4K20me3_Mikkelsen
H3K4me2_Marson

0
d6 -0.1
-0.15
-0.25
-0.35

40

0

d10

20

0

-0.2
-0.4
-0.6

1

2

3

4

5

6

7

8

9

FC of upregulation (EB; d10/0h)
d10 observed
d10 expected

80
60

0

d14

-0.2

0

-0.4
-0.6

40
20
0

ESC
1

2

3

4

5

6

7

8

9

FC of downregulation (EB; d10/0h)

4.8

0.5

20
0

0

0hr

0.1
0

40

FC of downregulation (EB; d6/0h)
% accelerated
(upregulated)

d6

d10

-0.5
Enrichment score (ES)

% accelerated
(upregulated)

-0.6

2

50

% lagged behind
(downregulated)

d

Log2 FC

24h
24hr

0.2 d14d14
0

-0.2 d10

shLuc shSmyd5
-2

d6

0.4

3.6

0h
24h
d6
d10
d14

d10

0h
24h
d6
d10
d14

0h 24h d6

f

1

(-) LIF

Developmental GO Terms

b

(+) LIF

All GO Terms (p-value<0.05)

a

Page 6 of 20

EB

0.15

RNAPII_Ser2P_Rahl
MYC_Chen
KLF4_Chen
H3K36me3_Mikkelsen
H3K4me1
RBBP5
MLL4
RNAPII
E2F1_Chen
NELFA_Rahl
RNAPII_Ser5P_Rahl
H3K79me2_Marson
STAT3_Chen
NANOG_Chen
SOX2_Chen
NANOG_Marson
TCF3_Marson
OCT4_Chen
SOX2_Marson
shSmyd5-0hr
shSmyd5-EB-24h
shSmyd5-EB-d6
CTCF_Chen
shSmyd5-EB-d10
shSmyd5-EB-d14

Kidder et al. Epigenetics & Chromatin (2017) 10:8

Page 7 of 20
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Fig. 3 Transcriptome analysis reveals altered differentiation of SMYD5-depleted ES cells. a K-means clustering analysis of RNA-Seq data from shLuc
and shSmyd5 ES cells differentiated without LIF for 14 days. The experimental design is shown on top. Differentially expressed genes (>twofold;
RPKM > 1) clustered according to k-means. b Custom tracks of RNA-Seq data in the UCSC genome browser for undifferentiated and differentiated
shLuc control and shSmyd5 ES cells. c Principal component analysis (PCA) of differentially expressed genes during EB differentiation of shSmyd5
and shLuc ES cells. d Prediction of differentially expressed genes due to chance or altered differentiation. The percentage of genes that lag behind
during differentiation of shSmyd5 ES cells is less than expected. Top each bar represents a group of genes upregulated by at least alpha-fold (X axis)
from ESC (0 h) to EB day 6 in the control cells. The percentage of genes with expression values that follow the order: EB day 6 (shLuc) > EB day 6
(shSmyd5) > ES cell is calculated (observed; red bars); error bars are generated by bootstrapping. The expression values of all genes are randomly
shuffled independently for EB day 6 (shLuc), EB day 6 (shSmyd5), and ES cells and are repeated many times to give the means and standard deviations for the expectations (expected; blue bars). The red bars represent observed data. Bottom each bar represents a group of genes upregulated
by at least alpha-fold (X axis) from ESC (0 h) to EB day 10 in the control cells. The percentage of genes with expression values that follow the order:
EB day 10 (shLuc) > EB day 10 (shSmyd5) > ES cell is calculated (observed; red bars); error bars are generated by bootstrapping. The expression values
of all genes are randomly shuffled independently for EB day 10 (shLuc), EB day 10 (shSmyd5), and ES cells and are repeated many times to give the
means and standard deviations for the expectations (expected; blue bars). The red bars represent observed data. e Gene set enrichment analysis
(GSEA) of differentially expressed genes during differentiation of shSmyd5 ES cells relative to ES cells and day 14 EBs. f DAVID gene ontology analysis
of differentially expressed genes between shLuc and shSmyd5 ES cells and during EB differentiation. The hierarchical clustering heat map on the
right shows enrichment of developmental GO terms. g Correlation matrix of differentially expressed (DE) genes during shSmyd5 ES cell differentiation with promoter binding of transcription factors and epigenetic modifiers. Heat map generated by evaluating pair-wise affinities between
differentially expressed (DE) genes during shLuc and shSmyd5 EB differentiation using RNA-Seq datasets generated from this study (0, 24 h, 6, 10,
14 days) and published ChIP-Seq data [14, 24, 27–29, 67]. AutoSOME [68] was used to generate pair-wise affinity values

later EB differentiation (Fig. 3f ), suggesting that SMYD5
regulates developmental genes during differentiation.
Because depletion of SMYD5 resulted in the differential expression of many OCT4, SOX2, and NANOG
targets (Fig. 2a), we evaluated whether DE genes during
shSmyd5 EB differentiation were also occupied by ES
cell-enriched transcription regulators or marked by histone modifications using public datasets [14, 24, 27–29]
(Fig. 3g). In shSmyd5 ES cells and during early EB formation (24 h), we observed a strong correlation between
DE genes and binding of ES cell-enriched factors OCT4,
SOX2, NANOG, and STAT3 (Fig. 3g), suggesting that
depletion of SMYD5 leads to the dysregulated expression of pluripotency-regulator targets during early EB
differentiation.
SMYD5 mediates H4K20me3 modification in ES cells

To evaluate the genome-wide distribution of SMYD5 in
ES cells, we utilized biotin-mediated ChIP-Seq (bioChIPSeq) [30, 31] and FLAG ChIP-Seq as described in the
materials and methods. Using this approach, we observed
a high overlap of SMYD5 binding using these two
approaches (see Additional file 2: Figure S2A) by evaluating the density of SMYD5 at “Spatial Clustering for Identification of ChIP-Enriched Regions” (SICER) islands (see
“Methods”) (Fig. 4a) as well as by heat maps (Fig. 4b; see
Additional file 2: Figure S2B) and average profiles (Fig. 4c;
see Additional file 2: Figure S2C).
Because SMYD5 has been shown to deposit H4K20me3
marks [19], we evaluated global levels of H4K20 methylation in Smyd5 knockdown ES cells using western blotting. Our results show that depletion of SMYD5 led to
decreased H4K20me3, but not H4K20me2 or H4K20me1

(Fig. 4d; see Additional file 2: Figure S2D), demonstrating
that SMYD5 confers H4K20me3 methyltransferase activity. We also observed a restoration of H4K20me3 levels
in shSmyd5 ES cells overexpressing an shRNA-resistant
version of SMYD5 (Fig. 4d, bottom right). Moreover, our
ChIP-Seq data indicated that a majority of SMYD5 occupied regions (79%) contain H4K20me3 marks (Fig. 4e),
where SMYD5 binding is significantly enriched in
H4K20me3 islands (Fig. 4f ). Overall, these results demonstrate that SMYD5 occupies chromatin regions containing H4K20me3.
SMYD5 and H4K20me3 co‑occupy repetitive DNA elements

Since H4K20me3 is known to be enriched in repetitive
sequences [14], we analyzed the enrichment of DNA
repeats in SMYD5 islands. To this end, we evaluated
the percent coverage of H4K20me3 or SMYD5 peaks
that overlap a repeat element. We observed enrichment
of long interspersed elements (LINE) and long-terminal
repeat (LTR) elements in H4K20me3 (see Additional
file 3: Figure S3A, top) and SMYD5 regions (see Additional file 3: Figure S3A, bottom), respectively. Similarly,
LINE and LTR elements were enriched in H3K9me3
regions (see Additional file 3: Figure S3A, middle panel),
consistent with the co-localization of H3K9me3 and
H4K20me3 on chromatin. Enrichment of LINE and LTR
elements was markedly higher at these regions relative to
random genomic sequences of comparable size and frequency, and H3K4me3 regions, which were used as controls, demonstrating that SMYD5 and H4K20me3 islands
are enriched at LINE and LTR repetitive DNA elements.
We also evaluated the percent coverage of LINE
and LTR sequences for all SMYD5, H4K20me3, and
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Fig. 4 SMYD5 and trimethylated histone co-occupy genomic regions in ES cells. a Comparison of SMYD5-bioChIP and SMYD5-FLAG ChIP-Seq
peaks. Scatter plot of log2 SMYD5 density at ChIP-enriched regions. b Heat map of SMYD5 ChIP-Seq densities. c Average profiles of SMYD5-bioChIP
and SMYD5-FLAG density at SMYD5-FLAG enriched regions. d Western blot of H4K20me3, H4K20me2, and H4K20me1 in shLuc and shSmyd5 ES
cells (top), and H4K20me3 in shLuc, shSmyd5, shLuc + WT, and shSmyd5 + WT (bottom). The bar graph (bottom right) shows H4K20me3 levels normalized to actin using ImageJ software (https://imagej.nih.gov/ij/). e Comparison of SMYD5 and H4K20me3 ChIP-Seq peaks. f Empirical cumulative
distribution function (ECDF) for SMYD5-FLAG and SMYD5-bioChIP density at H4K20me3-enriched regions in ES cells

H3K9me3 islands. Using this approach, we observed
enrichment of LINE and LTR sequences in H4K20me3,
SMYD5, and H3K9me3 regions relative to random
genomic regions (Fig. 5a).
To investigate which repeat family members are
enriched in H4K20me3, H3K9me3, or SMYD5 regions,
we evaluated the percentage of peaks that overlap a
repeat family element. We observed enrichment of ERVK
(LTR class) and L1 (LINE class) family repetitive elements in H4K20me3 (see Additional file 3: Figure S3B,
top), H3K9me3 (see Additional file 3: Figure S3B, middle), and SMYD5 regions (see Additional file 3: Figure
S3B, bottom), respectively. We also evaluated the percent

coverage of ERVK and L1 sequences for all SMYD5,
H4K20me3, and H3K9me3 islands. Using this approach,
we observed enrichment of ERVK and L1 sequences in
H4K20me3, H3K9me3, and SMYD5 regions relative to
random genomic regions (Fig. 5b), To gain further insight
into which specific repeats are enriched in SMYD5,
H4K20me3, and H3K9me3 regions, we evaluated the
percentage of peaks that overlap repeat subfamilies
within the LINE or LTR repeat class. Of the hundreds
of annotated repeat subfamilies that we surveyed, only a
few repeat subfamilies were found to be enriched within
these regions (see Additional file 3: Figure S3C). While
several L1Md repeats (L1Md_T, L1Md_A) are enriched
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Fig. 5 SMYD5 and H4K20me3 occupy repetitive DNA elements in ES cells. Comparison of H4K20me3, H3K9me3, and SMYD5 enriched sequences
and annotated repetitive sequences (http://www.repeatmasker.org). Empirical cumulative distribution (ECDF) for the percent coverage of a a LINE
or LTR repeat class or b family member (L1 or ERVK) across all H4K20me3 (top) or H3K9me3 (middle) islands, or SMYD5 regions (bottom) relative to
random genomic regions (black). Y-axis shows the percentage of genes that exhibit a percent repeat length less than the value specified by the
x-axis. A line shifted to the right means a systematic increase in the percent coverage of a repeat element in ChIP-Seq peaks relative to random
genomic sequences. p value for all <2.2e−16 (Kolmogorov–Smirnov test)

in H4K20me3, H3K9me3, and SMYD5 occupied regions,
two repeats (L1Md_F and L1Md_F2) were only enriched
in H4K20me3 and H3K9me3 marked regions (see Additional file 3: Figure S3C).
By clustering repeat subfamilies by their enrichment in
SMYD5, H4K20me3, or H3K9me3 regions, our results
further demonstrate that a few LINE/LTR repeat subfamilies are enriched within H4K20me3 (see Additional
file 4: Figure S4A), H3K9me3 (see Additional file 4: Figure S4B), and SMYD5 regions (see Additional file 4: Figure S4C).
Knockdown of SMYD5 leads to decreased levels
of H4K20me3, H3K9me3/2, and HP1α binding

To further directly test whether SMYD5 regulates
H4K20me3 in ES cells, we investigated the global distribution of H4K20me3 in shSmyd5 ES cells using

ChIP-Seq. Our results revealed that 12,358 islands
showed a decrease in H4K20me3 levels in shSmyd5 ES
cells (FDR < 0.001, fold-change >1.5) (Fig. 6a). A comparison of average H4K20me3 profiles around H4K20me3
peaks (Fig. 6b, left panel), and a boxplot (Fig. 6b, right
panel), also showed global decreases in H4K20me3 levels in shSmyd5 ES cells compared with shLuc ES cells
(p < 2.2e−16). Similarly, the levels of H4K20me3 at
SMYD5-enriched regions also decreased in shSmyd5
ES cells (p < 2.2e−16) (Fig. 6c; see Additional file 5: Figure S5), consistent with a role for SMYD5 in regulating
H4K20me3 on chromatin.
To determine whether both H4K20me3 and SMYD5
are simultaneously present at the same genomic regions,
we performed Re-ChIP, also termed sequential ChIP
[32], by immunoprecipitating ES cell chromatin first with
an H4K20me3 or a FLAG antibody (for SMYD5), and
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second with a FLAG or H4K20me3 antibody, respectively. We then performed reChIP-PCR and found that
each was significantly enriched relative to the control,
Nanog promoter, which is not enriched with SMYD5
or H4K20me3 (see Additional file 6: Figure S6A). For
example, H4K20me3 + SMYD5 reChIP levels were
enriched >10–25 fold (relative to control; Nanog promoter) at H4K20me3/SMYD5 co-occupied regions,
and SMYD5 + H4K20me3 reChIP levels were also elevated ~6–11 fold (relative to the control) at H4K20me3/
SMYD5 marked regions (see Additional file 6: Figure
S6B-C), demonstrating that a subset of H4K20me3
marked regions contain SMYD5 marks.
To test whether SMYD5-mediated H4K20me3 affects
H3K9 methylation at heterochromatin regions, we evaluated the global distributions of H3K9me3 and H3K9me2
in Smyd5 knockdown cells. These results show that levels decreased at a subset of H3K9me3 (Fig. 6d) and
H3K9me2 islands (Fig. 6e) in shSmyd5 ES cells compared
with shLuc ES cells. A comparison of average profiles
and boxplots of H3K9me3 (Fig. 6f ) or H3K9me2 (Fig. 6g)
revealed decreased H3K9me3/2 enrichment, suggesting that the H4K20me3 signal may be important for the
H3K9me3 modification in heterochromatin in ES cells.
Our results show that 72% of H3K9me3 islands overlap with H4K20me3 islands, and 70% of SMYD5 islands
overlap with H3K9me3 islands. In addition, 48% of
SMYD5 islands exhibit decreased H3K9me3 levels (>1.5
fold-change, FDR < 0.001), while 36% of all H3K9me3
islands showed decreased levels in SMYD5-depleted ES
cells. These results suggest that SMYD5-bound regions
are more likely to exhibit decreased H3K9me3 levels
relative to regions without SMYD5 binding in SMYD5depleted cells.
Because H3K9 methylation is important for the
recruitment of the heterochromatin protein, HP1 [33],
we examined HP1α binding profiles in shSmyd5 ES cells
using average profiles (Fig. 6h, left panel) and a boxplot
(Fig. 6h, right panel). Our data indicate that HP1α levels
decrease in shSmyd5 ES cells, suggesting that depletion
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of SMYD5 leads to decreased heterochromatin. To test
whether decreases in H3K9me3/2 and HP1α correlate
with decreases in H4K20me3 levels, we compared their
changes at H4K20me3 islands relative to input chromatin. These results show that H3K9me3/2 (Fig. 6i) and
HP1α levels (Fig. 6j) decrease at H4K20me3 islands in
shSmyd5 ES cells. We also surveyed H4K20me3 levels
at H3K9me3 marked regions in SMYD5-depleted ES
cells and observed greater decreases in H4K20me3 at
regions where H3K9me3 decreased relative to regions
where H3K9me3 levels did not change significantly
(p < 2.2e−16) (Fig. 6k), suggesting that decreases in
H4K20me3 are correlated with decreased H3K9me3
levels.
To investigate how SMYD5-mediated decreases in
H4K20me3 affect H3K9me3 levels, we hypothesized that
H3K9 methyltransferases may bind H4K20me3 marks.
However, while we observed binding of G9a, HP1α,
and ESET to H3K9me3/2 using an in vitro pull-down
assay with biotinylated histone H4 and H3 peptides and
nuclear extracts from ES cells, we did not observe binding to H4K20me3/2/1 (see Additional file 7: Figure S7A).
To investigate whether SMYD5 directly interacts with
heterochromatin constituents HP1α and G9a, we immunoprecipitated SMYD5 and performed immunoblotting
using anti-HP1α, anti-G9a, and anti-SMYD5 antibodies.
Our results show that SMYD5 binds to HP1α and G9a
(Fig. 6l). Moreover, using ChIP-Seq analysis to survey
global levels of G9a, we found that G9a levels decrease
in shSmyd5 ES cells relative to shLuc ES cells (Fig. 6m).
Our results also show that G9a occupies 40% of SMYD5
islands. Overall, these results suggest that SMYD5 interacts with heterochromatin proteins HP1α and G9a, and
depletion of SMYD5 leads to decreased binding of HP1α
and G9a. In addition, inspection of custom tracks on
the UCSC genome browser revealed decreased levels of
H4K20me3 and H3K9me3 at several SMYD5 occupied
regions (Fig. 6n).
To investigate whether enrichment of repressive histone marks and associated chromatin factors decreases

(See figure on next page.)
Fig. 6 Depletion of SMYD5 leads to decreased H4K20me3, H3K9me3/2, and HP1α binding. a Change in the global distribution of H4K20me3 in
shSmyd5 ES cells. b Average profile and boxplot of H4K20me3 ChIP-Seq tag density in shSmyd5 ES cells. c Average profiles of H4K20me3 at SMYD5enriched regions in shLuc and shSmyd5 ES cells. d, e Changes in global distributions of d H3K9me3 (e) and H3K9me2 in shSmyd5 ES cells relative to
shLuc ES cells. f–h Average profiles and boxplot of f H3K9me3, g H3K9me2, and h HP1α densities in shLuc and shSmyd5 ES cells. i Boxplot depicting
density of H4K20me3, H3K9me3, and H3K9me2 at H4K20me3 islands. j Empirical cumulative distribution (ECDF) for the fold-change in density of
HP1α in shSmyd5 ES cells. The red line shifted to the left of the input (gray) shows a systematic decrease in enrichment in shSmyd5 ES cells. Boxplot
below shows HP1α density (log2 fold-change vs. input) in shLuc and shSmyd5 ES cells. k H4K20me3 density at regions at regions with decreased
or unaltered H3K9me3 levels. l SMYD5 associates with HP1α and G9a. FLBIO-SMYD5 (biotinylated SMYD5 + BirA) or BirA (control) ES cells were
used to immunoprecipitate SMYD5 protein with avidin-agarose beads. Immunoprecipitates were analyzed by immunoblotting with anti-HP1α,
anti-G9a, and anti-SMYD5 antibodies. m Changes in the global distribution of G9a in shSmyd5 ES cells relative to shLuc ES cells. n Altered profiles of
H4K20me3 at SMYD5-enriched regions (H2-Q1, H2-Q7) in shLuc and shSmyd5 ES cells
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Fig. 7 Elevated expression of repetitive DNA elements in shSmyd5 ES cells. a Fold-change expression of LINE/LTR repetitive DNA sequences in
shSmyd5 ES cells relative to shLuc ES cells. p value for all <2.2e−16 (Kolmogorov–Smirnov test). b Heat map showing expression of a subset of LINE
and LTR regions in shLuc and shSmyd5 ES cells. c Q-RT-PCR expression analysis of two LINE elements (p value <0.05). d Fold-change expression of
LINE (left) and LTR (right) repeat subfamilies in shLuc and shSmyd5 ES cells. e De novo search for LTR retrotransposons/ERVs in the mouse genome
(mm9) using LTRharvest software, and annotated using LTRdigest software. A representative full-length region with internal features is shown. f
Fold-change expression of LTR internal features and LTR UTR regions between shLuc and shSmyd5 ES cells. g Browser view of RNA-Seq expression
and H4K20me3, and H3K9me3 in shLuc and shSmyd5 ES cells, and SMYD5-FLAG and SMYD5-bioChIP in ES cells
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at LINE and LTR regions in the absence of SMYD5, we
compared the densities of H4K20me3, H3K9me3, and
HP1α at LINE (see Additional file 7: Figure S7B) and LTR
(see Additional file 7: Figure S7C) regions. These results
demonstrate that H4K20me3, H3K9me3, and HP1α levels decrease at LINE (see Additional file 7: Figure S7B)
and LTR (see Additional file 7: Figure S7C) regions in
shSmyd5 ES cells. We also observed enrichment of
SMYD5 at LINE (see Additional file 7: Figure S7B) and
LTR (see Additional file 7: Figure S7C) regions relative
to Input DNA in ES cells. Overall, these results suggest
that SMYD5 occupies LINE and LTR repetitive DNA elements and catalyzes H4K20me3 modifications, which are
important for H3K9me3 modifications and HP1α binding in the heterochromatic regions.
Increased expression of repetitive DNA in SMYD5 depleted
ES cells

To investigate whether SMYD5-mediated H4K20me3
plays a role in silencing of LINE, and LTR elements, we
evaluated their expression in shLuc and shSmyd5 ES
cells (Fig. 7a). These results revealed a marked increase
in expression of LINE and LTR elements in shSmyd5 ES
cells (Fig. 7a; p < 2.2e−16). We then applied a stringent
filter to identify LINE and LTR regions (>0.003 RPBM
tag density per site) and evaluated the RNA-Seq expression profile of this subset of LINE and LTR regions. Heat
maps revealed an overall increase in expression of both
LINE and LTR elements (Fig. 7b), suggesting that a loss
of SMYD5 leads to global increases in expression of
the LINE and LTR repetitive sequences. We confirmed
the increased expression of several LINE regions, using
Q-RT-PCR (Fig. 7c) and RNA-Seq. We also investigated
the expression of LINE and LTR repeats in shLuc and
shSmyd5 ES cells and observed de-repression of LTR
repeat subfamilies, which are enriched in H4K20me3and SMYD5-bound regions, including MMETn,
IAPLTR2_Mm, IAPEz-int, ETnERV2-int, RLTR10-int,
MMERK10C-int, IAP-d-int, RLTR6-int (MMETn, 107fold increase; IAPLTR2_Mm, 86-fold increase; IAPEz-int,
71-fold increase), and de-repression of LINE repeat subfamilies, including L1Md_T, L1Md_Gf, L1Md_A, L1Md_
F2, L1Md_F3, and L1Md_F in SMYD5-depleted ES cells
(L1Md_T, 79-fold increase; L1Md_Gf, 51-fold increase;
L1Md_T, 79-fold increase) (Fig. 7d).
Because we observed de-repression of LTR and LINE
subfamilies in Smyd5 knockdown ES cells, we reasoned
that full-length, or intact, LTR retrotransposons and
ERVs may be de-repressed in SMYD5-depleted ES cells.
To test this possibility, we performed a de novo search for
full-length LTR retrotransposons and ERVs in the mouse
genome using LTRharvest software [34], which provides
annotations of known LTR features. Using this approach,
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we identified 11,394 full-length LTR retrotransposons/
ERVs in the mouse genome. We then annotated these
LTR regions using LTRdigest software [35] and identified
20,852 internal features including sequences encoding
viral proteins such as gag and pol (Fig. 7e). An evaluation
of the expression state of these LTR features revealed an
overall increase in the expression of full-length (intact)
LTR/ERV annotated features in SMYD5-depleted ES cells
(Fig. 7f ).
To investigate a relationship between the de-repression of LTRs/ERV regions and occupancy of SMYD5/
H4K20me3, we evaluated the overlap between LTR
regions and SMYD5/H4K20me3 occupancy. Using this
method, we found 872 regions which were occupied by
SMYD5/H4K20me3 and contained LTR/ERV sequences.
An examination of custom UCSC genome browser tracks
revealed SMYD5 binding at a representative region
containing LTR and LINE elements accompanied by
decreased levels of H4K20me3, H3K9me3, and H3K9me2
in shSmyd5 ES cells relative to shLuc ES cells (Fig. 7g; see
Additional file 8: Figure S8).
To investigate whether loss of SMYD5-dependent
silencing of LTR/ERV elements leads to upregulated
expression of nearby genes, which was observed in
ESET/Setdb1 knockout ES cells [36], we first evaluated
the number of upregulated genes in SMYD5 knockdown ES cells that contain LTR/ERV sequences within
10 kb of their TSS (see Additional file 9: Figure S9A-B).
Annotation of these LTR/ERV elements revealed that
they mainly reside in intronic and intergenic regions
(see Additional file 9: Figure S9C). We then evaluated
the expression state of LTR/ERV elements nearby differentially expressed genes. These results revealed
an increase in expression of LTR/ERV elements in
SMYD5 knockdown ES cells relative to control ES cells
(see Additional file 9: Figure S9D). Moreover, we also
observed decreased H4K20me3 levels at nearby islands
in SMYD5 knockdown ES cells (see Additional file 9:
Figure S9E), suggesting that SMYD5-dependent control of H4K20me3 supports the repression of LTR/
ERV elements of nearby genes. We then investigated
whether upregulated genes in shSmyd5 ES cells contain SMYD5 binding and LTR/LINE elements within
10 kb of their TSS are lineage-specific. Indeed, our
results show that expression of lineage-specific genes
bound by SMYD5 and containing LTR/LINE elements
is upregulated in shSmyd5 ES cells (see Additional
file 9: Figure S9F). These results suggest that SMYD5dependent silencing of LTR/LINE elements represses
expression of lineage-specific genes in ES cells. Overall, these results demonstrate that SMYD5 influences
gene expression of nearby genes by silencing LTR/ERV
elements.
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Discussion
SMYD5 is important for ES cell self‑renewal
and differentiation

ES cell self-renewal is governed by networks of transcription factors, including OCT4, SOX2, NANOG,
and TBX3 [27, 37, 38], and epigenetic regulators such
as BRG1 [39, 40] and KDM5B [20, 41] that participate
in regulating transcription of genes that promote selfrenewal while repressing developmental genes. Disruption of these factors abrogates self-renewal leading to
specific or mixed-lineage differentiation. While many
studies have focused on the roles of chromatin modifying
enzymes that regulate active marks such as H3K4 methylation [20, 41–43], or repressive histone marks such as
H3K27 or H3K9 methylation [44–48], few regulators of
the repressive histone mark H4K20me3 have been shown
to be important for mouse development [10, 13], and
none have been shown to be important for ES cell selfrenewal. In this study, we have provided evidence that
SMYD5, which mediates H4K20me3 marks, is a critical
regulator of ES cell function. We found that knockdown
of Smyd5 resulted in decreased ES cell colony integrity and decreased expression of pluripotency regulators such as Oct4, Nanog, and Tbx3, demonstrating that
depletion of SMYD5 leads to compromised self-renewal.
However, modulation of OCT4 levels did not diminish
the impact of depleting SMYD5 in ES cells and during
differentiation.
We also observed perturbed differentiation of SMYD5depleted ES cells, where a loss of SMYD5 resulted in
abnormal EB differentiation including the formation
of complex structures containing circular bulges lined
with a PE, and expression of endodermal genes such as
Sox17. The differential formation of endoderm between
control and shSmyd5 cells was also visible in teratomas.
Moreover, our results describing an important role for
the H4K20 histone methyltransferase, SMYD5, in ES
cell differentiation is in alignment with a previous study
which demonstrated that depletion of Suv420h1/h2
histone methyltransferases leads to compromised differentiation of ES cells [49]. Combined, these findings
suggest that H4K20 HMTases are important for ES cells
differentiation.
SMYD5 regulates H4K20me3 at repetitive DNA elements
in ES cells

Our results support a role for SMYD5 in regulating H4K20me3 in ES cells. These results are in alignment with a previous study which implicated a role for
SMYD5 as a methyltransferase that deposits H4K20me3
marks in Drosophila and in macrophages [19]. We
found that SMYD5 binds H4K20me3-enriched regions
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and depletion of SMYD5 results in global decreases in
H4K20me3 as evaluated by western blotting and ChIPSeq. These results argue for a critical role of SMYD5
in regulating H4K20me3. Interestingly, our data indicated that depletion of SMYD5 also decreased levels of
H3K9me3/2, G9a, and HP1α. Because H4K20me3 is
known to co-localize with H3K9 methylation at heterochromatic regions [7, 50] and H3K9me3 is important for
recruitment of HP1 and heterochromatin formation [51–
54], it is plausible that a loss of SMYD5 and H4K20me3
may lead to decreased heterochromatin through delocalization of H3K9me3 and HP1. Along this line, HP1 isoforms have been shown to recruit Suv420h1/2, which also
induce H4K20 methylation [17], suggesting that interplay
between H4K20 methyltransferases, histone modifications, and HP1 proteins regulates heterochromatin. Our
results showing that SMYD5 interacts with HP1α and
G9a, and depletion of SMYD5 leads to decreased HP1α
and G9a binding, and H3K9me3/2 levels, is in alignment
with this model. Decreased H3K9me3/2 levels may be
due to a disrupted interaction between SMYD5 with G9a
in SMYD5-depleted ES cells, as G9a deposits H3K9 methylation marks and is involved in regulating H3K9me3 levels in vivo [55]. It is also possible that H4K20me3 may
interact with Suv39h1 or Suv39h2 histone methyltransferases, which deposit H3K9 methylation. In this case, a
disrupted interaction between H4K20me3 and Suv39 h
enzymes may lead to decreased H3K9 methylation levels. While we observed decreased H3K9me3 at a subset
of regions (40%) in SMYD5-depleted ES cells, the majority of H3K9me3 marked-regions (60%) were unaltered
(Fig. 6d), suggesting that H3K9 methylation levels change
at a subset of regions in SMYD5-depleted ES cells. We
also observed decreased G9a levels at a subset of islands
(14%) in SMYD5-depleted ES cells (Fig. 6m), and occupancy of G9a at a subset (40%) of SMYD5 islands.
Disruption of repressive chromatin constituents of
heterochromatin may trigger localized decondensation
of chromatin, thus leading to de-repressed transcription
of the underlying DNA. Consistent with this possibility, we observed that a decrease in H4K20me3 at LINE
and LTR repetitive DNA regions by depletion of SMYD5
was accompanied by decreased levels of the heterochromatin mark H3K9me3 and increased expression of LINE
and LTR repetitive DNA elements. Moreover, in addition
to observing a redistribution of H3K9me3 levels in shSmyd5 ES cells using ChIP-Seq, we performed H3K9me3
immunofluorescence analysis using shLuc and shSmyd5
ES cells (see Additional file 10: Figure S10A, B) and
observed decreased H3K9me3 heterochromatin foci in
shSmyd5 ES cells (see Additional file 10: Figure S10C),
further suggesting that depletion of SMYD5 leads to a
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relaxed chromatin state. While we observed a co-occurrence of the repressive histone modifications H4K20me3
and H3K9me3 at LINE and LTR repetitive elements, the
role for multiple heterochromatin-associated histone
modifications at repetitive genomic regions is not fully
known. A possible explanation for the co-occurrence is
that H4K20me3 and H3K9me3 may serve as redundant
markers to facilitate chromatin compaction and maintenance of heterochromatin. Another explanation is that
H4K20me3 and H3K9me3 may interact with a broader
set of repressors compared with H4K20me3 or H3K9me3
alone. As such, combinatorial marking by H4K20me3 and
H3K9me3 may provide greater repressive abilities relative to H4K20me3 or H3K9me3. Moreover, H4K20me3
and H3K9me3 may facilitate interactions between histone modifying enzymes and heterochromatin constituents. Along this line, the H3K9 methyltransferase ESET/
Setdb1 has been shown to interact with multiple repressors, including KAP1 and HP1, KAP1 has been shown to
interact with ESET/Setdb1 and HP1 [56], G9a has been
shown to interact with HP1, and our results demonstrate
that the H4K20me3 methyltransferase SMYD5 interacts
with G9a.

Conclusions
Results presented here describe a role for SMYD5 in
regulating ES cell maintenance by silencing differentiation genes. Our model suggests that repetitive DNA elements recruit SMYD5 to the vicinity of differentiation
genes, thus keeping them silenced. Depletion of SMYD5
relieves the silencing of these genes and thus induces
differentiation.
Methods
ES cell culture

R1 ES cells were cultured as previously described with
minor modifications [20, 41]. Briefly, R1 ES cells were
cultured on irradiated MEFs in DMEM, 15% FBS media
containing LIF (ESGRO) at 37 °C with 5% CO2. For ChIP
experiments, ES cells were cultured on gelatin-coated
dishes in ES cell media containing 1.5 µM CHIR9901
(GSK3 inhibitor) for several passages to remove feeder
cells. ES cells were passed by washing with PBS using
serological pipets (sc-200278, sc-200280) and dissociating with trypsin. For self-renewal experiments in the
absence of LIF, ES cells were cultured on gelatin-coated
dishes in ES cell media without LIF and without feeders.
For embryoid body (EB) formation, ES cells were cultured in low-attachment binding dishes to promote 3D
formation in ES cell media without LIF. Alkaline phosphatase staining was performed using a kit from Millipore according to the manufacturer’s instructions.
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Establishment of SMYD5 expressing ES cells

R1 ES cells were nucleofected with the pEF1α-BirAV5neo plasmid and stably selected in the presence of
300 μg/mL G418 for at least 5–7 days. Individual ES cell
colonies were picked and screened for BirA expression
using western blotting. An ES cell clone expressing high
levels of BirA was used for the subsequent experiments.
Next, Smyd5 cDNA was amplified from ES cell cDNA
and cloned into the pEF1α-FLBIO-puro vector using the
BamHI and XbaI sites. BirA ES cells were nucleofected
with the pEF1α-FLBIO-Smyd5-puro plasmid and stably selected in the presence of 1 μg/mL puromycin and
200 μg/mL G418. Individual ES cells clones were picked
and screened for SMYD5 expression using an antiFLAG antibody and western blotting. BirA ES cells were
used as a negative control for immunoprecipitation and
western blotting experiments. For generation of ES cells
overexpressing wild-type or mutant (H315L and C317A)
SMYD5, SMYD5 was PCR-amplified from ES cell cDNA
and cloned into the pCDH-neo lentiviral vector (System
Biosciences).
Lentiviral infection

ES cells were transduced with lentiviral particles encoding shRNAs as described previously [20, 41]. Briefly,
shRNA template DNA oligos were annealed and doublestranded shRNA templates were cloned into the BamH1/
EcoRI digested pGreenPuro Vector (System Biosciences)
according to the manufacture’s protocol. To generate
lentiviral particles, 293T cells were co-transfected with
an envelope plasmid (pLP/VSVG), packaging vector
(psPAX2), and an shRNA (shLuc or shSmyd5) or cDNA
expression vector (SMYD5) using lipofectamine 2000.
Twenty-four to 48 h posttransfection, the medium containing lentiviral particles was harvested, filtered, and
used to infect ES cells. Twenty-four hours post-transduction, ES cells were stably selected in the presence of 1 µg/
mL puromycin.
Teratoma and tumor formation

Teratoma formation was performed as previously
described [20]. Briefly, ES cells were cultured on gelatincoated dishes to remove feeder cells, dissociated into single cells, and 106 ES cells were injected subcutaneously
into immunocompromised SCID–beige mice. After three
to four weeks, mice were euthanized and teratomas were
washed and fixed in 10% buffered formalin. Teratomas
were then embedded in paraffin. Thin sections were cut
and stained with hematoxylin and eosin (H&E) using
standard techniques. All animals were treated in accordance with Institution Animal Care and Use Committee
guidelines under current approved protocols at NHLBI.
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Q‑RT‑PCR expression analysis

RNA isolation and Q-RT-PCR were performed as previously described with minor modifications [20]. Briefly,
RNA isolation and Q-RT-PCR were performed as previously described with minor modifications. Total RNA
was harvested from ES cells using an RNeasy Mini Kit or
miRNeasy Mini Kit (Qiagen, Valencia, CA) and DNase
treated using Turbo DNA-free (Ambion). Reverse transcription was performed using a Superscript III kit (Invitrogen, Carlsbad, CA). Q-RT-PCR was performed using
TaqMan probes, or custom FAM-labeled probes, and
primers and TaqMan Universal PCR Master Mix reagents (Applied Biosystems). Primers used for Q-RT-PCR
with Roche Universal probes were designed using the
Universal Probe Library Assay design Center (Roche).
Immunoflourescence analysis

ES cells were fixed with 4% paraformaldehyde for 15 min
at room temperature, washed with 0.1% Triton X-100
(Sigma), and blocked in 1% BSA/0.01% Tween-20 for
30 min. Fixed cells were incubated with an anti-H3K9me3
antibody (ab8898) overnight at 4 °C in blocking buffer.
The next day, the cells were washed with blocking buffer,
and incubated with DAPI in 0.1% Triton X-100, washed
with blocking buffer, and mounted in ProLong Gold antifade reagent (Invitrogen).
ChIP‑Seq

ChIP-Seq experiments were performed as previously
described with minor modifications [20, 41, 57]. The
H4K20me3 antibody (07-463) and the HP1α antibody
were obtained from Millipore. The polyclonal H4K20me2
(ab9052), H4K20me1 (ab9051), H3K9me3 (ab8898),
and H3K9me2 (ab1220) antibodies were obtained from
Abcam. For SMYD5-FLAG ChIP-Seq, the monoclonal anti-FLAG antibody was obtained from Sigma. For
SMYD5-bioChIP-Seq, streptavidin (SA) beads were
obtained from Invitrogen.
Briefly, ES cells were harvested and chemically crosslinked with 1% formaldehyde (Sigma) for 5–10 min at
37 °C and subsequently sonicated. Sonicated cell extracts
were used for ChIP assays. ChIP-enriched DNA was endrepaired using the End-It DNA End-Repair kit (Epicentre), followed by addition of a single A nucleotide, and
ligation of PE adapters (Illumina) or custom-indexed
adapters. PCR was performed using Phusion High-Fidelity PCR master mix. ChIP libraries were sequenced on an
Illumina HiSeq platform according to the manufacture’s
protocol.
Sequence reads were mapped to the mouse genome
(mm9) using Bowtie2 [58]. To allow mapping to repetitive elements, we used the default mode of Bowtie2,
which searches for multiple alignments, and reports
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the best one based on the alignment score (MAPQ)
(http://bowtie-bio.sourceforge.net/bowtie2/manual.
shtml).
ChIP-Seq read-enriched regions were identified relative to Input DNA (sonicated chromatin) as previously
described with minor modifications [59, 60]. Briefly,
ChIP-Seq read-enriched regions (peaks) were identified
relative to Input DNA using “Spatial Clustering for Identification of ChIP-Enriched Regions” (SICER) software
[60] with a window size setting of 200 bps, a gap setting
of 400 bps, and a FDR setting of 0.001. For a comparison of ChIP-enrichment between samples, a fold-change
threshold of 1.5 and an FDR setting of 0.001 were used.
For transcription factors (see Fig. 3g), the ChIP-Seq
read-enriched peaks were called by MACS [61] with
a p value setting of 0.00001. The RPBM measure (read
per base per million reads) was used to quantify the
density of histone modification, SMYD5 binding, and
Input DNA at genomic regions from ChIP-Seq datasets. We have also applied the Kolmogorov–Smirnov
test to obtain p value statistics and compare densities at
genomic regions.
reChIP

reChIP, also termed sequential ChIP, was performed
as previously described with minor modifications [32].
Cross-linked chromatin from ES cells was immunoprecipitated with antibodies against either H4K20me3
or FLAG (for SMYD5) as described above (see “ChIPSeq”), except that chromatin was eluted in a TE solution
containing 20 mM DTT, 500 mM NaCL, and 1% SDS
at 37° for 20 min. The eluted DNA was diluted 50-fold,
and a second round of immunoprecipitations was performed against the FLAG or H4K20me3 antibody as
described above. PCR primers for evaluating reChIP
were designed from the indicated genomic regions.
Real-time PCR was performed using an Applied Biosystems OneStepPlus machine. For reChIP, 1 µL of reChIP
DNA or 1 µL of Input DNA was used as a template, and
relative enrichment was determined from a standard
curve for each primer using a standard curve of Input
DNA, and using the Nanog promoter (which does not
contain enrichment of H4K20me3 or SMYD5) as a
normalizer.
RNA‑Seq analysis

RNA was harvested from ES cells and EBs as described
above. RNA-Seq was performed as previously described
[20, 41]. RNA was harvested from ES cells and EBs as
described above. mRNA was purified using a Dynabeads
mRNA purification kit (Invitrogen). Double-stranded
cDNA was generated using a SuperScript DoubleStranded cDNA synthesis kit (Invitrogen). cDNA was
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end-repaired using the End-It DNA End-Repair kit (Epicentre), followed by addition of a single A nucleotide,
and ligation of PE adapters (Illumina) or custom-indexed
adapters. PCR was performed using Phusion High-Fidelity PCR master mix. RNA-Seq libraries were sequenced
on Illumina GAIIX or HiSeq platforms according to the
manufacture’s protocol.
The RPKM measure (reads per kilo bases of exon model
per million reads) proposed previously [62] was used to
quantify the mRNA expression level of a gene from RNASeq datasets. Differentially expressed genes were identified using EdgeR (FDR < 0.001 and FC > 2) [63]. Genes
with RPKM < 3 in both conditions in comparison were
excluded from this analysis.
Prediction of differentially expressed genes due to chance
or accelerated differentiation

Expression changes that indicate accelerated differentiation include genes that show accelerated downregulation
or upregulation during EB differentiation. The percentage of genes that lag behind during differentiation of shSmyd5 ES cells is less than expected. Each bar represents a
group of genes upregulated by at least alpha-fold (X axis)
from ESC (0 h) to EB day 6 in the control cells. The percentage of genes with expression values that follow the
order: EB day 6 (shLuc) > EB day 6 (shSmyd5) > ES cell is
calculated (Observed; red bars); error bars are generated
by bootstrapping. The expression values of all genes are
randomly shuffled independently for EB day 6 (shLuc),
EB day 6 (shSmyd5), and ES cells and are repeated many
times to give the means and standard deviations for the
expectations (Expected; blue bars). The red bars represent observed data.
Annotation of repetitive DNA sequences

Repetitive DNA sequence classes (e.g., LINE, LTR), families (L1, ERVK), and names (e.g., L1Md_T, IAPLTR1) for
the mm9 reference genome were defined according to
the annotations provided by the UCSC genome browser
and RepeatMasker (http://www.repeatmasker.org), which
uses curated libraries of repeats such as Repbase (http://
www.girinst.org/repbase/).
In vitro pull‑down assay

Nuclear extracts were prepared from ES cells using a
standard high salt extraction protocol [64]. Briefly, cells
were lysed by Dounce homogenizing in buffer A, washed,
and nuclear proteins were extracted with buffer C. The
salt concentration was diluted as described [65], and
incubated with histone peptides (unmodified or modified) prebound to avidin beads overnight at 4 °C. Beads
were washed, eluted, and analyzed by SDS-PAGE.
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Additional files
Additional file 1: Figure S1. Depletion of SMYD5 leads to decreased
self-renewal and altered differentiation. (A) RNA-Seq data of Smyd5
expression in ES cells and day 14 differentiated embryoid bodies (EBs; log2
RPKM). (B) Q-RT-PCR analysis of Smyd5 expression in control (shLuc) ES
cells and SMYD5 shRNA knockdown ES cells (shSmyd5-1, shSmyd5-2, and
shSmyd5-3). (C) Bright-field microscopy of ES cells infected with shLuc
(control) or shSmyd5 lentiviral particles (shSmyd5-1, shSmyd5-2, and
shSmyd5-3) and stably selected with puromycin. (D) Q-RT-PCR expression
analysis during shLuc and shSmyd5 EB differentiation.
Additional file 2: Figure S2. SMYD5 and H4K20me3 co-occupancy
in ES cells. (A) Venn diagram showing comparison of SMYD5-FLAG and
SMYD5-bioChIP ChIP-enriched peaks. (B) Heat map of SMYD5-FLAG and
FLAG-bioChIP ChIP-Seq densities at FLAG-bioChIP intersecting regions.
(C) Average profiles of SMYD5-bioChIP and SMYD5-FLAG density at FLAGbioChIP intersecting enriched regions. (D) Western blot of H4K20me3 in
shLuc and shSmyd5 ES cells.
Additional file 3: Figure S3. SMYD5 and H4K20me3 are enriched at
LINE and LTR repeats in ES cells. (A) Repetitive DNA sequences (LINE and
LTR) are enriched in H4K20me3, H3K9me3 and SMYD5 genomic sites.
Comparison of H4K20me3, H3K9me3, and SMYD5 enriched sequences
and annotated repetitive sequences (http://www.repeatmasker.org). The
percentage of ChIP-enriched regions with at least 60% repeat length is
shown. Note the predominance of LTR and LINE repetitive DNA sequences
in ChIP-enriched islands. (B) Repeat subfamilies belonging to the LINE and
LTR repetitive DNA sequence classes are enriched in H4K20me3, H3K9me3
and SMYD5 genomic sites. The percentage of ChIP-enriched regions with
at least 60% repeat length is shown. (C) Repetitive DNA sequence family
members L1 and ERVK are enriched in H4K20me3, H3K9me3 and SMYD5
genomic regions.
Additional file 4: Figure S4. Enrichment of LINE and LTR repeat subfamilies at SMYD5, H4K20me3, and H3K9me3 occupied regions. (A, C)
Hierarchical clustering heat map showing the percent coverage of repeat
subfamilies belonging to the LINE and LTR class within (A) H4K20me3
(B) H3K9me3, and (C) SMYD5 ChIP-enriched regions. Red indicates an
elevated percent coverage of a repeat element. The X axis shows the
H4K20me3, H3K9me3, and SMYD5 ChIP-peaks while the Y axis shows the
LINE or LTR element name.
Additional file 5: Figure S5. H4K20me3 density at SMYD5 bound
regions. (A) Empirical cumulative distribution for the density of H4K20me3
at SMYD5-enriched regions in shLuc and shSmyd5 ES cells. The boxplot
shows the density of H4K20me3 at SMYD5-enriched regions (log2 foldchange vs. Input) in shLuc and shSmyd5 ES cells.
Additional file 6: Figure S6. Re-ChIP Validation of H4K20me3 and
SMYD5 co-occupancy in ES cells. (A) Real-time PCR depicting the relative enrichment of H4K20me3/SMYD5 co-occupied or control (Nanog
promoter) genomic sites after sequential immunoprecipitations with an
anti-FLAG antibody (for SMYD5) and then an anti-H4K20me3 antibody,
or an anti-H4K20me3 antibody and then an anti-FLAG antibody. (B) Foldchange enrichment of H4K20me3/SMYD5 co-occupied genomic sites
relative to the control (Nanog promoter) site. Region #10 is also depicted
in Fig. 7g. (C) Annotation of H4K20me3/SMYD5 regions using HOMER
software [69].
Additional file 7: Figure S7. Depletion of SMYD5 leads to decreased
H4K20me3, H3K9me3, and HP1α at LINE/LTR repeats. (A) Peptide pulldown assays using ES cell nuclear extracts and unmodified or modified
H4/H3 peptides were performed and analyzed by immunoblotting with
anti-HP1α, anti-G9a, and anti-ESET antibodies. (B) Empirical cumulative distribution for the density of H4K20me3 (top left panel), H3K9me3
(bottom left panel), HP1α (bottom right panel) at LINE regions in shLuc
and shSmyd5 ES cells, and SMYD5-FLAG in ES cells (top right panel). (C)
Empirical cumulative distribution for the density of H4K20me3 (top left
panel), H3K9me3 (bottom left panel), HP1α (bottom right panel) at LTR
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regions in shLuc and shSmyd5 ES cells, and SMYD5-FLAG in ES cells (top
right panel).
Additional file 8: Figure S8. Elevated expression of repetitive DNA
elements in SMYD5 knockdown ES cells. Browser view of RNA-Seq expression and H4K20me3, and H3K9me3 in shLuc and shSmyd5 ES cells, and
SMYD5-FLAG and SMYD5-bioChIP in ES cells. The green box highlights a
genomic region enriched with H4K20me3 and other histone modifications in control (shLuc) ES cells.
Additional file 9: Figure S9. Upregulated genes in SMYD5 knockdown
cells associated with LTR/ERV elements and decreased H4K20me3. Loss of
SMYD5-dependent silencing of LTR/ERV elements influences the expression of nearby genes. (A) Number of differentially expressed (DE) genes
between shLuc and shSmyd5 ES cells (fold-change >1.5, p value <0.05).
(B) Expression of upregulated genes between shLuc and shSmyd5 ES
cells (p = 5.528e−13) (log2 RPKM). (C) Annotation of LTR/ERV elements
nearby DE genes in shLuc and shSmyd5 ES using HOMER software [69].
(D) Fold-change expression of LTR/ERV elements at DE genes (A-C)
relative to total mRNA in shSmyd5 ES cells relative to shLuc ES cells. (E)
Density of H4K20me3 marks nearby LTR/ERV element and within 10 kb of
TSS of DE genes. (F) Mouse gene atlas expression analysis evaluated using
Network2Canvas [66] demonstrates that lineage and ES cell genes are
misexpressed in shSmyd5 ES cells. Each node (square) represents a gene
list (shLuc vs shSmyd5 DE genes bound by SMYD5 and containing LTR/
LINE element) associated with a gene-set library (mouse gene atlas). The
brightness (white) of each node is determined by its p value.
Additional file 10: Figure S10. Decreased H3K9me3 heterochromatin
foci in SMYD5-depleted ES cells. (A, B) Immunofluorescence staining of
H3K9me3 in (A) shLuc and (B) shSmyd5 ES cells. Nuclei were stained with
DAPI. (C) Quantitation of nuclear H3K9me3 heterochromatin foci using
ImageJ software.

Abbreviations
ES cells: embryonic stem cells; H4K20me3: trimethylated histone 4 lysine 20;
H3K9me3: trimethylated histone 3 lysine 9; SMYD5: set and mynd domain 5;
LTR: long terminal repeat; LINE: long interspersed nuclear element; shRNA:
short hairpin RNA; ERV: endogenous retrovirus; TF: transcription factor; HP1:
heterochromatin protein 1; RNA-Seq: RNA sequencing; WT: wild-type; 3D:
three dimensional; AP: alkaline phosphatase; DE: differentially expressed; Q-RTPCR: quantitative real-time PCR; GSEA: gene set enrichment analysis; GO: gene
ontology; LIF: leukemia inhibitory factor; EB: embryoid body; PE: primitive
endoderm; ICM: inner cell mass; H&E: hematoxylin and eosin; PCA: principle
component analysis; bioChIP: biotin-mediated ChIP; SICER: spatial clustering
for identification of ChIP-enriched regions; ChIP-Seq: chromatin immunoprecipitation sequencing; reChIP: sequential ChIP; kb: kilobase; TSS: transcription
start site; SCID: sever combined immunodeficiency; FDR: false discovery rate;
MACS: model-based analysis for ChIP-Seq; RPKM: reads per kilo bases of exon
model per million reads; RPBM: read per base per million reads.
Authors’ contributions
BLK and KZ conceived the project. BLK performed the experiments and
analyzed the data. GH contributed to the computational data analysis. KC
contributed to the experiments. BLK and KZ wrote the paper. All authors read
and approved the final manuscript.
Author details
1
Department of Oncology, Wayne State University School of Medicine,
Detroit, MI, USA. 2 Karmanos Cancer Institute, Wayne State University School
of Medicine, Detroit, MI, USA. 3 Systems Biology Center, National Heart, Lung
and Blood Institute, National Institutes of Health, Bethesda, MD, USA.
Acknowledgements
We thank Drs. Zhiyong Ding, Wenfei Jin, Ana Robles and Curt Harris for helpful
discussions, Dr. Jianlong Wang for providing the pEF1a-BirAV5-neo and pEF1aFlagbio(FLBIO)-puro vectors. This work utilized the Wayne State University
High Performance Computing Grid for computational resources (https://www.
grid.wayne.edu/) and the computational resources of the NIH HPC Biowulf

Page 18 of 20

cluster. (http://hpc.nih.gov). The DNA Sequencing Core, Light Microcopy Core,
and the Transgenic Core facilities of NHLBI assisted with this work.
Competing interests
The authors declare that they have no competing interests.
Availability of data
The sequencing data from this study have been submitted to the NCBI Gene
Expression Omnibus (GEO) (http://www.ncbi.nlm.nih.gov/geo) under Accession No. GSE94086.
Consent for publication
The manuscript has been read and approved by all authors.
Ethics approval and consent to participate
All animals were treated in accordance with Institution Animal Care and Use
Committee guidelines under current approved protocols at NHLBI.
Funding
This work was supported by the Division of Intramural Research of the
National Heart, Lung and Blood Institute, Karmanos Cancer Institute, Wayne
State University, and a grant from the National Heart, Lung and Blood Institute
(1K22HL126842-01A1) awarded to BLK.
Received: 21 December 2016 Accepted: 14 February 2017

References
1. Grewal SI, Moazed D. Heterochromatin and epigenetic control of
gene expression. Science. 2003;301(5634):798–802. doi:10.1126/
science.1086887.
2. Grewal SI, Elgin SC. Heterochromatin: new possibilities for the inheritance
of structure. Curr Opin Genet Dev. 2002;12(2):178–87.
3. Avner P, Heard E. X-chromosome inactivation: counting, choice and initiation. Nat Rev Genet. 2001;2(1):59–67. doi:10.1038/35047580.
4. Guarente L. Sir2 links chromatin silencing, metabolism, and aging. Genes
Dev. 2000;14(9):1021–6.
5. Matsui T, Leung D, Miyashita H, Maksakova IA, Miyachi H, Kimura H,
et al. Proviral silencing in embryonic stem cells requires the histone
methyltransferase ESET. Nature. 2010;464(7290):927–31. doi:10.1038/
nature08858.
6. Macfarlan TS, Gifford WD, Driscoll S, Lettieri K, Rowe HM, Bonanomi D,
et al. Embryonic stem cell potency fluctuates with endogenous retrovirus
activity. Nature. 2012;487(7405):57–63. doi:10.1038/nature11244.
7. Lachner M, Sengupta R, Schotta G, Jenuwein T. Trilogies of histone lysine
methylation as epigenetic landmarks of the eukaryotic genome. Cold
Spring Harb Symp Quant Biol. 2004;69:209–18. doi:10.1101/sqb.2004.69.209.
8. Karachentsev D, Sarma K, Reinberg D, Steward R. PR-Set7-dependent
methylation of histone H4 Lys 20 functions in repression of gene
expression and is essential for mitosis. Genes Dev. 2005;19(4):431–5.
doi:10.1101/gad.1263005.
9. Botuyan MV, Lee J, Ward IM, Kim JE, Thompson JR, Chen J, et al. Structural
basis for the methylation state-specific recognition of histone H4-K20 by
53BP1 and Crb2 in DNA repair. Cell. 2006;127(7):1361–73. doi:10.1016/j.
cell.2006.10.043.
10. Schotta G, Sengupta R, Kubicek S, Malin S, Kauer M, Callen E, et al. A
chromatin-wide transition to H4K20 monomethylation impairs genome
integrity and programmed DNA rearrangements in the mouse. Genes
Dev. 2008;22(15):2048–61. doi:10.1101/gad.476008.
11. Vermeulen M, Eberl HC, Matarese F, Marks H, Denissov S, Butter F, et al.
Quantitative interaction proteomics and genome-wide profiling of
epigenetic histone marks and their readers. Cell. 2010;142(6):967–80.
doi:10.1016/j.cell.2010.08.020.
12. Beck DB, Oda H, Shen SS, Reinberg D. PR-Set7 and H4K20me1: at the
crossroads of genome integrity, cell cycle, chromosome condensation, and transcription. Genes Dev. 2012;26(4):325–37. doi:10.1101/
gad.177444.111.

Kidder et al. Epigenetics & Chromatin (2017) 10:8

13. Oda H, Okamoto I, Murphy N, Chu J, Price SM, Shen MM, et al. Monomethylation of histone H4-lysine 20 is involved in chromosome structure
and stability and is essential for mouse development. Mol Cell Biol.
2009;29(8):2278–95. doi:10.1128/MCB.01768-08.
14. Mikkelsen TS, Ku M, Jaffe DB, Issac B, Lieberman E, Giannoukos G, et al.
Genome-wide maps of chromatin state in pluripotent and lineage-committed cells. Nature. 2007;448(7153):553–60.
15. Barski A, Cuddapah S, Cui K, Roh TY, Schones DE, Wang Z, et al. Highresolution profiling of histone methylations in the human genome. Cell.
2007;129(4):823–37. doi:10.1016/j.cell.2007.05.009.
16. Sanders SL, Portoso M, Mata J, Bahler J, Allshire RC, Kouzarides T. Methylation of histone H4 lysine 20 controls recruitment of Crb2 to sites of DNA
damage. Cell. 2004;119(5):603–14. doi:10.1016/j.cell.2004.11.009.
17. Schotta G, Lachner M, Sarma K, Ebert A, Sengupta R, Reuter G, et al. A
silencing pathway to induce H3-K9 and H4-K20 trimethylation at constitutive heterochromatin. Genes Dev. 2004;18(11):1251–62. doi:10.1101/
gad.300704.
18. Fodor BD, Shukeir N, Reuter G, Jenuwein T. Mammalian Su(var) genes in
chromatin control. Annu Rev Cell Dev Biol. 2010;26:471–501. doi:10.1146/
annurev.cellbio.042308.113225.
19. Stender JD, Pascual G, Liu W, Kaikkonen MU, Do K, Spann NJ, et al.
Control of proinflammatory gene programs by regulated trimethylation and demethylation of histone H4K20. Mol Cell. 2012;48(1):28–38.
doi:10.1016/j.molcel.2012.07.020.
20. Kidder BL, Hu G, Yu ZX, Liu C, Zhao K. Extended self-renewal and
accelerated reprogramming in the absence of Kdm5b. Mol Cell Biol.
2013;33(24):4793–810. doi:10.1128/MCB.00692-13.
21. Kurosawa H. Methods for inducing embryoid body formation: in vitro
differentiation system of embryonic stem cells. J Biosci Bioeng.
2007;103(5):389–98. doi:10.1263/jbb.103.389.
22. Subramanian A, Tamayo P, Mootha VK, Mukherjee S, Ebert BL, Gillette MA,
et al. Gene set enrichment analysis: a knowledge-based approach for
interpreting genome-wide expression profiles. Proc Natl Acad Sci USA.
2005;102(43):15545–50.
23. Dennis G Jr, Sherman BT, Hosack DA, Yang J, Gao W, Lane HC, et al. DAVID:
database for annotation, visualization, and integrated discovery. Genome
Biol. 2003;4(5):P3.
24. Marson A, Levine SS, Cole MF, Frampton GM, Brambrink T, Johnstone S,
et al. Connecting microRNA genes to the core transcriptional regulatory
circuitry of embryonic stem cells. Cell. 2008;134(3):521–33. doi:10.1016/j.
cell.2008.07.020.
25. Coucouvanis E, Martin GR. Signals for death and survival: a twostep mechanism for cavitation in the vertebrate embryo. Cell.
1995;83(2):279–87.
26. Niakan KK, Ji H, Maehr R, Vokes SA, Rodolfa KT, Sherwood RI, et al. Sox17
promotes differentiation in mouse embryonic stem cells by directly
regulating extraembryonic gene expression and indirectly antagonizing
self-renewal. Genes Dev. 2010;24(3):312–26. doi:10.1101/gad.1833510.
27. Chen X, Xu H, Yuan P, Fang F, Huss M, Vega VB, et al. Integration of external
signaling pathways with the core transcriptional network in embryonic
stem cells. Cell. 2008;133(6):1106–17.
28. Rahl PB, Lin CY, Seila AC, Flynn RA, McCuine S, Burge CB, et al. c-Myc regulates transcriptional pause release. Cell. 2010;141(3):432–45. doi:10.1016/j.
cell.2010.03.030.
29. Ku M, Koche RP, Rheinbay E, Mendenhall EM, Endoh M, Mikkelsen TS,
et al. Genomewide analysis of PRC1 and PRC2 occupancy identifies
two classes of bivalent domains. PLoS Genet. 2008;4(10):e1000242.
doi:10.1371/journal.pgen.1000242.
30. Kim J, Chu J, Shen X, Wang J, Orkin SH. An extended transcriptional network for pluripotency of embryonic stem cells. Cell.
2008;132(6):1049–61.
31. Kim J, Cantor AB, Orkin SH, Wang J. Use of in vivo biotinylation to study
protein–protein and protein–DNA interactions in mouse embryonic stem
cells. Nat Protoc. 2009;4(4):506–17. doi:10.1038/nprot.2009.23.
32. Bernstein BE, Mikkelsen TS, Xie X, Kamal M, Huebert DJ, Cuff J, et al. A
bivalent chromatin structure marks key developmental genes in embryonic stem cells. Cell. 2006;125(2):315–26.
33. Fischle W, Tseng BS, Dormann HL, Ueberheide BM, Garcia BA, Shabanowitz J, et al. Regulation of HP1-chromatin binding by histone H3 methylation and phosphorylation. Nature. 2005;438(7071):1116–22. doi:10.1038/
nature04219.

Page 19 of 20

34. Ellinghaus D, Kurtz S, Willhoeft U. LTRharvest, an efficient and flexible software for de novo detection of LTR retrotransposons. BMC Bioinformatics.
2008;9:18. doi:10.1186/1471-2105-9-18.
35. Steinbiss S, Willhoeft U, Gremme G, Kurtz S. Fine-grained annotation and
classification of de novo predicted LTR retrotransposons. Nucleic Acids
Res. 2009;37(21):7002–13. doi:10.1093/nar/gkp759.
36. Karimi MM, Goyal P, Maksakova IA, Bilenky M, Leung D, Tang JX, et al. DNA
methylation and SETDB1/H3K9me3 regulate predominantly distinct sets
of genes, retroelements, and chimeric transcripts in mESCs. Cell Stem
Cell. 2011;8(6):676–87. doi:10.1016/j.stem.2011.04.004.
37. Ivanova N, Dobrin R, Lu R, Kotenko I, Levorse J, DeCoste C, et al.
Dissecting self-renewal in stem cells with RNA interference. Nature.
2006;442(7102):533–8.
38. Tam WL, Lim CY, Han J, Zhang J, Ang YS, Ng HH, et al. T-cell factor
3 regulates embryonic stem cell pluripotency and self-renewal by
the transcriptional control of multiple lineage pathways. Stem Cells.
2008;26(8):2019–31. doi:10.1634/stemcells.2007-1115.
39. Kidder BL, Palmer S, Knott JG. SWI/SNF-Brg1 regulates self-renewal and
occupies core pluripotency-related genes in embryonic stem cells. Stem
Cells. 2009;27(2):317–28. doi:10.1634/stemcells.2008-0710.
40. Ho L, Jothi R, Ronan JL, Cui K, Zhao K, Crabtree GR. An embryonic stem
cell chromatin remodeling complex, esBAF, is an essential component
of the core pluripotency transcriptional network. Proc Natl Acad Sci USA.
2009;106(13):5187–91. doi:10.1073/pnas.0812888106.
41. Kidder BL, Hu G, Zhao K. KDM5B focuses H3K4 methylation near promoters and enhancers during embryonic stem cell self-renewal and differentiation. Genome Biol. 2014;15(2):R32. doi:10.1186/gb-2014-15-2-r32.
42. Ang YS, Tsai SY, Lee DF, Monk J, Su J, Ratnakumar K, et al. Wdr5 mediates
self-renewal and reprogramming via the embryonic stem cell core transcriptional network. Cell. 2011;145(2):183–97. doi:10.1016/j.cell.2011.03.003.
43. Glaser S, Schaft J, Lubitz S, Vintersten K, van der Hoeven F, Tufteland KR,
et al. Multiple epigenetic maintenance factors implicated by the loss
of Mll2 in mouse development. Development. 2006;133(8):1423–32.
doi:10.1242/dev.02302.
44. Boyer LA, Plath K, Zeitlinger J, Brambrink T, Medeiros LA, Lee TI, et al. Polycomb complexes repress developmental regulators in murine embryonic
stem cells. Nature. 2006;441(7091):349–53.
45. Dodge JE, Kang YK, Beppu H, Lei H, Li E. Histone H3-K9 methyltransferase
ESET is essential for early development. Mol Cell Biol. 2004;24(6):2478–86.
46. Loh YH, Zhang W, Chen X, George J, Ng HH. Jmjd1a and Jmjd2c histone
H3 Lys 9 demethylases regulate self-renewal in embryonic stem cells.
Genes Dev. 2007;21(20):2545–57. doi:10.1101/gad.1588207.
47. O’Carroll D, Erhardt S, Pagani M, Barton SC, Surani MA, Jenuwein T. The
polycomb-group gene Ezh2 is required for early mouse development.
Mol Cell Biol. 2001;21(13):4330–6. doi:10.1128/MCB.21.13.4330-4336.2001.
48. Tachibana M, Sugimoto K, Nozaki M, Ueda J, Ohta T, Ohki M, et al. G9a
histone methyltransferase plays a dominant role in euchromatic histone
H3 lysine 9 methylation and is essential for early embryogenesis. Genes
Dev. 2002;16(14):1779–91. doi:10.1101/gad.989402.
49. Nicetto D, Hahn M, Jung J, Schneider TD, Straub T, David R, et al. Suv420 h histone methyltransferases promote neuroectodermal differentiation by silencing the pluripotency-associated Oct-25 gene. PLoS Genet.
2013;9(1):e1003188. doi:10.1371/journal.pgen.1003188.
50. Allis CD, Jenuwein T, Reinberg D. Epigenetics. Cold Spring Harbor, NY:
Cold Spring Harbor Laboratory Press; 2007.
51. Platero JS, Hartnett T, Eissenberg JC. Functional analysis of the chromo
domain of HP1. EMBO J. 1995;14(16):3977–86.
52. Fischle W, Wang Y, Jacobs SA, Kim Y, Allis CD, Khorasanizadeh S.
Molecular basis for the discrimination of repressive methyl-lysine marks
in histone H3 by Polycomb and HP1 chromodomains. Genes Dev.
2003;17(15):1870–81. doi:10.1101/gad.1110503.
53. Stewart MD, Li J, Wong J. Relationship between histone H3 lysine
9 methylation, transcription repression, and heterochromatin protein 1 recruitment. Mol Cell Biol. 2005;25(7):2525–38. doi:10.1128/
MCB.25.7.2525-2538.2005.
54. Thiru A, Nietlispach D, Mott HR, Okuwaki M, Lyon D, Nielsen PR, et al.
Structural basis of HP1/PXVXL motif peptide interactions and HP1
localisation to heterochromatin. EMBO J. 2004;23(3):489–99. doi:10.1038/
sj.emboj.7600088.
55. Yokochi T, Poduch K, Ryba T, Lu J, Hiratani I, Tachibana M, et al. G9a
selectively represses a class of late-replicating genes at the nuclear

Kidder et al. Epigenetics & Chromatin (2017) 10:8

56.

57.
58.
59.

60.

61.
62.
63.

periphery. Proc Natl Acad Sci USA. 2009;106(46):19363–8. doi:10.1073/
pnas.0906142106.
Maksakova IA, Thompson PJ, Goyal P, Jones SJ, Singh PB, Karimi MM, et al.
Distinct roles of KAP1, HP1 and G9a/GLP in silencing of the two-cell-specific retrotransposon MERVL in mouse ES cells. Epigenetics Chromatin.
2013;6(1):15. doi:10.1186/1756-8935-6-15.
Kidder BL, Hu G, Zhao K. ChIP-Seq: technical considerations for obtaining
high-quality data. Nat Immunol. 2011;12(10):918–22. doi:10.1038/ni.2117.
Langmead B, Salzberg SL. Fast gapped-read alignment with Bowtie 2. Nat
Methods. 2012;9(4):357–9. doi:10.1038/nmeth.1923.
Xu S, Grullon S, Ge K, Peng W. Spatial clustering for identification of
ChIP-enriched regions (SICER) to map regions of histone methylation
patterns in embryonic stem cells. Methods Mol Biol. 2014;1150:97–111.
doi:10.1007/978-1-4939-0512-6_5.
Zang C, Schones DE, Zeng C, Cui K, Zhao K, Peng W. A clustering
approach for identification of enriched domains from histone modification ChIP-Seq data. Bioinformatics. 2009;25(15):1952–8. doi:10.1093/
bioinformatics/btp340.
Zhang Y, Liu T, Meyer CA, Eeckhoute J, Johnson DS, Bernstein BE, et al.
Model-based analysis of ChIP-Seq (MACS). Genome Biol. 2008;9(9):R137.
doi:10.1186/gb-2008-9-9-r137.
Mortazavi A, Williams BA, McCue K, Schaeffer L, Wold B. Mapping and
quantifying mammalian transcriptomes by RNA-Seq. Nat Methods.
2008;5(7):621–8. doi:10.1038/nmeth.1226.
Robinson MD, McCarthy DJ, Smyth GK. edgeR: a bioconductor package
for differential expression analysis of digital gene expression data. Bioinformatics. 2009;26(1):139–40. doi:10.1093/bioinformatics/btp616.

Page 20 of 20

64. Dignam JD, Lebovitz RM, Roeder RG. Accurate transcription initiation by
RNA polymerase II in a soluble extract from isolated mammalian nuclei.
Nucleic Acids Res. 1983;11(5):1475–89.
65. Wysocka J. Identifying novel proteins recognizing histone modifications using peptide pull-down assay. Methods. 2006;40(4):339–43.
doi:10.1016/j.ymeth.2006.05.028.
66. Tan CM, Chen EY, Dannenfelser R, Clark NR, Ma’ayan A. Network2Canvas:
network visualization on a canvas with enrichment analysis. Bioinformatics. 2013;29(15):1872–8. doi:10.1093/bioinformatics/btt319.
67. Whyte WA, Bilodeau S, Orlando DA, Hoke HA, Frampton GM, Foster CT,
et al. Enhancer decommissioning by LSD1 during embryonic stem cell
differentiation. Nature. 2012;482(7384):221–5. doi:10.1038/nature10805.
68. Newman AM, Cooper JB. AutoSOME: a clustering method for identifying
gene expression modules without prior knowledge of cluster number.
BMC Bioinformatics. 2010;11:117. doi:10.1186/1471-2105-11-117.
69. Heinz S, Benner C, Spann N, Bertolino E, Lin YC, Laslo P, et al. Simple
combinations of lineage-determining transcription factors prime cisregulatory elements required for macrophage and B cell identities. Mol
Cell. 2010;38(4):576–89. doi:10.1016/j.molcel.2010.05.004.

Submit your next manuscript to BioMed Central
and we will help you at every step:
• We accept pre-submission inquiries
• Our selector tool helps you to find the most relevant journal
• We provide round the clock customer support
• Convenient online submission
• Thorough peer review
• Inclusion in PubMed and all major indexing services
• Maximum visibility for your research
Submit your manuscript at
www.biomedcentral.com/submit

