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ABSTRACT

Azacitidine (Aza) is first-line treatment for patients with high-risk myelodysplastic
syndromes (MDS), although its precise mechanism of action is unknown. We performed
the first study to globally evaluate the epigenetic effects of Aza on MDS bone marrow
progenitor cells assessing gene expression (RNA seq), DNA methylation (Illumina
450k) and the histone modifications H3K18ac and H3K9me3 (ChIP seq). Aza induced
a general increase in gene expression with 924 significantly upregulated genes but this
increase showed no correlation with changes in DNA methylation or H3K18ac, and only
a weak association with changes in H3K9me3. Interestingly, we observed activation
of transcripts containing 15 endogenous retroviruses (ERVs) confirming previous cell
line studies. DNA methylation decreased moderately in 99% of all genes, with a median
B-value reduction of 0.018; the most pronounced effects seen in heterochromatin. Aza-
induced hypomethylation correlated significantly with change in H3K9me3. The pattern
of H3K18ac and H3K9me3 displayed large differences between patients and healthy
controls without any consistent pattern induced by Aza. We conclude that the marked
induction of gene expression only partly could be explained by epigenetic changes, and
propose that activation of ERVs may contribute to the clinical effects of Aza in MDS.

INTRODUCTION characterized by disturbed myeloid differentiation
and a propensity for clonal evolution and leukemic

Myelodysplastic syndromes (MDS) constitute a transformation. Recurrent mutations in genes encoding
group of clonal, heterogeneous bone marrow diseases e.g. epigenetic regulation, splicing and signaling are
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essential in the pathogenesis of MDS and may contribute
to the aberrant expression profiles described in the
disease [1-4]. However, it has since long been widely
assumed that the aberrant expression profiles and defect
differentiation in MDS and in leukemic progression are
closely related to the marked DNA promoter methylation
reported in several studies [4-7].

Azacitidine (Aza) is a cytosine analog and
an inhibitor of DNA methyl transferase (DNMT)
licensed in Europe as first-line treatment for higher-risk
myelodysplastic syndromes, in the US for all types of MDS
and frequently used also in other myeloid malignancies,
such as acute myeloid [8, 9] Treatment has been confidently
associated with prolonged survival in these patient groups
[10]. Aza treatment results in reduced DNA methylation
as demonstrated by several studies in vivo and in vitro,
although the degree of demethylation seems to be limited
[4, 11-15]. A plethora of in vitro studies have investigated
the in vitro effects of Aza, however, only a limited number
of these have used primary MDS cells in the experiments
[16]. In a previous study we observed a demethylating
effect of Aza on primary MDS progenitors, and a reduction
in H3K9ac and H3K27ac, reflecting a more complex
effect of Aza on the epigenome than previously believed
[4]. Other studies have investigated methylation status
in patient bone marrow before and after Aza treatment.
Some of these demonstrated a prognostic beneficial effect
of an initial reduction in DNA methylation, but whether
this reflects a causative effect or only an association is
unclear [12, 13, 17-19]. A couple of studies have shown
an association between pre-treatment DNA methylation
profiles and response, while others find no such association
[13, 20-22]. It is important to note that these studies most
commonly evaluate promoter methylation, and do not take
into account changes in methylation outside the promoters.
Thus, in order to predict which patients will respond to Aza
it is vital to understand its mechanism of action on primary
MDS cells.

The link between DNA methylation and transcription
as a basic biological principle is well established, although
promoter DNA methylation does not always correlate to
gene expression. In fact, in AML, there is only a moderate
correlation between DNA methylation and transcription
[23-25]. There is hitherto no clear evidence that changes
in gene expression observed during Aza treatment results
from changes in DNA methylation. A few studies have
investigated the genome-wide effects of Aza treatment in
vitro on DNA methylation and gene expression in various
cell lines. In HEK 293 cells, only a small minority of genes
upregulated by Aza could be explained by changes in DNA
methylation, and vice versa in hypermethylated colon
cancer cells; only 1,6% of genes demethylated by Aza
gained chromatin accessibility [26, 27]. Additional studies
confirm a decrease in DNA methylation by Aza but show
modest effects on gene expression and a lack of association
between demethylation and gene expression [28-31].

Two papers from 2015 showed that in solid tumor cell
lines, Aza induces expression of endogenous retroviruses
(ERVs), formation of dsDNA and a subsequent activation of
the innate immune system after long time culture [32, 33].

This is the first study to simultaneously assess the
global genome-wide effects of Aza on DNA methylation,
the histone modifications H3K9me3 / H3K 18ac, and gene
expression in MDS bone marrow progenitors in vitro. Aza-
treatment of MDS CD34+ progenitors resulted in a genome-
wide but modest DNA demethylation predominantly in
heterochromatin, and was accompanied a similar change
in H3Kme3. In line with what has previously been
demonstrated in cell lines, we observe an activation of
ERVs in these primary MDS progenitors. Furthermore,
we showed that Aza induces a general increase in gene
expression, although only to a minor extent explained by
epigenetic changes, however partially explained by an
increase in transcription factors affecting differentiation.

RESULTS

Patient population

Bone marrow samples were collected from 11
patients with a clinical indication for Aza treatment;
(6 higher-risk MDS, 4 AML with multilinear dysplasia and
20-29% blasts and 1 CMML-2). Patient characteristics are
shown in Table 1. One patient sample did not yield enough
cells for further experiments (data not shown), and ten
patient samples thus proceeded to the culture experiments.
All samples were used fresh without a previous freezing /
thawing procedure. Analyses on DNA methylation, gene
expression H3K9me3 and H3K 18ac was successful in 9,
4, 6 and 2 patients, respectively.

Cell culture growth and viability

Aza moderately decreased cell growth in the
cultures compared to cells cultured without Aza; median
cell growth for Aza treated samples at 24 h was 140%
(range 65-333%) compared to control samples (196%,
range 87-390%), thus there was no significant change in
cell growth upon Aza treatment (Supplementary Figure 1).
At continued culture up to 48 hours, without additional
Aza, both control and Aza treated cells discontinued
growing and started dying, and cell count was 129%
(range 100-283%) of baseline for control and 98% (range
86-318%) of control for Aza treated cells.

Correlation between gene expression and
epigenetic marks in untreated cells

We observed an inverse correlation between
DNA methylation and gene expression (rho -0.305,
p=9.6x10"7; Spearman’s rank test), showing a significant
correlation between gene-specific DNA methylation and
gene expression in MDS CD34+ cells. Additionally, DNA
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Table 1: Patient characteristics

Patient WHO  Marrow Cellularity Hb WBC ANC PIt Transfusion Cytogenetics IPSS Mutations  Treatment Response
identity blast dependency
count
1 RAEB-II 11 70 89 1.1 02 99 Yes Normal Int-2 TP53 Intensive Complete
chemotherapy  remission
2 RAEB-I 6 70 104 29 14 69 Yes Complex  High DNMT3A; Supportive Never
SF3BI1; care evaluated
TET2
3 RCMD 3 90 91 3.7 2 92 Yes Complex  Int-2 No mutation Azacitidine + Complete
Lenalidomide  remission
4 RAEB-II 10 50 95 22 0.8 103 No Del5q Int-2 No mutation  Azacitidine Never
evaluated
5 AML w 28 80 110 23 09 43 No Complex  High IDHI;TET2; Azacitidine Complete
multilinear remission
dysplasia
6 AML w 17 80 83 104 29 255 Yes Normal High RUNXI; Azacitidine Progression
multilinear
dysplasia
7 AML w 23 80 130 1.8 05 85 No Normal High No mutation Azacitidine Complete
multilinear remission
dysplasia
8 CMML 14 100 104 49.1 31.8 11 Yes Normal NA ASXLI1;KR  Azacitidine marrow
AS;PRPF40 Complete
B;RUNXI; remission
U2AF1;
9 RAEB-I 9 30 111 1.6 04 196 Yes Complex  Int-2 TP53;TP53; Azacitidine Stable disease
10 RAEB-II 14 80 93 24 04 63 Yes -Y Int-2 SRSF2; Azacitidine Hematological
TET2;TET2 improvment
11 AML w 28 60 100 4,1 1,2 86 No Complex  High CREBBP; Intensive Stable disease
multilinear MLL; chemotherapy
dysplasia NRAS

Abbreviations: RAEB-II Refractory anemia with excess of blasts. RCMD refractory cytopenia with multilinear dysplasia, AML acute myeloid leukemia,
CMML chronic myelomonocytic leukemia, WBC white blood cell count, ANC absolute neutrophil count, IPSS international prognostic score system

methylation correlated significantly to the active chromatin
mark H3K18ac with an inverse correlation (rho -0.318,
p<10-2%), and to the repressive chromatin mark H3K9me3
(rho 0.144, p=4.5<E*) indicating that DNA methylation
and chromatin marks interplay to regulate gene expression,
and that genes with closed chromatin also are highly DNA
methylated. Active H3K18ac and repressive H3K9me3
chromatin marks also correlate inversely to each other (rho
-0.152, p=3x10""%). In addition, there was a correlation,
although less pronounced, between chromatin marks and
gene expression (rho -0.06, p=6x10~ for H3K9me3; and
rho 0.083, p=3.5x10'¢ for H3K 18ac).

Increased gene expression after Aza exposure

Comparison of cells cultured without Aza for
24 h vs. 48 h (paired samples from 2 patients), showed
no global changes in gene expression, with 5011 and
4135 genes being up and down regulated, respectively,
indicating that the culture conditions per se did not
influence the results (Figure 1A).

Comparing treated and untreated cells cultured for
24 h (paired samples from four patients), we observed
a general increase in global gene expression among the
Aza samples, with 7444 and 2930 genes up and down
regulated, respectively; whereof 924 and 54 with p-value
<0.05, (Figure 1A and 1D). The median fold change
was 1.61 (ql1=1.16; q3=3.32). Global gene expression
increased in all four patients (data not shown).

Cells cultured with Aza for 24h, followed by another
24 hours in culture without Aza showed a general decrease
in gene expression between 24 and 48h, with 2038 and
7336 genes up and downregulated, respectively (Figure
1B). Out of the genes 7444 genes upregulated in the 24h
Aza samples, 5952 (80%) genes had decreased expression
in the 48h Aza samples, indicating a rebound effect.
Similarly, out of the 2930 genes downregulated in the 24h
Aza samples, 949 (32%) showed increased expression in
the 48h Aza samples. GO analysis of upregulated genes
at 24 h Aza culture showed enrichment of genes involved
in translation, RNA processing and ribosomal function
(Supplementary Table 2).
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Figure 1: Effects of Aza on gene expression. (A) Differences between Aza 24h culture vs. control 24h culture (B) Aza 48h vs. Aza
24h (C) Control 48h vs. control 24h. (D) Change in gene expression; all genes sorted from most negatively to most positively changed and
printed as a barplot. (E) Unsupervised clustering of gene expression data.
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Samples clustered together mainly based on patient
identity, and not based on whether treated with Aza or not
(Figure 1E).

Aza induces a general but limited DNA
demethylation

DNA obtained from CD34+ bone marrow
cells allowed for assessment of differences in global
methylation between samples cultured with or without Aza
for 24 h (n=9), freshly isolated samples and cells cultured
without treatment for 24 h (n=4), samples cultured without
treatment for 48 h (n=2) and samples cultured with Aza
for 24 h or 48 h (n=4). The density plot in Supplementary
Figure 2 reveals an even distribution of -values across
the samples.

No effect of the cell culture condition on global
DNA methylation pattern was identified in the untreated
cultures at 0 h and 24 h, indicating that culture conditions
per se did not alter methylation status (Figure 2D), despite
the fact that cells were proliferating, see Supplementary
Figure 1.

We identified 65 769 differentially methylated
probes (DMPs) comparing samples cultured with or
without Aza for 24h; the vast majority of these (n=65 664)
were less methylated in the Aza treated samples (Figure
2A). The relative proportion of DMPs was lower in CpG
islands compared to the Illumina 450k reference while
the proportion was higher for open sea probes (Figure
2@G). Similarly, the proportion of DMPs compared to the
reference was smaller for probes located in proximity
to transcription start sites while it was higher for probes
located in gene bodies or non-gene related probes, (Figure
2@G). Moreover, comparing the DMP proportion in relation
to the epigenome roadmap of primary CD34+ cells, we
observed an enrichment of DMPs in heterochromatin
defined by H3K9 methylation in our material (Figure 2QG)
[34]. The relative median change in B-value per probe,
comparing Aza- and control samples, was -0.018 (ql=-
0.035; q3=-0.007) while the relative change per gene,
calculated as mean change for all probes annotated to
specific genes, was -0.018 (q1=-0.026; q3=-0.012), thus a
very modest reduction (Figure 2E). In total, 20124 and 148
genes showed decreased and increased DNA methylation,
respectively. When looking only at promoter-associated
probes (TSS-1500bp), the median relative change per
gene was B -0.015. All patients except one showed a
global decrease in DNA methylation; see patient-specific
effects in Supplementary Figure 3. We then calculated the
degree of DNA demethylation on our previously published
dataset which was generated using the same methodology
[4]. Indeed, the degree of DNA demethylation was very
modest and at the same levels as in the present study
with a mean decrease in § -value of 0.024 and 0.012 in
MDS CD34+ cells and healthy control CD34+ cells,
respectively.

The 48 h Aza samples showed a general increase in
methylation compared to the 24h Aza samples, although
no significant DMPs were identified (Figure 2B). Whether
this reflects changes at the single cell level or changes
in cell composition due to proliferation remains to be
investigated. The total effect of Aza over 48h, comparing
48h Aza samples with 48h untreated samples was a global
reduction in DNA methylation (Figure 2C).

An unsupervised clustering analysis showed
strong clustering based on patient identity rather than on
treatment or culture conditions (Figure 2F). We could
not find any clustering according to mutation pattern,
cytogenetics, blast count, diagnosis or clinical treatment
response (data not shown).

To assess whether DNA demethylation was more
profound in the CD34- compared to the CD34+ progenitor
fraction, vital frozen MNC from five MDS patients were
cultured for 24h with or without Aza, then separated into
CD34+ and — fractions and assessed for DNA methylation
with the Illumina 450k array. The CD34- cells were
however even less demethylated than CD34+ cells from
the same experiment (change in  value of -0.008 vs
-0.027), which contradicts the potential explanation that
Aza improves the hematological condition mainly by
acting on more mature precursor cells, see Supplementary
Figure 4, 5 and 6.

Changes in active chromatin mark H3K18ac

Analysis of H3K18ac, comparing cells cultured for
24h with or without Aza, was successful with more than
10 million reads in 2 patients. The median fold change
between Aza and control samples for peaks of H3K18ac
after peak calling was 1.01 (q1=0.95; q3=1.07), as shown
in Figure 3A. There was avariation in H3K18ac pattern
between the two untreated samples, differences that
remained in the Aza samples, and normal CD34+ cells
clustered separate from MDS CD34+ cells with regard
to H3K 18ac pattern (Figure 3C). A significant difference
between normal CD34+ and MDS CD34+ cells was found
in 1203 genes, with mean number of reads = 94. No GO
pathways were significantly enriched.

Changes in repressive mark H3K9me3

Analysis of H3K9me3 patterns, comparing cells
cultured for 24h with or without Aza, was successful
with more than 10 million reads per sample in 6 patients.
Median fold change between Aza and control samples for
peaks of H3K9me3 after peak calling was 1.09 (q1=0.71;
q3=1.67), see Figure 3B. Similar to the patterns for
H3K18ac, healthy CD34+ cells clustered separately from
MDS patients samples with regard to H3K9me3 pattern
(Figure 3D).

Included genes in the heat map were 504 genes with
a significant difference between normal CD34+ and MDS
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Figure 2: Effects of Aza on DNA methylation. (A) Volcano plot illustrating differences between Aza 24h vs control 24h. (B) Aza 48h
vs 24h (C) Aza 48h vs control 48h (D) Control 24h vs no culture (E) Mean change in methylation for all probes annotated for specific genes;
all genes sorted from most negatively to most positively changed and printed as a barplot. (F) Unsupervised clustering of methylation data
(G) Log fraction of differentially methylated probes (DMPs) divided by non-DMPs in different areas of the genome ass annotated by the
[lumina 450k array (relation to CpG island and promoter) and epigenomic roadmap (heterochromatin).
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CD34+, with a mean number of reads of 28. Unsupervised
clustering of H3K9me3 data showed clustering mainly
based on patient identity (Figure 3D).

No GO pathways were significantly enriched.

Correlation between change in epigenetic marks
and gene expression

There was a highly significant correlation between
changes in the repressive chromatin mark H3K9me3 and
changes in DNA methylation (rho 0.136, p= 1.7x10°).
Interestingly, by analyzing patientwise correlation (n=6),
we observed a strong correlation reflected in very low
p-values for each patient, see Supplementary Table 3.
Interestingly three patients each showed a positive and a
negative correlation, respectively, without any association
disease characteristics e.g. cytogenetics, morphology
or mutational status (data not shown). Moreover, we
observe a weak correlation between H3K9me3 and gene
expression (rho 0.053, p=2.38x107) which only can
explain a minor part of the gene expression variation. No
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other epigenetic marks correlated with gene expression or
with another epigenetic mark (H3K9me3 and H3K18ac).

Motif analysis

Analysis of common transcription factor binding
motifs in the 924 significantly upregulated genes in the
Aza samples compared to non-treated samples showed
enrichment of binding motifs for eight transcription
factors that were themselves upregulated more than 1.8-
fold (median), namely ELKI, STAT I, STAT3, RUNXI,
GABPA, ERG, NRFI and PU.I. Several of these
transcription factors regulate differentiation, indicating
that Aza indeed may affect hematopoietic stem/progenitor
cell differentiation. Interestingly, the active chromatin
mark H3K18ac was already high in these genes and
did not increase in the Aza treated samples. Neither did
DNA methylation change significantly in any of the
genes encoding for those transcription factors (median
reduction of B-value of 0.011). Hence, changes in
epigenetic regulation, as measured by H3K18ac and DNA
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Figure 3: Effects of Aza on histone modifications. (A) Change in H3K 18ac; all genes sorted from most negatively to most positively
changed and printed as a barplot (B) Change in H3K9me3c¢ (C) Heat map and clustering of patients based on H3K18ac (D) Heat map and

clustering of patients based on H3K9me3.
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methylation, cannot explain the increased expression of
the TF, and the upstream regulation remains unknown.

Aza induces expression of transcripts containing
ERV-like repetitive elements

By overlapping gene expression data with regions
annotated as repetitive elements, we observed 16 TFEs
overlapping with repetitive elements, being significantly
(p<0.05) upregulated in the Aza treated samples, while
only three were significantly downregulated. Of the
upregulated repetitive elements, 15 belong to the ERV
family (Supplementary Table 4 and Supplementary Figure
7). No Illumina 450k probes were annotated to the ERV-
associated regions and the change in DNA methylation
in these regions could therefore not be analyzed. We
observe no general reduction of H3K9me3 peaks in the
Aza samples compared to control samples over the ERV
regions (data not shown).

DISCUSSION

To better understand the effect of Aza on epigenetic
marks and transcription profiles in MDS progenitors, we
set out to assess changes in DNA methylation, chromatin
marks and gene expression in primary MDS patient
CD34+ cells, after short term incubation with Aza. The
initial hypothesis was that promoter DNA demethylation
would lead to gene expression, but that an increase in
repressive chromatin marks may counteract this process
[4]. Indeed, we found a significant increase in global
transcription levels in all patients after 24 h Aza exposure.
Upregulated genes were mainly involved in GO pathways
including translation, RNA processing and ribosomal
function. As expected, we detected a general, significant
DNA demethylation following Aza treatment, however,
the degree of demethylation in each specific gene was
very modest, with a mean reduction of B-value of only
0.018, and thus of questionable biological relevance. The
DNA demethylation occurred in all genomic regions,
but to a larger extent in non-promoter regions, open-sea
and in regions annotated as heterochromatin, supporting
the interpretation that this was not the direct cause of
increased gene expression. This was also supported by
the lack of correlation between changes in expression and
DNA methylation at the individual gene level.

We next searched for other epigenetic explanations
for changes in gene expression and assessed if Aza
treatment affected active (H3Kl18ac) or repressive
(H3K9me3) chromatin marks, and found that changes
induced by Aza in H3K9me3, which is strongly associated
with heterochromatin formation, exhibited a weak
correlation to the Aza induced global changes in gene
expression while H3K18ac showed no such correlation
with change in gene expression. Moreover, we observed
a strong correlation between change DNA demethylation

and change in H3K9me3, indicating that Aza may have
a profound effect in heterochromatin regions, defined by
H3K9me3 enrichment. The reason for the paradoxical
observation of three patients with positive, and three
with negative correlation between DNA demethylation
and change in H3K9me3 is unclear. Hypothetically,
differences in epigenetic baseline pattern and mutational
status of histone modificating enzymes might explain the
differences. In line with these observations, a previous
publication reports different Aza-induced effects on histone
modificaitons depending on what type of cell line is used,
indicating that different cells might respond epigenetically
different to Aza [35]. There was a tight correlation between
epigenetic marks defining heterochromatin e.g. DNA
methylation and H3K9me3 in the untreated samples.
Additionally, there was a significant baseline correlation
between all epigenetic modalities and gene expression,
indicating high quality and robustness of our data.

As the marked induction of gene expression
only could partly be explained by epigenetic changes,
we analyzed TF binding motifs of the significantly
upregulated genes, and found eight transcription factors
significantly enriched for binding sites in these genes,
all of which were themselves upregulated in expression.
Thus, at least part of the upregulated genes may be
explained by Aza-induced increase of the above TFs.
Since several of them have important regulatory functions
in hematopoietic differentiation, interference with the
differentiation process might be part of how Aza exerts its
effect. Our epigenetic data cannot, however, explain the
change in expression of these TF and the upstream events
remain to be further investigated.

Interestingly, we observed an activation of 15 ERVs
in the Aza treated samples. Recent publications in cell
lines have demonstrated an early Aza-induced activation
of ERVs, followed by a later activation of immune
response genes [32, 36]. We show for the first time that
Aza treatment results in ERV activation also in primary
CD34+ MDS cells. The short incubation time in our
experiment did not, however, allow us to study delayed
upregulation of immune response genes, as long-term
incubation of primary CD34+ MDS cells is not possible
due to cell differentiation and reduced viability beyond 48
hours of culture [4]. Although we have not analyzed DNA
methylation over these repetitive elements, activation is
consistent with the documented role for DNA methylation
in silencing of retrotransposons in mouse embryonic
stem cells [37]. It is well established that global DNA
demethylation during mammalian gametogenesis and
early embryonic development results in the de-repression
of ERVs and this correlates with the pluripotent capacity
[38, 39], and differential ERV expression is involved in
embryonal cell differentiation [40] Thus it is possible that
the increased expression of ERVs we observe in MDS
cells could contribute to changes in cell differentiation
upon treatment with Aza.
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In contrast to previous studies on cell lines and
primary AML cells, we detected a general increase in
polyadenylated RNA induced by Aza, as assessed by
RNA sequencing. One possible explanation for this novel
observation compared to other studies on non-MDS
cells is that MDS progenitors might be more susceptible
to Aza. Another is that the spike-in normalization RNA
sequencing method used in our study might yield higher
sensitivity compared to the array-based gene expression
methods used in other studies. Primarily, we propose
that the increased mRNA levels are due to increased
transcription. However, although previous studies indicate
that Aza leads to reduced stability of RNA and increased
degradation [41-43], we cannot exclude the possibility of
decreased degradation of mRNA.

The current study is the first to comprehensively
investigate the associations between epigenetic modalities
and gene expression in Aza-treated primary MDS bone
marrow cells. We demonstrate a complex effect of Aza
on the epigenome and the transcriptome which gives
important information in the search for how Aza exerts
its effect. However, the link between the epigenetic
modalities and gene expression is only partly explained in
our study and further studies mapping other histone marks,
and also mapping DNA methylation using methods with
higher resolution e.g. bisulphite sequencing are warranted.
The role of the TFs and ERVs identified as activated in our
study needs to be studied further in functional assays as
well as in an in vivo setting.

METHODS

Patient population

Bone marrow samples from consecutive patients
with an indication for Aza treatment, ie. MDS
with International Prognostic Score System (IPSS)
intermediate-2 or high, Chronic myelomonocytic leukemia
(CMML) with >10% blasts or Acute myeloid Leukemia
(AML) with multilinear dysplasia and <30% blasts, were
collected [44]. All patients were treated in clinical routine
practice at the Karolinska University Hospital. Samples
proceeded to cell culture without preceding freezing /
thawing. The study was approved by the Ethical committee
(Dnr 2010/427-31/1) at Karolinska Institutet, Sweden.

Cell culture

Fresh mononuclear bone marrow cells were
isolated with Lymphoprep® according to manufacturer’s
instructions, and separation of CD34+ progenitor cells
was done with MACS® Microbeads technology. Cells
were cultured with and without 1uM Aza (Celgene, New
Jersey, US) in Erythroblast medium (containing Isocove’s
medium, BIT (15%), Rh SCF (25 ng/ml), Rh IL-3 (10 ng/
ml), Rh IL-6 (10 ng/ml) and L-Glut 200 mm (1%)) in a

humidified incubator with an atmosphere of 5% CO, at
37°C, as previously described [4]. Aza was added at the
start of the culture experiment. The cells were harvested
at 0 h after separation, and after 24h and 48 h with and
without exposure to Aza. Cells continuing to 48 h of
culture were washed at 24 hours and then cultured in
medium for another 24 h without addition of Aza. The
cells were counted in a Neuberger chamber using Trypan
blue (dilution 1:20). Cells were collected and centrifuged
at 1500 rpm for 10 min. The supernatant was discarded
and the pellet was then used for further applications. Cell
growth was assessed by counting the number of cells
present in the culture, calculating the relative difference
of live cells at harvest compared to the amount of cells at
time 0 h. Moreover, in a second independent experiment,
vital frozen MNCs from five higher-risk MDS patients
(of which two were the same patients as included in the
culture experiment of primary fresh CD34+ cells) were
thawed, ficoll separated and cultured for 24h with or
without Aza (1 uM), where after CD34+ and CD34- cells
were separated by magnetic beads as described above

DNA/RNA extraction

Genomic DNA and RNA from CD34+ cells was
extracted using the Allprep® kit, following manufacturer’s
instructions (Allprep DNA/RNA/Protein kit, Qiagen,
Valencia, US). The concentration was measured with the
Qubit® Assay based method (Thermo Fischer Scientific,
Waltham, US).

Mutational analyses

Eleven patients were analyzed for 42 genes
recurrently mutated in myeloid disorders using Haloplex®
target enrichment technology (Agilent Technologies, CA,
US) followed by high throughput sequencing as previously
described (Supplementary Table 1) [45].

Methylation profiling

Bisulfite modified DNA from bone marrow CD34+
cells, separated and extracted according to the above, was
processed using [llumina-supplied reagents and conditions
and run on I[llumina 450k bead chip arrays at the BEA
core facility, Karolinska Institutet. Pre-processing and
normalization used a pipeline reported previously [46]
DNA methylation levels B (1 = fully methylated, 0 =
fully demethylated) and M were defined as described [46,
47]. Briefly, the R packages lumi, methylumi, minfi and
limma were used for quality control, normalization, and
differential methylation analysis [47-50]. We filtered-out
the following: 65 probes overlapping known SNPs in their
sequence (allele frequency >1% in European population),
probes on chromosomes X and Y and probes with a
detection p value >0.01 exceeding 5% of the samples.
Color-bias adjustment and quantile normalization were
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performed on pooled signal intensities, as implemented in
lumi [47]. We then performed probe type bias adjustment
using BMIQ normalization on B-values [51]. Differentially
methylated probes (DMPs) were defined using limma
on M-values, including the treatment (Aza vs. Control)
and the patient as covariates [49]. We selected the
following contrasts: Aza 24 h vs. control 24 h (effect of
Aza treatment at 24 h) and control 24 h (effect of tissue
culture at 24 h). For each contrast, coefficients (difference
in M-values) p-values and false discovery rate (FDR) were
estimated using an empirical Bayes method included in
the limma package. DMP were selected if FDR<0.05.
Gene-specific methylation for each gene was calculated as
mean of all probes annotated to specific genes according
to the [llumina annotation system. Similarly, gene specific
promoter methylation was calculated including only
promoter-associated probes.

Standard Illumina annotation was used to annotate
methylation data, in addition to data on the epigenome
of primary CD34+ cells, with 15 distinct chromatin
states as defined by five histone marks (H3K4me3,
H3K4mel, H3K27me3, H3K36me3, H3K9me3) in the
Epigenome road map project (https://sites.google.com/
site/anshulkundaje/projects/epigenomeroadmap) [52].
For each annotation category, the relative proportions of
probes located within each feature type were calculated for
DMPs, non-DMPs and the entire array.

RNA sequencing and bioinformatics

The single cell-tagged reverse transcription (STRT)
RNA-seq method with modifications was used to measure
transcription initiation at the 5'end of polyA* transcripts
starting from 10 ng of total RNA as template [53, 54].
According to the 10 ng bulk RNA input, the cDNA was
amplified by using 14 cycles of PCR and 10 additional
cycles to introduce the complete sets of adapters for [llumina
sequencing (Illumina). The library was size selected
(200400 bp) by using sequential Agencourt® AMPure®
XP magnetic beads (Beckman Coulter, A63881, CA, US)
selection protocol and 0.7x and 0.22x ratios, respectively.
Preprocess alignment and differential expression tests were
performed on UCSC hg19 reference genome by STRTprep
which was an updated version (v3dev branch; https://github.
com/shka/STRTprep/tree/v3dev) for quantitations by, not
only protein-coding genes, but also transcript far 5’-ends
(TFEs) [54, 55]. Overlap between TFEs and repetitive
elements, which were provided by UCSC genome browser,
was also examined [56]. Gene ontology (GO) analysis was
performed using the GOrilla software [57].

Chromatin immunoprecipitation followed by
sequencing (ChIP seq)

CD34+ cells were treated as described above
and 250 000 cells per condition were used for ChIP,

using a 10% of each as Input. Cells were collected by
centrifugation (5 min, 1600 rpm, 4°C) and resuspended
in PBS (Invitrogen, city) up to 20 million cells/ml.
Cells were fixed adding formaldehyde (37%, Sigma
Aldrich, 252549, NJ, US) to the cell suspension to a
final concentration of 1% with an incubation of 8 min at
room temperature. Crosslinking was quenched by adding
2.5 M glycine to a final concentration of 125 mM, and
cells were washed twice with ice cold PBS. ChIP was
performed using the iDeal ChIP-Seq kit set for Histones
(Diagenode, AB-001-0024, Liege, Belgium ) following the
manufacturer’s instructions. For chromatin shearing, 300
ul of cell suspension in shearing buffer were transferred
to 1.5 ml TPX microtubes (Diagenode, C30010010-300,
Liege, Belgium), city) and sonicated using the Bioruptor
sonicator (Diagenode, B01020001). The shearing protocol
for CD34+ cells was optimized to 25 cycles of sonication
(30s on, 30s off) with vortex and centrifugation step
every 10 cycles to produce fragments 200-500 bp. For
the magnetic immunoprecipitation, 1 pl of ChIP-seq
grade control antibody was added per tube with 100 pl of
sheared chromatin. The antibodies used were: H3K9Me3
(Abcam, ab8988) andH3K 18Ac (Abcam, ab1191).

After decrosslinking, the fragmented DNA
was purified with the MiniElute PCR Purification
Kit (Qiagen, 28004) and the DNA concentration was
measured using Qubit Fluorometric Quantitation with
High Sensitivity (Thermo Fischer Scientific, Waltham,
US, Q32851). The library was prepared using the
ThruPLEX DNA-seq Kit with single indexes (Rubicon
Genomics, Ann Arbor, MI, R400428) following the
instructions of the manufacturer. The quality of samples
was subsequently evaluated using the 2100 Bioanalyzer
system (Agilent, Santa Clara, CA) and the library clean-
up and size selection was performed using AMPure® XP
magnetic beads (Beckman Coulter). DNA concentration
was measured using Qubit (Thermo Fischer Scientific,
Waltham, US, Q32851). Samples were barcoded and up
to four samples per lane were pooled.

After pooling of libraries, libraries were hybridized
to the flow cell and sequenced on the Illumina HiSeq2000
with single end sequencing. As a primary quality control of
the sequencing the intensities and base calling parameters
were checked (using default parameter settings) with the
HiSeq Control software, followed by de-multiplexing of
the libraries.

Bioinformatic analysis of ChIP sequencing data

The raw sequencing reads in FASTQ format were
quality checked with the FASTQC tool (Babraham
Bioinformatics, Cambridge, UK, version 0.11.4).
Adapter sequences and duplicates were removed. We
aimed for at least10 million filtered reads. The filtered
data was then aligned with Bowtie2 (version 2.2.6) to
the Human Reference Genome Issue HG-19 (https://
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www.ncbi.nlm.nih.gov/grc/human/issues/HG-19) with
the requirement of unique alignment. Bedgraphs were
generated using BED tools (BEDtool v 2.16.2) and
data was visualized as custom tracks within the UCSC
genome browser (https://genome.ucsc.edu). Peak calling
was performed with HOMER (v4.8, 1-13-2016, http://
homer.salk.edu.homer/) to determine enrichment over
the input samples across the whole genome. Peak
size was optimized to 1000 bp, with the minimum
distance to the next peak set to 2500 bp. The closest
transcription start site (TSS) was then annotated to
the enriched regions using HOMER, and differential
analysis between treated and control samples were
performed with edgeR (Bioconductor version 3.14.0,
https://bioconductor.org/packages/release/bioc/html/
edgeR). For analysis of correlation of ChIP seq data to
RNA seq and DNA methylation data, raw filtered data
were mapped to the human reference genome as above
(HG-19, Bowtie2). Thereafter we calculated tags within
100 000 bp from TSS and annotated this peak to Ref
Seq (https://www.ncbi.nlm.nih.gov/refseq) to find genes
in the corresponding positions. Thereafter, differences
between Aza treated and control sample were assessed
in EdgeR as fold change, which was used for correlation
comparison to RNA seq and DNA methylation data.

Motif finding analysis for gene expression data

Promoter transcription factor (TF) binding motif
analysis was performed for genes with significantly
increased gene expression at 24 h in Aza samples
compared to untreated controls, with the Homer Motif
analysis algorithm (version 4.8, 1-13-2016). The algorithm
analyzed gene promoters for motifs enriched in our
target gene promoters relative to known human gene
promoters. Parameters used for the analysis were the input
file containing the gene ID of target genes, background
promote set (HG-19), start and end position relative to the
transcription start site (-start -400 -end 100 to TSS and
motif length set to 8, 10 and 12 nucleotides.

CONFLICTS OF INTEREST

None of the authors report any conflicts of interest.

GRANT SUPPORT

This work was supported in part by the Swedish
Research Council (JK, JU, EHL, AL), the Swedish
Foundation for Strategic Research (SSF, Epigene project,
JK) and the Strategic Research Programme for Diabetes
at Karolinska Institutet (JK), Marianne and Marcus
Wallenbergs stiftelse (JU), Stockholm Cancer Society
(JU), the Cancer foundation (AL) and the Knut and Alice
Wallenberg foundation (KE, SL).

REFERENCES

1. Papaemmanuil E, Gerstung M, Malcovati L, Tauro S,
Gundem G, Van Loo P, Yoon CJ, Ellis P, Wedge DC, Pellagatti
A, Shlien A, Groves MJ, Forbes SA, et al. Clinical and
biological implications of driver mutations in myelodysplastic
syndromes. Blood. 2013; 122:3616-27; quiz 99.

Haferlach T, Nagata Y, Grossmann V, Okuno Y, Bacher
U, Nagae G, Schnittger S, Sanada M, Kon A, Alpermann
T, Yoshida K, Roller A, Nadarajah N, et al. Landscape
of genetic lesions in 944 patients with myelodysplastic
syndromes. Leukemia. 2014; 28:241-7.

3. Bejar R, Stevenson K, Abdel-Wahab O, Galili N, Nilsson
B, Garcia-Manero G, Kantarjian H, Raza A, Levine RL,
Neuberg D, Ebert BL. Clinical effect of point mutations
in myelodysplastic syndromes. N Engl J Med. 2011;
364:2496-506.

Grovdal M, Karimi M, Tobiasson M, Reinius L, Jansson
M, Ekwall K, Ungerstedt J, Kere J, Greco D, Hellstrom-
Lindberg E. Azacitidine induces profound genome-wide
hypomethylation in primary myelodysplastic bone marrow
cultures but may also reduce histone acetylation. Leukemia.
2014; 28:411-3.

5. del Rey M, O'Hagan K, Dellett M, Aibar S, Colyer HA,
Alonso ME, Diez-Campelo M, Armstrong RN, Sharpe
DJ, Gutierrez NC, Garcia JL, De Las Rivas J, Mills KI,
et al. Genome-wide profiling of methylation identifies
novel targets with aberrant hypermethylation and reduced
expression in low-risk myelodysplastic
Leukemia. 2013; 27:610-8.

Figueroa ME, Skrabanek L, Li Y, Jiemjit A, Fandy TE,

Paietta E, Fernandez H, Tallman MS, Greally JM, Carraway

H, Licht JD, Gore SD, Melnick A. MDS and secondary

AML display unique patterns and abundance of aberrant

DNA methylation. Blood. 2009; 114:3448-58.

7. Grovdal M, Khan R, Aggerholm A, Antunovic P, Astermark
J, Bernell P, Engstrom LM, Kjeldsen L, Linder O, Nilsson L,
Olsson A, Wallvik J, Tangen JM, et al. Negative effect of DNA
hypermethylation on the outcome of intensive chemotherapy

syndromes.

in older patients with high-risk myelodysplastic syndromes and
acute myeloid leukemia following myelodysplastic syndrome.
Clin Cancer Res. 2007; 13:7107-12.

8. Malcovati L, Hellstrom-Lindberg E, Bowen D, Ades
L, Cermak J, Del Canizo C, Della Porta MG, Fenaux P,
Gattermann N, Germing U, Jansen JH, Mittelman M, Mufti
G, et al. Diagnosis and treatment of primary myelodysplastic
syndromes in adults: recommendations from the European
LeukemiaNet. Blood. 2013; 122:2943-64.

Dombret H, Seymour JF, Butrym A, Wierzbowska A,
Selleslag D, Jang JH, Kumar R, Cavenagh J, Schuh AC,
Candoni A, Recher C, Sandhu I, Bernal del Castillo T, et al.
International phase 3 study of azacitidine vs conventional
care regimens in older patients with newly diagnosed AML
with >30% blasts. Blood. 2015; 126:291-9.

www.impactjournals.com/oncotarget

28822

Oncotarget



11.

12.

14.

15.

17.

18.

19.

20.

Fenaux P, Mufti GJ, Hellstrom-Lindberg E, Santini V,
Finelli C, Giagounidis A, Schoch R, Gattermann N, Sanz
G, List A, Gore SD, Seymour JF, Bennett JM, et al. Efficacy
of azacitidine compared with that of conventional care
regimens in the treatment of higher-risk myelodysplastic
syndromes: a randomised, open-label, phase III study.
Lancet Oncol. 2009; 10:223-32.

Khan R, Schmidt-Mende J, Karimi M, Gogvadze V, Hassan
M, Ekstrom TJ, Zhivotovsky B, Hellstrom-Lindberg E.
Hypomethylation and apoptosis in 5-azacytidine-treated
myeloid cells. Exp Hematol. 2008; 36:149-57.

Follo MY, Finelli C, Mongiorgi S, Clissa C, Bosi C,
Testoni N, Chiarini F, Ramazzotti G, Baccarani M, Martelli
AM, Manzoli L, Martinelli G, Cocco L. Reduction of
phosphoinositide-phospholipase C betal methylation
predicts the responsiveness to azacitidine in high-risk MDS.
Proc Natl Acad Sci U S A. 2009; 106:16811-6.

Shen L, Kantarjian H, Guo Y, Lin E, Shan J, Huang X,
Berry D, Ahmed S, Zhu W, Pierce S, Kondo Y, Oki Y,
Jelinek J, et al. DNA Methylation Predicts Survival and
Response to Therapy in Patients With Myelodysplastic
Syndromes. J Clin Oncol. 2010; 28:605-13.

Hagemann S, Heil O, Lyko F, Brueckner B. Azacytidine
and decitabine induce gene-specific and non-random DNA
demethylation in human cancer cell lines. PLoS One. 2011;
6:e17388.

Wong YF, Micklem CN, Taguchi M, Itonaga H, Sawayama
Y, Imanishi D, Nishikawa S, Miyazaki Y, Jakt LM.
Longitudinal Analysis of DNA Methylation in CD34+
Hematopoietic Progenitors in Myelodysplastic Syndrome.
Stem Cells Transl Med. 2014; 3:1188-98.

Diesch J, Zwick A, Garz AK, Palau A, Buschbeck M,
Gotze KS. A clinical-molecular update on azanucleoside-
based therapy for the treatment of hematologic cancers. Clin
Epigenetics. 2016; 8:71.

Yan P, Frankhouser D, Murphy M, Tam HH, Rodriguez
B, Curfman J, Trimarchi M, Geyer S, Wu YZ, Whitman
SP, Metzeler K, Walker A, Klisovic R, et al. Genome-wide
methylation profiling in decitabine-treated patients with
acute myeloid leukemia. Blood. 2012; 120:2466-74.
Daskalakis M, Nguyen TT, Nguyen C, Guldberg P, Kohler
G, Wijermans P, Jones PA, Lubbert M. Demethylation
of a hypermethylated P15/INK4B gene in patients with
myelodysplastic syndrome by 5-Aza-2'-deoxycytidine
(decitabine) treatment. Blood. 2002; 100:2957-64.

Gore SD, Baylin S, Sugar E, Carraway H, Miller CB, Carducci
M, Grever M, Galm O, Dauses T, Karp JE, Rudek MA, Zhao
M, Smith BD, et al. Combined DNA methyltransferase and
histone deacetylase inhibition in the treatment of myeloid
neoplasms. Cancer Res. 2006; 66:6361-9.

Meldi K, Qin T, Buchi F, Droin N, Sotzen J, Micol JB,
Selimoglu-Buet D, Masala E, Allione B, Gioia D, Poloni
A, Lunghi M, Solary E, et al. Specific molecular signatures
predict decitabine response in chronic myelomonocytic
leukemia. J Clin Invest. 2015; 125:1857-72.

21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

Voso MT, Fabiani E, Piciocchi A, Matteucci C, Brandimarte
L, Finelli C, Pogliani E, Angelucci E, Fioritoni G, Musto
P, Greco M, Criscuolo M, Fianchi L, et al. Role of
BCL2L10 methylation and TET2 mutations in higher risk
myelodysplastic syndromes treated with 5-azacytidine.
Leukemia. 2011; 25:1910-3.

Fandy TE, Herman JG, Kerns P, Jiemjit A, Sugar EA, Choi
SH, Yang AS, Aucott T, Dauses T, Odchimar-Reissig R,
Licht J, McConnell MJ, Nasrallah C, et al. Early epigenetic
changes and DNA damage do not predict clinical response
in an overlapping schedule of 5-azacytidine and entinostat
in patients with myeloid malignancies. Blood. 2009;
114:2764-73.

Reik W. Stability and flexibility of epigenetic gene
regulation in mammalian development. Nature. 2007;
447:425-32.

McGarvey KM, Van Neste L, Cope L, Ohm JE, Herman
JG, Van Criekinge W, Schuebel KE, Baylin SB.
Defining a chromatin pattern that characterizes DNA-
hypermethylated genes in colon cancer cells. Cancer Res.
2008; 68:5753-9.

Deneberg S, Guardiola P, Lennartsson A, Qu Y, Gaidzik
V, Blanchet O, Karimi M, Bengtzen S, Nahi H, Uggla B,
Tidefelt U, Hoglund M, Paul C, et al. Prognostic DNA
methylation patterns in cytogenetically normal acute
myeloid leukemia are predefined by stem cell chromatin
marks. Blood. 2011; 118:5573-82.

Komashko VM, Farnham PJ. 5-azacytidine treatment
reorganizes genomic histone modification patterns.
Epigenetics. 2010; 5.

Pandiyan K, You JS, Yang X, Dai C, Zhou XJ, Baylin SB,
Jones PA, Liang G. Functional DNA demethylation is
accompanied by chromatin accessibility. Nucleic Acids Res.
2013; 41:3973-85.

Klco JM, Spencer DH, Lamprecht TL, Sarkaria SM, Wylie
T, Magrini V, Hundal J, Walker J, Varghese N, Erdmann-
Gilmore P, Lichti CF, Meyer MR, Townsend RR, et al.
Genomic impact of transient low-dose decitabine treatment
on primary AML cells. Blood. 2013; 121:1633-43.

Tsai HC, Li H, Van Neste L, Cai Y, Robert C, Rassool FV,
Shin JJ, Harbom KM, Beaty R, Pappou E, Harris J, Yen RW,
Ahuja N, et al. Transient low doses of DNA-demethylating
agents exert durable antitumor effects on hematological and
epithelial tumor cells. Cancer Cell. 2012; 21:430-46.

Qiu X, Hother C, Ralfkiaer UM, Sogaard A, Lu Q,
Workman CT, Liang G, Jones PA, Gronbaeck K. Equitoxic
doses of 5-azacytidine and 5-aza-2'deoxycytidine induce
diverse immediate and overlapping heritable changes in the
transcriptome. PLos One. 2010; 5.

Schmelz K, Sattler N, Wagner M, Lubbert M, Dorken
B, Tamm 1. Induction of gene expression by 5-Aza-2'-
deoxycytidine in acute myeloid leukemia (AML) and
myelodysplastic syndrome (MDS) but not epithelial
cells by DNA-methylation-dependent and -independent
mechanisms. Leukemia. 2005; 19:103-11.

WWw

.impactjournals.com/oncotarget

28823

Oncotarget



32.

33.

34.

35.

36.

37.

38.

39.

40.

41.

42.

Roulois D, Loo Yau H, Singhania R, Wang Y, Danesh A,
Shen SY, Han H, Liang G, Jones PA, Pugh TJ, O'Brien
C, De Carvalho DD. DNA-Demethylating Agents Target
Colorectal Cancer Cells by Inducing Viral Mimicry by
Endogenous Transcripts. Cell. 2015; 162:961-73.

Chiappinelli KB, Strissel PL, Desrichard A, Li H, Henke
C, Akman B, Hein A, Rote NS, Cope LM, Snyder A,
Makarov V, Budhu S, Slamon DJ, et al. Inhibiting DNA
Methylation Causes an Interferon Response in Cancer via
dsRNA Including Endogenous Retroviruses. Cell. 2016;
164:1073.

Ernst J, Kheradpour P, Mikkelsen TS, Shoresh N, Ward
LD, Epstein CB, Zhang X, Wang L, Issner R, Coyne M,
Ku M, Durham T, Kellis M, et al. Mapping and analysis of
chromatin state dynamics in nine human cell types. Nature.
2011; 473:43-9.

Buchi F, Masala E, Rossi A, Valencia A, Spinelli E, Sanna
A, Gozzini A, Santini V. Redistribution of H3K27me3 and
acetylated histone H4 upon exposure to azacitidine and
decitabine results in de-repression of the AML1/ETO target
gene 1L3. Epigenetics. 2014; 9:387-95.

Chiappinelli KB, Strissel PL, Desrichard A, Li H, Henke
C, Akman B, Hein A, Rote NS, Cope LM, Snyder A,
Makarov V, Buhu S, Slamon DJ, et al. Inhibiting DNA
Methylation Causes an Interferon Response in Cancer via
dsRNA Including Endogenous Retroviruses. Cell. 2015;
162:974-86.

Bulut-Karslioglu A, De La Rosa-Velazquez 1A, Ramirez
F, Barenboim M, Onishi-Seebacher M, Arand J, Galan C,
Winter GE, Engist B, Gerle B, O'Sullivan RJ, Martens JH,
Walter J, et al. Suv39h-dependent H3K9me3 marks intact
retrotransposons and silences LINE elements in mouse
embryonic stem cells. Mol Cell. 2014; 55:277-90.
Macfarlan TS, Gifford WD, Driscoll S, Lettieri K, Rowe
HM, Bonanomi D, Firth A, Singer O, Trono D, Pfaff SL.
Embryonic stem cell potency fluctuates with endogenous
retrovirus activity. Nature. 2012; 487:57-63.

Fort A, Hashimoto K, Yamada D, Salimullah M, Keya CA,
Saxena A, Bonetti A, Voineagu I, Bertin N, Kratz A, Noro Y,
Wong CH, de Hoon M, et al. Deep transcriptome profiling
of mammalian stem cells supports a regulatory role for
retrotransposons in pluripotency maintenance. Nat Genet.
2014; 46:558-66.

Goke J, Lu X, Chan YS, Ng HH, Ly LH, Sachs F,
Szczerbinska I. Dynamic transcription of distinct classes of
endogenous retroviral elements marks specific populations
of early human embryonic cells. Cell Stem Cell. 2015;
16:135-41.

Aimiuwu J, Wang H, Chen P, Xie Z, Wang J, Liu S,
Klisovic R, Mims A, Blum W, Marcucci G, Chan KK.
RNA-dependent inhibition of ribonucleotide reductase is a
major pathway for 5-azacytidine activity in acute myeloid
leukemia. Blood. 2012; 119:5229-38.

Cihak A. Biological effects of 5-azacytidine in eukaryotes.
Oncology. 1974; 30:405-22.

43.

44,

45.

46.

47.

48.

49.

50.

51.

52.

53.

54.

55.

Lu LJ, Randerath K. Mechanism of 5-azacytidine-induced
transfer RNA cytosine-5-methyltransferase deficiency.
Cancer Res. 1980; 40:2701-5.

Greenberg P, Cox C, LeBeau MM, Fenaux P, Morel P, Sanz
G, Sanz M, Vallespi T, Hamblin T, Oscier D, Ohyashiki K,
Toyama K, Aul C, et al. International scoring system for
evaluating prognosis in myelodysplastic syndromes. Blood.
1997; 89:2079-88.

Tobiasson M, McLornan DP, Karimi M, Dimitriou M, Jansson
M, Azenkoud AB, Jadersten M, Lindberg G, Abdulkadir H,
Kulasekararaj A, Ungerstedt J, Lennartsson A, Ekwall K, et al.
Mutations in histone modulators are associated with prolonged
survival during azacitidine therapy. Oncotarget. 2016; 7:22103-
15. doi: 10.18632/oncotarget.7899.

Marabita F, Almgren M, Lindholm ME, Ruhrmann S,
Fagerstrom-Billai F, Jagodic M, Sundberg CJ, Ekstrom
TJ, Teschendorff AE, Tegner J, Gomez-Cabrero D. An
evaluation of analysis pipelines for DNA methylation
profiling using the Illumina HumanMethylation450
BeadChip platform. Epigenetics. 2013; 8:333-46.

Du P, Zhang X, Huang CC, Jafari N, Kibbe WA, Hou L,
Lin SM. Comparison of Beta-value and M-value methods
for quantifying methylation levels by microarray analysis.
BMC Bioinformatics. 2010; 11:587.

Aryee MJ, Jaffe AE, Corrada-Bravo H, Ladd-Acosta C,
Feinberg AP, Hansen KD, Irizarry RA. Minfi: a flexible and
comprehensive Bioconductor package for the analysis of
Infinium DNA methylation microarrays. Bioinformatics.
2014; 30:1363-9.

Smyth GK, Michaud J, Scott HS. Use of within-array
replicate spots for assessing differential expression in
microarray experiments. Bioinformatics. 2005; 21:2067-75.
Davis S DP, Bilke S, Triche T, Bootwalla M methylumi:
Handle Illumina methylation data. R package. 2014.
Teschendorff AE, Marabita F, Lechner M, Bartlett T,
Tegner J, Gomez-Cabrero D, Beck S. A beta-mixture
quantile normalization method for correcting probe design
bias in [llumina Infinium 450 k DNA methylation data.
Bioinformatics. 2013; 29:189-96.

Hansen K. IlluminaHumanMethylation450kanno.ilmn12.
hg19: Annotation for [llumina's 450k methylation arrays.
R package. 2014.

Islam S, Kjallquist U, Moliner A, Zajac P, Fan JB,
Lonnerberg P, Linnarsson S. Highly multiplexed and strand-
specific single-cell RNA 5' end sequencing. Nat Protoc.
2012; 7:813-28.

Krjutskov K, Katayama S, Saare M, Vera-Rodriguez M,
Lubenets D, Samuel K, Laisk-Podar T, Teder H, Einarsdottir
E, Salumets A, Kere J. Single-cell transcriptome analysis of
endometrial tissue. Hum Reprod. 2016; 31:844-53.

Tohonen V, Katayama S, Vesterlund L, Jouhilahti EM,
Sheikhi M, Madissoon E, Filippini-Cattaneo G, Jaconi M,
Johnsson A, Burglin TR, Linnarsson S, Hovatta O, Kere
J. Novel PRD-like homeodomain transcription factors and

WWw

.impactjournals.com/oncotarget

28824

Oncotarget



retrotransposon elements in early human development. Nat
Commun. 2015; 6:8207.

56. Rosenbloom KR, Armstrong J, Barber GP, Casper J,
Clawson H, Diekhans M, Dreszer TR, Fujita PA, Guruvadoo
L, Haeussler M, Harte RA, Heitner S, Hickey G, et al. The
UCSC Genome Browser database: 2015 update. Nucleic
Acids Res. 2015; 43:D670-81.

57. Eden E, Navon R, Steinfeld I, Lipson D, Yakhini Z. GOrilla:
a tool for discovery and visualization of enriched GO terms
in ranked gene lists. BMC Bioinformatics. 2009; 10:48.

www.impactjournals.com/oncotarget 28825 Oncotarget



