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Simple Summary: Research on leukemia has often led to novel approaches in clinical practice.
Cytogenetical and molecular markers have been introduced in treatment protocols contributing to
better stratification of leukemia patients in specific prognostic groups and patient-tailored therapy.
However, the next step concerns modern hematology. Omics-profiling of leukemia patients is needed
to complete the information of all key players which influence the course of the disease. There is no
doubt that regulatory RNAs, among which lncRNAs, belong to those key players. Knowledge of
the role of lncRNAs in leukemias is not sufficient and the research in that field needs to be increased.
This would enable the design of innovative targeted-therapeutics, thus opening the doors wide for
personalized medicine in hematological malignancies.

Abstract: Leukemia is a heterogenous group of hematological malignancies categorized in four
main types (acute myeloid leukemia (AML), acute lymphoblastic leukemia (ALL), chronic myeloid
leukemia (CML) and chronic lymphocytic leukemia (CLL). Several cytogenetic and molecular markers
have become a part of routine analysis for leukemia patients. These markers have been used in
diagnosis, risk-stratification and targeted therapy application. Recent studies have indicated that
numerous regulatory RNAs, such as long non-coding RNAs (lncRNAs), have a role in tumor initiation
and progression. When it comes to leukemia, data for lncRNA involvement in its etiology, progression,
diagnosis, treatment and prognosis is limited. The aim of this review is to summarize research data
on lncRNAs in different types of leukemia, on their expression pattern, their role in leukemic
transformation and disease progression. The usefulness of this information in the clinical setting, i.e.,
for diagnostic and prognostic purposes, will be emphasized. Finally, how particular lncRNAs could
be used as potential targets for the application of targeted therapy will be considered.

Keywords: long non-coding RNA; acute myeloid leukemia; acute lymphoblastic leukemia; chronic
myeloid leukemia; chronic lymphocytic leukemia

1. Leukemia

Leukemias are malignant diseases of hematopoietic cells which result from abnormal
proliferation and clonal expansion, aberrant differentiation and impaired apoptosis of the
cell of origin, leading to the accumulation of leukemic cells in bone marrow and other
hematopoietic tissues and suppression of normal blood cells’ production. Classification of
leukemias is based on the predominant linage of the malignant cells, myeloid or lymphoid,
while acute or chronic is based on the percentage of blasts or leukemic cells in bone marrow
or blood (Figure 1).
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Figure 1. Rudimentary schematic of hematopoietic lineage. Leukemias are derived from the precur-
sors lymphoblasts and myeloblasts.

1.1. Acute Myeloid Leukemia

Acute myeloid leukemia (AML) is the most common type of acute leukemia in adults
and the second most common in children, accounting for approximately 80% and 20% of
all reported acute leukemia, respectively [1,2]. Development of AML is characterized by
unlimited proliferation and impaired differentiation of early myeloid cells leading to accu-
mulation of immature blast cells in the bone marrow and peripheral blood, thus resulting
in hematopoietic failure. The main feature of AML is its vast clinical and genetic hetero-
geneity. For example, recurrent chromosomal aberrations such as t(15;17) [PML-RARa],
t(8;21) [AML1-ETO] and inv(16) [CBFB/MYH11] are frequent, but still around 50% of adult
AML patients have a cytogenetically normal karyotype (AML-NK) [3–6]. Pretreatment
karyotype analysis is the main feature used for risk-stratification in AML and based on
this, patients are divided into favorable, intermediate and adverse risk groups [7]. Over
the years, through advances in technology, other molecular markers have been identified
and incorporated into the risk stratification and treatment strategy, such as mutations in
fms-related tyrosine kinase-3 (FLT3), nucleo-phosmin (NPM1) CCAAT/enhancer binding
protein (CEBPA) and isocitrate dehydrogenase 1 and 2 (IDH1 and IDH2) [8,9]. Changes in
the expression pattern of certain genes were also recognized as significant in the diagnosis
and therapy of AML [10–13]. However, it was only with the introduction of next gener-
ation sequencing (NGS) technology that a complete and comprehensive insight into the
pathogenesis of AML was gained [14–16]. High-throughput transcriptome-wide profiling
has enabled us to seek new biomarkers of AML beyond protein-coding genes and thus to
focus on non-coding RNAs, specifically long non-coding RNAs (lncRNAs) and their roles
in regulation of main cell processes such as differentiation, proliferation and cell cycle.

1.2. Acute Lymphoblastic Leukemia

Acute lymphoblastic leukemia (ALL) is the most common acute leukemia of childhood
and the second most common acute leukemia of adulthood [17]. It is a malignancy of
hematopoietic tissue characterized by increased proliferation of lymphocyte precursor cells,
lymphoblasts, which accumulate in the bone marrow and the peripheral blood [18]. One of
the primary milestones in risk stratification of ALL is the division into two groups of ALL:
B-Cell precursor ALL and the T-Cell precursor ALL. The most common genetic features
in ALL are recurrent translocations such as t(12;21) [ETV6-RUNX1], t(1;19) [TCF3-PBX1],
t(9;22) [BCR-ABL1] and chromosomal rearrangements involving MLL gene [3]. Even
though chromosomal aberrations are frequent in ALL, they do not represent a single event
that causes proliferation of the malignant clone [19–21]. Indeed, other molecular alterations
involved in domination of the malignant clone and the development of full-blown ALL
were detected. Many of them have been found to be important not only in the pathogenesis
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of the disease, but also in risk stratification and therapy and are already used in day-to-day
clinical practice of ALL [22].

Precise stratification into different risk groups based on specific clinical and genetic
characteristics is a guide for ALL treatment. Although the cure rates for childhood ALL
approaches 90%, survival in the adult ALL population is only about 40% and decreases with
age [23,24]. Since lncRNAs have already been shown to influence the course of ALL [25],
lncRNAs could be the next step in improving diagnosis and treatment of ALL in both
adults and children.

1.3. Chronic Myeloid Leukemia

Chronic myeloid leukemia (CML) is a dominant type of myeloproliferative neoplasm,
accounting for about 15% of newly diagnosed leukemia in adults [26]. The main genetic
event causing CML is reciprocal translocation t (9;22)(q34;q11), or Philadelphia chromo-
some, causing formation of “breakpoint cluster region” (BCR)-“Abelson murine leukemia”
(ABL) fusion transcript, which encodes the BCR-ABL oncoprotein with constitutively
active tyrosine kinase activity [27]. The first line of treatment for CML is the use of spe-
cific tyrosine kinase inhibitors (TKIs) such as imatinib mesylate (IM) that binds to the
ATP-binding site of BCR-ABL preventing its conformational switch to the constitutively
active form of oncoprotein, and thus causes blockage in uncontrolled proliferation of CML
cells [28]. Despite of the enormous success of imatinib treatment resulting in the increased
8-year OS in as many as 80–90% of CML patients, in the remaining percentage of patients
long-term exposure to TKIs can induce the development of drug resistance [29]. Patients
that are resistant to TKIs experience evolution of the disease, passing from the chronic
to the accelerated phase and finally to the blast crisis phase with all of the characteristics
of acute leukemia and very poor prognosis [30]. Different mechanisms of resistance to
TKIs treatment have been reported such as kinase-domain mutations, BCR-ABL overex-
pression and altered expression of drug transporters, but also some mechanisms that are
BCR-ABL-independent that involve alternative activation of many downstream signaling
pathways (MAPK, JAK/STA, PI3K/AKT) [31]. Based on the fact that some lncRNAs have
already been identified as contributors to imatinib resistance, current studies recognize
lncRNAs as a target for overcoming drug resistance in CML.

1.4. Chronic Lymphocytic Leukemia

Chronic lymphocytic leukemia (CLL) is the most common type of leukemia in adults
in Western countries, which affects mainly elderly individuals (median age at diagnosis
of 72 years), with a higher incidence in males (1.7:1) [3]. It is a malignancy of mature,
functionally incompetent, monoclonal B lymphocytes with the common immunophenotype
sIgMweak CD5+ CD19+ CD23+ CD20weak [32]. The extreme clinical heterogeneity of CLL,
from indolent to rapidly progressive, treatment-resistance disease, reflects the diversity of
mechanisms involved in its pathobiology.

CLL cells proliferate primarily in lymph nodes and accumulate in blood, bone marrow and
secondary lymphoid organs due to intrinsic impairment of apoptosis and microenvironment-
mediated signals. Complex interactions with the extrinsic factors from tissue microen-
vironment, including antigens, which trigger tonic B-cell receptor (BCR) and Toll-like
receptor (TLR) signaling, activate anti-apoptotic and proliferative pathways and are cru-
cial for CLL pathogenesis and evolution [33]. The importance of antigenic drive on the
BCR as the key player in CLL biology is evidenced by strong prognostic significance of
somatic hyper-mutational status of immunoglobulin heavy variable genes (IGHV) and
BCR “stereotypy” [34].

The highly complex genomic landscape of CLL contains more than 2000 recurrent
genetic alterations, which include chromosomal aberrations (deletion 13q14, trisomy 12q,
deletion 11q22-q23, deletion 17p13), mutations of protein-coding genes, epigenetic modifi-
cations and alterations in non-coding RNAs [35–37]. Out of over 40 recurrently mutated
genes identified in CLL, only several are mutated in more than 5% of patients at diagnosis



Life 2022, 12, 1770 4 of 30

(NOTCH1, SF3B1, TP53, ATM) [3]. Most of the mutated driver genes cluster in a set of
signaling pathways involved in cell cycle control and DNA damage response (ATM, TP53,
POT1), chromatin modifications (HIST1H1E, CHD2, ZMYM3), RNA processing (SF3B1,
XPO1), transcription (EGR2, IRF4, BCOR, MED12), as well as in pathways mediated by
microenvironment, such as NOTCH (NOTCH1, FBXW7), TLR (MYD88), MAPK (BRAF,
KRAS, NRAS, MAP2K1) and NF-κB (BIRC3, TRAF3, NFKBIE) [33].

Since genetic and epigenetic heterogeneity of CLL only partially correlates with its
clinical heterogeneity, and over the past decade the attention shifted towards the inves-
tigation of non-coding RNAs (ncRNAs) in CLL. Deregulation of all classes of ncRNAs
has been observed, which are involved in various cellular processes altered in CLL, such
as proliferation, apoptosis, genomic instability, interactions with microenvironment and
angiogenesis [38].

2. Long Noncoding RNAs

Long noncoding RNAs (lncRNAs) are products of transcription from a DNA tem-
plate of length greater than 200 base pairs (bp) which do not translate into a polypeptide
or functional protein. Despite not undergoing translation, lncRNAs participate in nu-
merous processes, which influence cell function, genomic regulation, transcription and
translation [39].

By development of high-throughput technologies it was determined that only 2% of
the human genome accounts for coding genes and that the rest of the genome is comprised
of so called “junk DNA”, or non-coding DNA. Newest data from RNA-seq analysis have
shown that the large portion of non-coding RNAs (ncRNAs) accounts for lncRNAs. Ac-
cording to the comprehensive database of collection and annotation of noncoding RNAs
(NONCODEv6) over 1,000,000 lncRNAs have been identified and around 18,000 have
been validated in the Encyclopedia of DNA Elements (ENCODE) Project Consortium
(GENCODE) [40].

As is in the case of messenger RNAs (mRNAs), lncRNAs are transcribed by RNA
polymerase II and then undergo post-transcriptional modifications involving 3′ poly(A)
tailing, 5′-end capping and splicing. LncRNA have small open reading frame (ORF) and
can be located in the nucleus, or in the cytoplasm [41].

The classification of lncRNAs is complex and is based on several criteria which are
not mutually coherent [42]. Based on the genomic context (location, orientation, direction
of transcription) relative to protein-coding genes, lncRNAs can be classified into: intron,
antisense, intragenic, promoter-associated and enhancer lncRNAs. Intron lncRNAs that are
located in the intron of some other transcript. Intergenic lncRNAs are located completely
outside of coding genes without any overlap. Of course, some lncRNA are located within
exons, or they overlap with other genes. Template strand for the transcription of lncRNAs
can be sense or antisense (antisense lncRNAs) and the direction of transcription when
lncRNAs and coding genes are transcribed from the same strand can be divergent and
convergent. Promoter-associated lncRNAs (PROMPTs) and enhancer RNAs (eRNAs) are
transcribed from promoters or enhancer regions [43].

LncRNA exert their function through numerous interactions with DNA, RNA and
proteins. Their key role is in the regulation of gene expression, which can be accomplished
by acting through chromatin modification, regulation of transcription factors (TFs), or on a
post-transcriptional level [44]. According to their molecular mechanisms of action lncRNAs
can be classified into four groups: guide, decoy, signaling and scaffold lncRNAs [45,46].

Guide lncRNAs are involved in gene expression regulation through recruitment of
ribonucleoprotein (RPN) complex, relocating it to neighboring, or distantly located target
genes. In this way via in cis- and in trans- interactions with chromatin remodeling complex,
lncRNA achieve epigenetic regulation of target genes.

Decoy lncRNAs exert their function by sequestering different regulatory molecules,
such as transcription factors (TFs), chromatin modifiers or catalytic protein subunits. Thus,
by binding to TFs, the lncRNA acts as a “sponge”, removing TFs from the promoter regions



Life 2022, 12, 1770 5 of 30

of target genes, inhibiting their expression. On the other hand, decoy lncRNAs can act as
activators of transcription by binding to TFs leading to their conformational changes and
their activation.

Signaling lncRNAs act as a regulatory molecules in a response to diverse stimuli. Their
transcription occurs at a specific time and place, depending on the cellular context of the
stimuli. One such stimulus is DNA-damage, activating specific expression of LincRNA-p21
and PANDAR [45]. Other signaling lncRNAs are implicated in genetic imprinting by
marking certain spaces, times or stages for gene regulation.

Scaffold lncRNA have the ability to bind to multiple effector molecules simultaneously
and in that way they serve as a central platform upon which different molecular components
can be assembled. To perform this specific function scaffold lncRNAs must possess different
binding domains. One such scaffold lncRNA is HOTAIR that adopts a four-module
secondary structure in order to interact with poly-comb repressive complex 2 (PRC2) and
cause gene repression [47].

Due to the heavy involvement of lncRNAs in important cellular processes, their
deregulation has often been associated with different types of cancer [48]. Multiple studies
have shown an association of lncRNA expression differences with breast cancer, liver cancer,
ovarian cancer, gastric cancer, colorectal cancer, lung cancer, prostate cancer and pancreatic
cancer [49].

When it comes to hematological malignancies, the research is limited. Most evidence
of specific lncRNA involvement in the etiology, progression, diagnosis, treatment and
prognosis of hematological malignancies concerns studies of leukemias. The main pathways
through which lncRNAs contribute to the leukemogenic process is through increased
oncogene expression, tumor suppressor repression and by increasing cell proliferation [50].

The aim of this review is to summarize research data about lncRNAs in different types
of leukemia, on their expression pattern, their role in leukemic transformation and disease
progression, with an emphasis of how this information can be used in clinical settings, i.e.,
for diagnostic and prognostic purposes, but also in terms of how particular lncRNAs could
be used as potential targets for the application of targeted therapy (Figure 2).
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3. LncRNAs Deregulated in All Leukemia Types
3.1. LncRNA NEAT1

NEAT1 (nuclear enriched abundant transcript 1) is located on chromosome 11q13 and
is transcribed into two alternative transcripts generated via 3′- end cleavage. NEAT1_1
(MENε or VINC) is a polyadenylated short transcript (3.7 kb), whereas NEAT1_2 (MENβ)
is non-polyadenylated and 23 kb long. Both transcripts are ubiquitously expressed and
up-regulated in several tumor cell lines [51]. In association with core proteins PSPC1, PSF
and NONO, NEAT1 forms nuclear paraspeckles, highly organized nuclear bodies which
involve both NEAT1 transcripts and are formed during NEAT1 transcription at the NEAT1
locus [51–53]. NEAT1_2 is exclusively localized in paraspeckles and is essential for their
formation, while NEAT1_1 is also located in the nucleoplasm. Novel findings imply that
the function of paraspeckles relies on NEAT1_2, whereas NEAT1_1 keeps NEAT1 locus
transcriptionally active and enables the switch to NEAT1_2 production in response to stress
stimuli [54]. Inhibition of transcription disrupts integrity of paraspeckles and leads to their
disintegration [51,55]. NEAT1 is involved in the regulation of gene expression by altering
nuclear export of mRNAs with hyper-edited 3′-UTRs. These RNAs, which contain inverted
repeats (primarily Alu elements), bind NEAT1 within paraspeckles, leading to their nuclear
retention [56]. NEAT1 also sequesters a multitude of proteins from the nucleoplasm into
the paraspeckles, some of which regulate different cellular processes such as transcription,
splicing and DNA repair [57]. NEAT1 is also a bona fide p53 target [58,59]. It has been
demonstrated that activation of p53 by various stress signals that activate DNA damage
response, as well as by oncogene-induced replication stress, leads to up-regulation of
NEAT1 and formation of paraspeckles. Furthermore, in response to replicative stress,
NEAT1 promotes ATR signaling, thus forming a negative regulatory loop that attenuates
p53 activity [59]. NEAT1 also acts as decoy by sponging microRNAs and, consequently,
modulates the expression of their target genes [60].

In AML, NEAT1 functions as a tumor-suppressor, meaning it is down-regulated in de
novo AML. This lncRNA acts as a decoy for miR-23a-3p, which in turn regulates structural
maintenance of chromosome 1a (SMC1A). It is assumed that the miR-23a-3p/SMC1A axis
is a downstream effector of NEAT1 causing perturbation in the proliferation [61]. A recent
study showed that, acting through the NEAT1/miR-338-3p/CREBRF axis, this lncRNA
could contribute to AML progression [62]. CREB3 regulatory factor (CREBRF) is a highly
conserved protein with known anti-cancer action that is down-regulated in AML patients,
with significant role in migration, invasion and apoptosis of AML cells.

Among different types of AML, low expression of NEAT1 is most prominent in the
APL (AML-M3) subgroup of patients. Acute pro-myleocytic leukemia is characterized
by the presence of the PML-RARa fusion onco-protein, which arises as a result of t(15;17)
and represents the primary transforming event, causing a blockage in promyelocytic
differentiation process. It was shown that the PML-RARa fusion protein inhibits NEAT1
expression, but the treatment with all-trans retinoic acid (ATRA) can restore its expression
and promote differentiation to granulocytes [62].

Furthermore, it has been shown that NEAT1 expression is down-regulated in pa-
tients with AML and its expression levels are in correlation with PTEN, a known tumor
suppressor [63].

In childhood ALL, multidrug resistance is generated by a higher expression of NEAT1,
which competes for a miRNA seed region of miR-335-3p, a regulator of expression of a
transporter, ABCA3, whose overexpression contributes to multidrug resistance [64]. These
results are in contrast with studies on leukemia cell lines, where overexpression of NEAT1
lessened multidrug resistance [65].

NEAT1 was found to be up-regulated in primary CML cells. The mechanism of
action of NEAT1 in CML is closely associated with the BCR-ABL fusion onco-protein,
i.e., to the regulation of signaling pathways following the constitutive tyrosine-kinase
activation [63]. It was found that the repression of NEAT1 is under direct control of
c-MYC that binds to the NEAT1 promoter. c-MYC represents a common regulator of
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BCR-ABL downstream signaling pathways [66]. Transcriptional repression of NEAT1
leads to deregulation of the paraspeckle protein splicing factor proline/glutamine-rich
(SFPQ) component of paraspeckles that is necessary for NEAT1-induced apoptosis. In
imatinib-treated CML cells, inhibition of BCR-ABL tyrosine-kinase activity restores NEAT1
expression and causes apoptosis via the BCR-ABL/c-MYC/NEAT1/SFPQ axis [65].

Experiments on primary CLL cells showed that both DNA damage and non-genotoxic
activation of p53 response leads to up-regulation of NEAT1 (only in the TP53wt setting).
Impaired NEAT1 induction in cells with 11q deletion, correlation of p21 and NEAT1
expression levels and loss of cell viability were also demonstrated [58]. In a recent study
conducted on a cohort of newly diagnosed Binet A CLL patients, the expression of global
NEAT1 and NEAT1_2 was found not to be statistically different compared to normal B cells,
but was higher than in other hematological malignancies investigated (with the exception
of multiple myeloma). In addition, CLL cells expressed the highest amount of NEAT1_2
isoform in comparison to other cell types. Although global NEAT1 expression showed no
association with IGHV mutational status, cytogenetic abnormalities, NOTCH1 and TP53
mutational status and clinical outcome, NEAT1_2 isoform expression was significantly
higher in IGHV mutated CLL, as well as in cases with 13q deletion or without cytogenetic
aberrations. Low NEAT1_2 level was also associated with shorter time to first treatment,
although not independently from other prognostic factors [67].

3.2. LncRNA MALAT1

MALAT1 (metastasis-associated lung adenocarcinoma transcript 1) or NEAT2 is
lncRNA located on chromosome 11q13, 60 kb downstream of the NEAT1 locus. Like
NEAT1, MALAT1 is also a single-exon gene, transcribed into a 8.7 kb long primary tran-
script which is processed by cleavage of a tRNA-like small ncRNA from its 3′ end. The
resulting mature MALAT1 lncRNA is stabilized by a blunt-ended triple helical structure
at the 3′ end and is retained in the nucleus within the nuclear speckles [68,69]. Nuclear
speckles are nuclear bodies that accumulate splicing factors, as well as RNA processing
and export factors. As opposed to NEAT1, MALAT1 is not a structural component of
nuclear speckles; rather it is recruited to speckles when they are already formed and upon
initiation of transcription [68,70]. MALAT1 regulates alternative splicing through direct
interaction with serine/arginine-rich splicing factors leading to their localization to nuclear
speckles and recruitment to the site of transcription. In addition, MALAT1 modulates
the cellular levels of serine/arginine-rich proteins, as well as their phosphorylation [70].
MALAT1 also affects transcription via: (1) interaction with transcriptional factors and
their recruitment to promoters of target genes; (2) interaction with components of poly-
comb repressive complex 2 (PRC2), thus inducing trimethylation of histone H3 at lysine
27 (H3K27me3) and, consequently, transcriptional repression; (3) sequestering miRNAs
through miRNA-responsive elements located in its sequence, thus activating the expression
of their targets [71]. MALAT1 exerts a pro-proliferation function and is up-regulated in
many cancers. During normal cell cycle progression, MALAT1 levels are tightly regulated,
with low levels during G1 and G2 and high levels during G1/S and mitosis. It has been
demonstrated that MALAT1 modulates the expression of genes involved in cell cycle
progression and/or their pre-mRNA processing. Activation of p53 and its target genes
in MALAT1-depleted cells pointed to p53 as a major downstream effector of MALAT1
activity [72].

LncRNA MALAT1 was found to be overexpressed in de novo AML patients, compared
to healthy controls and patients in complete remission (CR) [73]. MALAT1 performs its
oncogenic function by acting as a decoy for miR-96 which is involved in the process of
proliferation and whose decreased expression is a poor prognostic marker in AML [74].
Similar to CML, in AML overexpression of MALAT1 is associated with the resistance
to therapy. Down-regulation of MALAT1 increases the efficiency of cytarabine (Ara-C)
therapy through the MALAT1/miR-96 axis [75].
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In ALL, MALAT1 acts as a sponge for miR-205, thus regulating PTK7 expression, a
known oncogene. MALAT1 was up-regulated in ALL samples and it has been shown
that its overexpression promoted proliferation and inhibited apoptosis [76]. MALAT1, like
NEAT1, acts as a sponge for miR-335-3p, thus contributing to chemoresistance in childhood
ALL [64].

In CML, MALAT1 also has an oncogenic function, but its overexpression is primarily
associated with resistance to imatinib therapy. In CML, MALAT1 acts as a decoy for
miR-328 that is involved in cell-cycle regulation. Therefore, down-regulation of MALAT1
causes cell-cycle arrest and suspension of proliferation through the MALAT1/miR-328 axis.
More importantly, MALAT1/miR-328 pathway can be targeted in an attempt to increase
imatinib sensitivity [77].

In CLL, a significantly higher expression of MALAT1 in peripheral blood mononu-
clear cells was observed when compared to healthy controls, implying its involvement in
tumorigenic processes. However, MALAT1 levels were not associated with the prognostic
groups based on cytogenetic aberrations [78].

3.3. LncRNA GAS5

Growth arrest-specific transcript 5 (GAS5) lncRNA is located at chromosome 1q25,
encoding a 650 bp long transcript containing 12 exons [79,80]. The exons encode a few
splice variants of GAS5, but due to the presence of a stop codon, none of them pro-
duce proteins and the transcripts are degraded through the nonsense mediated decay
(NMD) pathway [81]. GAS5 is down-regulated in many types of cancer indicating a tumor-
suppressor function of this lncRNA [81]. GAS5 performs a tumor-suppressor through
various mechanisms. As a signal molecule, GAS5 directly participates in the regulation
of the p53 signaling pathway. In that way, decreased expression of GAS5 is associated
with cell-cycle arrest via increased p53 expression [82]. GAS5 can function as a decoy, a
molecular “sponge”, binding directly to different target RNAs or proteins [83].

There are only few studies examining GAS5 in AML, one of them examining GAS5
gene polymorphisms and their impact on AML prognosis [84]., Only two studies were
investigating expression level of GAS5 in AML samples and based on their findings GAS5
expression level in AML patients was lower compared to healthy controls [82,85]. This
suggests that in AML GAS5 has a tumor-suppressive function and it was also found that
lower expression of GAS5 was associated with inferior outcome among younger AML-NK
patients [85]. As is the case with CLL, in AML GAS5 exerts its tumor-suppressor function,
acting as a decoy for miR-222 [85].

In ALL, GAS5 has shown higher expression in patients who poorly responded to GC
treatment in the remission-induction phase of childhood ALL treatment [86]. Furthermore,
GAS5 overexpression has shown significant association with a higher risk of short-term
relapse and poor treatment outcome [87].

LncRNA GAS5 expression was reported to be decreased in mononuclear cells of CLL
patients in comparison to healthy controls, implying its tumor suppressor function in CLL.
Overexpression and knockdown experiments performed on Raji cells showed that lncRNA
GAS5 overexpression reduces cell proliferation, promotes apoptosis, induces cell cycle
arrest at G1 phase and decreases cell invasion. Dual luciferase reporter assay identified miR-
222 as a direct target of lncRNA GAS5. This was in line with the observed overexpression
of miR-222 in CLL samples and the negative correlation between the levels of lncRNA
GAS5 and miR-222 in both CLL samples and Raji cells overexpressing lncRNA GAS5 [88].
Given that miR-222 in CLL cells down-regulates the expression of p27, which prevents cell
cycle progression, low level of lncRNA GAS5 in CLL could promote cell proliferation by
inhibiting p27 [88,89].

Details on the role of lncRNAs deregulated in all leukemia types are found in Table 1.
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Table 1. Long non-coding RNAs in leukemia.

Name of lncRNA Expression in
Leukemia Type Function Target Effect Prognostic

Impact References

AC092652.2-202 CLL-up-regulated Oncogene
Increased expression

is associated with
adverse prognosis

[90]

ANRIL

AML-up-regulated Oncogene PRC1, PRC2

repression of
INK4b-ARF-INK4a
tumor-suppressor
locus, increased

proliferation

Increased expression
is associated with
adverse prognosis

[91,92]

ADIPOR1 regulates glucose
metabolism [93]

ALL-up-regulated Oncogene miR-7-5p
Accelerates

proliferation and
inhibits apoptosis

Increased expression
is associated with
adverse prognosis

[94]

BALR-2 ALL-up-regulated Oncogene
Drug resistance Poor overall survival [95]

BALR-6
ALL with MLL

rearrangements-up-
regulated

Oncogene SP1 and CREB1 Promotes proliferation
and cell survival [96]

BGL3 CML-down-
regulated Tumor suppressor

miR-17, miR-20a,
miR-20b, miR-93,

miR-106a, miR-106b

Alters the function of
PTEN tumor
suppressor

[97]

BM74240 CLL-down-
regulated Tumor suppressor

Increased expression
is a marker of good

prognosis
[98]

CCDC26 AML-up-regulated Oncogene c-KIT Induces cell
proliferation

Increased expression
is associated with
adverse prognosis

[99–101]

CRNDE

CLL-down-
regulated Tumor suppressor miR-28

suppresses
proliferation,

induces apoptosis
[102]

AML-up-regulated Oncogene
miR-181

miR-136-5p

Promoting
proliferation, blocking

myeloid
differentiation

Increased expression
is associated with
adverse prognosis

[103–106]

Drug resistance MRP1 [107]

DELU2 CLL-down-
regulated Tumor suppressor miR-15a,

miR-16-1

suppresses
proliferation,

induces apoptosis
[108,109]

GAS5

CLL-down-
regulated Tumor suppressor miR-222 Suppresses

proliferation [88]

AML-down-
regulated Tumor suppressor miR-222

Low expression
associated with

inferior outcome in
AML-NK

[85,110]

ALL-up-regulated Drug resistance Glucocorticoid
receptor

Increases
glucocorticoid

resistance

Higher risk of
short-term relapse [86,87]

H19

AML-up-regulated Oncogene
ID2

miR-19a, miR-19b,
miR-29a-3p

proliferation,
apoptosis

Increased expression
is associated with
adverse prognosis

[111–113]

CML-up-regulated Oncogene
Drug resistance c-MYC

Increased expression
is associated with

disease progression
and poor prognosis

[97,114]

ALL-up-regulated Oncogene miR-326 [115]

HOTAIR

AML-up-regulated Oncogene p15INK4b (CDKN2B)
miR-193a and c-KIT

gene repression
self-renewal

Increased expression
is associated with
adverse prognosis

[116–118]

CML-up-regulated Drug resistance MRP1 [119]

B-ALL-up-
regulated [120]
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Table 1. Cont.

Name of lncRNA Expression in
Leukemia Type Function Target Effect Prognostic

Impact References

HOTAIRM1

AML-up-regulated Oncogene HOXA1, HOXA4,
CD11b, CD18

chromatin
modification, myeloid

differentiation

Increased expression
is associated with
adverse prognosis

[121,122]

miR-20a, miR-106b
and miR-125b autophagy [123]

APL-down-
regulated Tumor suppressor regulates PML-RARa

degradation

expression is
up-regulated during

ATRA-induced
granulocytic

differentiation
promoting cell-cycle

progression

[124]

HOXA-AS2 ALL-up-regulated Drug resistance
HOXA3/EGFR/Ras/

Raf/MEK/ERK
pathway

Decreases
glucocorticoid

sensitivity
[125]

IRAIN AML-down-
regulated Tumor suppressor IGF1R promoter Suppresses cell

proliferation

down-regulated in
patients with poor

prognosis
[99,126]

LAMP-AS1
MLL rearrangement

leukemias-up-
regulated

Oncogene LAMP5 Reduced 5-year
leukemia-free survival [95]

LEF1-AS1

CLL-up-regulated Oncogene LEF1 increases survival
inhibits apoptosis [127]

AML-down-
regulated Tumor suppressor P21Cyp1(CDKN1A)

p27Kip1(CDKN1B)
Suppresses

proliferation [128]

LincRNA-p21 CLL-down-
regulated Tumor suppressor p53

hnRNP-K Induces apoptosis [129,130]

LUNAR1 ALL-up-regulated Oncogene IGF1R Increases proliferation Poor prognosis in
T-ALL [131,132]

MALAT1

CLL-up-regulated Oncogene EZH2 Induces proliferation,
suppresses apoptosis [72]

AML-up-regulated Oncogene
Drug resistance miR-96 Increases proliferation [73,75]

CML-up-regulated Oncogene miR-328 Increases proliferation [77]

ALL-up-regulated Oncogene miR-205 Induces proliferation,
suppresses apoptosis [76]

MEG3

AML-down-
regulated Tumor suppressor p53

Inhibits tumorigenesis
via p53 dependent

and independent way

Increased expression
is a marker of good

prognosis
[133–135]

Drug resistance miR-155 [136]

CML-down-
regulated Drug resistance miR-21 [137]

MIAT CLL-up-regulated Oncogene OCT4
Increased cell growth,

suppression of
apoptosis

Increased expression
is associated with
adverse prognosis

[138]

NEAT1

CLL-down-
regulated Tumor suppressor p53 Induces apoptosis [58,59]

AML-down-
regulated Tumor suppressor

miR-23a-3p
miR-338-3p

PTEN

suppresses
proliferation,

induces apoptosis

Overexpressed in APL
where PML-RARa

fusion protein inhibits
NEAT1 expression

[61–63]

CML-up-regulated Oncogene SFPQ-component of
paraspeckles suppresses apoptosis [62]

PANDAR AML-up-regulated Oncogene NF-YA transcription
factor Promotes cell survival

Increased expression
is associated with
adverse prognosis

[139,140]

PVT1 AML-up-regulated Oncogene c-MYC Induces proliferation,
suppresses apoptosis

Overexpression in
APL and AML with

t(8;21) indicates
adverse prognosis

[141–143]

RP11-137H2.4 ALL-up-regulated Drug resistance
NRAS/BRAF/NF-κB

MAPK cascade
members

Increases
glucocorticoid

resistance
[95]
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Table 1. Cont.

Name of lncRNA Expression in
Leukemia Type Function Target Effect Prognostic

Impact References

TRERNA1 CLL-up-regulated Oncogene
Increased expression

is associated with
adverse prognosis

[144]

TUG1
AML-up-regulated Oncogene

AURKA
miR-221-3p

increases cell
proliferation,

suppresses apoptosis

Increased expression
is associated with
adverse prognosis

[145,146]

Drug resistance miR-34a [147]

UCA1

AML-up-regulated Oncogene p27Kip1 (CDKN1B) Induces cell
proliferation

Overexpressed in
AML patients positive
for CEPBA mutations

[148]

miR-126
Increases viability,

migration and
invasion

[149]

Drug resistance miR-125 [150]

CML-up-regulated Drug resistance miR-16 [151]

ZNF667-AS1

CLL-up-regulated Oncogene
Increased expression

is associated with
adverse prognosis

[152]

AML-up-regulated Oncogene miR-206
Increased proliferation

and invasion of
leukemic cells

Increased expression
is associated with
adverse prognosis

[153,154]

APL-down-
regulated Tumor suppressor [155]

4. LncRNA Deregulated in Myeloid Leukemias and ALL
4.1. LncRNA HOTAIR

LncRNA, HOX transcript antisense intergenic RNA (HOTAIR) is expressed from the
HOXC locus on chromosome 12q13.31 and due to its increased expression in many cancers
it is believed to play an oncogenic role. HOTAIR interacts with epigenetic regulators such as
poly-comb repressive complex 2 (PRC2) and lysine-specific demethylase 1 (LSD1), causing
chromatin reprograming and modulating gene transcription. This lncRNA acts as a scaffold
bringing together different molecules inducing gene repression [47].

Increased expression of HOTAIR in AML causes uncontrolled proliferation of leukemia
stem cells (LSCs). Namely, HOTAIR regulates self-renewal of LSCs through EZH2-dependent
epigenetic silencing of the tumor suppressor p15INK4b gene (cyclin-dependent kinase
inhibitor 2B –CDKN2B gene) [116]. HOTAIR also performs its oncogenic role by acting as
a decoy for tumor-suppressor miR-193a. High expression of miR-193a detected in AML
patients inhibits proliferation and induces apoptosis in leukemia cells by modulating c-KIT
expression [117]. Recently, another mechanism by which HOTAIR could contribute to the
leukemogenic process was found and it involves silencing of the HOXA5 tumor-suppressor
gene through increased methylation of its promoter [156].

In AML HOTAIR can be used as a molecular biomarker for poor prognosis, because its
overexpression is associated with adverse clinical characteristics such as a higher number of
blasts, shorter DFS and OS [117,118,157]. High expression of HOTAIR was associated with
increased expression of multidrug resistance protein 1 (MRP1) in the imatinib resistant CML
patents. It was shown that in the K562 cell line, HOTAIR mediates PI3K/Akt signaling
pathway and causes resistance [119]. As previous research conducted on solid tumors
showed that high HOTAIR expression was associated with resistance to anthracycline
therapy (primarily doxorubicin), it can be assumed that a similar mechanism for acquired
chemoresistance can occur in AML patients treated with these drugs [158].

HOTAIR expression in B-ALL patients was shown to be significantly higher [159].

4.2. LncRNA H19

H19 imprinted maternally expressed transcript is located at chromosome 11p15.5 near
the insulin-like growth factor 2 (IGF2) gene and encodes an approximately 2.3-kb lncRNA
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located in the cytoplasm that can act as a tumor-suppressor or oncogene [120,160]. In
normal hematopoiesis, H19 is responsible for maintaining hematopoietic stem cell (HSC)
quiescence and regulation of long-term homeostasis of HSCs [161].

It was shown that H19 high-expressing AML patients had shorter OS and lower CR
rate, indicating that H19 expression can be used as a prognostic marker [111]. H19 performs
its oncogenic role through different mechanisms. It can regulate cell proliferation acting as
a decoy for miR-19a and miR-19b and by directly targeting the ID2 gene [112]. Through
another target, miR-29a-3p, H19 can influence not only cell growth, but also apoptosis
via the Wnt/β-catenin pathway [113]. In addition, H19 may be involved in telomerase
activity. In in vitro studies done on the NB4 cell line (acute promyelocytic leukemia (APL)
-AML-M3 cell line), ATRA (all-trans retinoic acid) induces overexpression of H19 and
causes the decrease of telomerase activity necessary for tumor growth [162].

H19 is also highly expressed in primary CML cells and it is presumed to be involved in
BCR-ABL-mediated oncogenesis. Namely, it was shown that H19 is up-regulated through
c-MYC and required for leukemic process in CML. The same authors also indicated that
inhibition of H19 expression makes CML cells more susceptible to imatinib and halts
BCR-ABL-induced proliferation [97]. The presence of H19 overexpression is also implicated
in the tendency towards disease progression and poor prognosis in CML patients [114].

In ALL, H19 has been shown to be oncogenic and significantly increased in expres-
sion in newly diagnosed pediatric ALL patients. It also acts as a sponge for miR-326, a
confirmed tumor suppressor. The lower expression of miR-326 contributes to greater BCL-2
expression [115].

4.3. LncRNA ANRIL (CDKN2B-AS1)

The lncRNA Antisense Non-coding RNA in the INK4 Locus (ANRIL), also known as
CDKN2B-AS1 is antisense lncRNA from the INK4b-ARF-INK4a gene cluster on chromo-
some 9p21.3. The INK4b-ARF-INK4a locus encodes p14ARF, p15INK4b and p16INK4a tumor
suppressor genes that are involved in key cellular processes such as apoptosis, self-renewal
and senescence of hematopoietic stem cells [163]. P14ARF, p15INK4b and p16INK4a are im-
portant cyclin-dependent kinase (CDK) inhibitors [164]. ANRIL suppresses expression of
these CDK-inhibitors by recruiting poly-comb repressive complexes PRC1 and PRC2 to the
INK4b-ARF-INK4a locus, which results in gene silencing and, further, to cell-cycle arrest
and block in differentiation and apoptosis [91].

In AML, ANRIL has an oncogenic role and therefore its expression is increased and
associated with a poor prognosis [92]. In AML, ANRIL is also essential for maintenance of a
leukemic state in the way that it regulates glucose metabolism through targeting ADIPOR1
(adiponectin receptor) and its downstream factors adenosine monophosphate-activated
protein kinase (AMPK)/sirtuin 1 (SIRT1) [93].

Concerning ALL, ANRIL is up-regulated in T-ALL [165]. In knockdowns, T-ALL
cells showed lower viability, migratory and invasion capabilities. The lncRNA also acts
as a sponge for miR-7-5p, downregulating it and, thus, upregulating TCF4, known to be
overexpressed in numerous tumors and leukemic cell lines [94]. ANRIL has also shown
greater expression in B-ALL patients, showing lower expression upon complete remission
and an increase in the level of expression on relapse [166].

4.4. LncRNA PVT1

Plasmacytoma variant translocation 1 (PVT1) is an intragenic lncRNA encoded by the
PVT1 gene located at chromosome 8q24. This region is frequently disrupted in numerous
cancers either by rearrangements or by amplifications [167]. In the close proximity to
PVT1 gene, a well-known oncogene, c-MYC, is located and moreover, several c-MYC
enhancer elements are positioned within the PTV1 gene locus [168]. The existence of a
positive feedback loop between these two genes was established. Namely, PVT1 inhibits
degradation of c-MYC protein, which in turn increases the expression of the PTV1 gene by
binding to the c-MYC gene promoter [169].
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High expression of PTV1 was detected in patients with acute promyelocytic leukemia
(APL) and experiments done on NB4 (human APL cell line) have shown that knockdown of
c-MYC causes decrease in PVT1 expression and knockdown of PVT1 results in the decrease
of c-MYC protein, causing inhibition of cell proliferation. Treatment with ATRA causes
repression in PVT1 expression and impairs proliferation [141,169]. High expression of
PVT1 is also detected among AML patients with recurrent t(8;21) causing lower OS [142].
In in vitro studies it was shown that inhibition of PVT1 expression induces apoptosis and
necrosis in AML cell line, so it was assumed that PVT1 performs its oncogenic role by
regulating apoptosis [143].

In ALL, one of the mechanisms of PVT1 effect is the sponging of miR-486-5p, a
micro RNA whose downregulation increased cell viability and decreased apoptosis of ALL
cells [170]. Long non-coding RNA (lncRNA) plasmacytoma variant translocation 1 gene
(PVT1) modulates the proliferation and apoptosis of acute lymphoblastic leukemia cells by
sponging miR-486-5p [170].

Details of the role of lncRNAs deregulated in myeloid leukemias and ALL are found
in Table 1.

5. LncRNAs Deregulated in AML and CLL
5.1. LncRNA CRNDE

CRNDE (colorectal neoplasia differentially expressed; also known as lincIRX5) locus
is located on chromosome 16q12.2, next to IRX5 gene. It contains a total of six exons,
encoding 14 different splice variants. Reduced expression of CRNDE in CLL cells was
shown to positively correlate with the expression of the neighboring IRX5 gene, involved
in apoptosis and proliferation, suggesting in cis coregulation [171]. Experiments on CLL
cell lines revealed that both overexpression and demethylation of CRNDE, leading to its
up-regulation, repressed cell proliferation and induced apoptosis. This effect was mediated
by CRNDE function as a decoy by binding to miR-28 causing its repression, which controls
its downstream target NDRG2 [102].

In AML CRNDE has an oncogenic function. High expression of CRNDE is associated
with lower CR and shorter disease-free survival (DFS) and over-all survival (OS), and
therefore can be used as a molecular marker predicting inferior outcome [103,104]. Espe-
cially high expression level was detected among APL and NPM1-mutated AML patients,
promoting proliferation of leukemic cells and blocking myeloid differentiation. It was
shown that CRNDE located in the cytoplasm of APL cells functions as a decoy and binds
miR-181 [105]. This miR-181 regulates one its downstream target genes NOTCH2 that is,
like CRNDE, highly expressed in AML. As an oncogenic signaling pathway, NOTCH is
involved in differentiation, proliferation and apoptosis of leukemic cells [172].

Apart from this CRNDE/miR-181/NOTCH2 axis, CRNDE elicits its oncogenic po-
tential by binding to miR-136-5p inhibiting its expression. Down-regulation of this tumor
suppressor miRNA in turn, up-regulates one of the miR-136-5p targets, MCM5 (mini-
chromosome maintenance protein 5) gene and modulates cell progression [106].

High expression of CRNDE was also detected among AML patients resistant to adri-
amycin (ADR)-based chemotherapy. Up-regulation of CRNDE expression was significantly
associated with increased expression of the multidrug resistance protein 1 (MDR1) gene,
with is well known role in drug resistance. It was shown that knockdown of CRNDE results
in suppressed proliferation and multidrug resistance in ADR-resistant AML cells through
inhibition the Wnt/ß-catenin pathway [107].

In CLL, deregulation of CRNDE was detected through comparison analyses of the
DNA methylation profile between CLL cells and normal B cells. Apart from CRNDE, which
was found to be hyper-methylated, lncRNA AC012065.7 was found to be hypo-methylated
at their promoters. The methylation levels of both genes were inversely correlated to
their expression and were associated with shorter overall survival [102]. Up-regulation
of AC012065.7 (chromosome 2p24), due to hypo-methylation, was found to be positively
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correlated with the expression of its neighboring gene GDF7, which regulates diverse
processes in growth, repair and embryonic development [171].

5.2. LncRNA LEF1-AS1

LncRNA LEF1-AS1 is an antisense long non-coding RNA encoded in the lymphoid
enhancer-binding factor 1 (LEF1) locus (chromosome 4q25) and localized in the nucleus.

In AML lncRNA LEF1-A1 is down-regulated compared to healthy controls. Induced
over-expression of LEF1-AS1 in a myeloid cell line and in patient’s mononuclear cells caused
reduced proliferation through increased expression of CDKN1A (p21) and CDKN1B (p27)
tumor suppressors [173].

In a cohort of newly diagnosed CLL patients, LEF1-AS1 was found to be up-regulated
in comparison to healthy controls, but the association with baseline patients’ characteristics
and established prognostic markers was not observed [128]. Overexpression of LEF1-AS1
in CLL cell lines via lentiviral transduction resulted in increased survival and inhibition of
apoptosis, implying its oncogenic role in CLL. In addition, correlation between lncRNA
LEF1-AS1 and LEF1 expression was demonstrated, as well as specific binding of lncRNA
LEF1-AS1 and LEF1 protein. Thus, LEF1-AS1 may exert its oncogenic potential through
regulation of target LEF1, whose high expression in CLL is associated with poor progno-
sis [127,128].

5.3. LncRNA ZNF667-AS1

Zinc finger protein 667-antisense RNA 1 (lncRNA ZNF667-AS1) is located at chromo-
some 19q13.43, within a cluster of zinc finger genes [174]. As is the case with CLL, overex-
pression of this lncRNA in AML patients is associated with poor outcome [153,175]. Based
on these findings, it can be assumed that ZNF667-AS1 could have an oncogenic role in AML.
It was found that ZNF667-AS1 acts as a molecular sponge for miR-206 with known tumor-
suppressor function in pediatric AML patients [154]. Down-regulation of ZNF667-AS1
reduces proliferation and invasion of leukemic cells, acting through miR-206/A-kinase
anchoring protein 13 (AKAP13) axis, or miR-206/Cyclin D1 axis [153,154]. It is important
to note that TCGA data analysis showed that expression of ZNF667-AS1 is down-regulated
in APL (AML-M3), implying its tumor-suppressor function in this subtype of AML, em-
phasizing the tissue specific function of lncRNAs [110].

Details on the role of lncRNAs deregulated in AML and CLL are found in Table 1.

6. LncRNAs Deregulated in Myeloid Leukemias
6.1. LncRNA MEG3

Maternally expressed 3 (MEG3) is located on chromosome 14q32, consisting of 10 exons
that encode an approximately 1.6-Kb long transcript, but is prone to alternative splicing. In
hematological malignancies MEG3 has a tumor-suppressor function acting through the p53
and TGF-β pathways [155].

In AML, it was shown that increased expression of MEG3 is a reliable molecular
marker of favorable prognosis, both in pediatric and adult patients. In adult de novo AML
patients, high MEG3 expression was independent predictor for longer DFS and OS [128],
while in pediatric de novo AML patients increased MEG expression was associated with
prolonged OS [133,134]. High MEG3 expression in AML patients after induction therapy
was also associated with better DFS and OS, indicating that it could be used as a marker for
the prediction of therapy response.

Indeed, in CML patients, down-regulation of MEG3 was associated with the resistance
to imatinib. Imatinib resistant cells were characterized by low expression level of MEG3
and high expression level of its target, miR-21 [135]. Decrease in MEG3 expression was
accompanied by the progression of the disease from chronic phase to the CML in blast crisis
and all of this was caused by the advanced hyper-methylation of MEG3 promoter [137].
Inhibition of cell proliferation and metastasis and prompted apoptosis of resistant CML
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cells could be initiated through forced expression of MEG3 interacting with its mediators
miR-184 and miR-147 [176,177].

LncRNA MEG3 is implicated in the occurrence of the drug resistance in AML through
the MEG3/miR-155/ALG9 axis. Acting as a decoy for miR-155, MEG3 alters the level of
ALG9 protein, whose expression is known to be down-regulated in resistant cells [136,178].
ALG glycosyltransferase 9 (ALG9) is involved in the glycosylation process, one of the
important mechanisms of post-transcriptional modification. Overexpression of MEG3
causes G0/G1 cell-cycle arrest and obstructs proliferation, but also induces apoptosis
through p53-dependent signaling pathway inhibiting the leukemogenesis. Up-regulation
of MEG3 increases ALG9 expression and restoring drug sensitivity in AML cells [136,178].

6.2. LncRNA HOTAIRM1

HOXA transcript antisense RNA, myeloid-specific 1 (HOTAIRM1) is located at chro-
mosome 7p15.2, between the HOXA1 and HOXA2 gene clusters. This intragenic lncRNA
is expressed in the myeloid lineage and is involved in regulation of the granulocytic dif-
ferentiation process in normal hematopoiesis [179]. Some of the target genes for HOTAIR
such as HOXA1, HOXA4, CD11b and CD18 are required for granulopoiesis. Experiments
done on NB4 human acute pro-myelocytic leukemia cell line showed that HOTAIRM1
expression is up-regulated during ATRA-induced granulocytic differentiation promoting
cell-cycle progression [121].

HOTAIRM1 can act as a decoy for miR-20a, miR-106b and miR-125b which are very
important in autophagy regulation. Autophagy is a process that is necessary for proper
differentiation and for maintaining cellular homeostasis. Therefore, through binding
with miR-20a, miR-106b and miR-125b, HOTAIRM1 diverts them from their target genes
involved in autophagy pathway (ULK1, E2F1 and DRAM2) [124]. In another study HO-
TAIRM1 targets miR-148b and leads to progression of AML [123].

HOTAIRM1 is highly expressed in AML patients and it can be used as a molecular
marker for poor prognosis because it is associated with shorter DFS and OS [180]. Overex-
pression of HOTAIRM1 was associated with intermediate cytogenetic risk AML patients
and especially with the presence of NPM1 gene mutations [122]. More precisely, mutant
NPM1 caused increased expression of HOTAIRM1 via KLF5-dependent transcriptional
regulation. Same authors detected that HOTAIRM1 in nucleus acts as a scaffold for forma-
tion of the MDM2-EGR1 complex and induces degradation of EGR1 transcriptional factor,
while HOTAIRM1 in cytoplasm acts as a sponge for miR-152-3p increasing expression of
ULK3 kinase and induces autophagy [122]. All of the above indicates that this lncRNA is a
promising target for the design and application of specific therapy.

6.3. LncRNA IRAIN

Insulin-like growth factor 1 receptor (IGF1R) antisense imprinted non-protein coding
RNA, or IRAIN, is a lncRNA located at chromosome 15q26.3 within the GF1R locus and it
is transcribed into a 5.4kb product [181]. IRAIN is transcribed antisense from IGF1R that is
a key component of the PI3K/Akt signaling pathway, known to be constitutively active
in AML, promoting proliferation process in leukemic cells [182]. In direct interaction with
chromatin DNA in the IGF1R enhancer and promoter, IRAIN participates in the formation
of an enhancer-promoter loop, or intra-chromosomal loop between the IGF1R enhancer
and promoter [183]. Still, functional implications of IRAIN’s role in this intra-chromosomal
loop formation are not known.

In AML, low expression of IRAIN is associated with poor prognosis, suggesting that
IRAIN has a tumor-suppressor function. It is reported that in non-APL acute myeloid
leukemia patients, diminished expression of IRAIN results not only in shorter OS but also
in a refractory response to chemotherapy [126].
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6.4. LncRNA CCDC26

Another lncRNA is located at chromosomal locus 8q24 is CCDC26 (coiled-coil domain-
containing 26). It is overexpressed in AML patients and it is associated with poor prognosis
and thus can be used as a molecular biomarker in risk stratification of AML [99,100].
CCDC26 performs its oncogenic function in AML by regulation of c-KIT—tyrosine kinase
receptor expression and up-regulation of this lncRNA increases cell growth [101].

6.5. LncRNA PANDAR

LncRNA promoter of CDKN1A antisense DNA damage activated RNA (PANDAR)
is also over expressed in AML patients and associated with lower CR rate and shortened
survival [184]. PANDAR is involved in the DNA-damage response, its induction is p53
dependent. In AML overexpression of PANDAR promotes cell survival by blocking the
expression of proapoptotic genes through interaction with NF-YA transcription factor
preventing it from binding to target gene promoters [139].

6.6. LncRNA TUG1

Taurine up-regulated 1 (TUG1) lncRNA is overexpressed in AML and it is associated
with a number of clinical and molecular characteristics such as higher WBC count, presence
of FLT3-ITD mutation and mono-somal karyotype related with high risk disease. Therefore
it could be used as a molecular marker for poor prognosis [140].

In in vitro studies it was shown that TUG1 increases cell proliferation and suppresses
apoptosis by targeting aurora kinase A (AURKA) [145]. Recent study also provided
evidence that TUG1 is involved in promoting chemoresistance to adriamycin (ADR) therapy
through EZH2-mediated epigenetic silencing of miR-34a [185]. TUG1 plays its oncogenic
role acting as a decoy for tumor-suppressor miR-221-3p, promoting cell viability and
inhibiting apoptosis [147].

6.7. LncRNA BGL3

Beta globin locus 3 (BGL3) is a lncRNA located at chromosome 11p15.4, involved
in BCR-ABL-mediated cell transformation in CML and ALL. BCR-ABL inhibits BGL3
expression via MYC-dependent DNA methylation and loss of BCR-ABL results in the
increase of BGL3, decrease of MYC expression and sensitization of leukemia cells towards
imatinib-induced apoptosis, suggesting that BGL3 acts as a tumor-suppressor in CML [146].
In addition, BGL3 has a decoy function by binding to miR-17, miR-20a, miR-20b, miR-93,
miR-106a and miR-106b altering the function of PTEN (phosphatase and tensin homolog)
tumor-suppressor [146].

6.8. LncRNA UCA1

Urothelial Carcinoma-associated 1 (UCA1) is a lncRNA located on chromosome
19p13 [186]. UCA1 is capable of interacting with several different epigenetic regulators,
among others p27Kip1, a well-known tumor-suppressor involved in the suppression of
cyclin–dependent kinase [187,188]. UCA1 was found to be up-regulated in AML, espe-
cially among patients carrying mutation in CCAAT/enhancer-binding protein-A (CEBPA)
transcriptional factor. Overexpression of UCA1 in CEPBA-mutated patients induces cell
proliferation through inhibition of the p27 Kip1 cell-cycle regulator [189].

By sponging miR-125, UCA1 increases expression of hexokinase-2 (HK2), a key en-
zyme involved in glycolysis. UCA1 inhibits glycolysis and is involved in the presence
of chemoresistance in AML acting through the UCA1/miR-125a/HK2 axis. Knockdown
of UCA1 expression in adriamycin (ADR)-resistant AML cells resulted in the reversion
of chemosensitivity [148]. UCA1 also targets miR-126 thus activating JAK/STAT and
PI3K/AKT signaling pathway and providing viability, migration and invasion of AML
cells [150]. A number of new studies detected that UCA1 targets other miRNAs such as
miR-204, miR96-5p and miR296-3p and through these interactions it exerts its oncogenic
potential in AML [149,190,191].
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In CML, UCA1 mediates resistance to imatinib therapy. Overexpressed UCA1 binds
miR-16, stimulating expression of MDR1 and enhancing imatinib resistance in CML-
cells [192]. This finding indicates that UCA1 is a potential target for reversal of drug
resistance in BCR/ABL-positive CML patients.

Details on the role of lncRNAs deregulated in myeloid leukemias are found in Table 1.

7. LncRNAs Deregulated in ALL
7.1. Lnc RNA LUNAR1

Leukemia-induced non-coding activator RNA 1 (LUNAR1) is a lncRNA located on the
chromosome 15q26.3, where the locus for IGF1R is located [151]. LUNAR1 is a cis-regulator
which regulates the expression of IGF1R. It has been shown that LUNAR1 is downregulated
in Notch inhibition and upregulated in T-ALL. Upregulation of LUNAR1 was associated
with a poor prognosis in pediatric T-ALL [131].

7.2. Lnc RNA RP11-137H2.4

This lncRNA is located at chr10:80529597-80535942 and is a TSPAN14 antisense RNA.
It modulates the expression of components of NRAS/BRAF/NF-kB MAPK cascade and
cell cycle pathways. Silencing this lncRNA removed glucocorticoid resistance in pre-B
pediatric ALL cell lines [132].

7.3. Linc RNA BALR-6

B-Cell acute lymphoblastic leukemia associated long RNA 6 (BALR-6) is a lincRNA lo-
cated at 3p24.3, a block between SATB1 and TBC1D5. It regulates the expression of SP1 and
CREB1, whose products have significant effects on cell growth, proliferation and survival.
The largest BALR-6 expression was detected in cell lines with MLL rearrangements [95].
Research has shown that BALR-6 knockdowns inhibit proliferation in B-ALL cell lines, its
constitutive expression is important for cell survival and proliferation in cell lines, while its
overexpression promotes hemato-poetic progenitor proliferation in patients [96].

7.4. LncRNA LAMP-AS1

Lysosomal-associated membrane protein 5 antisense 1 (LAMP5-AS1) lncRNA is lo-
cated on chromosome 20p12.2, where it is highly expressed and correlated with the adjacent
gene, LAMP5. It is genetically regulated by H3K79 methylation [193]. This lncRNA has
been shown to be specifically overexpressed in MLL rearrangement positive childhood
leukemias and higher expression level patients had reduced 5-year leukemia-free sur-
vival [194].

7.5. LncRNA BALR-2

BALR-2 is similar to BALR-6. It was found to be upregulated in B-ALL pediatric
patients that were glucocorticoid resistant and higher BALR-2 expression was associated
with poor overall survival. Knockdown of this lncRNA led to growth inhibition and
promoted apoptosis [95].

7.6. LncRNA HOXA-AS2

HOXA cluster antisense RNA 2 (HOXA-AS2) is an antisense lncRNA, located at
chr7:27113936-27134302. This lncRNA was highly expressed in glucocorticoid resistant pe-
diatric ALL patients. In the presence of dexamethasone, HOXA-AS2 promoted proliferation
and reduced apoptosis of glucocorticoid resistant cells [195].

Details on the role of lncRNAs deregulated in ALL are found in Table 1.

8. LncRNAs Deregulated in CLL
8.1. LncRNA MIAT

MIAT (myocardial infarction associated transcript; also known as GOMAFU, LINC00066,
RNCR2) is lncRNA encoded by 30,051 bp long intergenic region located on 22q12.1. The
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MIAT gene consists of five exons and is transcribed into approximately 10 kb long RNA
which is polyadenylated and spliced, giving rise to four splice variants [125]. Despite
having protein-coding mRNA characteristics, MIAT RNA escapes nuclear export and accu-
mulates in the nucleus. It exerts no association with chromatin, like other nuclear-retained
lncRNAs, but is associated with the nuclear matrix forming nuclear bodies scattered
throughout the nucleus [55,196]. MIAT RNA contains multiple tandem UACUAAC repeats
which are recognized by splicing factor 1 (SF1) [196]. This suggests that MIAT modulates
local concentrations of SF1, thus affecting the efficiency of splicing events and, consequently,
gene expression.

Although MIAT expression is restricted to several subsets of neurons, MIAT up-
regulation has been detected in a number of mature B cell leukemia/lymphoma cell lines
and in primary CLL cells [55,196,197]. In addition, it has been demonstrated that high
expression of MIAT in peripheral blood mononuclear cells of CLL patients is associated with
adverse prognostic markers such as high and intermediate risk cytogenetics (del17p, del11q
and trisomy 12) and unmutated IGHV status, as well as with shorter overall survival [197].
Knockdown experiments on a diffuse large B cell lymphoma (DLBCL) cell line indicated
that in mature malignant B cells MIAT regulates the expression of its own transcriptional
regulator OCT4, forming a positive feedback loop. Furthermore, suppression of MIAT or
OCT4 induced apoptosis and led to cell growth inhibition [197]. These results imply that
MIAT upregulation may be involved in apoptotic resistance of CLL B lymphocytes and, at
least in part, accounts for the observed association with the aggressiveness of the disease.

8.2. LincRNA-p21

LincRNA-p21 gene locus is located on chromosome17, around 15 kb upstream of the
CDKN1A (p21) gene, which mediates cell-cycle arrest as a part of p53 pathway and its direct
transcriptional target. LincRNA-p21 is transcribed in the opposite orientation from the
CDKN1A gene into 3.1 kb transcript containing two exons [138]. It has been demonstrated
that, upon induction of DNA damage in different tumor cell lines, including lymphoma,
lincRNA-p21 promoter is bound by p53 resulting in transcriptional activation. On the other
hand, lincRNA-p21 directly interacts with MDM2 and up-regulates MDM2-p53 interaction,
thus forming a feedback loop which modulates p53 activity [129]. In addition, experiments
with RNA interference-mediated knockdown of lincRNA-p21 and p53 identified many co-
reregulated genes and showed that lincRNA-p21 acts as a global repressor of genes involved
in p53-dependent transcriptional response. Both lincRNA-p21 and p53 knockdowns caused
the repression of proapoptotic and de-repression of antiapoptotic genes, suggesting that
lincRNA-p21 plays a role in the p53-dependent induction of apoptosis. In these experiments,
however, lincRNA-p21, in contrast to p53, did not substantially affect transcription of
CDKN1A and other cell-cycle regulators and did not contribute to cell-cycle arrest following
DNA damage [138]. The mechanism of lincRNA-p21-mediated transcriptional repression
involves its direct interaction with heterogeneous nuclear ribonucleoprotein K (hnRNP-K),
a component of repressor complexes that operate in p53 pathway, through conserved
780 nt long 5′ region. The lincRNA-p21 modulates hnRNP-K localization and enables its
binding to the promoters of genes that are co-repressed by p53 and lincRNA-p21 [138].
Besides in transaction of lincRNA-p21, it has been demonstrated that it also operates in cis
and activates p53-mediated expression of the neighboring Cdkn1a gene [130,198]. Finally,
lincRNA-p21 is involved in heterochromatin regulation through the association with H3K9
methyltransferase SETDB1 and the maintenance of DNA methyltransferase DNMT1, which
are both mediated by hnRNP-K, thus sustaining H3K9me3 and/or CpG methylation of
pluripotency gene promoters [199].

Analyses of lincRNA-p21 expression in primary CLL cells in the context of DNA
damage revealed its induction in a p53-dependent manner: the strongest induction was
observed in TP53wt cells, but was impaired in CLL cells with 11q deletion (which en-
compasses ATM gene) and TP53del/mut. A positive correlation of lincRNA-p21 with the
induction of p21 was also observed, as well as decrease in cell viability, again only in TP53wt
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cells. These results were confirmed on a set of Burkitt’s lymphoma cell lines, suggesting
that lincRNA-p21 is a target of p53 and is a member of the p53-dependent DNA damage
response pathway in CLL and lymphoma [58].

8.3. LncRNA DLEU1 and LncRNA DLEU2

DLEU1 and DLEU2 (deleted in leukemia 1 and 2) lncRNA genes are located at the
chromosome 13q14.3 region that is recurrently deleted in hematological malignancies,
particularly in CLL. Deletion 13q14 is the most common cytogenetic aberration in CLL,
present in more than 50% of patients and in around 30% of patients as a sole cytogenetic
abnormality (del13q-only) [200]. It occurs more frequently in patients with mutated IGHV
and low ZAP-70 expression [201,202]. It was originally observed that del13q14 is an inde-
pendent prognostic marker of more indolent clinical course of CLL, since del13q-only cases
experienced longer time to first treatment and overall survival [200,201]. However, this did
not apply to all patients and further studies revealed that del13q14 is heterogeneous in size
and that at least two subtypes of del13q14 exist: 1) small 13q14.3 deletions, encompassing
a minimal deleted region which contains DLEU2 gene and the first exon of DLEU1 gene
and 2) larger deletions involving 13q14.1-q14.2 band containing tumor suppressor RB1
locus [203]. The latter is associated with worse prognosis in the context of del13q-only
CLL [204].

DLEU1 and DLEU2 are arranged in a head-to-head manner 300bp apart and are
transcribed in opposite directions; the minimal deleted region of del13q14 encompasses
the first exon of both genes [108]. DLEU2 is a host gene of miR-15a and miR-16-1, which
are deleted or down-regulated in the majority of CLL patients [109,205]. DLEU2 acts as
a tumor suppressor by negatively regulating the progression through the cell cycle. This
function is mediated by miR-15a and miR-16-1 which down-regulate G1 phase cyclins E1
and D1, through binding to conserved miR-15a/miR-16-1 target sites in their 3′ UTRs [138].
In addition, DLEU2 is involved in regulation of apoptosis and this effect is also mediated by
miR-15a and miR-16-1. It has been demonstrated that the levels of miR-15a and miR-16-1
are inversely correlated with the expression of BCL2 antiapoptotic protein in CLL cells and
that both miRNAs repress BCL2 at post-transcriptional level through direct interaction
with the 3′ UTR of BCL2 mRNA [109]. Thus, functional loss of miR-15a and miR-16-1 has
pro-proliferative and anti-apoptotic effect and plays a crucial role in pathogenesis of CLL.

Besides DLEU1 and DLEU2, tumor-suppressor mechanisms at 13q14.3 involve several
protein-coding tumor suppressor genes and pathogenesis of CLL probably results from
concerted action of these elements [205,206]. Indeed, it has been demonstrated that DLEU1
and DLEU2 and their neighboring tumor-suppressor genes are epigenetically deregulated
in the majority of CLL patients. A significantly lower DNA methylation at transcriptional
start sites of DLEU1 and DLEU2 was observed in CLL cells in comparison to non-malignant
B cells, as well as histone modifications associated with transcription. DNA demethylation
level was positively correlated with the expression of DLEU1 and DLEU2, albeit negatively
with the expression of neighboring tumor-suppressors, suggesting in cis co-regulation of
these genes and their functional connection [205]. Indeed, both miR-15a/miR-16-1 and
tumor-suppressor genes at 13q14.3 have been found to be involved in the modulation of
NFκB signaling pathway, either as activators or repressors [205,206].

8.4. LncRNA BM74240

LncRNA BM74240 (GATA6-AS1) is located on chromosome18q11.2 in an antisense
orientation to a neighboring GATA6 gene and is completely embedded in a CpG island.
The analyses of methylation status of BM74240 promoter in CLL revealed that, while
methylation was absent in normal B cells, BM74240 was completely or partially methylated
in four out of seven CLL cell lines examined and in around 40% of primary CLL samples at
diagnosis, implying that methylation is tumor-specific. Promoter methylation in CLL cell
lines inversely correlated with BM74240 expression and a trend towards lower expression
of neighboring GATA6 gene in BM74240-methylated cell lines was observed. In addition,
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BM74240 methylation in primary CLL samples was associated with higher lymphocyte
count and older age at diagnosis, as well as with advanced Rai stage in the group with
low-risk cytogenetics. Methylation of BM74240 was also associated with that of miR-129-2
at chromosome 11q11.2, which is frequently methylated in CLL at diagnosis, implying
their cooperation in leukemogenesis [98]. Furthermore, stable overexpression of BM74240
in a completely methylated CLL cell line via lentiviral transduction resulted in reduction
of proliferation and enhanced apoptosis through caspase-9-dependent intrinsic apoptotic
pathway, indicating tumor suppressive function of BM74240 in CLL [98].

8.5. LncRNA TRERNA1

LncRNA TRERNA1 gene (translational regulatory lncRNA 1; also known as LINC00651,
treRNA, ncRNA-a7) is located on chromosome 20q13.3. Its transcript contains two exons,
is spliced and polyadenylated and has been reported to affect the expression of its targets,
which may be cell type specific, at both transcriptional and translational level [43,207].
In CLL cells of asymptomatic, previously untreated patients, TRERNA1 was found to be
overexpressed when compared to normal B cells and high expression level was associated
with unfavorable prognostic markers (unmutated IGHV, high ZAP70 expression) and with
shorter time to first treatment [144]. Among patients who received chemotherapy, high
TRERNA1 expression was associated with shorter progression-free survival and overall
survival in the group treated with fludarabine plus cyclophosphamide, but not in the
group treated with fludarabine alone. In vitro studies on CLL cell line overexpressing
exogenous TRERNA1 showed that TRERNA1 impairs the induction of DNA damage
following exposure to chemotherapeutic agents, which may account for poor response to
therapy in high-expressing patients [144].

8.6. LncRNA AC092652.2-202

LncRNA AC092652.2-202 is the main transcript of transcribed ultra-conserved region
70 (uc.70), located in an intronic region of ARHGAP15 gene (chr2q22.2-q22.3) in antisense
orientation. High expression of both ARHGAP15 and AC092652.2-202 was found to be
associated with shorter time to first treatment in CLL patients. AC092652.2-202 level
prognostic value for TTFT was independent of IGHV mutational status and the disease
stage in the whole cohort that was investigated, as well as in Binet A stage patients only.
In addition, genes potentially modulated by AC092652.2-202 were enriched for pathways
implicated in CLL pathogenesis, such as p53, apoptosis and NFκB [90].

8.7. Lnc-TOMM7-1, lnc-KIAA1755-4, lnc-IRF2-3, lncRNA ZNF667-AS1

A comprehensive study of lncRNA expression profile in Binet A stage CLL patients
identified 24 lncRNAs deregulated in CLL compared to normal B cells. The most promi-
nent down-regulation was found for lnc-TOMM7-1, which is mapped to chromosome 7p,
antisense to interleukin-6 gene (Il-6), suggesting its involvement in Il-6 transcriptional
regulation. Since Il-6 functions as an autocrine growth factor in CLL, this finding implies
that lncTOMM7-1 plays a role in pathogenesis of the disease. In addition, in this study
differential expression of lncRNAs in prognostic subgroups defined by IGHV mutational
status, ZAP70 and CD38 expression, NOTCH1 mutations and cytogenetic aberrations was
also determined and lncRNAs recurrently associated with adverse prognostic markers
were identified, such as lnc-KIAA1755-4, lnc-IRF2-3 and lncRNA ZNF667-AS1. Anal-
ysis of correlation between lncRNA expression and time to first treatment pointed to
lnc-KIAA1755-4 and lnc-IRF2-3 that, in combination, determined the best predictive model
for TTFT. This model is independent from other prognostic markers and defines three
risk groups (low, intermediate and high), where patients with low expression of both
lncRNAs have the longest TTFT. Lnc-KIAA1755-4 is processed from the intron of small
nucleolar host gene 17 (chromosome 20q11.23) and is located in the nucleolus where it
regulates post-transcriptional modifications of rRNAs. The gene set enrichment analysis of
lnc-KIAA1755-4 revealed enrichment of genes associated with translation, transcription,
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chromosome and telomere maintenance and telomeres packaging. On the other hand, for
lnc-IRF2-3 (chromosome 4q35) enrichment of genes related to amino acid, sugar and lipid
metabolism was shown [152].

Details on the role of lncRNAs deregulated in CLL are found in Table 1.

9. Conclusions

This review summarizes the latest research data on various lncRNAs whose expression
is deregulated in leukemias. The overall conclusion that can be outlined from these studies
is that lncRNAs have a great impact on the leukemic process. Additionally, based on the
fact that aberrant expression of lncRNAs is cell and tissue specific, as well as specific for
the exact differential stage, each lncRNA must be studied separately in each leukemia type.
As can be seen from the presented data, the same lncRNA can have opposite functions, as
oncogene or tumor-suppressor, depending on the particular type of leukemia.

Apart from the fact that lncRNAs play a major role in the pathogenesis of leukemia,
some have already been recognized as potential molecular marker significant for diagnosis
and prognosis of leukemias. As the classification of leukemia into risk groups and stages
of leukemia progression is based primarily on specific genetic and molecular markers,
monitoring of lncRNAs expression pattern can be an additional tool that can be used for
the more precise stratification of patients. Moreover, since lncRNAs play an important role
in crucial cellular processes, they can be used as targets for the design and application of
specific therapy.

Thus, comprehensive genomics and transcriptomics profiling is the course that modern
hematology should pursue in order to achieve the goal of a personalized therapeutic
approach for each individual leukemic patient.
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Wilms Tumor 1 Gene Expression as a Reliable Marker for Prognosis and Minimal Residual Disease Monitoring in Acute Myeloid
Leukemia with Normal Karyotype Patients. Clin. Lymphoma Myeloma Leuk. 2017, 17, 312–319. [CrossRef]

11. Marjanovic, I.; Karan-Djurasevic, T.; Kostic, T.; Virijevic, M.; Vukovic, N.S.; Pavlovic, S.; Tosic, N. Prognostic significance of
combined BAALC and MN1 gene expression level in acute myeloid leukemia with normal karyotype. Int. J. Lab. Hematol. 2021,
43, 433–440. [CrossRef]

12. Handschuh, L. Not Only Mutations Matter: Molecular Picture of Acute Myeloid Leukemia Emerging from Transcriptome Studies.
J. Oncol. 2019, 2019, 7239206. [CrossRef] [PubMed]

13. Brandsma, A.M.; Bertrums, E.J.M.; van Roosmalen, M.J.; Hofman, D.A.; Oka, R.; Verheul, M.; Manders, F.; Ubels, J.;
Belderbos, M.E.; van Boxtel, R. Mutation signatures of pediatric acute myeloid leukemia and normal blood progenitors associated
with differential patient outcomes. Blood Cancer Discov. 2021, 2, 484–499. [CrossRef] [PubMed]

14. Wang, R.Q.; Chen, C.J.; Jing, Y.; Qin, J.Y.; Li, Y.; Chen, G.F.; Zhou, W.; Li, Y.H.; Wang, J.; Li, D.W.; et al. Characteristics and
prognostic significance of genetic mutations in acute myeloid leukemia based on a targeted next-generation sequencing technique.
Cancer Med. 2020, 9, 8457–8467. [CrossRef]

15. Marjanovic, I.; Kostic, J.; Stanic, B.; Pejanovic, N.; Lucic, B.; Karan-Djurasevic, T.; Janic, D.; Dokmanovic, L.; Jankovic, S.;
Vukovic, N.S.; et al. Parallel targeted next generation sequencing of childhood and adult acute myeloid leukemia patients reveals
uniform genomic profile of the disease. Tumour Biol. 2016, 37, 13391–13401. [CrossRef] [PubMed]

16. Dillon, L.W.; Ghannam, J.; Nosiri, C.; Gui, G.; Goswami, M.; Calvo, K.R.; Lindblad, K.E.; Oetjen, K.A.; Wilkerson, M.D.;
Soltis, A.R.; et al. Personalized Single-Cell Proteogenomics to Distinguish Acute Myeloid Leukemia from Non-Malignant Clonal
Hematopoiesis. Blood Cancer Discov. 2021, 2, 319–325. [CrossRef]

17. Cortes, J.E.; Kantarjian, H.M. Acute lymphoblastic leukemia. A comprehensive review with emphasis on biology and therapy.
Cancer 1995, 76, 2393–2417. [CrossRef]

18. Terwilliger, T.; Abdul-Hay, M. Acute lymphoblastic leukemia: A comprehensive review and 2017 update. Blood Cancer J. 2017,
7, e577. [CrossRef]

19. Mullighan, C.G.; Collins-Underwood, J.R.; Phillips, L.A.; Loudin, M.G.; Liu, W.; Zhang, J.; Ma, J.; Coustan-Smith, E.; Harvey, R.C.;
Willman, C.L.; et al. Rearrangement of CRLF2 in B-progenitor- and Down syndrome-associated acute lymphoblastic leukemia.
Nat. Genet. 2009, 41, 1243–1246. [CrossRef]

20. Jeha, S.; Choi, J.; Roberts, K.G.; Pei, D.; Coustan-Smith, E.; Inaba, H.; Rubnitz, J.E.; Ribeiro, R.C.; Gruber, T.A.; Raimondi, S.C.; et al.
Clinical significance of novel subtypes of acute lymphoblastic leukemia in the context of minimal residual disease-directed
therapy. Blood Cancer Discov. 2021, 2, 326–337. [CrossRef]

21. Cordo, V.; van der Zwet, J.C.G.; Canté-Barrett, K.; Pieters, R.; Meijerink, J.P.P. T-cell Acute Lymphoblastic Leukemia: A Roadmap
to Targeted Therapies. Blood Cancer Discov. 2021, 2, 19–31. [CrossRef]

22. Mullighan, C. The molecular genetic makeup of acute lymphoblastic leukemia. In Hematology 2010, the American Society of
Hematology Education Program Book; American Society of Hematology: Washington, DC, USA, 2012; Volume 2012, pp. 389–396.
[CrossRef]

23. Iacobucci, I.; Mullighan, C.G. Genetic Basis of Acute Lymphoblastic Leukemia. J. Clin. Oncol. 2017, 35, 975–983. [CrossRef]
[PubMed]

24. Pulsipher, M.A.; Han, X.; Maude, S.L.; Laetsch, T.W.; Qayed, M.; Rives, S.; Boyer, M.W.; Hiramatsu, H.; Yanik, G.A.;
Driscoll, T.; et al. Next-Generation Sequencing of Minimal Residual Disease for Predicting Relapse after Tisagenlecleucel in
Children and Young Adults with Acute Lymphoblastic Leukemia. Blood Cancer Discov. 2022, 3, 66–81. [CrossRef] [PubMed]

25. Gasic, V.; Zukic, B.; Stankovic, B.; Janic, D.; Dokmanovic, L.; Lazic, J.; Krstovski, N.; Dolzan, V.; Jazbec, J.; Pavlovic, S.; et al.
Pharmacogenomic markers of glucocorticoid response in the initial phase of remission induction therapy in childhood acute
lymphoblastic leukemia. Radiol. Oncol. 2018, 52, 296–306. [CrossRef] [PubMed]

26. Mughal, T.I.; Abdel-Wahab, O.; Rampal, R.; Mesa, R.; Koschmieder, S.; Levine, R.; Hehlmann, R.; Saglio, G.; Barbui, T.; Van Etten,
R.A. Contemporary insights into the pathogenesis and treatment of chronic myeloproliferative neoplasms. Leuk. Lymphoma 2016,
57, 1517–1526. [CrossRef] [PubMed]

27. Melo, J.D.; Barnes, D. Chronic myeloid leukemia as model of disease evolution in human cancer. Nat. Rev. Cancer 2007, 7, 441–453.
[CrossRef]

http://doi.org/10.1182/blood-2002-03-0772
http://doi.org/10.1182/blood-2016-03-643544
http://doi.org/10.1158/2643-3230.BCD-20-0029
http://doi.org/10.1016/j.clml.2016.12.006
http://doi.org/10.1111/ijlh.13405
http://doi.org/10.1155/2019/7239206
http://www.ncbi.nlm.nih.gov/pubmed/31467542
http://doi.org/10.1158/2643-3230.Bcd-21-0010
http://www.ncbi.nlm.nih.gov/pubmed/34642666
http://doi.org/10.1002/cam4.3467
http://doi.org/10.1007/s13277-016-5142-7
http://www.ncbi.nlm.nih.gov/pubmed/27460089
http://doi.org/10.1158/2643-3230.BCD-21-0046
http://doi.org/10.1002/1097-0142(19951215)76:123.0.co;2-p
http://doi.org/10.1038/bcj.2017.53
http://doi.org/10.1038/ng.469
http://doi.org/10.1158/2643-3230.BCD-20-0229
http://doi.org/10.1158/2643-3230.BCD-20-0093
http://doi.org/10.1182/asheducation-2012.1.389
http://doi.org/10.1200/jco.2016.70.7836
http://www.ncbi.nlm.nih.gov/pubmed/28297628
http://doi.org/10.1158/2643-3230.Bcd-21-0095
http://www.ncbi.nlm.nih.gov/pubmed/35019853
http://doi.org/10.2478/raon-2018-0034
http://www.ncbi.nlm.nih.gov/pubmed/30210047
http://doi.org/10.1080/10428194.2016.1185783
http://www.ncbi.nlm.nih.gov/pubmed/27240645
http://doi.org/10.1038/nrc2147


Life 2022, 12, 1770 23 of 30

28. Schindler, T.; Bornmann, W.; Pellicena, P.; Miller, W.T.; Clarkson, B.; Kuriyan, J. Structural mechanism for STI-571 inhibition of
abelson tyrosine kinase. Science 2000, 289, 1938–1942. [CrossRef]

29. Wei, G.; Rafiyath, S.; Liu, D. First-line treatment for chronic myeloid leukemia: Dasatinib, nilotinib, or imatinib. J. Hematol. Oncol.
2010, 3, 47. [CrossRef]

30. Chereda, B.; Melo, J.V. Natural course and biology of CML. Ann. Hematol. 2015, 94 (Suppl. 2), S107–S121. [CrossRef]
31. Poudel, G.; Tolland, M.G.; Hughes, T.P.; Pagani, I.S. Mechanisms of Resistance and Implications for Treatment Strategies in

Chronic Myeloid Leukaemia. Cancers 2022, 14, 3300. [CrossRef]
32. Hallek, M. Chronic lymphocytic leukemia: 2020 update on diagnosis, risk stratification and treatment. Am. J. Hematol. 2019,

94, 1266–1287. [CrossRef]
33. Delgado, J.; Nadeu, F.; Colomer, D.; Campo, E. Chronic lymphocytic leukemia: From molecular pathogenesis to novel therapeutic

strategies. Haematologica 2020, 105, 2205–2217. [CrossRef] [PubMed]
34. Stevenson, F.K.; Forconi, F.; Packham, G. The meaning and relevance of B-cell receptor structure and function in chronic

lymphocytic leukemia. Semin. Hematol. 2014, 51, 158–167. [CrossRef] [PubMed]
35. Landau, D.A.; Tausch, E.; Taylor-Weiner, A.N.; Stewart, C.; Reiter, J.G.; Bahlo, J.; Kluth, S.; Bozic, I.; Lawrence, M.; Böttcher, S.; et al.

Mutations driving CLL and their evolution in progression and relapse. Nature 2015, 526, 525–530. [CrossRef] [PubMed]
36. Mansouri, L.; Wierzbinska, J.A.; Plass, C.; Rosenquist, R. Epigenetic deregulation in chronic lymphocytic leukemia: Clinical and

biological impact. Semin. Cancer Biol. 2018, 51, 1–11. [CrossRef]
37. Puente, X.S.; Beà, S.; Valdés-Mas, R.; Villamor, N.; Gutiérrez-Abril, J.; Martín-Subero, J.I.; Munar, M.; Rubio-Pérez, C.; Jares, P.;

Aymerich, M.; et al. Non-coding recurrent mutations in chronic lymphocytic leukaemia. Nature 2015, 526, 519–524. [CrossRef]
[PubMed]

38. Fabris, L.; Juracek, J.; Calin, G. Non-Coding RNAs as Cancer Hallmarks in Chronic Lymphocytic Leukemia. Int. J. Mol. Sci. 2020,
21, 6720. [CrossRef] [PubMed]

39. Kung, J.T.; Colognori, D.; Lee, J.T. Long noncoding RNAs: Past, present, and future. Genetics 2013, 193, 651–669. [CrossRef]
[PubMed]

40. Zhao, L.; Wang, J.; Li, Y.; Song, T.; Wu, Y.; Fang, S.; Bu, D.; Li, H.; Sun, L.; Pei, D.; et al. NONCODEV6: An updated database
dedicated to long non-coding RNA annotation in both animals and plants. Nucleic Acids Res. 2021, 49, D165–D171. [CrossRef]

41. Mercer, T.R.; Dinger, M.E.; Mattick, J.S. Long non-coding RNAs: Insights into functions. Nat. Rev. Genet. 2009, 10, 155–159.
[CrossRef]

42. St Laurent, G.; Wahlestedt, C.; Kapranov, P. The Landscape of long noncoding RNA classification. Trends Genet. 2015, 31, 239–251.
[CrossRef]

43. Ørom, U.A.; Derrien, T.; Beringer, M.; Gumireddy, K.; Gardini, A.; Bussotti, G.; Lai, F.; Zytnicki, M.; Notredame, C.;
Huang, Q.; et al. Long noncoding RNAs with enhancer-like function in human cells. Cell 2010, 143, 46–58. [CrossRef] [PubMed]

44. Kopp, F.; Mendell, J.T. Functional Classification and Experimental Dissection of Long Noncoding RNAs. Cell 2018, 172, 393–407.
[CrossRef] [PubMed]

45. Wang, K.C.; Chang, H.Y. Molecular mechanisms of long noncoding RNAs. Mol. Cell 2011, 43, 904–914. [CrossRef]
46. Núñez-Martínez, H.N.; Recillas-Targa, F. Emerging Functions of lncRNA Loci beyond the Transcript Itself. Int. J. Mol. Sci. 2022,

23, 6258. [CrossRef]
47. Bhan, A.; Mandal, S.S. LncRNA HOTAIR: A master regulator of chromatin dynamics and cancer. Biochim. Biophys. Acta 2015,

1856, 151–164. [CrossRef] [PubMed]
48. Gutschner, T.; Diederichs, S. The hallmarks of cancer: A long non-coding RNA point of view. RNA Biol. 2012, 9, 703–719.

[CrossRef]
49. Nandwani, A.; Rathore, S.; Datta, M. LncRNAs in cancer: Regulatory and therapeutic implications. Cancer Lett. 2021, 501, 162–171.

[CrossRef]
50. Gao, J.; Wang, F.; Wu, P.; Chen, Y.; Jia, Y. Aberrant LncRNA Expression in Leukemia. J. Cancer 2020, 11, 4284–4296. [CrossRef]
51. Sasaki, Y.T.; Ideue, T.; Sano, M.; Mituyama, T.; Hirose, T. MENepsilon/beta noncoding RNAs are essential for structural integrity

of nuclear paraspeckles. Proc. Natl. Acad. Sci. USA 2009, 106, 2525–2530. [CrossRef]
52. Souquere, S.; Beauclair, G.; Harper, F.; Fox, A.; Pierron, G. Highly ordered spatial organization of the structural long noncoding

NEAT1 RNAs within paraspeckle nuclear bodies. Mol. Biol. Cell 2010, 21, 4020–4027. [CrossRef]
53. Mao, Y.S.; Sunwoo, H.; Zhang, B.; Spector, D.L. Direct visualization of the co-transcriptional assembly of a nuclear body by

noncoding RNAs. Nat. Cell Biol. 2011, 13, 95–101. [CrossRef] [PubMed]
54. Adriaens, C.; Rambow, F.; Bervoets, G.; Silla, T.; Mito, M.; Chiba, T.; Asahara, H.; Hirose, T.; Nakagawa, S.; Jensen, T.H.; et al.

The long noncoding RNA NEAT1_1 is seemingly dispensable for normal tissue homeostasis and cancer cell growth. RNA 2019,
25, 1681–1695. [CrossRef] [PubMed]

55. Sone, M.; Hayashi, T.; Agata, K.; Takeichi, M.; Nakagawa, S. The mRNA-like noncoding RNA Gomafu constitutes a novel nuclear
domain in a subset of neurons. J. Cell Sci. 2007, 120, 2498–2506. [CrossRef] [PubMed]

56. Chen, L.L.; Carmichael, G.G. Altered nuclear retention of mRNAs containing inverted repeats in human embryonic stem cells:
Functional role of a nuclear noncoding RNA. Mol. Cell 2009, 35, 467–478. [CrossRef] [PubMed]

57. Nakagawa, S.; Yamazaki, T.; Hirose, T. Molecular dissection of nuclear paraspeckles: Towards understanding the emerging world
of the RNP milieu. Open Biol. 2018, 8. [CrossRef]

http://doi.org/10.1126/science.289.5486.1938
http://doi.org/10.1186/1756-8722-3-47
http://doi.org/10.1007/s00277-015-2325-z
http://doi.org/10.3390/cancers14143300
http://doi.org/10.1002/ajh.25595
http://doi.org/10.3324/haematol.2019.236000
http://www.ncbi.nlm.nih.gov/pubmed/33054046
http://doi.org/10.1053/j.seminhematol.2014.05.003
http://www.ncbi.nlm.nih.gov/pubmed/25048780
http://doi.org/10.1038/nature15395
http://www.ncbi.nlm.nih.gov/pubmed/26466571
http://doi.org/10.1016/j.semcancer.2018.02.001
http://doi.org/10.1038/nature14666
http://www.ncbi.nlm.nih.gov/pubmed/26200345
http://doi.org/10.3390/ijms21186720
http://www.ncbi.nlm.nih.gov/pubmed/32937758
http://doi.org/10.1534/genetics.112.146704
http://www.ncbi.nlm.nih.gov/pubmed/23463798
http://doi.org/10.1093/nar/gkaa1046
http://doi.org/10.1038/nrg2521
http://doi.org/10.1016/j.tig.2015.03.007
http://doi.org/10.1016/j.cell.2010.09.001
http://www.ncbi.nlm.nih.gov/pubmed/20887892
http://doi.org/10.1016/j.cell.2018.01.011
http://www.ncbi.nlm.nih.gov/pubmed/29373828
http://doi.org/10.1016/j.molcel.2011.08.018
http://doi.org/10.3390/ijms23116258
http://doi.org/10.1016/j.bbcan.2015.07.001
http://www.ncbi.nlm.nih.gov/pubmed/26208723
http://doi.org/10.4161/rna.20481
http://doi.org/10.1016/j.canlet.2020.11.048
http://doi.org/10.7150/jca.42093
http://doi.org/10.1073/pnas.0807899106
http://doi.org/10.1091/mbc.e10-08-0690
http://doi.org/10.1038/ncb2140
http://www.ncbi.nlm.nih.gov/pubmed/21170033
http://doi.org/10.1261/rna.071456.119
http://www.ncbi.nlm.nih.gov/pubmed/31551298
http://doi.org/10.1242/jcs.009357
http://www.ncbi.nlm.nih.gov/pubmed/17623775
http://doi.org/10.1016/j.molcel.2009.06.027
http://www.ncbi.nlm.nih.gov/pubmed/19716791
http://doi.org/10.1098/rsob.180150


Life 2022, 12, 1770 24 of 30

58. Blume, C.J.; Hotz-Wagenblatt, A.; Hüllein, J.; Sellner, L.; Jethwa, A.; Stolz, T.; Slabicki, M.; Lee, K.; Sharathchandra, A.;
Benner, A.; et al. p53-dependent non-coding RNA networks in chronic lymphocytic leukemia. Leukemia 2015, 29, 2015–2023.
[CrossRef]

59. Adriaens, C.; Standaert, L.; Barra, J.; Latil, M.; Verfaillie, A.; Kalev, P.; Boeckx, B.; Wijnhoven, P.W.; Radaelli, E.; Vermi, W.; et al.
p53 induces formation of NEAT1 lncRNA-containing paraspeckles that modulate replication stress response and chemosensitivity.
Nat. Med. 2016, 22, 861–868. [CrossRef]

60. Li, K.; Yao, T.; Zhang, Y.; Li, W.; Wang, Z. NEAT1 as a competing endogenous RNA in tumorigenesis of various cancers: Role,
mechanism and therapeutic potential. Int. J. Biol. Sci. 2021, 17, 3428–3440. [CrossRef]

61. Zhao, C.; Wang, S.; Zhao, Y.; Du, F.; Wang, W.; Lv, P.; Qi, L. Long noncoding RNA NEAT1 modulates cell proliferation and
apoptosis by regulating miR-23a-3p/SMC1A in acute myeloid leukemia. J. Cell Physiol. 2019, 234, 6161–6172. [CrossRef]

62. Zeng, C.; Liu, S.; Lu, S.; Yu, X.; Lai, J.; Wu, Y.; Chen, S.; Wang, L.; Yu, Z.; Luo, G.; et al. The c-Myc-regulated lncRNA NEAT1 and
paraspeckles modulate imatinib-induced apoptosis in CML cells. Mol. Cancer 2018, 17, 130. [CrossRef]

63. Rostami, M.; Kharajo, R.S.; Parsa-Kondelaji, M.; Ayatollahi, H.; Sheikhi, M.; Keramati, M.R. Altered expression of NEAT1 variants
and P53, PTEN, and BCL-2 genes in patients with acute myeloid leukemia. Leuk. Res. 2022, 115, 106807. [CrossRef] [PubMed]

64. Pouyanrad, S.; Rahgozar, S.; Ghodousi, E.S. Dysregulation of miR-335-3p, targeted by NEAT1 and MALAT1 long non-coding
RNAs, is associated with poor prognosis in childhood acute lymphoblastic leukemia. Gene 2019, 692, 35–43. [CrossRef] [PubMed]

65. Gao, C.; Zhang, J.; Wang, Q.; Ren, C. Overexpression of lncRNA NEAT1 mitigates multidrug resistance by inhibiting ABCG2 in
leukemia. Oncol. Lett. 2016, 12, 1051–1057. [CrossRef] [PubMed]

66. Reavie, L.; Buckley, S.M.; Loizou, E.; Takeishi, S.; Aranda-Orgilles, B.; Ndiaye-Lobry, D.; Abdel-Wahab, O.; Ibrahim, S.;
Nakayama, K.I.; Aifantis, I. Regulation of c-Myc ubiquitination controls chronic myelogenous leukemia initiation and pro-
gression. Cancer Cell 2013, 23, 362–375. [CrossRef]

67. Ronchetti, D.; Favasuli, V.; Monti, P.; Cutrona, G.; Fabris, S.; Silvestris, I.; Agnelli, L.; Colombo, M.; Menichini, P.; Matis, S.; et al.
NEAT1 Long Isoform Is Highly Expressed in Chronic Lymphocytic Leukemia Irrespectively of Cytogenetic Groups or Clinical
Outcome. Noncoding RNA 2020, 6, 11. [CrossRef]

68. Hutchinson, J.N.; Ensminger, A.W.; Clemson, C.M.; Lynch, C.R.; Lawrence, J.B.; Chess, A. A screen for nuclear transcripts
identifies two linked noncoding RNAs associated with SC35 splicing domains. BMC Genom. 2007, 8, 39. [CrossRef]

69. Brown, J.A.; Bulkley, D.; Wang, J.; Valenstein, M.L.; Yario, T.A.; Steitz, T.A.; Steitz, J.A. Structural insights into the stabilization of
MALAT1 noncoding RNA by a bipartite triple helix. Nat. Struct. Mol. Biol. 2014, 21, 633–640. [CrossRef]

70. Tripathi, V.; Ellis, J.D.; Shen, Z.; Song, D.Y.; Pan, Q.; Watt, A.T.; Freier, S.M.; Bennett, C.F.; Sharma, A.; Bubulya, P.A.; et al. The
nuclear-retained noncoding RNA MALAT1 regulates alternative splicing by modulating SR splicing factor phosphorylation. Mol.
Cell 2010, 39, 925–938. [CrossRef]

71. Amodio, N.; Raimondi, L.; Juli, G.; Stamato, M.A.; Caracciolo, D.; Tagliaferri, P.; Tassone, P. MALAT1: A druggable long
non-coding RNA for targeted anti-cancer approaches. J. Hematol. Oncol. 2018, 11, 63. [CrossRef]

72. Tripathi, V.; Shen, Z.; Chakraborty, A.; Giri, S.; Freier, S.M.; Wu, X.; Zhang, Y.; Gorospe, M.; Prasanth, S.G.; Lal, A.; et al. Long
noncoding RNA MALAT1 controls cell cycle progression by regulating the expression of oncogenic transcription factor B-MYB.
PLoS Genet. 2013, 9, e1003368. [CrossRef]

73. Huang, J.L.; Liu, W.; Tian, L.H.; Chai, T.T.; Liu, Y.; Zhang, F.; Fu, H.Y.; Zhou, H.R.; Shen, J.Z. Upregulation of long non-coding
RNA MALAT-1 confers poor prognosis and influences cell proliferation and apoptosis in acute monocytic leukemia. Oncol. Rep.
2017, 38, 1353–1362. [CrossRef] [PubMed]

74. Zhao, J.; Lu, Q.; Zhu, J.; Fu, J.; Chen, Y.-X. Prognostic value of miR-96 in patients with acute myeloid leukemia. Diagn. Pathol.
2014, 9, 76. [CrossRef] [PubMed]

75. Hu, N.; Chen, L.; Wang, C.; Zhao, H. MALAT1 knockdown inhibits proliferation and enhances cytarabine chemosensitivity by
upregulating miR-96 in acute myeloid leukemia cells. Biomed. Pharm. 2019, 112, 108720. [CrossRef]

76. Song, Y.; Guo, N.H.; Zheng, J.F. LncRNA-MALAT1 regulates proliferation and apoptosis of acute lymphoblastic leukemia cells
via miR-205-PTK7 pathway. Pathol. Int. 2020, 70, 724–732. [CrossRef] [PubMed]

77. Wen, F.; Cao, Y.X.; Luo, Z.Y.; Liao, P.; Lu, Z.W. LncRNA MALAT1 promotes cell proliferation and imatinib resistance by sponging
miR-328 in chronic myelogenous leukemia. Biochem. Biophys. Res. Commun. 2018, 507, 1–8. [CrossRef] [PubMed]

78. Ahmadi, A.; Kaviani, S.; Yaghmaie, M.; Pashaiefar, H.; Ahmadvand, M.; Jalili, M.; Alimoghaddam, K.; Eslamijouybari, M.;
Ghavamzadeh, A. Altered expression of MALAT1 lncRNA in chronic lymphocytic leukemia patients, correlation with cytogenetic
findings. Blood Res. 2018, 53, 320–324. [CrossRef] [PubMed]

79. Ma, C.; Shi, X.; Zhu, Q.; Li, Q.; Liu, Y.; Yao, Y.; Song, Y. The growth arrest-specific transcript 5 (GAS5): A pivotal tumor suppressor
long noncoding RNA in human cancers. Tumour Biol. 2016, 37, 1437–1444. [CrossRef]

80. Williams, G.T.; Mourtada-Maarabouni, M.; Farzaneh, F. A critical role for non-coding RNA GAS5 in growth arrest and rapamycin
inhibition in human T-lymphocytes. Biochem. Soc. Trans. 2011, 39, 482–486. [CrossRef]

81. Pickard, M.R.; Williams, G.T. Molecular and Cellular Mechanisms of Action of Tumour Suppressor GAS5 LncRNA. Genes 2015,
6, 484–499. [CrossRef]

82. Mazar, J.; Rosado, A.; Shelley, J.; Marchica, J.; Westmoreland, T.J. The long non-coding RNA GAS5 differentially regulates cell cycle
arrest and apoptosis through activation of BRCA1 and p53 in human neuroblastoma. Oncotarget 2017, 8, 6589–6607. [CrossRef]

http://doi.org/10.1038/leu.2015.119
http://doi.org/10.1038/nm.4135
http://doi.org/10.7150/ijbs.62728
http://doi.org/10.1002/jcp.27393
http://doi.org/10.1186/s12943-018-0884-z
http://doi.org/10.1016/j.leukres.2022.106807
http://www.ncbi.nlm.nih.gov/pubmed/35231756
http://doi.org/10.1016/j.gene.2019.01.003
http://www.ncbi.nlm.nih.gov/pubmed/30639603
http://doi.org/10.3892/ol.2016.4738
http://www.ncbi.nlm.nih.gov/pubmed/27446393
http://doi.org/10.1016/j.ccr.2013.01.025
http://doi.org/10.3390/ncrna6010011
http://doi.org/10.1186/1471-2164-8-39
http://doi.org/10.1038/nsmb.2844
http://doi.org/10.1016/j.molcel.2010.08.011
http://doi.org/10.1186/s13045-018-0606-4
http://doi.org/10.1371/journal.pgen.1003368
http://doi.org/10.3892/or.2017.5802
http://www.ncbi.nlm.nih.gov/pubmed/28713913
http://doi.org/10.1186/1746-1596-9-76
http://www.ncbi.nlm.nih.gov/pubmed/24678958
http://doi.org/10.1016/j.biopha.2019.108720
http://doi.org/10.1111/pin.12993
http://www.ncbi.nlm.nih.gov/pubmed/32754978
http://doi.org/10.1016/j.bbrc.2018.09.034
http://www.ncbi.nlm.nih.gov/pubmed/30366670
http://doi.org/10.5045/br.2018.53.4.320
http://www.ncbi.nlm.nih.gov/pubmed/30588470
http://doi.org/10.1007/s13277-015-4521-9
http://doi.org/10.1042/BST0390482
http://doi.org/10.3390/genes6030484
http://doi.org/10.18632/oncotarget.14244


Life 2022, 12, 1770 25 of 30

83. Zhang, Z.; Zhu, Z.; Watabe, K.; Zhang, X.; Bai, C.; Xu, M.; Wu, F.; Mo, Y.Y. Negative regulation of lncRNA GAS5 by miR-21. Cell
Death Differ. 2013, 20, 1558–1568. [CrossRef] [PubMed]

84. Yan, H.; Zhang, D.-Y.; Li, X.; Yuan, X.-Q.; Yang, Y.-L.; Zhu, K.-W.; Zeng, H.; Li, X.-L.; Cao, S.; Zhou, H.-H.; et al. Long non-coding
RNA GAS5 polymorphism predicts a poor prognosis of acute myeloid leukemia in Chinese patients via affecting hematopoietic
reconstitution. Leuk. Lymphoma 2016, 58, 1–10. [CrossRef] [PubMed]

85. Pavlovic, D.; Tosic, N.; Zukic, B.; Pravdic, Z.; Vukovic, N.S.; Pavlovic, S.; Gasic, V. Expression Profiles of Long Non-Coding RNA
GAS5 and MicroRNA-222 in Younger AML Patients. Diagnostics 2021, 12, 86. [CrossRef]

86. Gasic, V.; Stankovic, B.; Zukic, B.; Janic, D.; Dokmanovic, L.; Krstovski, N.; Lazic, J.; Milosevic, G.; Lucafò, M.; Stocco, G.; et al.
Expression Pattern of Long Non-coding RNA Growth Arrest-specific 5 in the Remission Induction Therapy in Childhood Acute
Lymphoblastic Leukemia. J. Med. Biochem. 2019, 38, 292–298. [CrossRef] [PubMed]

87. Xagorari, M.; Marmarinos, A.; Kossiva, L.; Baka, M.; Doganis, D.; Servitzoglou, M.; Tsolia, M.; Scorilas, A.; Avgeris, M.;
Gourgiotis, D. Overexpression of the GR Riborepressor LncRNA GAS5 Results in Poor Treatment Response and Early Relapse in
Childhood B-ALL. Cancers 2021, 13, 6064. [CrossRef]

88. Jing, Z.; Gao, L.; Wang, H.; Chen, J.; Nie, B.; Hong, Q. Long non-coding RNA GAS5 regulates human B lymphocytic leukaemia
tumourigenesis and metastasis by sponging miR-222. Cancer Biomark. 2019, 26, 385–392. [CrossRef] [PubMed]

89. Frenquelli, M.; Muzio, M.; Scielzo, C.; Fazi, C.; Scarfò, L.; Rossi, C.; Ferrari, G.; Ghia, P.; Caligaris-Cappio, F. MicroRNA and
proliferation control in chronic lymphocytic leukemia: Functional relationship between miR-221/222 cluster and p27. Blood 2010,
115, 3949–3959. [CrossRef]

90. Bomben, R.; Roisman, A.; D’Agaro, T.; Castellano, G.; Baumann, T.; Delgado, J.; López-Guillermo, A.; Zucchetto, A.; Dal-Bo, M.;
Bravin, V.; et al. Expression of the transcribed ultraconserved region 70 and the related long non-coding RNA AC092652.2-202
has prognostic value in Chronic Lymphocytic Leukaemia. Br. J. Haematol. 2019, 184, 1045–1050. [CrossRef]

91. Yap, K.L.; Li, S.; Muñoz-Cabello, A.M.; Raguz, S.; Zeng, L.; Mujtaba, S.; Gil, J.; Walsh, M.J.; Zhou, M.M. Molecular interplay of the
noncoding RNA ANRIL and methylated histone H3 lysine 27 by polycomb CBX7 in transcriptional silencing of INK4a. Mol. Cell
2010, 38, 662–674. [CrossRef]

92. Tan, Z.; Zhu, K.; Yin, Y.; Luo, Z. Long non-coding RNA ANRIL is a potential indicator of disease progression and poor prognosis
in acute myeloid leukemia. Mol. Med. Rep. 2021, 23, 112. [CrossRef]

93. Sun, L.Y.; Li, X.J.; Sun, Y.M.; Huang, W.; Fang, K.; Han, C.; Chen, Z.H.; Luo, X.Q.; Chen, Y.Q.; Wang, W.T. LncRNA ANRIL
regulates AML development through modulating the glucose metabolism pathway of AdipoR1/AMPK/SIRT1. Mol. Cancer 2018,
17, 127. [CrossRef] [PubMed]

94. Nath, N.; Chattopadhyay, M.; Pospishil, L.; Cieciura, L.Z.; Goswami, S.; Kodela, R.; Saavedra, J.E.; Keefer, L.K.; Kashfi, K. JS-K,
a nitric oxide-releasing prodrug, modulates ß-catenin/TCF signaling in leukemic Jurkat cells: Evidence of an S-nitrosylated
mechanism. Biochem. Pharm. 2010, 80, 1641–1649. [CrossRef]

95. Fernando, T.R.; Rodriguez-Malave, N.I.; Waters, E.V.; Yan, W.; Casero, D.; Basso, G.; Pigazzi, M.; Rao, D.S. LncRNA Expression
Discriminates Karyotype and Predicts Survival in B-Lymphoblastic Leukemia. Mol. Cancer Res. 2015, 13, 839–851. [CrossRef]
[PubMed]

96. Rodríguez-Malavé, N.I.; Fernando, T.R.; Patel, P.C.; Contreras, J.R.; Palanichamy, J.K.; Tran, T.M.; Anguiano, J.; Davoren, M.J.;
Alberti, M.O.; Pioli, K.T.; et al. BALR-6 regulates cell growth and cell survival in B-lymphoblastic leukemia. Mol. Cancer 2015,
14, 214. [CrossRef] [PubMed]

97. Guo, G.; Kang, Q.; Chen, Q.; Chen, Z.; Wang, J.; Tan, L.; Chen, J.L. High expression of long non-coding RNA H19 is required for
efficient tumorigenesis induced by Bcr-Abl oncogene. FEBS Lett. 2014, 588, 1780–1786. [CrossRef]

98. Wang, L.Q.; Wong, K.Y.; Li, Z.H.; Chim, C.S. Epigenetic silencing of tumor suppressor long non-coding RNA BM742401 in chronic
lymphocytic leukemia. Oncotarget 2016, 7, 82400–82410. [CrossRef]

99. Izadifard, M.; Pashaiefar, H.; Yaghmaie, M.; Montazeri, M.; Sadraie, M.; Momeny, M.; Jalili, M.; Ahmadvand, M.; Ghaffari, S.H.;
Mohammadi, S.; et al. Expression Analysis of PVT1, CCDC26, and CCAT1 Long Noncoding RNAs in Acute Myeloid Leukemia
Patients. Genet. Test. Mol. Biomark. 2018, 22, 593–598. [CrossRef]

100. Chen, C.; Wang, P.; Mo, W.; Zhang, Y.; Zhou, W.; Deng, T.; Zhou, M.; Chen, X.; Wang, S.; Wang, C. lncRNA-CCDC26, as a novel
biomarker, predicts prognosis in acute myeloid leukemia. Oncol. Lett. 2019, 18, 2203–2211. [CrossRef]

101. Hirano, T.; Yoshikawa, R.; Harada, H.; Harada, Y.; Ishida, A.; Yamazaki, T. Long noncoding RNA, CCDC26, controls myeloid
leukemia cell growth through regulation of KIT expression. Mol. Cancer 2015, 14, 90. [CrossRef]

102. Ni, J.; Hong, J.; Li, Q.; Zeng, Q.; Xia, R. Long non-coding RNA CRNDE suppressing cell proliferation is regulated by DNA
methylation in chronic lymphocytic leukemia. Leuk. Res. 2021, 105, 106564. [CrossRef]

103. Wang, Y.; Zhou, Q.; Ma, J.J. High expression of lnc-CRNDE presents as a biomarker for acute myeloid leukemia and promotes the
malignant progression in acute myeloid leukemia cell line U937. Eur. Rev. Med. Pharm. Sci. 2018, 22, 763–770. [CrossRef]

104. Hola, M.A.M.; Ali, M.A.M.; ElNahass, Y.; Salem, T.A.E.; Mohamed, M.R. Expression and prognostic relevance of long noncoding
RNAs CRNDE and AOX2P in adult acute myeloid leukemia. Int. J. Lab. Hematol. 2021, 43, 732–742. [CrossRef] [PubMed]

105. Ma, X.; Zhang, W.; Zhao, M.; Li, S.; Jin, W.; Wang, K. Oncogenic role of lncRNA CRNDE in acute promyelocytic leukemia and
NPM1-mutant acute myeloid leukemia. Cell Death Discov. 2020, 6, 121. [CrossRef] [PubMed]

106. Liu, C.; Zhong, L.; Shen, C.; Chu, X.; Luo, X.; Yu, L.; Ye, J.; Xiong, L.; Dan, W.; Li, J.; et al. CRNDE enhances the expression of
MCM5 and proliferation in acute myeloid leukemia KG-1a cells by sponging miR-136-5p. Sci. Rep. 2021, 11, 16755. [CrossRef]

http://doi.org/10.1038/cdd.2013.110
http://www.ncbi.nlm.nih.gov/pubmed/23933812
http://doi.org/10.1080/10428194.2016.1266626
http://www.ncbi.nlm.nih.gov/pubmed/27951730
http://doi.org/10.3390/diagnostics12010086
http://doi.org/10.2478/jomb-2018-0038
http://www.ncbi.nlm.nih.gov/pubmed/31156339
http://doi.org/10.3390/cancers13236064
http://doi.org/10.3233/cbm-190246
http://www.ncbi.nlm.nih.gov/pubmed/31594210
http://doi.org/10.1182/blood-2009-11-254656
http://doi.org/10.1111/bjh.15237
http://doi.org/10.1016/j.molcel.2010.03.021
http://doi.org/10.3892/mmr.2020.11751
http://doi.org/10.1186/s12943-018-0879-9
http://www.ncbi.nlm.nih.gov/pubmed/30134922
http://doi.org/10.1016/j.bcp.2010.08.011
http://doi.org/10.1158/1541-7786.MCR-15-0006-T
http://www.ncbi.nlm.nih.gov/pubmed/25681502
http://doi.org/10.1186/s12943-015-0485-z
http://www.ncbi.nlm.nih.gov/pubmed/26694754
http://doi.org/10.1016/j.febslet.2014.03.038
http://doi.org/10.18632/oncotarget.12252
http://doi.org/10.1089/gtmb.2018.0143
http://doi.org/10.3892/ol.2019.10591
http://doi.org/10.1186/s12943-015-0364-7
http://doi.org/10.1016/j.leukres.2021.106564
http://doi.org/10.26355/eurrev_201802_14310
http://doi.org/10.1111/ijlh.13586
http://www.ncbi.nlm.nih.gov/pubmed/34129278
http://doi.org/10.1038/s41420-020-00359-y
http://www.ncbi.nlm.nih.gov/pubmed/33298855
http://doi.org/10.1038/s41598-021-96156-3


Life 2022, 12, 1770 26 of 30

107. Kang, Y.; Zhang, S.; Cao, W.; Wan, D.; Sun, L. Knockdown of LncRNA CRNDE suppresses proliferation and P-glycoprotein-
mediated multidrug resistance in acute myelocytic leukemia through the Wnt/β-catenin pathway. Biosci. Rep. 2020,
40, BSR20193450. [CrossRef] [PubMed]

108. Lerner, M.; Harada, M.; Lovén, J.; Castro, J.; Davis, Z.; Oscier, D.; Henriksson, M.; Sangfelt, O.; Grandér, D.; Corcoran, M.M.
DLEU2, frequently deleted in malignancy, functions as a critical host gene of the cell cycle inhibitory microRNAs miR-15a and
miR-16-1. Exp. Cell Res. 2009, 315, 2941–2952. [CrossRef]

109. Cimmino, A.; Calin, G.A.; Fabbri, M.; Iorio, M.V.; Ferracin, M.; Shimizu, M.; Wojcik, S.E.; Aqeilan, R.I.; Zupo, S.; Dono, M.; et al.
miR-15 and miR-16 induce apoptosis by targeting BCL2. Proc. Natl. Acad. Sci. USA 2005, 102, 13944–13949. [CrossRef]

110. Zimta, A.A.; Tomuleasa, C.; Sahnoune, I.; Calin, G.A.; Berindan-Neagoe, I. Long Non-coding RNAs in Myeloid Malignancies.
Front. Oncol. 2019, 9, 1048. [CrossRef]

111. Zhang, T.J.; Zhou, J.D.; Zhang, W.; Lin, J.; Ma, J.C.; Wen, X.M.; Yuan, Q.; Li, X.X.; Xu, Z.J.; Qian, J. H19 overexpression promotes
leukemogenesis and predicts unfavorable prognosis in acute myeloid leukemia. Clin. Epigenet. 2018, 10, 47. [CrossRef]

112. Zhao, T.F.; Jia, H.Z.; Zhang, Z.Z.; Zhao, X.S.; Zou, Y.F.; Zhang, W.; Wan, J.; Chen, X.F. LncRNA H19 regulates ID2 expression
through competitive binding to hsa-miR-19a/b in acute myelocytic leukemia. Mol. Med. Rep. 2017, 16, 3687–3693. [CrossRef]

113. Zhao, T.T.; Liu, X. LncRNA-H19 inhibits apoptosis of acute myeloid leukemia cells via targeting miR-29a-3p. Eur. Rev. Med.
Pharm. Sci. 2019, 23, 224–231. [CrossRef]

114. Zhou, J.D.; Lin, J.; Zhang, T.J.; Ma, J.C.; Li, X.X.; Wen, X.M.; Guo, H.; Xu, Z.J.; Deng, Z.Q.; Zhang, W.; et al. Hypomethylation-
mediated H19 overexpression increases the risk of disease evolution through the association with BCR-ABL transcript in chronic
myeloid leukemia. J. Cell Physiol. 2018, 233, 2444–2450. [CrossRef] [PubMed]

115. Mofidi, M.; Rahgozar, S.; Pouyanrad, S. Increased level of long non coding RNA H19 is correlated with the downregulation of
miR-326 and BCL-2 genes in pediatric acute lymphoblastic leukemia, a possible hallmark for leukemogenesis. Mol. Biol. Rep.
2021, 48, 1531–1538. [CrossRef] [PubMed]

116. Gao, S.; Zhou, B.; Li, H.; Huang, X.; Wu, Y.; Xing, C.; Yu, X.; Ji, Y. Long noncoding RNA HOTAIR promotes the self-renewal of
leukemia stem cells through epigenetic silencing of p15. Exp. Hematol. 2018, 67, 32–40.e33. [CrossRef]

117. Xing, C.Y.; Hu, X.Q.; Xie, F.Y.; Yu, Z.J.; Li, H.Y.; Bin, Z.; Wu, J.B.; Tang, L.Y.; Gao, S.M. Long non-coding RNA HOTAIR modulates
c-KIT expression through sponging miR-193a in acute myeloid leukemia. FEBS Lett. 2015, 589, 1981–1987. [CrossRef]

118. Hao, S.; Shao, Z. HOTAIR is upregulated in acute myeloid leukemia and that indicates a poor prognosis. Int. J. Clin. Exp. Pathol.
2015, 8, 7223–7228.

119. Wang, H.; Li, Q.; Tang, S.; Li, M.; Feng, A.; Qin, L.; Liu, Z.; Wang, X. The role of long noncoding RNA HOTAIR in the acquired
multidrug resistance to imatinib in chronic myeloid leukemia cells. Hematology 2017, 22, 208–216. [CrossRef]

120. Raveh, E.; Matouk, I.J.; Gilon, M.; Hochberg, A. The H19 Long non-coding RNA in cancer initiation, progression and metastasis—
A proposed unifying theory. Mol. Cancer 2015, 14, 184. [CrossRef]

121. Zhang, X.; Weissman, S.M.; Newburger, P.E. Long intergenic non-coding RNA HOTAIRM1 regulates cell cycle progression during
myeloid maturation in NB4 human promyelocytic leukemia cells. RNA Biol. 2014, 11, 777–787. [CrossRef]

122. Jing, Y.; Jiang, X.; Lei, L.; Peng, M.; Ren, J.; Xiao, Q.; Tao, Y.; Tao, Y.; Huang, J.; Wang, L.; et al. Mutant NPM1-regulated lncRNA
HOTAIRM1 promotes leukemia cell autophagy and proliferation by targeting EGR1 and ULK3. J. Exp. Clin. Cancer Res. 2021,
40, 312. [CrossRef]

123. Hu, N.; Chen, L.; Li, Q.; Zhao, H. LncRNA HOTAIRM1 is involved in the progression of acute myeloid leukemia through
targeting miR-148b. RSC Adv. 2019, 9, 10352–10359. [CrossRef]

124. Chen, Z.H.; Wang, W.T.; Huang, W.; Fang, K.; Sun, Y.M.; Liu, S.R.; Luo, X.Q.; Chen, Y.Q. The lncRNA HOTAIRM1 regulates the
degradation of PML-RARA oncoprotein and myeloid cell differentiation by enhancing the autophagy pathway. Cell Death Differ.
2017, 24, 212–224. [CrossRef] [PubMed]

125. Ishii, N.; Ozaki, K.; Sato, H.; Mizuno, H.; Susumu, S.; Takahashi, A.; Miyamoto, Y.; Ikegawa, S.; Kamatani, N.; Hori, M.; et al.
Identification of a novel non-coding RNA, MIAT, that confers risk of myocardial infarction. J. Hum. Genet. 2006, 51, 1087–1099.
[CrossRef]

126. Pashaiefar, H.; Izadifard, M.; Yaghmaie, M.; Montazeri, M.; Gheisari, E.; Ahmadvand, M.; Momeny, M.; Ghaffari, S.H.;
Kasaeian, A.; Alimoghaddam, K.; et al. Low Expression of Long Noncoding RNA IRAIN Is Associated with Poor Prognosis in
Non-M3 Acute Myeloid Leukemia Patients. Genet. Test. Mol. Biomark. 2018, 22, 288–294. [CrossRef] [PubMed]

127. Erdfelder, F.; Hertweck, M.; Filipovich, A.; Uhrmacher, S.; Kreuzer, K.A. High lymphoid enhancer-binding factor-1 expression is
associated with disease progression and poor prognosis in chronic lymphocytic leukemia. Hematol. Rep. 2010, 2, e3. [CrossRef]

128. Du, X.; Liu, H.; Yang, C.; Shi, X.; Cao, L.; Zhao, X.; Miao, Y.; Zhu, H.; Wang, L.; Xu, W.; et al. LncRNA landscape analysis identified
LncRNA LEF-AS1 as an oncogene that upregulates LEF1 and promotes survival in chronic lymphocytic leukemia. Leuk. Res.
2021, 110, 106706. [CrossRef]

129. Chen, S.; Liang, H.; Yang, H.; Zhou, K.; Xu, L.; Liu, J.; Lai, B.; Song, L.; Luo, H.; Peng, J.; et al. LincRNa-p21: Function and
mechanism in cancer. Med. Oncol. 2017, 34, 98. [CrossRef] [PubMed]

130. Dimitrova, N.; Zamudio, J.R.; Jong, R.M.; Soukup, D.; Resnick, R.; Sarma, K.; Ward, A.J.; Raj, A.; Lee, J.T.; Sharp, P.A.; et al.
LincRNA-p21 Activates p21 In cis to Promote Polycomb Target Gene Expression and to Enforce the G1/S Checkpoint. Mol. Cell
2014, 54, 777–790. [CrossRef]

http://doi.org/10.1042/BSR20193450
http://www.ncbi.nlm.nih.gov/pubmed/32426817
http://doi.org/10.1016/j.yexcr.2009.07.001
http://doi.org/10.1073/pnas.0506654102
http://doi.org/10.3389/fonc.2019.01048
http://doi.org/10.1186/s13148-018-0486-z
http://doi.org/10.3892/mmr.2017.7029
http://doi.org/10.26355/eurrev_201908_18651
http://doi.org/10.1002/jcp.26119
http://www.ncbi.nlm.nih.gov/pubmed/28776669
http://doi.org/10.1007/s11033-021-06161-y
http://www.ncbi.nlm.nih.gov/pubmed/33580459
http://doi.org/10.1016/j.exphem.2018.08.005
http://doi.org/10.1016/j.febslet.2015.04.061
http://doi.org/10.1080/10245332.2016.1258152
http://doi.org/10.1186/s12943-015-0458-2
http://doi.org/10.4161/rna.28828
http://doi.org/10.1186/s13046-021-02122-2
http://doi.org/10.1039/C9RA00142E
http://doi.org/10.1038/cdd.2016.111
http://www.ncbi.nlm.nih.gov/pubmed/27740626
http://doi.org/10.1007/s10038-006-0070-9
http://doi.org/10.1089/gtmb.2017.0281
http://www.ncbi.nlm.nih.gov/pubmed/29634410
http://doi.org/10.4081/hr.2010.e3
http://doi.org/10.1016/j.leukres.2021.106706
http://doi.org/10.1007/s12032-017-0959-5
http://www.ncbi.nlm.nih.gov/pubmed/28425074
http://doi.org/10.1016/j.molcel.2014.04.025


Life 2022, 12, 1770 27 of 30

131. El-Khazragy, N.; Abdel Aziz, M.A.; Hesham, M.; Matbouly, S.; Mostafa, S.A.; Bakkar, A.; Abouelnile, M.; Noufal, Y.; Mahran,
N.A.; Abd Elkhalek, M.A.; et al. Upregulation of leukemia-induced non-coding activator RNA (LUNAR1) predicts poor outcome
in pediatric T-acute lymphoblastic leukemia. Immunobiology 2021, 226, 152149. [CrossRef]

132. Ouimet, M.; Drouin, S.; Lajoie, M.; Caron, M.; St-Onge, P.; Gioia, R.; Richer, C.; Sinnett, D. A childhood acute lymphoblastic
leukemia-specific lncRNA implicated in prednisolone resistance, cell proliferation, and migration. Oncotarget 2017, 8, 7477–7488.
[CrossRef]

133. He, C.; Wang, X.; Luo, J.; Ma, Y.; Yang, Z. Long Noncoding RNA Maternally Expressed Gene 3 Is Downregulated, and Its
Insufficiency Correlates with Poor-Risk Stratification, Worse Treatment Response, as Well as Unfavorable Survival Data in Patients
with Acute Myeloid Leukemia. Technol. Cancer Res. Treat. 2020, 19, 1533033820945815. [CrossRef] [PubMed]

134. Xue, H.; Gao, H.; Xia, H.; Li, S.; Li, N.; Duan, Y.; Ren, Y.; Zhang, H.; Liu, J.; Gao, W. Prognostic significance of long non coding
maternally expressed gene 3 in pediatric acute myeloid leukemia. Medicine 2021, 100, e26959. [CrossRef] [PubMed]

135. Zhou, X.; Yuan, P.; Liu, Q.; Liu, Z. LncRNA MEG3 Regulates Imatinib Resistance in Chronic Myeloid Leukemia via Suppressing
MicroRNA-21. Biomol. Ther. 2017, 25, 490–496. [CrossRef]

136. Lyu, Y.; Lou, J.; Yang, Y.; Feng, J.; Hao, Y.; Huang, S.; Yin, L.; Xu, J.; Huang, D.; Ma, B.; et al. Dysfunction of the WT1-MEG3
signaling promotes AML leukemogenesis via p53-dependent and -independent pathways. Leukemia 2017, 31, 2543–2551.
[CrossRef] [PubMed]

137. Li, Z.; Yang, L.; Liu, X.; Nie, Z.; Luo, J. Long noncoding RNA MEG3 inhibits proliferation of chronic myeloid leukemia cells by
sponging microRNA21. Biomed. Pharm. 2018, 104, 181–192. [CrossRef] [PubMed]

138. Huarte, M.; Guttman, M.; Feldser, D.; Garber, M.; Koziol, M.J.; Kenzelmann-Broz, D.; Khalil, A.M.; Zuk, O.; Amit, I.;
Rabani, M.; et al. A large intergenic noncoding RNA induced by p53 mediates global gene repression in the p53 response.
Cell 2010, 142, 409–419. [CrossRef]

139. Hung, T.; Wang, Y.; Lin, M.F.; Koegel, A.K.; Kotake, Y.; Grant, G.D.; Horlings, H.M.; Shah, N.; Umbricht, C.; Wang, P.; et al.
Extensive and coordinated transcription of noncoding RNAs within cell-cycle promoters. Nat. Genet. 2011, 43, 621–629. [CrossRef]

140. Qin, J.; Bao, H.; Li, H. Correlation of long non-coding RNA taurine-upregulated gene 1 with disease conditions and prognosis, as
well as its effect on cell activities in acute myeloid leukemia. Cancer Biomark. 2018, 23, 569–577. [CrossRef]

141. Salehi, M.; Sharifi, M. Induction of apoptosis and necrosis in human acute erythroleukemia cells by inhibition of long non-coding
RNA PVT1. Mol. Biol. Res. Commun. 2018, 7, 89–96. [CrossRef]

142. El-Khazragy, N.; Elayat, W.; Matbouly, S.; Seliman, S.; Sami, A.; Safwat, G.; Diab, A. The prognostic significance of the long
non-coding RNAs “CCAT1, PVT1” in t(8;21) associated Acute Myeloid Leukemia. Gene 2019, 707, 172–177. [CrossRef]

143. Salehi, M.; Sharifi, M.; Bagheri, M. Knockdown of Long Noncoding RNA Plasmacytoma Variant Translocation 1 with Anti-
sense Locked Nucleic Acid GapmeRs Exerts Tumor-Suppressive Functions in Human Acute Erythroleukemia Cells Through
Downregulation of C-MYC Expression. Cancer Biother. Radiopharm. 2019, 34, 371–379. [CrossRef] [PubMed]

144. Miller, C.R.; Ruppert, A.S.; Fobare, S.; Chen, T.L.; Liu, C.; Lehman, A.; Blachly, J.S.; Zhang, X.; Lucas, D.M.; Grever, M.R.; et al.
The long noncoding RNA, treRNA, decreases DNA damage and is associated with poor response to chemotherapy in chronic
lymphocytic leukemia. Oncotarget 2017, 8, 25942–25954. [CrossRef] [PubMed]

145. Wang, X.; Zhang, L.; Zhao, F.; Xu, R.; Jiang, J.; Zhang, C.; Liu, H.; Huang, H. Long non-coding RNA taurine-upregulated gene 1
correlates with poor prognosis, induces cell proliferation, and represses cell apoptosis via targeting aurora kinase A in adult acute
myeloid leukemia. Ann. Hematol. 2018, 97, 1375–1389. [CrossRef] [PubMed]

146. Guo, G.; Kang, Q.; Zhu, X.; Chen, Q.; Wang, X.; Chen, Y.; Ouyang, J.; Zhang, L.; Tan, H.; Chen, R.; et al. A long noncoding
RNA critically regulates Bcr-Abl-mediated cellular transformation by acting as a competitive endogenous RNA. Oncogene 2015,
34, 1768–1779. [CrossRef]

147. Zhang, X.; Yang, L.; Xu, G. Silencing of long noncoding RNA TUG1 inhibits viability and promotes apoptosis of acute myeloid
leukemia cells by targeting microRNA-221-3p/KIT axis. Clin. Hemorheol. Microcirc. 2020, 76, 425–437. [CrossRef]

148. Zhang, Y.; Liu, Y.; Xu, X. Knockdown of LncRNA-UCA1 suppresses chemoresistance of pediatric AML by inhibiting glycolysis
through the microRNA-125a/hexokinase 2 pathway. J. Cell Biochem. 2018, 119, 6296–6308. [CrossRef]

149. Liang, Y.; Li, E.; Zhang, H.; Zhang, L.; Tang, Y.; Wanyan, Y. Silencing of lncRNA UCA1 curbs proliferation and accelerates
apoptosis by repressing SIRT1 signals by targeting miR-204 in pediatric AML. J. Biochem. Mol. Toxicol 2020, 34, e22435. [CrossRef]

150. Sun, M.D.; Zheng, Y.Q.; Wang, L.P.; Zhao, H.T.; Yang, S. Long noncoding RNA UCA1 promotes cell proliferation, migration and
invasion of human leukemia cells via sponging miR-126. Eur. Rev. Med. Pharm. Sci. 2018, 22, 2233–2245. [CrossRef]

151. Trimarchi, T.; Bilal, E.; Ntziachristos, P.; Fabbri, G.; Dalla-Favera, R.; Tsirigos, A.; Aifantis, I. Genome-wide Mapping and
Characterization of Notch-Regulated Long Noncoding RNAs in Acute Leukemia. Cell 2014, 158, 593–606. [CrossRef]

152. Ronchetti, D.; Manzoni, M.; Agnelli, L.; Vinci, C.; Fabris, S.; Cutrona, G.; Matis, S.; Colombo, M.; Galletti, S.; Taiana, E.; et al.
lncRNA profiling in early-stage chronic lymphocytic leukemia identifies transcriptional fingerprints with relevance in clinical
outcome. Blood Cancer J. 2016, 6, e468. [CrossRef]

153. Wang, N.; Feng, Y.; Xie, J.; Han, H.; Dong, Q.; Wang, W. Long Non-Coding RNA ZNF667-AS1 Knockdown Curbs Liver Metastasis
in Acute Myeloid Leukemia by Regulating the microRNA-206/AKAP13 Axis. Cancer Manag. Res. 2020, 12, 13285–13300.
[CrossRef] [PubMed]

154. Liu, H.; Wu, H.; Qin, X. MicroRNA-206 serves as a tumor suppressor in pediatric acute myeloid leukemia by targeting Cyclin D1.
Pathol. Res. Pr. 2019, 215, 152554. [CrossRef] [PubMed]

http://doi.org/10.1016/j.imbio.2021.152149
http://doi.org/10.18632/oncotarget.13936
http://doi.org/10.1177/1533033820945815
http://www.ncbi.nlm.nih.gov/pubmed/32720591
http://doi.org/10.1097/MD.0000000000026959
http://www.ncbi.nlm.nih.gov/pubmed/34477125
http://doi.org/10.4062/biomolther.2016.162
http://doi.org/10.1038/leu.2017.116
http://www.ncbi.nlm.nih.gov/pubmed/28400619
http://doi.org/10.1016/j.biopha.2018.05.047
http://www.ncbi.nlm.nih.gov/pubmed/29772439
http://doi.org/10.1016/j.cell.2010.06.040
http://doi.org/10.1038/ng.848
http://doi.org/10.3233/CBM-181834
http://doi.org/10.22099/mbrc.2018.29081.1316
http://doi.org/10.1016/j.gene.2019.03.055
http://doi.org/10.1089/cbr.2018.2510
http://www.ncbi.nlm.nih.gov/pubmed/30141968
http://doi.org/10.18632/oncotarget.15401
http://www.ncbi.nlm.nih.gov/pubmed/28412730
http://doi.org/10.1007/s00277-018-3315-8
http://www.ncbi.nlm.nih.gov/pubmed/29654398
http://doi.org/10.1038/onc.2014.131
http://doi.org/10.3233/CH-200906
http://doi.org/10.1002/jcb.26899
http://doi.org/10.1002/jbt.22435
http://doi.org/10.26355/eurrev_201804_14809
http://doi.org/10.1016/j.cell.2014.05.049
http://doi.org/10.1038/bcj.2016.77
http://doi.org/10.2147/CMAR.S269258
http://www.ncbi.nlm.nih.gov/pubmed/33380835
http://doi.org/10.1016/j.prp.2019.152554
http://www.ncbi.nlm.nih.gov/pubmed/31431298


Life 2022, 12, 1770 28 of 30

155. Ghafouri-Fard, S.; Taheri, M. Maternally expressed gene 3 (MEG3): A tumor suppressor long non coding RNA. Biomed. Pharm.
2019, 118, 109129. [CrossRef] [PubMed]

156. Wang, S.L.; Huang, Y.; Su, R.; Yu, Y.Y. Silencing long non-coding RNA HOTAIR exerts anti-oncogenic effect on human acute
myeloid leukemia via demethylation of HOXA5 by inhibiting Dnmt3b. Cancer Cell Int. 2019, 19, 114. [CrossRef]

157. Wu, S.; Zheng, C.; Chen, S.; Cai, X.; Shi, Y.; Lin, B.; Chen, Y. Overexpression of long non-coding RNA HOTAIR predicts a poor
prognosis in patients with acute myeloid leukemia. Oncol. Lett. 2015, 10, 2410–2414. [CrossRef]

158. Kong, W.; Yin, G.; Zheng, S.; Liu, X.; Zhu, A.; Yu, P.; Zhang, J.; Shan, Y.; Ying, R.; Jin, H. Long noncoding RNA (lncRNA) HOTAIR:
Pathogenic roles and therapeutic opportunities in gastric cancer. Genes Dis. 2022, 9, 1269–1280. [CrossRef]

159. Norouzi, A.; Motaghi, M.; Hassanshahi, G.; Nazari, M. Exploring the expression profile of vitamin D receptor and its related long
non-coding RNAs in patients with acute lymphoblastic leukemia. Rev. Assoc. Méd. Bras. 2021, 67, 1113–1117. [CrossRef]

160. Yang, J.; Qi, M.; Fei, X.; Wang, X.; Wang, K. LncRNA H19: A novel oncogene in multiple cancers. Int. J. Biol. Sci. 2021,
17, 3188–3208. [CrossRef]

161. Venkatraman, A.; He, X.C.; Thorvaldsen, J.L.; Sugimura, R.; Perry, J.M.; Tao, F.; Zhao, M.; Christenson, M.K.; Sanchez, R.;
Yu, J.Y.; et al. Maternal imprinting at the H19-Igf2 locus maintains adult haematopoietic stem cell quiescence. Nature 2013,
500, 345–349. [CrossRef]

162. El Hajj, J.; Nguyen, E.; Liu, Q.; Bouyer, C.; Adriaenssens, E.; Hilal, G.; Ségal-Bendirdjian, E. Telomerase regulation by the long
non-coding RNA H19 in human acute promyelocytic leukemia cells. Mol. Cancer 2018, 17, 85. [CrossRef]

163. Gil, J.; Peters, G. Regulation of the INK4b-ARF-INK4a tumour suppressor locus: All for one or one for all. Nat. Rev. Mol. Cell Biol.
2006, 7, 667–677. [CrossRef] [PubMed]

164. Yu, W.; Gius, D.; Onyango, P.; Muldoon-Jacobs, K.; Karp, J.; Feinberg, A.P.; Cui, H. Epigenetic silencing of tumour suppressor
gene p15 by its antisense RNA. Nature 2008, 451, 202–206. [CrossRef] [PubMed]

165. Li, G.; Gao, L.; Zhao, J.; Liu, D.; Li, H.; Hu, M. LncRNA ANRIL/miR-7-5p/TCF4 axis contributes to the progression of T cell acute
lymphoblastic leukemia. Cancer Cell Int. 2020, 20, 335. [CrossRef] [PubMed]

166. Bahraini, M.; Faranoush, M.; Mobaraki, S.; Paridar, M.; Amini, A.; Manafi, R.; Safa, M. Overexpression of long non-coding RNA
ANRIL in B-acute lymphoblastic leukemia. Iran. J. Pediatr. Hematol. Oncol. 2021, 11, 148–157. [CrossRef]

167. Onagoruwa, O.T.; Pal, G.; Ochu, C.; Ogunwobi, O.O. Oncogenic Role of PVT1 and Therapeutic Implications. Front. Oncol. 2020,
10, 17. [CrossRef]

168. Huppi, K.; Pitt, J.J.; Wahlberg, B.M.; Caplen, N.J. The 8q24 gene desert: An oasis of non-coding transcriptional activity. Front.
Genet. 2012, 3, 69. [CrossRef]

169. Zeng, C.; Yu, X.; Lai, J.; Yang, L.; Chen, S.; Li, Y. Overexpression of the long non-coding RNA PVT1 is correlated with leukemic
cell proliferation in acute promyelocytic leukemia. J. Hematol. Oncol. 2015, 8, 126. [CrossRef]

170. Ju, J.K.; Han, W.N.; Shi, C.L. Long non-coding RNA (lncRNA) plasmacytoma variant translocation 1 gene (PVT1) modulates the
proliferation and apoptosis of acute lymphoblastic leukemia cells by sponging miR-486-5p. Bioengineered 2022, 13, 4587–4597.
[CrossRef]

171. Subhash, S.; Andersson, P.O.; Kosalai, S.T.; Kanduri, C.; Kanduri, M. Global DNA methylation profiling reveals new insights into
epigenetically deregulated protein coding and long noncoding RNAs in CLL. Clin. Epigenet. 2016, 8, 106. [CrossRef]

172. Grieselhuber, N.R.; Klco, J.M.; Verdoni, A.M.; Lamprecht, T.; Sarkaria, S.M.; Wartman, L.D.; Ley, T.J. Notch signaling in acute
promyelocytic leukemia. Leukemia 2013, 27, 1548–1557. [CrossRef]

173. Congrains-Castillo, A.; Niemann, F.S.; Santos Duarte, A.S.; Olalla-Saad, S.T. LEF1-AS1, long non-coding RNA, inhibits prolifera-
tion in myeloid malignancy. J. Cell Mol. Med. 2019, 23, 3021–3025. [CrossRef] [PubMed]

174. Vrba, L.; Garbe, J.C.; Stampfer, M.R.; Futscher, B.W. A lincRNA connected to cell mortality and epigenetically-silenced in most
common human cancers. Epigenetics 2015, 10, 1074–1083. [CrossRef] [PubMed]

175. El-Khazragy, N.; Esmaiel, M.A.; Mohamed, M.M.; Hassan, N.S. Upregulation of long noncoding RNA Lnc-IRF2-3 and Lnc-
ZNF667-AS1 is associated with poor survival in B-chronic lymphocytic leukemia. Int. J. Lab. Hematol. 2020, 42, 284–291.
[CrossRef]

176. Li, J.; Zi, Y.; Wang, W.; Li, Y. [ARTICLE WITHDRAWN] Long Noncoding RNA MEG3 Inhibits Cell Proliferation and Metastasis in
Chronic Myeloid Leukemia via Targeting miR-184. Oncol. Res. 2018, 26, 297–305. [CrossRef]

177. Li, Z.Y.; Yang, L.; Liu, X.J.; Wang, X.Z.; Pan, Y.X.; Luo, J.M. The Long Noncoding RNA MEG3 and its Target miR-147 Regulate
JAK/STAT Pathway in Advanced Chronic Myeloid Leukemia. EBioMedicine 2018, 34, 61–75. [CrossRef] [PubMed]

178. Yu, Y.; Kou, D.; Liu, B.; Huang, Y.; Li, S.; Qi, Y.; Guo, Y.; Huang, T.; Qi, X.; Jia, L. LncRNA MEG3 contributes to drug resistance
in acute myeloid leukemia by positively regulating ALG9 through sponging miR-155. Int. J. Lab. Hematol. 2020, 42, 464–472.
[CrossRef] [PubMed]

179. Zhang, X.; Lian, Z.; Padden, C.; Gerstein, M.B.; Rozowsky, J.; Snyder, M.; Gingeras, T.R.; Kapranov, P.; Weissman, S.M.;
Newburger, P.E. A myelopoiesis-associated regulatory intergenic noncoding RNA transcript within the human HOXA cluster.
Blood 2009, 113, 2526–2534. [CrossRef]

180. Díaz-Beyá, M.; Brunet, S.; Nomdedéu, J.; Pratcorona, M.; Cordeiro, A.; Gallardo, D.; Escoda, L.; Tormo, M.; Heras, I.;
Ribera, J.M.; et al. The lincRNA HOTAIRM1, located in the HOXA genomic region, is expressed in acute myeloid leukemia,
impacts prognosis in patients in the intermediate-risk cytogenetic category, and is associated with a distinctive microRNA
signature. Oncotarget 2015, 6, 31613–31627. [CrossRef]

http://doi.org/10.1016/j.biopha.2019.109129
http://www.ncbi.nlm.nih.gov/pubmed/31326791
http://doi.org/10.1186/s12935-019-0808-z
http://doi.org/10.3892/ol.2015.3552
http://doi.org/10.1016/j.gendis.2021.07.006
http://doi.org/10.1590/1806-9282.20210451
http://doi.org/10.7150/ijbs.62573
http://doi.org/10.1038/nature12303
http://doi.org/10.1186/s12943-018-0835-8
http://doi.org/10.1038/nrm1987
http://www.ncbi.nlm.nih.gov/pubmed/16921403
http://doi.org/10.1038/nature06468
http://www.ncbi.nlm.nih.gov/pubmed/18185590
http://doi.org/10.1186/s12935-020-01376-8
http://www.ncbi.nlm.nih.gov/pubmed/32714094
http://doi.org/10.18502/ijpho.v11i3.6561
http://doi.org/10.3389/fonc.2020.00017
http://doi.org/10.3389/fgene.2012.00069
http://doi.org/10.1186/s13045-015-0223-4
http://doi.org/10.1080/21655979.2022.2031405
http://doi.org/10.1186/s13148-016-0274-6
http://doi.org/10.1038/leu.2013.68
http://doi.org/10.1111/jcmm.14152
http://www.ncbi.nlm.nih.gov/pubmed/30770626
http://doi.org/10.1080/15592294.2015.1106673
http://www.ncbi.nlm.nih.gov/pubmed/26646903
http://doi.org/10.1111/ijlh.13167
http://doi.org/10.3727/096504017x14980882803151
http://doi.org/10.1016/j.ebiom.2018.07.013
http://www.ncbi.nlm.nih.gov/pubmed/30072211
http://doi.org/10.1111/ijlh.13225
http://www.ncbi.nlm.nih.gov/pubmed/32359033
http://doi.org/10.1182/blood-2008-06-162164
http://doi.org/10.18632/oncotarget.5148


Life 2022, 12, 1770 29 of 30

181. Pollak, M. The insulin and insulin-like growth factor receptor family in neoplasia: An update. Nat. Rev. Cancer 2012, 12, 159–169.
[CrossRef]

182. Chapuis, N.; Tamburini, J.; Cornillet-Lefebvre, P.; Gillot, L.; Bardet, V.; Willems, L.; Park, S.; Green, A.S.; Ifrah, N.; Dreyfus, F.; et al.
Autocrine IGF-1/IGF-1R signaling is responsible for constitutive PI3K/Akt activation in acute myeloid leukemia: Therapeutic
value of neutralizing anti-IGF-1R antibody. Haematologica 2010, 95, 415–423. [CrossRef]

183. Sun, J.; Li, W.; Sun, Y.; Yu, D.; Wen, X.; Wang, H.; Cui, J.; Wang, G.; Hoffman, A.R.; Hu, J.F. A novel antisense long noncoding
RNA within the IGF1R gene locus is imprinted in hematopoietic malignancies. Nucleic Acids Res. 2014, 42, 9588–9601. [CrossRef]
[PubMed]

184. Yang, L.; Zhou, J.D.; Zhang, T.J.; Ma, J.C.; Xiao, G.F.; Chen, Q.; Deng, Z.Q.; Lin, J.; Qian, J.; Yao, D.M. Overexpression of lncRNA
PANDAR predicts adverse prognosis in acute myeloid leukemia. Cancer Manag. Res. 2018, 10, 4999–5007. [CrossRef] [PubMed]

185. Li, Q.; Song, W.; Wang, J. TUG1 confers Adriamycin resistance in acute myeloid leukemia by epigenetically suppressing miR-34a
expression via EZH2. Biomed. Pharm. 2019, 109, 1793–1801. [CrossRef] [PubMed]

186. Xue, M.; Chen, W.; Li, X. Urothelial cancer associated 1: A long noncoding RNA with a crucial role in cancer. J. Cancer Res. Clin.
Oncol. 2016, 142, 1407–1419. [CrossRef]

187. Huang, J.; Zhou, N.; Watabe, K.; Lu, Z.; Wu, F.; Xu, M.; Mo, Y.Y. Long non-coding RNA UCA1 promotes breast tumor growth by
suppression of p27 (Kip1). Cell Death Dis. 2014, 5, e1008. [CrossRef]

188. Wander, S.A.; Zhao, D.; Slingerland, J.M. p27: A barometer of signaling deregulation and potential predictor of response to
targeted therapies. Clin. Cancer Res. 2011, 17, 12–18. [CrossRef]

189. Hughes, J.M.; Legnini, I.; Salvatori, B.; Masciarelli, S.; Marchioni, M.; Fazi, F.; Morlando, M.; Bozzoni, I.; Fatica, A. C/EBPα-
p30 protein induces expression of the oncogenic long non-coding RNA UCA1 in acute myeloid leukemia. Oncotarget 2015,
6, 18534–18544. [CrossRef]

190. Li, J.J.; Chen, X.F.; Wang, M.; Zhang, P.P.; Zhang, F.; Zhang, J.J. Long non-coding RNA UCA1 promotes autophagy by targeting
miR-96-5p in acute myeloid leukaemia. Clin. Exp. Pharm. Physiol. 2020, 47, 877–885. [CrossRef]

191. Li, J.; Wang, M.; Chen, X. Long non-coding RNA UCA1 modulates cell proliferation and apoptosis by regulating miR-296-3p/Myc
axis in acute myeloid leukemia. Cell Cycle 2020, 19, 1454–1465. [CrossRef]

192. Xiao, Y.; Jiao, C.; Lin, Y.; Chen, M.; Zhang, J.; Wang, J.; Zhang, Z. lncRNA UCA1 Contributes to Imatinib Resistance by Acting as a
ceRNA Against miR-16 in Chronic Myeloid Leukemia Cells. DNA Cell Biol. 2017, 36, 18–25. [CrossRef]

193. Fang, K.; Han, B.W.; Chen, Z.H.; Lin, K.Y.; Zeng, C.W.; Li, X.J.; Li, J.H.; Luo, X.Q.; Chen, Y.Q. A distinct set of long non-coding
RNAs in childhood MLL-rearranged acute lymphoblastic leukemia: Biology and epigenetic target. Hum. Mol. Genet. 2014,
23, 3278–3288. [CrossRef] [PubMed]

194. Wang, W.T.; Chen, T.Q.; Zeng, Z.C.; Pan, Q.; Huang, W.; Han, C.; Fang, K.; Sun, L.Y.; Yang, Q.Q.; Wang, D.; et al. The lncRNA
LAMP5-AS1 drives leukemia cell stemness by directly modulating DOT1L methyltransferase activity in MLL leukemia. J. Hematol.
Oncol. 2020, 13, 78. [CrossRef]

195. Zhao, Q.; Zhao, S.; Li, J.; Zhang, H.; Qian, C.; Wang, H.; Liu, J.; Zhao, Y. TCF7L2 activated HOXA-AS2 decreased the glucocorticoid
sensitivity in acute lymphoblastic leukemia through regulating HOXA3/EGFR/Ras/Raf/MEK/ERK pathway. Biomed. Pharm.
2019, 109, 1640–1649. [CrossRef] [PubMed]

196. Tsuiji, H.; Yoshimoto, R.; Hasegawa, Y.; Furuno, M.; Yoshida, M.; Nakagawa, S. Competition between a noncoding exon and
introns: Gomafu contains tandem UACUAAC repeats and associates with splicing factor-1. Genes Cells 2011, 16, 479–490.
[CrossRef] [PubMed]

197. Sattari, A.; Siddiqui, H.; Moshiri, F.; Ngankeu, A.; Nakamura, T.; Kipps, T.; Croce, C. Upregulation of long noncoding RNA MIAT
in aggressive form of chronic lymphocytic leukemias. Oncotarget 2014, 7, 54174–54182. [CrossRef]

198. Winkler, L.; Jimenez, M.; Zimmer, J.T.; Williams, A.; Simon, M.D.; Dimitrova, N. Functional elements of the cis-regulatory
lincRNA-p21. Cell Rep. 2022, 39, 110687. [CrossRef]

199. Bao, X.; Wu, H.; Zhu, X.; Guo, X.; Hutchins, A.P.; Luo, Z.; Song, H.; Chen, Y.; Lai, K.; Yin, M.; et al. The p53-induced lincRNA-p21
derails somatic cell reprogramming by sustaining H3K9me3 and CpG methylation at pluripotency gene promoters. Cell Res.
2015, 25, 80–92. [CrossRef]

200. Döhner, H.; Stilgenbauer, S.; Benner, A.; Leupolt, E.; Kröber, A.; Bullinger, L.; Döhner, K.; Bentz, M.; Lichter, P. Genomic
aberrations and survival in chronic lymphocytic leukemia. N. Engl. J. Med. 2000, 343, 1910–1916. [CrossRef]

201. Kröber, A.; Seiler, T.; Benner, A.; Bullinger, L.; Brückle, E.; Lichter, P.; Döhner, H.; Stilgenbauer, S. V(H) mutation status, CD38
expression level, genomic aberrations, and survival in chronic lymphocytic leukemia. Blood 2002, 100, 1410–1416. [CrossRef]

202. Calin, G.A.; Ferracin, M.; Cimmino, A.; Di Leva, G.; Shimizu, M.; Wojcik, S.E.; Iorio, M.V.; Visone, R.; Sever, N.I.; Fabbri, M.;
et al. A MicroRNA signature associated with prognosis and progression in chronic lymphocytic leukemia. N. Engl. J. Med. 2005,
353, 1793–1801. [CrossRef]

203. Ouillette, P.; Erba, H.; Kujawski, L.; Kaminski, M.; Shedden, K.; Malek, S.N. Integrated genomic profiling of chronic lymphocytic
leukemia identifies subtypes of deletion 13q14. Cancer Res. 2008, 68, 1012–1021. [CrossRef] [PubMed]

204. Dal Bo, M.; Rossi, F.M.; Rossi, D.; Deambrogi, C.; Bertoni, F.; Del Giudice, I.; Palumbo, G.; Nanni, M.; Rinaldi, A.; Kwee, I.; et al.
13q14 deletion size and number of deleted cells both influence prognosis in chronic lymphocytic leukemia. Genes Chromosom.
Cancer 2011, 50, 633–643. [CrossRef] [PubMed]

http://doi.org/10.1038/nrc3215
http://doi.org/10.3324/haematol.2009.010785
http://doi.org/10.1093/nar/gku549
http://www.ncbi.nlm.nih.gov/pubmed/25092925
http://doi.org/10.2147/CMAR.S180150
http://www.ncbi.nlm.nih.gov/pubmed/30464600
http://doi.org/10.1016/j.biopha.2018.11.003
http://www.ncbi.nlm.nih.gov/pubmed/30551433
http://doi.org/10.1007/s00432-015-2042-y
http://doi.org/10.1038/cddis.2013.541
http://doi.org/10.1158/1078-0432.CCR-10-0752
http://doi.org/10.18632/oncotarget.4069
http://doi.org/10.1111/1440-1681.13259
http://doi.org/10.1080/15384101.2020.1750814
http://doi.org/10.1089/dna.2016.3533
http://doi.org/10.1093/hmg/ddu040
http://www.ncbi.nlm.nih.gov/pubmed/24488769
http://doi.org/10.1186/s13045-020-00909-y
http://doi.org/10.1016/j.biopha.2018.10.046
http://www.ncbi.nlm.nih.gov/pubmed/30551418
http://doi.org/10.1111/j.1365-2443.2011.01502.x
http://www.ncbi.nlm.nih.gov/pubmed/21463453
http://doi.org/10.18632/oncotarget.11099
http://doi.org/10.1016/j.celrep.2022.110687
http://doi.org/10.1038/cr.2014.165
http://doi.org/10.1056/NEJM200012283432602
http://doi.org/10.1182/blood.V100.4.1410.h81602001410_1410_1416
http://doi.org/10.1056/NEJMoa050995
http://doi.org/10.1158/0008-5472.CAN-07-3105
http://www.ncbi.nlm.nih.gov/pubmed/18281475
http://doi.org/10.1002/gcc.20885
http://www.ncbi.nlm.nih.gov/pubmed/21563234


Life 2022, 12, 1770 30 of 30

205. Garding, A.; Bhattacharya, N.; Claus, R.; Ruppel, M.; Tschuch, C.; Filarsky, K.; Idler, I.; Zucknick, M.; Caudron-Herger, M.;
Oakes, C.; et al. Epigenetic upregulation of lncRNAs at 13q14.3 in leukemia is linked to the In Cis downregulation of a gene
cluster that targets NF-kB. PLoS Genet. 2013, 9, e1003373. [CrossRef] [PubMed]

206. Palamarchuk, A.; Efanov, A.; Nazaryan, N.; Santanam, U.; Alder, H.; Rassenti, L.; Kipps, T.; Croce, C.M.; Pekarsky, Y. 13q14
deletions in CLL involve cooperating tumor suppressors. Blood 2010, 115, 3916–3922. [CrossRef] [PubMed]

207. Gumireddy, K.; Li, A.; Yan, J.; Setoyama, T.; Johannes, G.J.; Orom, U.A.; Tchou, J.; Liu, Q.; Zhang, L.; Speicher, D.W.; et al.
Identification of a long non-coding RNA-associated RNP complex regulating metastasis at the translational step. EMBO J. 2013,
32, 2672–2684. [CrossRef]

http://doi.org/10.1371/journal.pgen.1003373
http://www.ncbi.nlm.nih.gov/pubmed/23593011
http://doi.org/10.1182/blood-2009-10-249367
http://www.ncbi.nlm.nih.gov/pubmed/20071661
http://doi.org/10.1038/emboj.2013.188

	Leukemia 
	Acute Myeloid Leukemia 
	Acute Lymphoblastic Leukemia 
	Chronic Myeloid Leukemia 
	Chronic Lymphocytic Leukemia 

	Long Noncoding RNAs 
	LncRNAs Deregulated in All Leukemia Types 
	LncRNA NEAT1 
	LncRNA MALAT1 
	LncRNA GAS5 

	LncRNA Deregulated in Myeloid Leukemias and ALL 
	LncRNA HOTAIR 
	LncRNA H19 
	LncRNA ANRIL (CDKN2B-AS1) 
	LncRNA PVT1 

	LncRNAs Deregulated in AML and CLL 
	LncRNA CRNDE 
	LncRNA LEF1-AS1 
	LncRNA ZNF667-AS1 

	LncRNAs Deregulated in Myeloid Leukemias 
	LncRNA MEG3 
	LncRNA HOTAIRM1 
	LncRNA IRAIN 
	LncRNA CCDC26 
	LncRNA PANDAR 
	LncRNA TUG1 
	LncRNA BGL3 
	LncRNA UCA1 

	LncRNAs Deregulated in ALL 
	Lnc RNA LUNAR1 
	Lnc RNA RP11-137H2.4 
	Linc RNA BALR-6 
	LncRNA LAMP-AS1 
	LncRNA BALR-2 
	LncRNA HOXA-AS2 

	LncRNAs Deregulated in CLL 
	LncRNA MIAT 
	LincRNA-p21 
	LncRNA DLEU1 and LncRNA DLEU2 
	LncRNA BM74240 
	LncRNA TRERNA1 
	LncRNA AC092652.2-202 
	Lnc-TOMM7-1, lnc-KIAA1755-4, lnc-IRF2-3, lncRNA ZNF667-AS1 

	Conclusions 
	References

